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Sequences produci ng significant alignnments:
(dick headers to sort col ums)
Transcripts

Hono sapi ens chronosone 22 open 30.2 30.2 62% 28 100% m
NM_014306. 2 reading frame 28 (C22orf28), nRNA

Hono sapi ens sine oculis honmeobox 28.2 28.2 58% 112 100%
NM 005413. 1 homol og 3 (Drosophila) (SIX3),

mRNA

PREDI CTED: Honp sapi ens agrin 28.2 28.2 58% 112 100% [eg1]
XM 001126326.1 (AGRIN), nRNA

Hono sapiens agrin (AGRIN), nRNA 28.2 28.2 58% 112 100% m
NM 198576. 2

Hono sapi ens vesicle transport 28.2 28.2 58% 112 100% [T
NM_006370. 1 through interaction w th t-SNAREs

honol og 1B (yeast) (VTI1B), nRNA
Genomic sequences [show first]

Honop sapi ens genomi c conti g, 30.2 30.2 62% 28 100%
NW 924320. 1 alternate assenbly (based on

Cel era assenbly)

Hono sapi ens chronosone 19 genonmic30.2 30.2 62% 28 100%
NW 927173. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 18 genomic30.2 30.2 62% 28 100%
NW 927129. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 16 genomic30.2 135 91% 28 100%
NW 926018. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronosone 14 genomic30.2 111 100% 28 100%
NW 925561. 1 contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronosone 7 genomic 30.2 58.5 70% 28 100%
NW 923206. 1 contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronosone 7 genomic 30.2 84.7 70% 28 100%
NT_079592. 2 contig, alternate assenbly (based

on CRA _TCAGchr 7v2)

Honmo sapi ens chronosone 6 genomic 30.2 111 83% 28 100%
NW 923184. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 6 genomc 30.2 30.2 62% 28 100%
NW 922984. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 2 genomc 30.2 60.5 62% 28 100%
NW 921562. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 19 genonic30.2 58.5 83% 28 100%
NT_011255. 14 contig, reference assenbly

Hono sapi ens chronpsone 18 genonmic30.2 82.8 75% 28 100%
NT_025028. 13 contig, reference assenbly

Hono sapi ens chronbsone 16 genonmic30.2 82.8 91% 28 100%
NT_037887. 4 contig, reference assenbly

Hono sapi ens chronosone 14 genonmic30.2 111 100% 28 100%
NT_026437. 11 contig, reference assenbly
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Hono sapi ens chronbsone 7 genomic 30.2 84.7 70% 28 100%
NT_007819. 16 contig, reference assenbly

Hono sapi ens chronbsone 6 genomc 30. 84.7 83% 28 100%
NT_025741. 14 contig, reference assenbly

Hono sapi ens chronosone 6 genomc 30. 84.7 91% 28 100%
NT_007592. 14 contig, reference assenbly

Hono sapi ens chronbsone 22 genom c 28. 28.2 58% 112 100%
NW 927628. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 19 genom c 28. 28.2 58% 112 100%
NW 927140. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 19 genom c 28. 28.2 58% 112 100%
NW 927206. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 17 genom c 28. 28.2 58% 112 100%
NW 926772. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 13 genom c 28. 28.2 58% 112 100%
NW 925484. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 13 genom c 28. 28.2 58% 112 100%
NW 925473. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 13 genom c 28. 82.8 79% 112 100%
NW 925517. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 11 genom c 28. 28.2 58% 112 100%
NW 925173. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 10 genom c 28. 28.2 58% 112 100%
NW 924884. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 8 genom c 28. 54.5 62% 112 100%
NW 923907. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 7 genomc 28. 54.5 58% 112 100%
NW 923707. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 7 genomc 28. 82.8 87% 112 100%
NW 923640. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 7 genomic 28. 137 91% 112 100%
NT_079596. 2 contig, alternate assenbly (based

on CRA _TCAGchr 7v2)

Hono sapi ens chronpbsone 6 genomic 28. 28.2 58% 112 100%
NT_113893.1 contig, alternate assenbly

(derived from@BL cell line)

Hono sapi ens chronpbsone 6 genomic 28. 28.2 58% 112 100%
NT_113891.1 contig, alternate assenbly

(derived fromCOX cell 1ine)

Hono sapi ens chronbsone 6 genom c 28. 54.5 75% 112 100%
NW 923073. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronosone 5 genom c 28. 28.2 58% 112 100%
NW 922751. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 5 genom c 28. 28.2 58% 112 100%
NW 922729. 1 contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronosone 4 genomic 28. 54.5 75% 112 100%
NW 922073. 1 contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronosone 3 genomic 28. 187 91% 112 100%
NW 921807. 1 contig, alternate assenbly (based

on Cel era assenbly)
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Hono sapi ens chronbsone 2 genomic 28.2 54.5 79% 112 100%
NW 927719. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 2 genom c 28. 80.8 62% 112 100%
NW 921618. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 1 genom c 28. 28.2 58% 112 100%
NW 921350. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 22 genom c 28. 28.2 58% 112 100%
NT_011520. 11 contig, reference assenbly

Hono sapi ens chronbsone 19 genom c 28. 80.8 83% 112 100%
NT_011109. 15 contig, reference assenbly

Hono sapi ens chronbsone 17 genom c 28. 28.2 58% 112 100%
NT_010799. 14 contig, reference assenbly

Hono sapi ens chronbsone 13 genom c 28. 28.2 58% 112 100%
NT_009952. 14 contig, reference assenbly

Hono sapi ens chronpsone 13 genom c 28. 56.5 58% 112 100%
NT_024524. 13 contig, reference assenbly

Hono sapi ens chronpsone 11 genom c 28. 28.2 58% 112 100%
NT_033899. 7 contig, reference assenbly

Hono sapi ens chronpsone 10 genom c 28. 28.2 58% 112 100%
NT_008818. 15 contig, reference assenbly

Hono sapi ens chronpsone 8 genom c 28. 28.2 58% 112 100%
NT_007995. 14 contig, reference assenbly

Hono sapi ens chronpsone 7 genomc 28. 54.5 58% 112 100%
NT_007914. 14 contig, reference assenbly

Hono sapi ens chronpsone 7 genomc 28. 82.8 87% 112 100%
NT_007933. 14 contig, reference assenbly

Hono sapi ens chronpsone 5 genomc 28. 28.2 58% 112 100%
NT_034772.5 contig, reference assenbly

Hono sapi ens chronpsone 5 genom c 28. 28.2 58% 112 100%
NT_023148. 12 contig, reference assenbly

Hono sapi ens chronbpsone 4 genom c 28. 54.5 75% 112 100%
NT_016297. 15 contig, reference assenbly

Hono sapi ens chronbsone 3 genom c 28. 54.5 62% 112 100%
NT_022517. 17 contig, reference assenbly

Hono sapi ens chronbsone 3 genom c 28. 187 91% 112 100%
NT_005612. 15 contig, reference assenbly

Hono sapi ens chronbsone 2 genom c 28. 28.2 58% 112 100%
NT_005120. 15 contig, reference assenbly

Hono sapi ens chronbsone 2 genomc 28. 28.2 58% 112 100%
NT_022184. 14 contig, reference assenbly

Hono sapi ens chronbsone 1 genomic 28. 28.2 58% 112 100%
NT_004350. 18 contig, reference assenbly

Hono sapi ens chronbsone 17 genom c 26. 26.3 54% 444 100%
NW 926918. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 17 genom c 26. 26.3 70% 444 94%
NW 926584. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 16 genom c 26. 26.3 54% 444 100%
NW 926528. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 15 genom c 26. 26.3 54% 444 100%
NW 925907. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 15 genom c 26. 26.3 54% 444 100%
NW 925884. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 15 genom c 26. 26.3 54% 444 100%
NW 925940. 1 contig, alternate assenbly (based

on Cel era assenbly)
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Hono sapi ens chronbsone 12 genomic26.3 26.3 54% 444 100%
NW 925295. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 12 genom c 26. 78.8 54% 444 100%
NW 925395. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 11 genom c 26. 26.3 54% 444 100%
NW 924962. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 11 genom c 26. 52.5 83% 444 100%
NW 925106. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 10 genom c 26. 26.3 54% 444 100%
NW 924584. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 9 genomc 26. 52.5 66% 444 100%
NW 924062. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 9 genomc 26. 52.5 62% 444 100%
NW 924573. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 8 genomc 26. 26.3 54% 444 100%
NW 924018. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 8 genom c 26. 131 70% 444 100%
NW 923984. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 7 genomc 26. 26.3 54% 444 100%
NW 923273. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 5 genomc 26. 26.3 54% 444 100%
NW 922784. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 4 genomic 26. 26.3 54% 444 100%
NW 922217.1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 4 genom c 26. 26.3 54% 444 100%
NW 922162. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 3 genom c 26. 26.3 54% 444 100%
NW 921651. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 2 genom c 26. 52.5 79% 444 100%
NW 928052. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 1 genomc 26. 78.8 62% 444 100%
NW 921351.1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 1 genomc 26. 26.3 54% 444 100%
NW 927128. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 1 genomc 26. 26.3 54% 444 100%
NW 926128. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 11 genom c 26. 26.3 54% 444 100%
NT_035113. 6 contig, reference assenbly

Hono sapi ens chronpsone 6 genomc 26. 26.3 54% 444 100%
NT_007422. 13 contig, reference assenbly

Honmo sapi ens chronosone 3 genomi c 26. 26.3 54% 444 100%
NT_005535. 16 contig, reference assenbly

Hono sapi ens chronpsone 2 genomc 26. 26.3 54% 444 100%
NT_005403. 16 contig, reference assenbly

Hono sapi ens chronbsone 2 genomc 26. 26.3 54% 444 100%
NT_022221. 12 contig, reference assenbly
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Hono sapi ens chronbsone 2 genomic 26. 52.5 79% 444 100%
NT_022171. 14 contig, reference assenbly

Hono sapi ens chronbsone 2 genomc 26. 26.3 54% 444 100%
NT_005416. 12 contig, reference assenbly

Hono sapi ens chronpsone 1 genomic 26. 26.3 54% 444 100%
NT_004487. 18 contig, reference assenbly

Hono sapi ens chronpsone 1 genomc 26. 52.5 62% 444 100%
NT_032977.8 contig, reference assenbly

Hono sapi ens chronpsone 1 genomc 26. 26.3 54% 444 100%
NT_004559. 13 contig, reference assenbly

Hono sapi ens chronpsone 1 genomc 26. 26.3 54% 444 100%
NT_004610. 18 contig, reference assenbly
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Alignments

>ref | NM_014306. 2| EED Hono sapi ens chronosone 22 open reading frame 28 (C22orf2
Lengt h=2056

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ Pi us

Query 10 CAGGCTTTCGC 24

Sbjct 1080 CCGJTCAGCI,JTlFlfl 5 1094

>ref | NM_ 005413. 1| Hono sapi ens sine oculis honmeobox honol og 3 (Drosophila) (SIX3),
Lengt h=1926

28
0/ 15 (0%

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query

6
Shjct 1320 CGCll'CCGjTlc!AG(IlI' 1307

>ref | XM 001126326. 1| [ELIl PREDI CTED: Hono sapiens agrin (AGRIN), nRNA
Lengt h=6611

GENE I D: 375790 AGRN | agrin [Honmo sapiens] (Over 10 PubMed I1i nks)

112
0/ 14" (0%

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ Pl us

Query 5

18
Shjct 5782 lI'CGCJTCCC:JTCAC-IC-IZ 5795

>ref | NM 198576. 2| HEED Homo sapiens agrin (AGRIN), nRNA
Lengt h=7319

GENE I D: 375790 AGRN | agrin [Honmp sapiens] (Over 10 PubMed Ii nks)

112
0/ 14 (0%

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St r and=PI us/ Pl us

Query 5

18
Sbjct 6500 ITCGCJTCCGJTOAGGC 6513

>ref | NM_006370. 1| EET Hono sapi ens vesicle transport through interaction with t
homol og” 1B (yeast) (VTI1B), nRNA
Lengt h=1287

GENE I D: 10490 VTI1B | vesicle transport through interaction with t-SNAREs
honol og 1B (yeast) [Honp sapi ens] (Over 10 PubMed Ii nks)

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 11 CGTCAGCCTTTCGC

Shjct 124 CISII'CAGGCJTJ'I'J'I'| . 137

112
0/ 14" (0%
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>refL%N[?24320.1|FBCraAADB02_3672 Hono sapi ens genom ¢ contig, alternate assenbly
assenbl y
Lengt h=4459

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query TCGCTCCGTICAGECT 19

r 5
Sbjct 4089 #EEE#EEE#%kEL%# 4075

>ref | NW927173. 1| HsCr aAADB02_624 I Homo sapi ens chronosone 19 genomic contig, altel
(based on Cel era assenbly)
Lengt h=7929300

28
0/ 15 (0%

Features flanking this part of subject sequence: ) _
30552 bp at 5' side: thronmbospondin, t&pe I, dommin containing 6
14647 bp at 3' side: ring finger and KH domain containing 1

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

R i AR
Sbjct 734245 AG#G#CGC#CCG#CA 734259

>ref | NW927129. 1| HsCr aAADB02_620 E Hormo sapi ens chronpbsone 18 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=12826439

28
0/ 15 (0%

Features flanking this part of subject sequence:
6099 bp at 3' side: hypothetical protein LOC92126

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query

7 GCTCCGTCAGGCTTT 21
Sbjct 55661 Ek%k££#k££££%## 55647

>ref | NW 926018. 1| HsCr aAADB0O2_520 E Hormo sapi ens chronosone 16 genonic contig, alter
(based on Cel era assenbly)
Lengt h=14690834

28
0/ 15 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: ]
199382 bB at 5 side: hﬁpothetlpal protein LOC196483 isoform 2
1081772 bp at 3' side: hypothetical protein LOC440337

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

ey T
Sbjct 5272170 AG#G#CGC#CCE#CA 5272184

Features in this part of subgect sequence:
hypot heti cal protein LOC115939

28
0/ 15 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCGICAGGCTTTC 22

Sbjct 1330007 |C|C|GJT|C;|A|Ci£T1leIC 1329995

444
0/ 13 (0%
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Features i
ataxin 2
ataxin 2

his part of subject sequence:
ng|ng protein 1 isoform4
n

n t
i
inding protein 1 isoform3

-b
-b
Score = 26.3 bits (13), Expect

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCGTCAGCCTTTC 22

Sbjct 7587850 |C|C|GJT|C,|A|G|G|CJTJ1JTIC 7587862

Features in this part of subject sequence:
RUN donmi n contai ni ng 2A

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

e I o
Shjct 12027536 AGITCJTC(IZJTCCCJT 12027524

Features in this part of subject sequence:
hypot heti cal protein LOC55313

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

uery 7 o
Shj ct 12720409 @JTCCCJFOA\GI:JT 12720397

>ref | NW 925561. 1| HsCr aAADB02_479 B Hono sapi ens chronosone 14 genomic contig, altel
(based on Cel era assenbly)
Lengt h=53999513

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
hypot heti cal protein LOC9895

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

ery s o
Shjct 49683228 #CII%CCG#CAGCC# 49683214

Features flanking this part of subject sequence: )
206 bB at 5 side: vesicle transport through interaction with t-SNAREs 1B
p

28
0/ 15 (0%

3613 at 3' side: androgen-regul ated short-chai n dehydrogenase/reductase 1
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ M nus

Query 11 f?ﬁfffFFITTFFF 24
Sbj ct 14954998 CE#CACEﬁ###CGC 14954985

Features flanking this part of subject sequence:
3437 bp at 5 side: DDHD domain containing 1 )
793484 bp at 3' side: bone norphogenetic protein 4 preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%
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Query 8 ICT|C|C|G'I'lC|A|C-i|C-?|C'I'T 20
Shj ct 427538 CITCCC:JTCAGC-IIlFlF 427526

Features in this part of subject sequence:
putative protein O mannosyltransferase

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
Strand=Pl us/ M nus

Query 1 AGIGTCGCTCCGICAGG 17

AN AN
Sbj ct 24574716 AGJTGJTCGClFOOCITCAGG 24574700

>ref | NW 923206. 1| HsCr aAADB0O2_267 I Homo sapi ens chronosone 7 genomic contig, alter
(based on Cel era assenbly)
Lengt h=5843728

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence: )
eukaryotic translation initiation factor 3, subunit 9 eta...
eukaryotic translation initiation factor 3, subunit 9 eta...

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

Query 5 TCGCTCCGICAGECT 19
- Miitustini
Shjct 2318989 CA 2319003

28
0/ 15 (0%

Features in this part of subject sequence:
TRI AD3 protein 1soforma
TRIAD3 protein isoformb
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us
Query 8 CTCCGICAGCCTTT 21

Shj ct 5582463 lCll'lchlIzJTlc!Al(IliijTlTlT 5582476

>ref | NT_079592. 2| Hs7_79657 B Hono sapi ens chronmosone 7 genonic contig, alternate a:
(based on CRA TCAGchr7v2)
Lengt h=58008433

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence: )
eukaryotic translation initiation factor 3, subunit 9 eta...
eukaryotic translation initiation factor 3, subunit 9 eta...

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 5 TCGCTCCGTCAGGCT 19

Sbjct 2405214 lflchlC/JTlClClCJTlCL\ICiSlClT 2405228

28
0/ 15 (0%

Features in this part of subject sequence:
TRI AD3 protein 1soforma
TRIAD3 protein isoformb
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us

10 de 444 05-01-2008 17:08
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Query 8 CTCCGICAGCCTTT 21
Sbjct 5676794 lCJT|C|C|GJTHA|G|G|ClTITIT 5676807

Features flanking this part of subject sequence: o ) )
46175 bB at 5 side: Insulin-like growth factor binding protein 3 isoforma pr.
p

722357 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=PI us/ Pl us

Query 8 CTCCGTCAGCCTT 20

Shj ct 45996241 lCll'lCIlllGll'lCl!AlCIlIlZJTll' 45996253

>ref | NW 923184. 1| HsCr aAADB0O2_265 E Hormo sapi ens chronobsone 6 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=103786604

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
299 bp at 5' side: hyBSthetlcal protein
34188 bp at 3' side: aspartate oxi dase isoforma

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 7 GCTCCGTCAGECTTT 21

Shj ct 43495013 E%#EEL%&%LLL&## 43494999

Features flanking this part of subject seguence: ]
24118 bB at 5 side: serunfglucocorticoid regul ated kinase ) )
194249 bp at 3' side: simlar to Coiled-coil-helix-coiled-coil-helix domain-con

28
0/ 15 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

ery 2 T
Sbjct 67329650 G#G#CGC#CCE&CA 67329663

Feat ur es flankin% this part of subject sequence:
1550086 bp at 5' side: hypothetical protein LOC253714
2192 bp at 3' side: PQOU domain, class 3, transcription factor 2

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

ery 2 GO
Shj ct 31993349 G*G*CEf%CEE#C 31993337

Features flanking this part of subiect seguence:
20602 bp at 5' side: hypothetical protein
1789 bp at 3' side: brain protein 44-1ike

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

ery 7 o
Shj ct 99585097 @JTCCCJFOA\GI:JT 99585085

444
0/13 (0%

11 de 444 05-01-2008 17:08
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>ref | NW 922984. 1| HsCr aAADB02_247 E Hormo sapi ens chronpbsone 6 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=26292868

Features flanking this part of subject sequence:
450908 bp at 5" side: hypothetical protein )
965316 bp at 3' side: vesicular nenbrane protein p24

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

uery 3 U
Shj ct 22797781 #G#CGC#CCG&CAGG 22797795

>ref | NW 921562. 1| HsCr aAADB02_119 I Hono sapi ens chronosonme 2 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=510436

28
0/ 15 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subiect seguence:
17102 bp at 5' side: hypothetical protein
2317 bp at 3" side: simlar to Cell division cycle protein 27 honol og (CDC27H. .

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

ery S T v
Shj ct 193588 #CII%CEE#CAEEI% 193574

Features flanking this part of subject sequence:
236299 bp at 5" side: hypothetical protein )
46526 bp at 3' side: simlar to zinc finger protein 285

28
0/ 15 (0%

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

Query 5 TCGCTCCGTICAGECT 19
- Miituntini
Shjct 436924 CA 436938

>ref | NT_011255. 14| Hs19 11412 E Hormo sapi ens chronobsone 19 genonic contig, reference
Lengt h=7286004

28
0/ 15 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: ) .
30656 bp at 5' side: thronmbospondin, type |, domain containing 6
13718 bp at 3' side: ring finger and KH domain containing 1

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

ey T
Sbjct 1481598 AE#G*CEE&CCG#CA 1481612

Features flanking this part of subject sequence: . )
2163 bp at 5' side: mnucosal vascul ar addressin cell adhesion nolecule 1 isofo..
366 bp at 3' side: gene trap ROSA b-geo 22

28
0/ 15 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=PI us/ Pl us

112
0/ 14 (0%

12 de 444 05-01-2008 17:08
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Query

7
Shj ct 447128 GCJTC(I-}FHAGGCIFIF 447141

>ref | NT_025028. 13| Hs18 25184 Bl Homo sapi ens chronosone 18 genonic contig, reference
Lengt h=20074199

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence
932642 bp at 5 side: cadherin 19, type prepr opr otein
6110 bp at 3' side: hypothetical protel n L(x92 26

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ M nus

Query

7
Shj ct 12962943 C-:CLFC(ZCngClAGCﬁlFlFlF 12962929

Features in this part of SUEJOeCt sequence:
one cut domain, famly ne

28
0/ 15 (0%

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 7

Shj ct 2901581 GCJTCCCJTHAGGCIF 2901593

Features flanking this part of subject sequence:
110711 bp at 5" side: nucosa associ ated I\érrphm d tissue | ynphoma translocation .
59723 bp at 3' side: zinc finger protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 12 GTCAGCCTTTCCC 24

Sbjct 4316643 GJTCACII,JTlfJTHI 4316631

>ref | NT_037887. 4| Hs16_37891 E Hormo sapi ens chronpbsone 16 genonmic contig, reference
Lengt h=8576922

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
198965 bB at 5 side: thot hetical protein LOC196483 isoform 2
1081231 bp at 3' side: hypothetical protein LOC440337

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ Pi us

Query 1 AGTGTCGCTCCGTCA 15

Sbjct 5286706 AGJTGJTCCI,JTCCGJT” 5286720

Features in this part of subject sequence:
hypot heti cal protein LOC115939

28
0/ 15 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCGICAGGCTTTC 22

13 de 444 05-01-2008 17:08
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14 de 444

Shj ct 1340243 CCGTCAGGCTTTC 1340231

Features in this part of subject sequence:
ataxin 2-binding protein 1 isoform4
ataxin 2-binding protein 1 isoform1

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 10 CAGCCTTTC 22

Sbjct 7598534 CCGJTCA&HTJTIFIC 7598546

>ref | NT_026437. 11| Hs14_ 26604 Bl Hono sapi ens chronosonme 14 genomi c contig, reference
Lengt h=88290585

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
hypot heti cal protein LOC9895

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ M nus

Query 5

Shj ct 83874248 JTCC-IC[FC(IJT|C!°\GGC1F 83874234

Features flanking this part of subject sequence:
206 bB at 5' side: vesicle transport through interaction with t-SNAREs 1B
p

28
0/ 15 (0%

3613 at 3' side: androgen-regul ated short-chai n dehydrogenase/reductase 1
Score = 28.2 bhits (14 ) Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%
Strand=Pl us/ M nus

Query 11 CAGCCTTTCCC 24

Sbj ct 49141178 CIﬁT)&iiﬂ%%%iii 49141165

Feat ures fl anki ng thISDBHrt of subject sequence:
3437 bp at 5 side D domain containing 1 )
793485 bp at 3' side: bone norphogenetic protein 4 preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query

8 CAGCCTT 20
Sbj ct 34623015 C#CCE#CAE%L*# 34623003

Features in this part of subiect sequence:
putative protein O nmannosyltransferase

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (949@ Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query

1
Sbjct 58781363 AE*G*CEﬁ&CCC#CAGG 58781347

>ref | NT_007819. 16| Hs7_7976 E Hormo sapi ens chronobsone 7 genonic contig, reference a
Lengt h=47690382

Sort alignments for this s

E value Score Percent
Query start position Sul

05-01-2008 17:08
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Features in this part of subject sequence: )
eukaryotic translation initiation factor 3, subunit 9 eta...
eukaryotic translation initiation factor 3, subunit 9 eta...

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 5 TCGCTCCGTCAGGCT 19
, lr||||||I|IIII
Sbj ct 1896097 CA 1896111

28
0/ 15 (0%

Features in this part of subject sequence:
TRI AD3 protein 1soforma
TRI AD3 protein isoformb
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%

St r and=Pl us/ Pl us
Query 8 CTCCGTCAGGCTTT 21

Shict 5169408 CrCLBTOAGAOTTT 5169421

Features flanking this part of subject sequence: o ) )
46175 bp at 5 side: i1nsulin-like %rowth factor binding protein 3 isoforma Br..
1074956 bp at 3' side: sinmlar to Splicing factor, arginine/serine-rich, 46k

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 CAGCECTT 20

CTCCGT
Sbj ct 45495872 lCJT|C|C|GJT|O|A|G|GIClTIT 45495884

>ref | NT_025741. 14| Hs6_25897 E Hormo sapi ens chronpbsone 6 genomic contig, reference :
Lengt h=61645385

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this ﬁart of subi' ect sequence:
33374 bp at 5 side: hypothetical protein
34190 bp at 3' side: D-aspartate oxidase isoforma

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PIl us/ M nus

Query 7 |(3|CTC(.‘,G||| I|C4|AGGC|IIITT 21
Sbj ct 14849217 GCJTCCGJTCA(XBCJTITIT 14849203

Features flanking this part of subject sequence: )
24105 bB at 5' side: serum glucocorticoid regul ated kinase
p

28
0/ 15 (0%

194276 at 3' side: simlar to Coiled-coil-helix-coiled-coil-helix donai n-con.
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us

ey I
Shj ct 38624479 G]TGITCCIZJTCCGJTCA 38624492

Features flanking this part of subject sequence:
1550193 bp at 5' side: hypothetical protein LOC253714
2192 bp at 3' side: PQOU domain, class 3, transcription factor 2

Score = 26.3 bits (13), Expect = 444

15 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

ery 2 GO
Shj ct 3450015 Gll'Gll'CGClI'CCGlI'C 3450003

>ref | NT_007592. 14| Hs6_7749 E Hormo sapi ens chronpbsone 6 genonic contig, reference a:
Lengt h=48945890

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
450884 bp at 5" side: hypothetical protein )
965663 bp at 3' side: vesicular nenbrane protein p24

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

Query 3 TFWEF?TFFFWF?FF 17
Sbj ct 14027130 #G*CEi%CﬁE#CAGG 14027144

Features flanking this part of subject sequence: )
85828 bp at 5 side: PERB11 fanmily member in MHC class | region
299 bp at 3' side: zinc ribbon domain containing 1

28
0/ 15 (0%

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 11 lC|GTﬁAGGC| i ITTICIGIC 24
Sbj ct 20887254 CE#CAEEi%##CGC 20887241

Features flanking this ﬁart of subiect seguence:
20093 bp at 5 side: hypothetical protein .
11061 bp at 3' side: guanylate cyclase activator 1A (retina)

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query CAGCCTTTCG 23

! IGICTI LU L
Sbj ct 32988541 Gclrccslrmmlrlroe 32988525

>ref | NW 927628. 1| HsCr aAADB02_665 B Hono sapi ens chronosonme 22 genomic contig, altel
(based on Cel era assenbly)
Lengt h=20974061

Features flanking this part of subject sequence: _
67456 bB at 5' side: bi nding notif protein 9 isoforml
233484 bp at 3' side: apolipoprotein L3 isoform3

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

ey M
Sbjct 14372517 AG#G#CGC#CCG#C 14372530

>ref | NW 927140. 1| HsCr aAADB0O2_621 Bl Hono sapi ens chronosone 19 genomic contig, altel
(based on Cel era assenbly)
Lengt h=567504

112
0/ 14 (0%

Features flanking this part of subject sequence:
366 bB at 5 side: gene trap ROSA b-geo 22 . )
2163 bp at 3' side: nucosal vascul ar addressin cell adhesion nolecule 1 isofo..

16 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

ery 7 Lo e
Shj ct 310490 GCJTCCGJTCAC{I:IFIT 310477

>ref | NW 927206. 1| HsCr aAADB02_627 Bl Homo sapi ens chronosonme 19 genomic contig, altel
(based on Cel era assenbly)
Lengt h=10109119

112
0/ 14 (0%

Features in this part of subject sequence:
RPB5- medi ating protein isoforma
RPB5- nedi ating protein isoformb

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query AGTGTCGCTCCGTC 14

r 1
Sbjct 2741277 !AlGJTlc;JTlClCHTlClCIGlrlC 2741264

>ref | NW926772. 1| HsCr aAADB02_588 E Hormo sapi ens chronpbsone 17 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=5475862

112
0/ 14 (0%

Features in this part of subject sequence:
ras honol og gene fam |y, nenber T1 isoform 2
ras honol og gene famly, nenber Tl isoforml1

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

ey T
Sbjct 1480731 AE#G#CEE&CCG#C 1480744

>ref | NW 925484. 1| HsCr aAADB02_472 E Hormo sapi ens chronosone 13 genonic contig, alter
(based on Cel era assenbly)
Lengt h=183880

112
0/ 14 (0%

112

Score = 28.2 bits (14), Expect
0/ 14 (0%

Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

Query 1 Al 14

GIGICGCTCCGTC
Shjct 92336 !AlGlTlGjTlCI|3|CJT|C|C|CJT|C 92349

>ref | NW 925473. 1| HsCr aAADB02_471 B Hono sapi ens chronosonme 13 genomic contig, altel
(based on Cel era assenbly)
Lengt h=33583425

Features in this part of subject sequence:
DHHC- cont ai ni ng protein 20

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

e M
Shj ct 2774625 AG%G%CEC%CEE#C 2774638

>ref | NW 925517. 1| HsCr aAADB02_475 I Homo sapi ens chronosone 13 genomic contig, altel
(based on Cel era assenbly)
Lengt h=28042733

112
0/ 14 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul
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Features in this part of subject sequence:

glypican 5
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us
Query 1 AGTGTCGCTCCGIC 14

r
Shj ct 5912337 !AlchlchlchlClFlOlOlGlflC 5912350

Features flanking this part of subject sequence:
681721 bp at 5" side: D-amino acid oxidase activator
205041 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

ery 2 T
Sbjct 19921730 G#G#CGC#CCE#CA 19921717

Features in this part of su?%ect sequence:
growt h hornone regul at ed C protein 1

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us
Query 7 GCTCCGTCAGCGCT 19

Sbjct 27077432 Ek%kkhkkklll 27077444

444
0/ 13 (0%

>ref | NW925173. 1| HsCr aAADB02_444 E Hormo sapi ens chronpbsone 11 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=44976370

Features flanking this part of subject sequence:
666827 bp at 5 side: hypothetical protein
141520 bp at 3' side: BUD13 honvol og

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

ery 7 Lo e
Shj ct 26501973 @JTCCCJFOA\GI;JTIT 26501986

>ref | NW 924884. 1| HsCr aAADB02_418 E Hormo sapi ens chronposone 10 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=44859570

Features flanking this part of subject sequence: )
164238 bp at 5 side: transcription elongation regulator 1-1ike

112
0/ 14 (0%

270773 bp at 3' side: simlar to DNA-directed RNA pol ynerase Il |argest subunit
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St r and=Pl| us/ M nus
Query 6 CGCTCCGTCAGGCT 19

, RN NN
Sbj ct 43945238 CGCIFCCCJTCAC{;CIT 43945225

>ref | NW 923907. 1| HsCr aAADB0O2_330 Bl Hono sapi ens chronosone 8 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=31321926

Sort alignments for this s

E value Score Percent
Query start position Sul
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19 de 444

Features flanking this part of subject sequence:
912139 bp at 5 side: simlar to ribosomal protein L10a
308889 bp at 3' side: netrin receptor Unc5h4

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

ery L
Shj ct 22611006 CG&TCCCJTCA@{ZIF 22610993

Features flanking this part of subject sequence:
459 bp at 5' side: sarcoglycan zeta ) )
302252 bp at 3' side: tunor suppressor candidate 3 isoforma

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 CTCCGTCAGECTT 20

Sbjct 2627519 |C1f|C|C|GJT|C|A|Ci£ITlF 2627531

>ref | NW 923707. 1| HsCr aAADB02_312 E Hormo sapi ens chronpbsone 7 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=5539637

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
cell recognition nolecule Caspr2 precursor

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 9 TCCGTCAGCCTTTC 22

Shjct 2144382 #Ekh#hktkk&##k 2144395

Features in this Part.of subLect sequence:
rho guani ne nucl eoti de exchange factor 5

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query CAGCCTTTC 22

10 CCGT
Shj ct 14843 k%i*%&&ii%#%k 14831

>ref | NW 923640. 1| HsCr aAADB02_306 B Hono sapi ens chronosonme 7 genomic contig, alteri
(based on Cel era assenbly)
Lengt h=39238468

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this ﬁart of subject sequence:
15605 bB at 5 side: Kruppel-like factor 14
p

136133 at 3' side: hypothetical protein isoform?2
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us
Query 1 Al 14

IIGTIGTIII L1 IC
Sbj ct 27941057 Aelrc,JTcef,JTocslrc 27941070

05-01-2008 17:08
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Features flanking this part of subject sequence:
640628 bp at 5 side: similar to ribosomal protein S14
181111 bp at 3' side: plexin A4, B

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

ey I
Sbjct 29499478 GJTGJTCCI,JTCCGIFCA 29499465

Features in this part of subject sequence:
simlar to KO6A9. 1b isoform6

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 5 CGCTCCGT

T CAGCCTTT 21
Sbjct 36061959 1F|C|C|£A|C|C|CJT|C!°\|C|IS|CIT1FIF 36061943

>ref | NT_079596. 2| Hs7_79661 Bl Hono sapi ens chronosone 7 genonmic contig, alternate a
(based on CRA TCAGchr7v2)
Lengt h=58365407

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
15604 bB at 5' side: Kruppel-like factor 14
p

136126 at 3' side: hypothetical protein isoform?2
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us
Query 1 AGITGICGCTCCGIC 14

Shj ct 29806508 ,lAlGjTngClGlchlClchll'lc 29806521

Features flanking this part of subject sequence:
637823 bp at 5" side: simlar to ribosonal protein Sl4
181112 bp at 3' side: plexin A4, B

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

ey T
Shj ct 31363529 CJTGJTCGClFOOCJTCA 31363516

Features in this part of subject sequence:
cell recognition nolecule Caspr2 precursor

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 TCCGTCAGCCTTTC 22

Shj ct 45578750 J'flClchJTlclAlC-llc-IlclflflflC 45578763

Features in this part of subject sequence:
simlar to KO6A9. 1b isoform 2

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus
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Query 5

21
Sbj ct 37945178 J'I'| CC(JTCAGGCJTITIT 37945162

Features in this part of subject sequence:
rho guani ne nucl eotide exchange factor 5

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 10 CAGCCTTTC 22

Sbj ct 43448449 CCGJ'I'GAl(ElGlCJTITITIC 43448437

>ref | NT_113893. 1| Hs6_111612 I Hormo sapi ens chronosone 6 genonmic contig, alternate :
(derived from Q@BL cell Iline)
Lengt h=1999704

Features flanking this part of subject sequence:
2605 bp at 5' side: HIEX4 Broteln
300 bp at 3' side: zinc ribbon donmain containing 1

444
0/ 13 (0%

112

Score = 28. 2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100@@ Gaps
St rand=Pl us/ M nus

Query 11 CGTCAGCCTTTCEC 24

Shjct 640794 |C|GIT|O|A|G|(I|ZJTI'I'I'I'|C|C£ 640781

>ref | NT_113891. 1&FBG 111610 Bl Homo sapi ens chronosone 6 genonmic contig, alternate :
(derived from cell line)
Lengt h=4731698

Features flanking this part of subhect sequence:
67997 bp at 5 side: simlar to HLA-B-associated transcript 1A
299 bp at 3' side: zinc ribbon domain containing 1

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ M nus

Query 11 CAGCCTTTCGC 24

Sbjct 1477616 CG#CAGGC#%%II' 1477603

>ref | NW 923073. 1| HsCr aAADB02_255 E Hormo sapi ens chronpbsone 6 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=30372612

112
0/ 14 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this ﬁart of subiect seguence:
85896 bp at 5' side: hypothetical protein LOC10255
299 bp at 3' side: zinc ribbon donmain containing 1

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@@ Gaps
St rand=Pl us/ M nus

Query 11 CAGCCTTTCCC 24

Shjct 3091582 CI*T)KII%##lll 3091569

Features flanking this ﬁart of subiect seguence:
20096 bp at 5' side: hypothetica rotein .
11058 bp at 3' side: guanylate cyclase activator 1A (retina)

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
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St r and=Pl| us/ M nus
Query 7 CAEEETTTCG

Shj ct 15147075 GClFCCCJT&G(IClFlF 15147059

>ref | NW 922751. 1| HsCr aAADBO2_226 Bl Homo sapi ens chronmpsone 5 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=26804078

Features flanking this part of SUbLECt sequence:
857821 bp at 5" side: ST8 al pha-N-acetyl-neuram ni de al pha-2, 8-sial yltransferas.
476275 bp at 3' side: solute carrier organic anion transporter famly, nmenmber 4C

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ Pi us

Query 9 TCCGTCAGECTTTC 22

Sbjct 1665267 #CII%(I&%%%##E 1665280

>ref | NW 922729. 1| HsCr aAADB02_224 E Hormo sapi ens chronpbsone 5 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=28665942

112
0/ 14 (0%

Features flanking this part of subject sequence:
575156 bp at 5 side: hypothetical protein LOC134187
203541 bp at 3' side: hypothetical protein LOC285600

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=PI us/ Pl us

Query 8 21

Sbj ct 22912446 C&CCE#ELEEi%## 22912459

>ref | NW 922073. 1| HsCr aAADBO2_165 E Hormo sapi ens chronosone 4 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=39674885

112
0/ 14 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
284168 bp at 5" side: ﬁrturtar tunor-transforming 2
368988 bp at 3' side: hypothetical protein

Score = 28.2 bits (1 ) Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us
Query 1 14

Sbjct 28813838 AG#G#CGC#CCG#l 28813851

Features flanking this art of subject sequence:

12590 bp at 5' side: ot hetical protein LOC80008
17591 bp at 3' side: ch-like 5 1soform1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 6 18

Sbjct 29611094 CII%CEE&CAGEC 29611082

>ref | NW921807. 1| HsCr aAADB02_141 I Hormo sapi ens chronpbsone 3 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=101945515
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Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features fl anki ng this part of subject sequence:
260216 bp at 5 side: zona pellucida-like domain containing 1
803411 bp at 3' side: simlar to synovial sarcona, X breakpoint 2 interacting p.

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 9 CCGICAGCCTTTC 22

Shjct 9037620 I'I'CCG]TCAG(ILI'ITITC 9037607

Features in this part of subject sequence:
SW/SNF-rel ated matri x-associ ated acti n-dependent regul at.
SW/SNF-rel ated matri x-associ ated acti n-dependent regul at.

112
0/ 14 (0%

Score = 28. 2 bits (14), Expect = 112
| dent i t| es = 17/ 18 (94% Gaps = 0/ 18 (0%
St rand=Pl us/ M nus

Query

1 18
Shj ct 55375135 AGlFCJTCGClFl CJTCAGGC 55375118

Features flanking this part of subject sequence:
73518 bp at 5' side: simlar to CGL7293-PA _
1803860 bp at 3' side: sinilar to Ephrin type-A receptor 6 precursor (Tyrosine-p

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltl es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 9 TCCGTCAGCCTTT 21

Shj ct 1303496 ITCCGJTCA|G|C-I|ClFlFlF 1303508

Features flanking this part of subject sequence:
282227 bp at 5" side: purinergic receptor P2Y1
9253 bp at 3" side: hypothetical protein

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 7

Sbjct 59441290 GClFCCCijlC!A\G{ZlF 59441278

Features in this part of subject sequence:
ephrin receptor EphB3 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 18
Shjct 90928548 CGCJTCC(JTCAGGC 90928536

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
138546 bp at 5" side: hypothetical protein LOC151963
188528 bp at 3' side: HRAS-1i ke suppressor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 1

Sbjct 99385852 AGJTGJTCGCJTCCGJT 99385840

444
0/ 13 (0%
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Features flanking this part of subject sequence:
160499 bp at 5" side: hypothetical protein LOC131583
143198 bp at 3' side: hypothetical protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus

ery 7 o
Shj ct 101168819 CI:JTCCCJFCA(}I:JT 101168807

>ref | NW927719. 1| HsCr aAADBO2_69 E Hormo sapi ens chronpbsone 2 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=86821413

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
si ne oculis honmeobox honol og 3

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

uery L
Shj ct 44942445 CGC#CCG#CAEEC# 44942432

Features in this part of subject sequence:
tumor suppressi ng subtransferabl e candidate 1

112
0/ 14 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 1 AGIGTCGECTCCGTIT 13

r
Shj ct 3311829 k&%h&kk%&k%%# 3311841

>ref | NW921618. 1| HsCr aAADBO2_124 Bl Hono sapi ens chronosone 2 genomic contig, alteri
(based on Cel era assenbly)
Lengt h=47628048

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence: )
transi ent receptor potential cation channel, subfamly M...

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 8 CAGCCTTT 21

CTCCGT
Sbj ct 39474648 E%kkk#k%t%k%## 39474661

Features flanking this ﬁart of subiect seguence:
20748 bp at 5' side: pot hetical protein LOC129563 )
27338 bp at 3' side: placental al kaline phosphatase preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

ery 7 o
Shj ct 37894863 @JTCCCJFOA\GI:JT 37894851

444
0/ 13 (0%
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Features in this part of subject sequence:
axonal transport of synaptic vesicles

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 CTCCGTCAGCCTT 20

Shj ct 46322417 lCJT|C|C|GJT|CZ!A|C-I|C-I|ClFlF 46322429

>ref | NW 921350. 1| HsCr aAADB02_1 I Homo sapi ens chronosone 1 genonic contig, alternal
(based on Cel era assenbly)
Lengt h=1820082

444
0/ 13 (0%

Features flanking this part of subject sequence: )
20888 bp at 5' side: simlar toring finger protein 183
312 bp at 3' side: simlar to agrin

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl| us/ M nus

ery S T
Shj ct 1597955 ITCGCJTCCCJTCA%C 1597942

>ref | NT_011520. 11| Hs22_11677 E Hormo sapi ens chronpbsone 22 genomic contig, reference
Lengt h=23276302

Features flanking this E&ro\t of subject sequence: _
67456 bB at 5' side: bi nding notif protein 9 isoforml
p

233514 at 3" side: apolipoprotein L3 isoform3
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%

St r and=Pl us/ Pl us

ey MR
Sbjct 15694236 AGJTGJTCCHTOCGIFC 15694249

>ref | NT_011109. 15| Hs19_ 11266 Bl Hono sapi ens chronosonme 19 genomic contig, reference
Lengt h=31383029

Sort alignnents for this s
E value Score Percent i
Query start position Sul
Features in this part of sub% ect sequence:
RPB5- nedi ating protein i soforma
RPB5- nedi ating protein isoformb

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query AGTGTCGCTCCGTC 14

r 1
Sojct 2744237 AWCHGrOGCIOOETE 2744224

Features in this part of subject sequence:
RuvB (E coli honol og)-1like 2

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 8

ICTIII ICIAIII L2
Sbj ct 21784954 clrcoc,JTCAchlrlr 21784942

Features flanking this part of subject sequence:
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16610 bp at 5' side: |eukocyte imrunogl obulin

S ] lin-like receptor subfamly A menber..
3932 bp at 3' side: |eukocyte i munoglobulin-

i
i ke receptor subfanmily A nenmber 4

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

ery 7 S
Shj ct 27109101 (I:JTCCCJTCA@IT 27109089

>ref | NT_010799. 14| Hs17_10956 Bl Hono sapi ens chronosonme 17 genomic contig, reference
Lengt h=9412828

Features in this part of subject sequence:
ras honol og gene fam |y, nmember T1 isoform4
ras honol og gene famly, nenber T1 isoform 3

444
0/ 13 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

e AL o
Shj ct 5228259 AG%G%CEC%CEE#C 5228272

>ref | NT_009952. 14| Hs13_10109 Bl Homo sapi ens chronosonme 13 genomic contig, reference
Lengt h=25443670

112
0/ 14 (0%

Features in this part of subject sequence:

glypican 5
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%

St rand=Pl us/ Pl us
Query 1 AGITGICGCTCCGIC 14

r
Shj ct 5901557 !AlGjTlGjTlchilll'lclchll'lc 5901570

>ref | NT_024524. 13| Hs13 24680 E Hormo sapi ens chronosone 13 genonic contig, reference
Lengt h=67740325

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
DHHC- contai ning protein 20

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=PI us/ Pl us

e M
Shjct 2957852 ﬁ(ﬁT*TII%CIE#C 2957865

Features in this part of subject sequence:
vacuol ar protein sorting 36

112
0/ 14" (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

e N
Shj ct 33980983 AG#G#CGC&CCG#C 33980970

>ref | NT_033899. 7| Hs11_34054 B Hono sapi ens chronmosone 11 genomic contig, reference
Lengt h=38509590

112
0/ 14 (0%

Features flanking this part of subject sequence:
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666751 bp at 5' side: hypothetical protein
0 BUD P

141537 bp at 3' side: 13 honol og
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/14 (0%

St r and=Pl us/ Pl us

ery 7 Lo 2
Shj ct 20040064 (I:JTCCCJTCA@IT]T 20040077

>ref | NT_008818. 15| Hs10_8975 Bl Hono sapi ens chronosone 10 genomic contig, reference
Lengt h=4615335

Features flanking this part of subject sequence: )
164397 bp at 5" side: transcription elongation regulator 1-1ike

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 6 CCCTCCGTCAGECT 19

NANERAANAANRN
Sbj ct 4508116 ceclrccérmqaclr 4508103

>ref | NT_007995. 14| Hs8_8152 Bl Homo sapi ens chronmosone 8 genonic contig, reference a:
Lengt h=14159284

112
0/ 14 (0%

Features flanking this part of subject sequence:
912295 bp at 5 side: simlar to ribosomal protein L10a
308498 bp at 3' side: netrin receptor Unc5h4

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 6 CCCTCCGTCAGECT 19

NANERAANAANRN
Sbj ct 5414242 ceclrccérmqaclr 5414229

>ref | NT_007914. 14| Hs7_8071 E Hormo sapi ens chronobsone 7 genonic contig, reference a
Lengt h=14846650

112
0/ 14 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
cell recognition nolecule Caspr2 precursor

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=PI us/ Pl us

Query CAGCCTTTC 22

9 TCCGT
Shjct 6781191 #Ekh#hktkk&##k 6781204

Features in this Part.of subLect sequence:
rho guani ne nucl eoti de exchange factor 5

112
0/ 14" (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CAGCCTTTC 22

CCGT!
Shjct 4650638 k%i*%&&iiﬁ##k 4650626

>ref | NT_007933. 14| Hs7_8090 B Hono sapi ens chronmosone 7 genonic contig, reference a:
Lengt h=64426257

444
0/13 (0%

Sort alignnments for this s
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E value Score Percent i
Query start position Sul

Features flanking this ﬁart of subject sequence:
15599 bB at 5 side: Kruppel-like factor 14
p

132898 at 3' side: hypothetical protein isoform?2
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%

St r and=Pl us/ Pl us
Query 1 AGTGTCGCTCCGIC 14

Sbjct 55481339 ,lAlt'SJTlGJTlClcyTloICIGlFlC 55481352

Features flanking this part of subject sequence:
637902 bp at 5 side: simlar to ribosomal protein S14
181115 bp at 3' side: plexin A4, B

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

ery 2 SO e
Shj ct 57035340 Gll'GerGClI'CCGlI'CA 57035327

Features in this part of subject sequence:
simlar to KO6A9.1b isoform1

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

ery s st
Shj ct 63612286 ll'CGOACCGlI'CAGBCII'ITIT 63612270

>ref | NT_034772. 5| Hs5_ 34934 E Hormo sapi ens chronosone 5 genonic contig, reference a
Lengt h=41199371

Features flanking this part of sub{\l_ect sequence: )
857451 bp at 5" side: ST8 al pha-N-acetyl-neuram ni de al pha-2, 8-sial yltransferas.
476439 bp at 3' side: solute carrier organic anion transporter fanmly, nenmber 4C

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 9 TCCGICAGCCTTTC 22

Sbj ct 3511123 ll'l(Zl(ZlGJTHAl(El(ElclTllJl'l(: 3511136

>ref | NT_023148. 12| Hs5_23304 E Hormo sapi ens chronpbsone 5 genonmic contig, reference :
Lengt h=5878002

Features flanking this part of subject sequence:
575125 bp at 5 side: hypothetical protein LOC134187
203541 bp at 3' side: hypothetical protein LOC285600

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 8 CTCCGTCAGECTTT 21

Sbjct 1966266 |C1f|C|C|GJT|C|A|Ci£TlFlF 1966279

>ref | NT_016297. 15| Hs4_16453 E Hormo sapi ens chronobsone 4 genonmic contig, reference :
Lengt h=7445039

Sort alignments for this s
E value Score Percent i
Query start position Sul
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Features flanking this part of subject sequence:
283282 bp at 5" side: pituitary tunor-transformng 2
368933 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

e L o
Sbj ct 5394556 AGJTGJTCCI,JTCCGIFC 5394569

Features flanking this ﬁart of subject sequence:
12591 bp at 5' side: yPot hetical protein LOC80008
17599 bp at 3' side: kelch-like 5 1soform1

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

ery ¢ O e
Shj ct 6195179 CGCJTCCGJTCAW 6195167

>ref | NT_022517. 17| Hs3_22673 E Hormo sapi ens chronpbsone 3 genomic contig, reference :
Lengt h=66080833

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
simlar to serine/threonine kinase 36 (fused homol og, Dro...

Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%
St rand=PIl us/ M nus

Query 8 CTCCGTCAGECTTT 21
Sbjct 41910525 lCJT|C|C|GJT|C|A|C|£|ClFlFlF 41910512

Features flanking this part of s_ubLect sequence:
25113 bp at 5 side: l[eucine rich repeat containing 2
1254 bp at 3' side: teratocarcinoma-derived growth factor 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CAGCCTTTC 22

CCGT!
Sbjct 46558198 |C|C|GJTHA|G|G|CJTITITIC 46558210

>ref | NT_005612. 15| Hs3_5769 E Hormo sapi ens chronpbsone 3 genonic contig, reference a:
Lengt h=100530253

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence: o
260567 bp at 5 side: zona pellucida-1ike domain containing 1 ) )
801192 bp at 3' side: simlar to synovial sarcoma, X breakpoint 2 interacting p.

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 TCCGICAGCCTTTC 22

Sbjct 8952188 ll'l(Zl(ZlGJTHAl(El(ElclTllJl'l(: 8952175

112
0/ 14 (0%
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Features in this part of subject sequence:
SW/SNF-rel ated matrix-associ ated actin-dependent regul at.
SW/SNF-rel ated matri x-associ ated acti n-dependent regul at.

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94% Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 1

18
Sbj ct 55274336 AGJTGJTCGCJT| GJTCAGGC 55274319

Features fl anki ng this part of subject sequence:
73513 bp at 5' side: simlar to CGL7293-PA )
1803357 bp at 3' side: sinlar to Ephrin type-A receptor 6 precursor (Tyrosine-p

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query

9 CAGCCTTT 21
Shjct 1225527 ITCCG]T(ZAl(XHIlI'ITIT 1225539

Features flanking this part of subject sequence:
439 bB at 5 side: hypothetical protein LOC57461
9027 bp at 3' side: zinc finger protein 9

444
0/13 (0%

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 6 18
Sbj ct 35375403 CGCITCCCJTCAGGC 35375415

444
0/ 13 (0%

Features flanking this part of subject sequence:
282883 bp at 5 side: purinergic receptor P2Y1l
9251 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 GCTCCGTCA@-SCT 19

Sbjct 59332734 GCIFCCGJT 59332722

Features in this part of subject sequence:
ephrin receptor EphB3 precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 6 18

Sbjct 90789990 CGCJTCCCJTCA%C 90789978

Features flanking this part of subject sequence:
139183 bp at 5" side: hypothetical protein LOC151963
198622 bp at 3' side: S-1i ke suppressor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query

1
Sbjct 99269968 AGJTGJTCGCJTCCGJT 99269956

>ref | NT_005120. 15| Hs2_5277 E Hormo sapi ens chronpbsone 2 genonic contig, reference a:

444
0/ 13 (0%

30 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Lengt h=5688986

Features in this part of subject sequence: )
transi ent receptor potential cation channel, subfamly M...

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=PI us/ Pl us

Query

8
Sbjct 772504 CITCCGJTHAGGCJTITIT 772517

>ref | NT_022184. 14| Hs2_ 22340 I Hormo sapi ens chronosone 2 genonic contig, reference i
Lengt h=68373980

112
0/ 14 (0%

Features in this part of subject sequence:
sine oculis honeobox homol og 3

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St rand= PIus/M nus

Query 6 CGCTCCGTCAGCCT 19

Sbjct 23987771 CII%CEE&EkGEC# 23987758

>ref | NT_004350. 18| Hs1_4507 E Hormo sapi ens chronpbsone 1 genonmic contig, reference a:
Lengt h=2112849

Features flanking this part of subject sequence:
312 bp at 5 side: agrin
27587 bp at 3' side: hypothetical protein LOC54991

Score = 28.2 hits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
Strand=Pl us/ Pi us

Query 5 TCGCTCCGTCAGEC 18

Shj ct 469305 #CEC%CCE&EkEEL 469318

>ref | NW 926918. 1| HsCr aAADB02_601 Bl Hono sapi ens chronosone 17 genomic contig, altel
(based on Cel era assenbly)
Lengt h=18267748

112
0/ 14 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC54868

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query

8 CAGCCTT 20
Sbjct 9902653 C%CIE#C?&%%%# 9902665

>ref | NW 926584. 1| HsCr aAADB02_571 E Hormo sapi ens chronpbsone 17 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=15369037

444
0/ 13 (0%

Features flanking this part of subject sequence:
437030 bp at 5" side: death effector filanent-form ng Ced-4-1i ke apoptosis prot.
59512 bp at 3' side: hypothetical protein LOC23302

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 6 CCGICAGECTTTC 22

Shjct 5857828 CII%' #k%ﬁﬁi}## 5857812
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>ref | NW 926528. 1| HsCr aAADB02_566 E Hormo sapi ens chronpbsone 16 genomic contig, alter
(based on Cel era assenbly)
Lengt h=13777636

Features flanking this part of subject sequence: )
31555 bp at 5 side: cytochrome c oxidase subunit |V isoform 1 precursor
64492 bp at 3' side: interferon regulatory factor 8

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CGTCAGCCTTTCG 23

Shjct 11415027 k%*%&&ii%##&% 11415039

>ref | NW 925907. 1| HsCr aAADB02_510 I Hono sapi ens chronosonme 15 genomic contig, altel
(based on Cel era assenbly)
Lengt h=8306772

444
0/ 13 (0%

Features flanking this part of subject sequence: _ _
60481 bp at 5' side: ADAM netal | opepti dase with thronbospondin type 1 notif, 7..
934 bp at 3' side: MORF-related gene 15 isoform1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 1 AGIGTCGECTCCGTIT 13

r
Shj ct 4757350 k&#&%kk%%k%%# 4757338

>ref | NW 925884. 1| HsCr aAADB02_508 Bl Hono sapi ens chronosone 15 genomic contig, altel
(based on Cel era assenbly)
Lengt h=30328800

444
0/ 13 (0%

Features flanking this Bfrt of subject sequence:
31088 bp at 5' side: PCa-2 protein isoformb
365 bp at 3' side: pallidin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query CAGCCTTTC 22

10 CCGT!
Sbj ct 1868241 k££*kk£££&##h 1868229

>ref | NW 925940. 1| HsCr aAADB02_513 E Hormo sapi ens chronpbsone 15 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=17317633

Features flanking this Part_of subj ect sequence:
20798 bB at 5' side: leucine rich repeat containing 28
p

444
0/ 13 (0%

158966 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 10 CCGTCAGGCTTTC 22

Shj ct 14858890 Ekh#hktkk&##k 14858902

>ref | NW 925295. 1| HsCr aAADB02_455 B Hono sapi ens chronosonme 12 genomic contig, altel
(based on Cel era assenbly)
Lengt h=12881912

Features flanking this part of subject sequence:
35562 bp at 5' side: decapping enzyne Dcplb _
13551 bp at 3' side: cal ciumchannel, voltage-dependent, L type, al pha 1C subuni

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps

444
0/ 13 (0%
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St r and=Pl| us/ M nus
Query 10 CAGCCTTTC 22

CCGT!
Shj ct 1960446 |C|C|C:'1F|C|A|C-I|C-I|lelflflC 1960434

>ref | NW 925395. 1| HsCr aAADB02_464 Bl Homo sapi ens chronosonme 12 genomic contig, altel
(based on Cel era assenbly)
Lengt h=79994791

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this Qart of subject sequence:
55628 bp at 5' side: TANK-binding kinase 1 . )
54089 bp at 3' side: Ras association (Ral GDS/ AF-6) domain fanmly 3

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

ery 7 T
Shj ct 12238909 Cf*CIE#CACEf% 12238921

Features flanking this part of subject sequence: ) o
516638 bB at 5 side: transmenbrane and tetratricopeptide repeat containing 2
1208823 bp at 3' side: solute carrier fanmly 6, nmenber 15 isoform1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

ery 7 T
Shj ct 31333991 GC*CIE#CACEf% 31334003

Features in this part of subject sequence:
hypot heti cal protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 7 GCTCCGTCAGECT 19

ANENANNANRN
Sbj ct 40797372 Gclrccelrmqaclr 40797360

>ref | NW 924962. 1| HsCr aAADB02_425 B Hono sapi ens chronosone 11 genomic contig, altel
(based on Cel era assenbly)
Lengt h=3852046

444
0/13 (0%

Features flanking this part of subject sequence:. _ _
653 bp at 5 side: simlar to tunor protein p53 inducible protein 5
11102 bp at 3' side: phosphatidyl serine synthase 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

ery 4 S
Shj ct 78874 G&CEC%CCG#CAG 78862

>ref | NW 925106. 1| HsCr aAADB0O2_438 I Homo sapi ens chronosone 11 genomic contig, altel
(based on Cel era assenbly)
Lengt h=33348968

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this Part of subject sequence:
solute carrier famly 22 nmenber 8
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 lC'l'|C|C|C—TI'|C|A|C—:|C—I|CI'T 20
Shj ct 8441157 CJTCCC:JTCAC-IC-IIIFIF 8441169

Features flanking this part of subject sequence: . _
174305 bp at 5" side: SH3 and nultiple ank{rln repeat domains 2 isoform?2
27241 bp at 3' side: hypothetical protein LOC220070

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

ey MR
Sbjct 16292149 AG#G#CGC#CCG# 16292161

>ref | NW 924584. 1| HsCr aAADB02_391 Bl Hono sapi ens chronosone 10 genomic contig, altel
(based on Cel era assenbly)
Lengt h=38429485

Features flanking this ﬁart of subiect sequence:

45041 bB at 5 side: pot hetical protein

233258 bp at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

ery 7 Lo
Shj ct 2253795 Gi%CII%tﬁ&Ei% 2253783

>ref | NW 924062. 1| HsCr aAADB02_344 E Hormo sapi ens chronpbsone 9 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=38596040

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
735237 bB at 5 side: hypothetical protein
p

1345241 at 3' side: tyrosinase-related protein 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl| us/ M nus

Query 6 CGCTCCGTCAGEC 18

RN
Sbjct 11165872 CGClFCCCJTCAGGC 11165860

Features in this part of subject sequence:
tunmor suppressor candidate 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 TCOGTCAGGCTTT 21
Shj ct 25489549 1rl(:lclcajrlclAlcalelclrlrlr 25489537

>ref | NW 924573. 1| HsCr aAADB0O2_390 I Homo sapi ens chronosone 9 genomic contig, alter
(based on Cel era assenbly)
Lengt h=25070985

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
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Query start position Sul

Features flanking this part of subject sequence:
281729 bp at 5 side: hypothetical protein LOC414318
7958 bp at 3' side: hypothetical protein LOC375759

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 7

IGICTIII ICIAIII w0
Sbj ct 16505294 Gclrocc,JTCAchlr 16505306

Features flanking this ﬁart of subiect sequence:
27837 bB at 5 side: hypothetical protein
160033 bp at 3' side: retinoid X receptor, alpha

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 TCCGTCAGGCTTT 21
Sbjct 21062076 #EEE#E%L%%%## 21062088

>ref | NW 924018. 1| HsCr aAADB02_340 E Hormo sapi ens chronpbsone 8 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=3385519

444
0/ 13 (0%

Features in this part of subject sequence:
simlar to Brain-specific angiogenesis inhibitor 1 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

ery 7 AT
Shj ct 773846 Cf*CIE#CﬁEff% 773858

>ref | NW 923984. 1| HsCr aAADBO2_337 E Hormo sapi ens chronpbsone 8 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=55887796

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
57552 bB at 5 side: pyruvate dehydrogenase phosphatase precursor
147067 bp at 3' side: cadherin 17 precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7

IGICTIII ICIAIII -
Sbj ct 8144844 GCerCGJTCACI{IlF 8144832

Features flanking this part of subject sequence:
112835 bp at 5" side: thyrotropin-rel easing hornone receptor
10739 bp at 3' side: NudC domain containing 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 10 CAGCCTTTC 22

CCGT!
Sbjct 23397520 |C|C|GJT|C;|A|C£|CLFIF1F|C 23397508

Features in this part of subject sequence:
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met ast asi s suppressor 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 TCCGTCAGCCTTT 21

Shj ct 38742448 #EEE&%%ELL&## 38742460

Features flanking this part of subject sequence:
329258 bp at 5" side: collagen, type XXI'I, alpha 1
406857 bp at 3' side: potassiumchannel, subfamly K nenber 9

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

wery: 0 AR RN
Sbj ct 53357175 CII%CEE&CACEC 53357163
Features flanking this part of subject sequence:

203441 bp at 5" side: PTK2 protern tyrosine kinase 2 isoforma
42577 bp at 3' side: hypothetical protein LOC22898

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7

IGICTIII ICIAIII -
Sbj ct 55237680 Gclrocc,JTCAchlr 55237668

>ref | NW 923273. 1| HsCr aAADB02_273 E Hormo sapi ens chronpbsone 7 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=10184856

Features flanking this part of subject sequence: o ) )
46165 bB at 5' side: Insulin-like growth factor binding protein 3 isoformb pr.
p

723311 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 8 CTCCGICAGCGCTT 20

Shjct 1930468 E#EEE#E%LEL&# 1930480

>ref | NW 922784. 1| HsCr aAADB02_229 B Hono sapi ens chronosonme 5 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=48999907

Features in this part of subject sequence: )
beta isoformof regulatory subunit B55, protein phosphata..
beta i sof orm of regulatory subunit B55, protein phosphata..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CAGGCTTTC 22

CCGT!
Shj ct 19898481 EEE&EkEL%&##E 19898493

>ref | NW922217. 1| HsCr aAADB0O2_178 I Homo sapi ens chronosone 4 genomic contig, alteri
(based on Cel era assenbly)
Lengt h=70496567

444
0/ 13 (0%

Features in this part of subject sequence:
masterm nd-1i ke 3
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 TCOGTCAGGCTTT 21
Shjct 20383452 1rl(:lclcajrlc!«xlcalelclrlrlr 20383440

>ref | NW 922162. 1| HsCr aAADB02_173 Bl Homo sapi ens chronosonme 4 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=66459542

444
0/ 13 (0%

Features in this part of subject sequence:
PDZ and LIMdonain 5 isoformb
PDZ and LIMdonmain 5 i soform a

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 1 AGTGTCGCTCCGT 13

Sbjct 42568766 ,lAlGjTlGJTlchlﬁlTlolchlf 42568754

>ref | NW 921651. 1| HsCr aAADB02_127 E Hormo sapi ens chronpbsone 3 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=75540080

444
0/ 13 (0%

Features flanking this Part_of sprect sequence:
25127 bp at 5' side: leucine rich repeat containing 2
1250 bp at 3' side: teratocarcinoma-derived growth factor 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CAGCCTTTC 22

CCGT!
Sbjct 46555929 k££*kk£££%##k 46555941

>ref | NW 928052. 1| HsCr aAADBO2_99 E Hormo sapi ens chronpbsone 2 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=10207486

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
hypot heti cal protein LOC200403

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 FTFFFTF?FFFTT 20
Shj ct 597389 C#CCG&CAEEI*# 597377

Features flanking this part of subject sequence:
332503 bp at 5" side: UDP-glucuronate decarboxyl ase 1
288835 bp at 3' side: beta-gal actoside al pha-2, 6-sialyltransferase |

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 2 GIGICCCTCCGIC 14

Sbjct 8897988 E#E#EEE#EEE#E 8898000

>ref | NW 921351. 1| HsCr aAADB02_10 E Hormo sapi ens chronpbsone 1 genomic contig, altern:
(based on Cel era assenbly)
Lengt h=57745789

444
0/ 13 (0%
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Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: o ]
82844 bp at 5' side: nediator of RNA polynerase Il transcription, subunit 18 h.
41051 bp at 3' side: phosphatase and actin regulator 4

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 GICAGCCTTTCCC 24
- ity
Shj ct 3000949 CA CGC 3000937

Features flanking this part of subject sequence:
198907 bp at 5" side: colony stimulating factor 3 receptor isoformb precursor
124461 bp at 3' side: glutamate receptor 7 precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCGTCAGCCTTTC 22

Sbjct 11280658 k££#k££££%##k 11280646

Features flanking this ﬁart of subiect seguence:
81738 bB at 5 'side: hypothetical protein LOC400754 )
393737 bp at 3' side: simlar to lamnin receptor 1 (ribosomal protein SA)

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 12 GICAGCCTTTCCC 24
- L
Shjct 30429662 CA CGC 30429674

>ref | NW 927128. 1| HsCr aAADBO2_62 E Hormo sapi ens chronpbsone 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=18989345

Features flanking this part of subject sequence:
282616 bp at 5 side: hypothetical protein
174505 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 CTCCGTCAGCCTT 20

Shj ct 10880774 E#EEE&%%L%L## 10880786

>ref | NW 926128. 1| HsCr aAADBO2_53 Bl Hono sapi ens chronosone 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=44521323

444
0/ 13 (0%

Features flanking this part of subject sequence:
302812 bp at 5" side: hypothetical protein ) )
370896 bp at 3' side: pogo transposable element with KRAB donain

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 9

TIIIIC'IA‘IIITT ot
Sbj ct 4799190 HCCG#CAGGC### 4799178
>ref | NT_035113. 6] Hs11_35275 I Hormo sapi ens chronpbsone 11 genonmic contig, reference
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Lengt h=1102759

Features in this part of subject sequence:
tunor protein p53 inducible protein 5

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus

Query 4

Sbjct 379914 GITCGCJTCC(JTCAG 379902

>ref | NT_007422. 13| Hs6_7579 I Hormo sapi ens chronobsone 6 genonic contig, reference a
Lengt h=10134273

444
0/ 13 (0%

Features flanking this ﬁart of subiect sequence:
20602 bp at 5 side: hypothetical protein
1789 bp at 3' side: brain protein 44-1ike

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7
L
Shjct 9064469 (I%tII*tﬁ&fi% 9064457
>ref | NT_005535. 16| Hs3_5692 E Hormo sapi ens chronpbsone 3 genonic contig, reference a:

Lengt h=1299866

Features flanking this part of subject sequence:
160471 bp at 5" side: hypothetical protein LOC131583
221134 bp at 3' side: hypothetical protein LOC152002

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7
L
Sbj ct 512802 GC#CCG#CAGEC# 512790
>ref | NT_005403. 16| Hs2_5560 Bl Hono sapi ens chronosone 2 genonic contig, reference at

Lengt h=84213157

Features flanking this ﬁart of subiect seguence:
20747 bp at 5' side: Ypothetlca protein LOC129563
27345 bp at 3' side: acent al al kal i ne phosphat ase preproprotein

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query

7
Shj ct 83425584 GC#CCE%%%EE{% 83425572

>ref | NT_022221. 12| Hs2_22377 I Homo sapi ens chronosonme 2 genonic contig, reference i
Lengt h=2252116

Features in this part of sub%ect sequence:
tunor suppressi ng subtransferabl e candidate 1

444
0/ 13 (0%

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 AGIGTCGECTCCGTIT 13

Shjct 2052114 AG#G#CII%CIE# 2052126

>ref | NT_022171. 14| Hs2_22327 B Hono sapi ens chronmosone 2 genonic contig, reference
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Lengt h=12173457

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
hypot heti cal protein LOC200403

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 |CT|C|C|GT|CiA|G|G|C'I'T 20
Shjct 908725 Cll'CCGjTCAG(IlI'IT 908713

Features flanking this part of subject sequence: ) )
49451 bB at 5' side: sinmlar to RAN bin |nﬁ protein 2 isoform?7
p a

444
0/ 13 (0%

288927 at 3' side: beta-gal actoside al pha-2,6-sialyltransferase |
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 2 GIGICGCTCCGIC 14

Shjct 9203780 lG]TlG]Tl(I|I|ZJ'I'|C|C|GJT|C 9203792

>ref | NT_005416. 12| Hs2_5573 Bl Homo sapi ens chronmosone 2 genonic contig, reference a:
Lengt h=2277080

Features in this part of subject sequence:
axonal transport of synaptic vesicles

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

ery 8 oo 2
Shj ct 908185 C#CIE%CAEEf%# 908197

>ref | NT_004487. 18| Hs1 4644 E Hormo sapi ens chronosone 1 genonic contig, reference a
Lengt h=56413061

444
0/ 13 (0%

Features flanking this part of subject sequence:
302851 bp at 5" side: hypothetical protein ) )
371091 bp at 3' side: pogo transposable elenment with KRAB donain

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 TCCGTCAGCCTTT 21
Shjct 16929458 #k%%ﬁk%&%%&## 16929446

>ref | NT_032977. 8| Hs1 33153 E Hormo sapi ens chronpbsone 1 genonic contig, reference a
Lengt h=73835825

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
199013 bp at 5" side: colony stimulating factor 3 receptor isoformb precursor
123330 bp at 3' side: glutamate receptor 7 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

ery 10 i

444
0/ 13 (0%
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Shjct 7116040 CCGTCAGGCTTTC 7116028

Features flanking this Eart of SUb| ect sequence:
81741 bB at 5 side: hypothetica protel n LOC400754
p

394062 at 3' side: si mlar to lamnin receptor 1 (ribosomal protein SA)
Score = 26. 3 bits (13), Expect = 444
Identltles = 13/13 (100% Gaps = 0/ 13 (0%
St rand=Pl us/ Pl us
Query 12 CAGCCTTTCGC 24

it

Sbj ct 26251452 CA 26251464
>ref | NT_004559. 13| Hs1_4716 Bl Hono sapi ens chronosone 1 genonic contig, reference at

Lengt h=11394365

Features flanking this part of subject sequence:
282596 bp at 5" side: hypothetical protein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 8 CTCCGTCAGCCTT 20

Shjct 11231507 CJTCIlel'lCZ!ACIIZlFIT 11231519

>ref | NT_004610. 18| Hs1 4767 Bl Homo sapi ens chronpbsone 1 genonic contig, reference a
Lengt h=12702424

Features flanking this part of subject sequence: )
83312 bp at 5 side: mediator of RNA polynmerase || transcription, subunit 18 h..
40823 bp at 3' side: phosphatase and actin regulator 4

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 12 GICAGGCTTTCCC 24

Sbjct 11569147 G]TCAlC-)l(IlleI'I'I'IJClCiZ 11569135

444
0/ 13 (0%

| Ganome “iaw Show positions of the BLAST hits in the human genome using the Entrez
Genomes MapViewer

Query= BorrPrinerS Length=22

Distribution of 1086 Blast Hits on the Query Sequence

Color Key for alignment scores

<40 40-50 20-200 »=200
Query
0 4 G 12 16 20
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Legend for links to other resources: U unicene @ o [E cene E structure [ wm
Sequences produci ng significant alignnents:
(dick headers to sort col ums)
Transcripts

PREDI CTED: Honp sapi ens poly 30.2 30.2 68% 28 100%
XM 001127571.1 (ADP-ribose) polynerase famly,

menber 10 (PARP10), nRNA

Hono sapi ens ol factory receptor, 30.2 30.2 68% 28 100% [TEET
NM 001005501.1 famly 4, subfamly K, nenber 2

(OR4K2), nRNA

Hono sapi ens poly (ADP-ribose) 30.2 30.2 68% 28 100% m
NM_032789. 1 pol ymerase fanily, menber 10

( PARP10), nRNA
Genomic sequences [show first]

Hono sapi ens chronosone 12 genonic 34. 2 359 100% 100%
NW 925395. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 12 genonmic34.2 86.7 86% 100%
NT_009775. 16 contig, reference assenbly

Hono sapi ens chronbsone X genomic 32.2 379 86% 100%
NW 927700. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 20 genonmic32.2 139 86% 100%
NW927317.1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 15 genonmic32.2 375 90% 100%
NW 925884. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronosone 14 genonmic32.2 537 100% 100%
NW 925561. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronosone 10 genomic32.2 411 100% 100%
NW 924884. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronosone 4 genomic 32.2 694 100% 100%
NW 922217. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 4 genomc 32.2 351 90% 100%
NW 922073. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone X genomc 32.2 353 86% 100%
NT_011757. 15 contig, reference assenbly

Hono sapi ens chronbsone 20 genomic32.2 139 86% 100%
NT_011387.8 contig, reference assenbly

Hono sapi ens chronbsone 15 genomic32.2 537 90% 100%
NT_010194. 16 contig, reference assenbly

Hono sapi ens chronosone 14 genonmic32.2 830 100% 100%
NT_026437. 11 contig, reference assenbly

Hono sapi ens chronbsone 10 genonmic32.2 274 100% 100%
NT_030059. 12 contig, reference assenbly

Hono sapi ens chronbsone 4 genomic 32.2 244 86% 100%
NT_006316. 15 contig, reference assenbly

Hono sapi ens chronbsone 4 genomic 32.2 805 100% 100%
NT_016354. 18 contig, reference assenbly
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Hono sapi ens chronbsone X genomic 30.2 214 90% 28 100%
NW 927717. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone X genom c 30. 111 77% 28 100%
NW 927715. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone X genom c 30. 82.8 77% 28 100%
NW 927711. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 20 genom c 30. 298 90% 28 100%
NW 927339. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 19 genom c 30. 56.5 68% 28 100%
NW 927217. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 18 genom c¢ 30. 82.8 72% 28 100%
NW 927129. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 17 genom c 30. 165 81% 28 100%
NW 926918. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 15 genom c 30. 30.2 68% 28 100%
NW 925818. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 14 genom c 30. 292 81% 28 100%
NW 925539. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 13 genom c 30. 244 86% 28 100%
NW 925473. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 11 genom c 30. 296 81% 28 100%
NW 925106. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 11 genom c 30. 541 100% 28 100%
NW 925173. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 10 genom c 30. 242 86% 28 100%
NW 924796. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 9 genom c 30. 294 90% 28 100%
NW 924062. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 9 genom c 30. 294 81% 28 100%
NW 924573. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 8 genom c 30. 187 72% 28 100%
NW 923929. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 8 genom c 30. 462 95% 28 100%
NW 923907. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 8 genom c 30. 30.2 68% 28 100%
NW 924018. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 8 genom c 30. 492 100% 28 100%
NW 923984. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 7 genom c 30. 56.5 68% 28 100%
NW 923796. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 7 genom c 30. 456 100% 28 100%
NW 923640. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronposone 7 genom ¢ 30. 567 100% 28 100%
NT_079596. contig, alternate assenbly (based

on CRA _TCAGchr 7v2)
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Hono sapi ens chronosone 6 genomic 30.2 1120 100% 28 100%
NW 923184. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 6 genomc 30.2 355 90% 28 100%
NW 922984. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 6 genomc 30.2 347 86% 28 100%
NW 923073. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 5 genomc 30.2 397 90% 28 100%
NW 922784. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 5 genomc 30.2 216 86% 28 100%
NW 922751.1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpsone 4 genomic 30.2 430 90% 28 100%
NW 922162. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 3 genomic 30.2 890 95% 28 100%
NW 921807. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 2 genomic 30.2 30.2 68% 28 100%
NW 927997. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 1 genomic 30.2 218 86% 28 100%
NW 925683. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 1 genomic 30.2 193 81% 28 100%
NW 926794. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 1 genomic 30.2 272 90% 28 100%
NW 926128. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone Y genomic 30.2 137 86% 28 100%
NT_011896.9 contig, reference assenbly

Hono sapi ens chronpbsone X genomic 30.2 135 77% 28 100%
NT_011669. 16 contig, reference assenbly

Hono sapi ens chronpbsone X genomic 30.2 379 90% 28 100%
NT_011651. 16 contig, reference assenbly

Hono sapi ens chronbsone 20 genonmic30.2 272 90% 28 100%
NT_011362.9 contig, reference assenbly

Hono sapi ens chronosone 19 genonic30.2 216 100% 28 100%
NT_011109. 15 contig, reference assenbly

Hono sapi ens chronbsone 18 genonmic30.2 135 90% 28 100%
NT_025028. 13 contig, reference assenbly

Hono sapi ens chronpsone 17 genonmic30.2 30.2 68% 28 100%
NT_024871. 11 contig, reference assenbly

Hono sapi ens chronpsone 13 genonmi ¢ 30.2 510 95% 28 100%
NT_024524. 13 contig, reference assenbly

Hono sapi ens chronosone 12 genonmic30.2 137 100% 28 100%
NT_019546. 15 contig, reference assenbly

Hono sapi ens chronosone 11 genomic30.2 432 100% 28 100%
NT_033899.7 contig, reference assenbly

Hono sapi ens chronbsone 11 genomic30.2 109 90% 28 100%
NT_008984. 17 contig, reference assenbly

Honmo sapi ens chronosone 11 genom ¢ 30.2 84.7 77% 28 100%
NT_033903. 7 contig, reference assenbly

Hono sapi ens chronpbsone 10 genom ¢ 30.2 242 86% 28 100%
NT_008583. 16 contig, reference assenbly

Hono sapi ens chronbsone 9 genomic 30.2 294 90% 28 100%
NT_008413. 17 contig, reference assenbly

Hono sapi ens chronbsone 9 genomic 30.2 347 86% 28 100%
NT_008470. 18 contig, reference assenbly
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Hono sapi ens chronbsone 8 genomic 30.2 187 72% 28 100%
NT_008183. 18 contig, reference assenbly

Hono sapi ens chronbsone 8 genomic 30.2 248 90% 28 100%
NT_007995. 14 contig, reference assenbly

Hono sapi ens chronbsone 8 genomic 30.2 30.2 68% 28 100%
NT_023684. 17 contig, reference assenbly

Hono sapi ens chronbsone 8 genomic 30.2 492 100% 28 100%
NT_008046. 15 contig, reference assenbly

Hono sapi ens chronbsone 7 genomc 30.2 56.5 68% 28 100%
NT_034885. 3 contig, reference assenbly

Hono sapi ens chronosone 7 genomic 30.2 613 100% 28 100%
NT_007933. 14 contig, reference assenbly

Hono sapi ens chronosone 6 genomic 30.2 692 100% 28 100%
NT_025741. 14 contig, reference assenbly

Hono sapi ens chronpsone 6 genomic 30.2 191 90% 28 100%
NT_034880. 3 contig, reference assenbly

Hono sapi ens chronpsone 6 genomc 30.2 563 90% 28 100%
NT_007592. 14 contig, reference assenbly

Hono sapi ens chronpsone 6 genomc 30.2 84.7 95% 28 100%
NT_007422. 13 contig, reference assenbly

Hono sapi ens chronbsone 5 genomic 30.2 268 86% 28 100%
NT_034772.5 contig, reference assenbly

Hono sapi ens chronbsone 5 genomc 30.2 214 81% 28 100%
NT_029289. 10 contig, reference assenbly

Hono sapi ens chronbsone 4 genomc 30.2 56.5 68% 28 100%
NT_022853. 14 contig, reference assenbly

Hono sapi ens chronbsone 3 genomic 30.2 973 95% 28 100%
NT_005612. 15 contig, reference assenbly

Hono sapi ens chronbsone 2 genomic 30.2 56.5 77% 28 100%
NT_026970. 9 contig, reference assenbly

Hono sapi ens chronbsone 1 genomic 30.2 490 90% 28 100%
NT_004487. 18 contig, reference assenbly

Hono sapi ens chronbsone 1 genomic 30.2 193 81% 28 100%
NT_021877. 18 contig, reference assenbly

Hono sapi ens chronbsone 17 genonmic28.2 133 86% 112 100%
NW 926584. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 16 genonmic28.2 373 90% 112 100%
NW 926462. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 16 genonmic28.2 80.8 77% 112 100%
NW 926528. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronosone 15 genomic28.2 242 100% 112 100%
NW 925940. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 13 genonmic28.2 161 86% 112 100%
NW 925506. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 13 genomic28.2 133 95% 112 100%
NW 925495. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 7 genomc 28.2 500 100% 112 100%
NT_079592. 2 contig, alternate assenbly (based

on CRA _TCAGchr 7v2)

Hono sapi ens chronosone 6 genomc 28.2 56.5 86% 112 100%
NW 923095. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 1 genomc 28.2 452 100% 112 100%
NW 921351.1 contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronosone 17 genom c28.2 109 77% 112 100%
NT_010641. 15 contig, reference assenbly
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Hono sapi ens chronbsone 16 genonmic28.2 533 90% 112 100%
NT_010498. 15 contig, reference assenbly

Hono sapi ens chronosone 15 genonmic28.2 189 100% 112 100%
NT_010274. 16 contig, reference assenbly

Hono sapi ens chronbsone 13 genomic28.2 240 86% 112 100%
NT_009952. 14 contig, reference assenbly

Hono sapi ens chronbsone 12 genonmic28.2 268 100% 112 100%
NT_029419. 11 contig, reference assenbly

Hono sapi ens chronbsone 6 genomic 28.2 373 90% 112 100%
NT_007299. 12 contig, reference assenbly

Hono sapi ens chronbsone 3 genomic 28.2 745 100% 112 100%
NT_022517. 17 contig, reference assenbly
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Alignments

>ref | XM 001127571, 1| [l PREDI CTED: Hono sapi ens poly (ADP-ribose) pol ymerase fanmi|
member 10 {PARP10), nRNA
Lengt h=336

GENE | D: 84875 PARP10 | poly (ADP-ribose) polynerase fanmly, nenber 10
[ Homo sapiens] (10 or fewer PubMed |inks)

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus
Query 2 CACACTGGAACTGA

Sbjct 1705 CACAC#||||C#GAG 1691

28
0/ 15 (0%

>re1anM 0018%%201 1] EET Hono sapi ens ol factory receptor, fanmly 4, subfamly K
Length 945

GENE I D: 390431 OR4K2 | ol factory receptor, famly 4, subfanmly K, nmenber 2

[ Honmo sapiens] (10 or fewer PubMed |inks)

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=PI us/ Pl us

Query 4 CTGGAACTGAGAT 18
clrl KN clrl |1
Sbjct 321 CA GAGAT 335

>ref | NM_032789. 1| CEET Hono sapi ens poly (ADP-ribose) polynerase fanily, nenber
Lengt h=3471

28
0/ 15 (0%

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@@ Gaps
St rand=Pl us/ M nus
Query 2 CACACTGGAACTGA

NN
Sbjct 1696 CACACJT CJTGAG 1682

28
0/ 15 (0%

>ref | NW 925395. 1| HsCr aAADBO2_464 I Homo sapi ens chronmpsone 12 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=79994791

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
ki nase suppressor of ras 2

Score = 34.2 bits (17), Expect
Identities = 17/ 17 (1009@ Gaps
Strand=Pl us/ M nus

Query 3 ACACT GGAACTGAGATA 19

Sbjct 65533536 ACAC#||||C#EkEk A 65533520

Features flanking this part of subject sequence:
625340 bp at 5" side: decorin isoforme precursor
340299 bp at 3' side: B-cell translocation protein 1

Score = 30.2 bits (15), Expect = 28

48 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Identities = 15/15 (1009 Gaps = 0/ 15 (09
St r and=Pl us/P us ( " P (0%

Query

# E#IIIIC#
Sbj ct 39492654 39492668
Features flanking this part of subject sequence:

259772 bp at 5" side: transnmenbrane 4 superfanily nenber 3
22052 bp at 3' side: leucine-rich repeat-containing G protein-coupled receptor 5

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATAC 20

MENANNRANRNEY
Sbj ct 19098395 # c# # 19098382

112
0/ 14 (0%

Features flanking this Part of subj ect sequence:
51432 bp at 5' side: |lin-7 honolog A
89017 bp at 3' side: hypothetical protein LOC79611

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 9 GAACTGAGATACGG 22

Shj ct 28672922 GAACJT GAITACCIS 28672935

112
0/ 14 (0%

Features flanking this part of subject sequence:
28738 bB at 5 'side: simlar to CG2774-PA
p

455418 at 3' side: hypothetical protein
Score = 28. 2 bits (14), Expect = 112
Identltl es = 14/ 14 (100% Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us
Query 4 CACT 17

Shj ct 73429202 CACJT ClFGAGA 73429215

Features in thi stlj_art of subject sequence:
SLI T- ROBO Rho Pase-activating protein 1

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 6 GGAACTGAGAT 18

RN
Sbjct 11628577 c# c# 11628589

444
0/ 13 (0%

Features in this part of subject sequence:
| euci ne-rich repeat-containing G protein-coupled receptor 5

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ M nus
Query 4 CACTGGAACTGAG 16

Sbjct 19232410 l('l,lAl(ZJT|CS|(3|A|A|('11FIGIA|('S 19232398

Features flanking this part of subject sequence:

570277 bB at 5" side: rotro i n-rel easi ng hornone degradi ng enzyne ) _
1811704 bp at 3' side: awrel ated vol t age- gat ed potassi um channel protein 2 is
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
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Query 3
C%IIIIC#
Sbjct 20915646 ACA GA 20915658

Features in this part of subject sequence:
nmet hi onyl am nopepti dase 2

Score = 26. 3 bits (13), Expect = 444

| dent i t| es = 16/ 17 (94% Gaps = 0/ 17 (0%
Strand=Pl us/ M nus

Query 2 |C|A|C|ACT|G|G]AIACT|G|A|G|AT 18

Shj ct 43197006 CACACIF lr GAGAT 43196990

Features flanking this part of subject sequence:
1923 bB at 5 side: hypothetical protein LOC55332
p

89914 at 3' side: coiled-coil domain containing 53
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 3

|II|
Sbj ct 49604810 ACAC# C#GA 49604822

Features in this part of subject sequence:
hypot heti cal protein

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
Strand=Pl us/ M nus

Query 1 TCACACTGGAACTGAGA 17
#IIIIC#III ClrIII

Sbj ct 50799197 GAGA 50799181

Features in this part of subject sequence:

ATPase, Ca++ transporting, cardiac nuscle, slowt
ATPase, Ca++ transporting, cardiac nuscle, slowtwtc

jm pen
NN

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 1 CACTGGAACTGAGA 17

AN
Sbj ct 58024066 # CAck T#GACA 58024082

Features flanking this part of subject sequence:
152322 bB at 5 side: T-box 3 protein isoform?2
1127851 bp at 3' side: thyroid hornone receptor associated protein 2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3
C#IIIIC#
Shjct 62524653 ACA GA 62524641

444
0/ 13 (0%

>ref | NT_009775. 16| Hs12 9932 E Hormo sapi ens chronosone 12 genonic contig, reference
Lengt h=13091146

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
ki nase suppressor of ras 2
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Score—342b|ts (17), Expect
Identities = 17/ 17 (100% Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAACTGAGATA 19

MARNNARRANY
Sbj ct 8848902 ACACJT clr lr 8848886

1.8
0/ 17 (0%

Features in this part of subject sequence: )
ATPase, Ca++ transporting, cardiac nuscle, slowtwitch 2 ...
ATPase, Ca++ transporting, cardiac rmuscle, slowtwtch 2

Score = 26.3 bits (1 ), Expect = 444
Identities = 16/ 17 ( 4/@, Gaps = 0/ 17 (0%
St rand=Pl us/ Pl us
Query 1 CACTGGAACTGA

lr CJTI | ] lr
Shjct 1344002 GAGA 1344018

Features flanking this part of subject sequence:
150455 bB at 5° side: T-box 3 protein isoform?2
p

1127599 at 3" side: thyr0| d hornone receptor associated protein 2
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%

St r and=PI us/ M nus
Query 3 ACACTGGAACTGA 15
. [ ]] c,Jrl || Iclrl |
Sbjct 5840981 ACACTGGAACTGA 5840969

>ref | NW.927700. 1| HsCr aAADB02_672 E Hormo sapi ens chronpbsone X genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=35626972

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
315437 bB at 5 side: simlar to Mel anoma-associ ated antigen B3 (MAGE-B3 antigen
1214355 bp at 3' side: sinilar to WD repeat domai n 42B

Score = 32. 2 bits (16), Expect
Identities = 16/ 16 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACT CTGAGATA

L RN
Sbj ct 25077414 CACJT CJTGAGA A 25077399

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
260234 bp at 5 side: aristaless related homeobox . _ _ .
368044 bp at 3' side: similar to Ran-specific GIPase-activating protein (Ran-bi.

112

Score = 28.2 hits (14), Expect
0/14 (0%

Ident|t| es = 14/ 14 (100% Gaps
St r and=PI us/ M nus
Query 4 CACTGGAACTGAGA 17

ANNUARRRARANN
Sbj ct 23816316 CAClFGGAAClFGAGA 23816303

Features flanking this part of subject sequence:
363067 bp at 5 side: WD repeat donmin 42B
444233 bp at 3' side: interleukin 1 receptor accessory protein-like 1

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ Pl us

Query 5 CTGGAACTGA 18
||||||||||||II

112
0/ 14 (0%
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Shj ct 26889068 ACTGGAACTGAGAT 26889081

Features flanking this part of subject sequence:
2053 bB at 5 side: nelanoma antigen famly B, 1
p

50921 at 3' side: nuclear receptor subfanmly 0, group B, nenber 1
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us
Query 2 CT CT 15
: l”llc,Jrl”llclr”
Sbj ct 28791609 CACACTGGAACTGA 28791622
Features flanking this part of subject sequence:

77611 bp at 5 side: acetylserotonin O nethyltransferase
95216 bp at 3' side: simlar to CGL5040-PA

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 1 TCACACTGGAACT 13

Sbjct 511824 lfl(';lAlCJAlC,JTlCIlBlAL\l 511812

Features flanking this part of subject sequence:
150231 bp at 5" side: adlican )
117788 bp at 3' side: protein kinase, X-linked

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 1 GGAACT 13

T| | ICIAICTI RN
Sbj ct 2091607 erACAcerGAA 2091619

Features flanking this part of subject sequence:
150275 bp at 5" side: adlican )
117744 bp at 3' side: protein kinase, X-linked

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 1 TCACACTGGAACT

CT
ANRNNNARRN
Sbj ct 2091651 lI'CACACJTGGAA 2091663

444
0/13 (0%

Features in this part of subject sequence:
mdline 1 isoform al pha
mdline 1 isoform al pha

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 4 GGAACTGAG

CT
ANARRARNARNRN
Sbj ct 9017863 CACJTGGAACJTGAG 9017875

444
0/13 (0%

Features flanking this Bart of subject seguence:
48420 bp at 5 side: PDZ domain containing 10 )
22573 bp at 3' side: phosphoribosyl pyrophosphate synthetase 2 isoform1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 1 TCACACTGGAACT 13

ANRANNRRARRN
Sbj ct 11299332 lfCACACITGGAA 11299320

444
0/ 13 (0%
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Features in this part of subject sequence:
connect or enhancer of kinase suppressor of Ras 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAA lGIAIGIA 17

| ICTI N |CT
Sbj ct 20173707 ACJTGGAACJTGAGA 20173719

444
0/ 13 (0%

Features flanking this part of subject sequence: )
8238 bB at 5 side: simlar to 40S ribosomal protein S26
27286 bp at 3' side: pyruvate dehydrogenase kinase, isoenzyne 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAA |G|A|G|A 17

CT
NERRARN
Sbj ct 22977447 ACJTGGAACJTGAGA 22977459

444
0/ 13 (0%

Features flanking this part of subject sequence: . .
1338523 bp at 5' side: simlar to Melanoma-associ ated antigen B3 (MAGE-B3 antige
191272 bp at 3' side: simlar to WD repeat donain 42B

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

AERANNNERAN
Sbj ct 26100497 ClI'GGAACJTGAGA 26100485

444
0/ 13 (0%

Features flanking this ﬁart of _subi' ect sequence:
55593 bB at 5 'side: hypothetical protein LOC170062
711276 bp at 3' side: simlar to nelanoma antigen famly B, 18

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

NRRNNNRRRNY
Sbj ct 33544023 lfGGAACITGAGA A 33544011

444
0/ 13 (0%

Features flanking this part of subject sequence:
471864 bp at 5 side: hypothetical protein LOC170062
295005 bp at 3' side: simlar to nelanoma antigen famly B, 18

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAG 16

Sbjct 33960282 l('l,lAlc/JT|CS|(3|A|A|Clj'f|G»IA|G 33960294

>ref | NW927317. 1| HsCr aAADB02_637 E Hormo sapi ens chronpbsone 20 genomic contig, alter
(based on Cel era assenbly)
Lengt h=26235423

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

77692 bB at 5' side: gam’ra-gl ut arr?/l transferase-like activity 4
479763 bp at 3' side: hypothetical protein LOC79953
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Score = 32.2 bits (16), Expect
Identities = 16/16 (100%, Gaps
St rand=Pl us/ Pl us
Query 4 CACTGGAA 19

N |I||ICTIGIAIGIATIA
Sbj ct 23975457 CACITGGAAClFGAGAlFA 23975472

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
704210 bp at 5 side: h%pothet!cal protein
109071 bp at 3' side: phospholipase C beta 4 isoforma

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGATA 19

CT
Sbjct 9106578 lCJTlGlC:‘»lA!AlCJTlGlAlC:‘»IA!A 9106565

112
0/ 14 (0%

Features flanking this part of subject sequence:
32709 bB at 5 side: jagged 1 precursor
p

321684 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ Pl us

Query 3 ACACTGGAACTGA 15

Sbjct 10614019 ,lAlC,lﬁxlc,JTlCIlBlAL\HFIC:}lA 10614031

Features in this part of subject sequence:
proprotein convertase subtilisin/kexin type 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 2 14

AN ICTI AN ICTI
Sbjct 17281853 CACAC,JTGGAACIFG 17281865

Features in this part of subject sequence:
Ras and Rab interactor 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

NAANARRNANEY
Sbj ct 19859838 GGAACJTGAGAITAC 19859850

444
0/ 13 (0%

>ref | NW 925884. 1| HsCr aAADB02_508 E Hormo sapi ens chronosone 15 genonic contig, alter
(based on Cel era assenbly)
Lengt h=30328800

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence: )
COP9 constitutive photonorphogeni ¢ honol og subunit 2

Score = 32.2 bits (16), Expect
Identities = 16/16 (100%, Gaps

St r and=Pl| us/ M nus
GGAA Fﬁ? 16

Query 1 CACTGGAACT
. lrl | 1] ICITI N !:lr
Shjct 5438719 TCACACTGGAACTGAG 5438704

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
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17870 bB at 5 side: carbonic anhydrase XI| isoform2 precursor
106027 bp at 3' side: ubiquitin specific protease 3
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St r and=Pl| us/ M nus
Query 5 ACTGGAACTGAGAT 18
. ||C1r||II|ClrIIIIlr
Shjct 19668262 ACTGGAACTGAGA 19668249

Features flanking this part of subject sequence:
31036 bp at 5' side: ring finger protein 36 isoforma o
11360 bp at 3' side: simlar to Sorbitol dehydrogenase (L-iditol 2-dehydrogenase

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 2 CACACTGGAACTG 14

NANNERRRAAY
Sbj ct 1078569 CACAC,JTGGAAcer 1078581

444
0/ 13 (0%

Features flanking this part of subject sequence:
551896 bB at 5° side: sulfide dehydrogenase |ike
p

1518141 at 3' side: senmaphorin 6D Isoform 6 precursor
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us

Query 8 GGAACTGAGATAC 20

Sbj ct 2524117 ELLkE#EkEk kk 2524129

Features in this part of subject sequence:
ATPase class | type 8B nenber 4

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

e e MR
Sbj ct 6306879 ACACJTGGAATJTGAGAA 6306863

Features flanking this part of subject sequence: )
272099 bp at 5 side: simlar to 40S ribosomal protein SA (p40) (34/67 kDa |am .
358960 bp at 3' side: WD repeat domain 72

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

NERNNNRRRNY
Sbj ct 9443686 lI'GGAACJTGAGA A 9443698

444
0/ 13 (0%

Features flanking this ﬁart of subiect seguence:
86855 bp at 5' side: hypothetical protein
43529 bp at 3' side: cingulin-like 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GGAACTGAGATAC 20

, NRNANARANRNEY
Sbj ct 13674785 GGAACITGAGAIFAC 13674797

444
0/ 13 (0%

Features flanking this ﬁart of subiect seguence:
22565 bp at 5' side: pot hetical protein LOC145773 )
74667 bp at 3' side: glucosanminyl (N-acetyl) transferase 3, nucin type
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 5 17
Ituit)
Sbjct 15821536 A GAEA 15821548

444
0/ 13 (0%

Features flanking this part of subject sequence:
141209 bp at 5" side: MAD, nothers agai nst decapentapl egi c honol og 6
9107 bp at 3' side: hypothetlcal protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7 CTGAGATA 19

Sbjct 23201193 #l C#Ekhk A 23201181

Features flanking this part of subject sequence:
107043 bp at 5" side: ﬁothetlcal protein
17147 bp at 3' side: ers agai nst decapent apl egi ¢ honol og 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us
Query 1 TCACACTGEAACT 13

Sbjct 23327590 #l|||C#|||I 23327602

444
0/ 13 (0%

Features flanking this part of subject sequence:
108663 bp at 5" side: ﬁothetlcal protein
15527 bp at 3' side: ers agai nst decapentapl egi ¢ honol og 3

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ M nus

Query 5 17
Shj ct 23329222 AC# C#GAGA 23329210

Features in this part of subject sequence:
menbr ane progestin receptor ganmm

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 1 13
# C[rllll
Shjct 25678187 25678175

444
0/ 13 (0%

Features in this part of subject sequence:
t hr ombospondi n, type |, donmain containing 4

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

N RN
Sbj ct 27629552 c& c# 27629540

444
0/ 13 (0%

Feat ur es flank|ng this ﬁart of subiect seguence:
11828 bp at 5 side: hypothetical protein LOC80072
9502 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/ Pl us ( " P (0%

Query
C#IIIIC#
Sbj ct 28665138 CACA G 28665150

>ref | NW 925561. 1| HsCr aAADB02_479 E Hormo sapi ens chronpbsone 14 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=53999513

Sort alignnments for this s
E value Score Percent i
Query start position Sul
Features in this part of subject sequence:
chronosone 14 open readi ng frame 145

Score = 32. 2 bits (16), Expect
Identltl es = 16/ 16 (100% Gaps
St rand=Pl us/ Pl us

Query 3 ACACTGGAACTGAGAT 18

NANNERRRANERARN;
Sbj ct 27879528 ACAC# c# # 27879543

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
88176 bp at 5 side: spectrin beta isoformb
59 bp at 3' side: churchill domain containing 1

Score:282b|ts (14), Expect
Identities = 14/ 14 (100% Gaps
Strand=Pl us/ M nus

Query 9 GAACTGAGATACGG 22

ANRNENAN
Sbj ct 12190270 GAAC# # 12190257

112
0/ 14 (0%

Features flanking this part of subject sequence:
116439 bp at 5" side: deiodinase, iodothyronine, type Il isoforma
171429 bp at 3' side: chronosone 14 open reading frane 145

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (100% Gaps
Strand=Pl us/ Pi us

Query b5 CTGGAACTGA 18

NN I||I
Sbj ct 27586855 AC# c# # 27586868

112
0/ 14 (0%

Features flanking this part of subject sequence:
106739 bp at 5" side: hypothetical protein
745727 bp at 3' side: hypothetical protein

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 2 CACACT 15
Shj ct 33434495 CACACJT Cll' 33434482

112
0/ 14 (0%

Features in this part of subject sequence:
DDHD domai n containing 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 GGAACTGAGATA 19

Sbjct 393484 I'I'| N CJTlGlAlGlA A 393472

444
0/ 13 (0%

Features flanking this part of subject sequence:
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232882 bp at 5' side: pellino 2 .
49564 bp at 3' side: hypothetical protein LOC54916

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 9 GAACTGAGATACG

ANANENN
Sbj ct 3800936 GAAClF 1rAcG 3800924

444
0/ 13 (0%

Features flanking this part of subject sequence:
99447 bp at 5' side: dehydrogenase/reductase (SDR family) nmenber 7
18233 bp at 3' side: protein phosphatase 1A isoform1

Score = 26.3 bits (13), Expect

Identities = 13/13 (100% Gaps

Strand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

ANARARNNANRN
Sbj ct 7535851 CAcerGAAc,JTGAG 7535839

444
0/ 13 (0%

Features flanking this ﬁart of subject sequence:
21707 bp at 5 side: hypothetical protein LOC317761
2605 bp at 3' side: sine oculis honeobox honolog 6

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Shjct 7778198 ACJT CJTGAGA 7778186

Features in this part of subject sequence:
gephyrin isoform 2
gephyrin isoform1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

ARN
Sbj ct 14185560 1r CJTGAGA A 14185548

444
0/ 13 (0%

Features in this part of subject sequence:
RAD51-1i ke 1 isoform3
RAD51-1ike 1 isoform1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1 13
lr c:lrl | I
Shjct 15644899 15644887

444
0/13 (0%

Features in this part of subj7ect sequence:
hypot heti cal protein LOC91750

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 7 CTGAGATA 19

N RN
Sbj ct 21396634 1r C]TGAGA A 21396646

444
0/ 13 (0%

Features flanking this part of subject sequence:
9496 bp at 5' side: hypothetical Protel n LOC55668 isoform 2
227668 bp at 3' side: estrogen-related receptor beta
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Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 6 GGAACTGAGAT 18

N RN
Sbj ct 23470350 clr clr 23470362

444
0/ 13 (0%

Features flanking this part of subject sequence:
129292 bp at 5" side: hypothetical protein LOC55668 isoform 2
107872 bp at 3' side: estrogen-related receptor beta

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query
lr c,Jrl | | |
Sbhj ct 23590146 23590158

Features flanking this part of subject sequence:
144076 bp at 5 side: hypothetical protein
525290 bp at 3' side: neurexin 3 isoformal pha precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

Sbj ct 25384552 lel N éTl | IG»IA 25384540

444
0/ 13 (0%

Features flanking this part of subject sequence:
314562 bB at 5° side: thot hetical protein
p

2417936 at 3' side: hypothetical protein
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=PI us/ Pl us
Query 6 GGAACTGAGAT 18
clr Clrl | |
Sbj ct 30375961 GAGAT 30375973
Features flanking this part of subject sequence:

2361446 bp at 5 side: hypothetical protein
371052 bp at 3 side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Pl
Shj ct 32422857 A GAGA 32422845

444
0/13 (0%

Features fl anki ng this part of subject sequence:
180179 bp at 5" side: ?/pot hetical protein
99217 bp at 3' side: gal actosyl ceram dase i soforma precursor

Score = 26. 3 bits (13), Expect = 444

Identities = 16/ 17 (94% Gaps = 0/ 17 (0%

St rand=Pl us/ M nus

Query 6 GGAACTGAGATAOGG 22
Clrllllclrll lrIIII

Sbjct 35102057 GACATACGG 35102041

Features in this part of subject sequence:
hypot heti cal protein LOC84193 isoforma
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Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 3
Clrl AN clr
Sbjct 46680054 ACA GA 46680066

444
0/ 13 (0%

Features flanking this ﬁart of SUbi ect sequence:
62281 bB at 5 'side: hypothetical protein
p

375345 at 3' side: deiodinase, | odot hyroni ne, type |11
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 2

|II|
Sbj ct 48462186 CACACJT cer 48462174

Features flanking this part of subject sequence:
52962 bB at 5 side: simlar to zinc finger protein 36-1ike 3
p

104486 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%
Strand=Pl us/ M nus

Query 1 T|C,|A|C,|ACT|C:‘|G]AiACT 13
Shj ct 48901657 1[ CJT 48901645

>ref | NW 924884. 1| HsCr aAADB02_418 E Hormo sapi ens chronpbsone 10 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=44859570

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
9588 bB at 5 side: arsenic (+3 oxidation state) methyltransferase
18180 bp at 3' side: cyclin M isoform1

Score:322b|ts(16) Expect = 7.2
Identities = 16/ 16 (100% Gaps = 0/ 16 (0%
St rand=Pl us/ M nus

Query 7 TlelGlAiACT lGlAGATiAlclelG 22
Shj ct 15403090 ll' CJT Il'ACGG 15403075
Features in this part of subject sequence:

hypot heti cal protein LOC55328 isoform 2
hypot heti cal protein LOC55328 isoform1

112

Score = 28.2 hits (14), Expect
0/14 (0%

Ident|t| es = 14/ 14 (100% Gaps
St r and=PI us/ M nus
Query 4 CACTGGAACTGAGA 17

ARNRARRRARANN
Sbj ct 1008751 CAClFGGAAClFGAGA 1008738

Features in this part of subject sequence:
MAX interactor 1 isoformb
MAX interactor 1 isoforma

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

ery 7 it

112
0/ 14 (0%
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Shj ct 22727407 TGGAACTGAGATAC 22727394

Features flanking this part of subject sequence:
522751 bp at 5 side: al pha-2A-adrenergic receptor
547355 bp at 3' side: nmitochondrial glycerol 3-phosphate acyltransferase

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us
Query 1 TCACA 14

AN ICTI AN ICTIG
Sbj ct 24096318 1rCACAc,JTGGAAcer 24096331

112
0/ 14 (0%

Features flanking this part of subject sequence: _ )
407538 bp at 5 side: antigen identified by nonoclonal antibody Ki-67
381375 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us
Query 7 TGGAACTGAGATAC 20

MRNANARRNRNEY
Sbj ct 41005771 1rGGAAC,JTGAGAerC 41005784

112
0/ 14 (0%

Features flanking this part of subject sequence: _ )
541472 bp at 5 side: antigen identified by nonoclonal antibody Ki-67
247441 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATAC 20

Sbict 41139705 TOGAACTGAGATAC 41139718

112
0/ 14 (0%

Features flanking this part of subject sequence: . )
675294 bp at 5 side: antigen identified by nonocl onal antibody Ki-67
113619 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus
Query GGAACTG 14

L IOIAICTI N ICTI
Sbj ct 41273540 1|'CACACJTGGAACJTG 41273527

112
0/ 14 (0%

Features in this part of subject sequence:

BTAF1 RNA pol ynerase |I, B-TFIID transcription factor-ass..
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us

Query 7 TGGAACTGAGATA 19

NERANNNRRENY
Sbj ct 4529396 lI'GGAACJTGAGA A 4529408

Features in this part of subject sequence:
hepar anase 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

NENANANANRNEY
Sbj ct 11382285 GGAACJTGAGAITAC 11382297

444
0/13 (0%
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62 de 444

Features flanking this part of subject sequence:
908 bp at 5' side: hypothetical protein LOC119395

14438 bp at 3' side: neuralized-like

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Pl
Sbj ct 15982461 A GAGA 15982449

444
0/ 13 (0%

Features in this part of subject sequence:
SORCS receptor 1 isoformb
SORCS receptor 1 isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

N ARN
Sbjct 19124782 clr clr 19124770

444
0/13 (0%

Features flanking this part of subject sequence:
2064942 bp at 5 side: SORCS receptor 1 isoforma .
628306 bp at 3' side: X-prolyl am nopeptidase (amni nopeptidase P) 1,

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

N RN
Sbjct 21731137 1r C]TGAGA A 21731125

444
0/ 13 (0%

Features in this part of subject sequence:

fibronectin type Il and ankyrin repeat domains 1

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 10 AACTGAGATACGG 22

NN
Sbj ct 38466550 AACITGAGA ACGG 38466538

444
0/ 13 (0%

Features flanking this ﬁart of SUbi ect sequence:

15864 bp at 5' side: hypothetical protein

66798 bp at 3' side: dedicator of cytokinesis 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 7 GCGAACTGAGATA 19

Sbjct 39375176 1F| CJTlGlAl(':‘»IAA 39375188

Features in this Part of subject sequence:
transcription el ongation regulator 1-1ike

Score = 26.3 bits (1 ) Expect = 444
Identities = 13/13 ( O/z) Gaps = 0/ 13 (0%
St rand=Pl us/ Pl us

Query 2

|II|
Sbj ct 43661476 CACACJT cer 43661488

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

sol ubl e

>ref | NW922217. 1| HsCr aAADB02_178 I Hormo sapi ens chronpbsone 4 genonmic contig, alteri

(based on Cel era assenbly)
Lengt h=70496567

05-01-2008 17:08
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Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
134223 bp at 5 side: hypothetical protein
190408 bp at 3' side: protocadherin 18 precursor

Score = 32.2 bits (16), Expect = 7.2

Identltles-19/20(9% Gaps = 0/20 (0%

St rand=Pl us/ Pl us

Query 1 TCACACTGGAACTGAGATAC 20
#IIIIC#IIIIC# #

Shjct 17844929 GGGATAC 17844948

Features in this part of subject sequence:
hypot heti cal protein

Score = 30.2 bits
Identities = 15/15
St r and=PI us/ M nus
Query 6 CTGGAACTGAGATAC 20

ARRNNNARN;
Sbj ct 30018738 c# c# #AC 30018724

((1 ), Expect

28
100%, Gaps = 0/15 (0%

Feat ures fl anki ng this part of subject sequence:
1754677 bp at si de: FAT tunor suppressor honol og 4
374253 bp at 3' side: hypothetical protein

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 7 GGAACTGAGATAC 20

Sbj ct 7805377 I'I'| N CJTlGlAlG»lA AC 7805364

Features in this part of subject sequence:
phosphodi est erase 5A isoform 1
phosphodi est erase 5A i soform 2

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAGATAC 20

Shjct 86039 lC!Alcll'l o CJ'I' ITAC 86055

Features fl anki ng this part of subject sequence:

46267 bB at 5 'side: transient receptor potential cation channel,
p

189109 at 3' side: simlar to CGlL5133-PA isoform 10

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT

N RN
Sbj ct 2543768 c# c# 2543756

444
0/ 13 (0%

Features flanking this part of subject sequence:
105989 bp at 5" side: interleukin 2 precursor
49913 bp at 3' side: interleukin 21

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

ery 0 i

444
0/ 13 (0%

subfamly C, ..
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Shj ct 3124468 CTGGAACTGAGAT 3124480

Features flanking this part of subject sequence:
119298 bp at 5 side: interleukin 21
1540 bp at 3' side: hypothetical protein LOC166379

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 3 ACACT GGAACTGA

Sbjct 3301993 ACACJT| o le 3302005

444
0/ 13 (0%

Features flanking this part of subject sequence: )
169156 bp at 5" side: E74-like factor 2 (ets dommin transcription factor) isofo.
13193 bp at 3' side: ovary-specific acidic protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

Sbjct 19764124 1f| N CJTlGlAlG»IA A 19764112

444
0/ 13 (0%

Features flanking this part of subject sequence:
25768 bp at 5' side: uncoupling protein 1 ) )
27683 bp at 3' side: TBCl donmain famly, menber 9 (with GRAM donmi n)

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Shjct 21103130 ACJT CJTGAGA 21103118

Features in this part of subject sequence:
anaphase pronoting conpl ex subunit 10

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

Sbj ct 25543114 GGAACJT|G|A|G»|A !AIC 25543126

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
759386 bp at 5 side: nuclear receptor subfamily 3, group C, nenber 2
315473 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 10 AACTGAGATACGG 22

NN NN
Sbj ct 29696205 AAC# #ACGG 29696217

444
0/13 (0%

Features fl anki ng this part of subject sequence:
837450 bp at 5" side: nuclear receptor subfamily 3, group C, nenber 2
237409 bp at 3' side: hypothetical protein

Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 6 GGAACTGAGAT 18

N RN
Sbj ct 29774269 c# c# 29774281

444
0/13 (0%
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Features flanking this part of subject sequence:

298284 bp at 5" side:
93661 bp at 3' side: d

Score = 26.3 hits (13),

Identities = 13/13 (100% Gaps

St r and=PI us/ M nus
Query 5

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

hypot heti cal protein

oubl ecortin and CaM ki nase-like 2 isoforma

Expect

17

444
0/ 13 (0%

I
Sbj ct 30481714 AClF c,JTGAGA 30481702

Features in this part of subject sequence:

gl ycine receptor, beta

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 8 GGAACTGAGATAC 20

444
0/ 13 (0%

AN
Sbj ct 37604741 GGAACJT erc 37604753

Features flanking this part of subject sequence:

217273 bp at 5" side:
265702 bp at 3' side:

hypot heti cal protein

hypot het i cal

Score = 26.3 bits (1 ) Expect =
Identities = 13/13 ( O/z) Gaps =
St rand=Pl us/ Pl us

Query 2

Sbjct 38382775 CACACJT||

Features flanking this part of subject sequence:

247760 bp at 5 side:
235215 bp at 3' side:

Score = 26.3 bits (13),

Identities = 13/13 (100% Gaps

St rand=Pl us/ Pl us

444
0/ 13 (0%

| |
clr 38382787

hypot heti cal protein

hypot heti cal

Expect

Query 7 GCGAACTGAGATA 19

Sbj ct 38413262 J'I' CJTlGlAlG»IAA 38413274

Features fl anki ng this part of subject sequence:

922942 bp at 5 side:
129332 bp at 3' side:

Score = 26. 3 bits (13),

Identities = 13/13 (100% Gaps

St r and=Pl us/ Pl us

444
0/ 13 (0%

hypot heti cal protein
hypot heti cal protein

Expect

Query 5 ACTGGAACTGAGA 17

NN
Sbj ct 43490683 ACJT clr

444
0/13 (0%

GAGA 43490695

Features in this part of subject sequence:

hypot heti cal protein L

Score = 26. 3 bits (13),

Identities = 13/13 (100% Gaps

St rand=Pl us/ M nus

0C55601

Expect

Query 8 GGAACTlGlAlGlATAC 20
Shj ct 48798673 GGAACJT Il'AC 48798661

444
0/13 (0%

Features in this part of subject sequence:

pol ypepti de N acetyl gal act osam nyltransferase 17

65 de 444

protein LOC51313 isoform1

protein LOC51313 isoform1
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 1 13
# C[rIIII
Sbj ct 52341457 52341469

444
0/ 13 (0%

Features flanking this part of subject sequence:
799191 bB at 5° side: hypothetical protein
1786886 bp at 3' side: sinilar to NADH dehydrogenase (ubi qui none) 1 beta subconp

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 3

IIH
Sbj ct 59295485 ACAC# C#GA 59295497

Feat ur es flanklng this part of subject sequence:
1017276 side: hypothetical protein _
1568801 bp at 3' side: sinilar to NADH dehydrogenase (ubi qui none) 1 beta subconp

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus
Query 3 ACACTGGAACTGA 15

III RN
Sbj ct 59513582 c# C#GA 59513570

444
0/ 13 (0%

Features flanking this part of subject sequence:
315800 bp at 5" side: hypothetical protein
349022 bp at 3' side: hypothetical protein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ M nus
Query 6 GGAACTGAGAT 18

Sbjct 61981898 C# C#llhk 61981886

Feat ur es flank|ng this part of subject sequence:
352924 bp at 5 side: hypothetical protein
311898 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 62019010 62019022

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
121268 bp at 5" side: hypothetical protein
334785 bp at 3' side: simlar to odd Oz/ten-m honolog 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 62499380 cxyvmﬁ' #AC 62499392

444
0/ 13 (0%

Features in this part of subject sequence:
coil ed-coil domain containing 111
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67 de 444

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1 13
# C[rIIII
Sbjct 65189684 65189672

444
0/ 13 (0%

Features flanking this part of subject sequence:
355723 bp at 5 side: similar to Papilin CG3103-PA, isoformA _
110723 bp at 3' side: simlar to ganma-ani nobutyric acid A receptor, epsilon

Score = 26.3 bits (1 ), Expect = 444
Identities = 16/ 17 ( 4/@, Gaps = 0/ 17 (0%
St rand=Pl us/ Pl us

Query 2 CACACTGGAACTGAGAT 18

Sbjct 69852571 CACACJT| o CIT | lelA 69852587

>ref | NW 922073. 1| HsCr aAADBO2_165 Bl Hono sapi ens chronosone 4 genomic contig, alter
(based on Cel era assenbly)
Lengt h=39674885

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
1294042 bp at 5' side: hypothetical protein
267211 bp at 3' side: heat shock protein HSP 90-beta

Score = 32. 2 bits (16), Expect
Identities = 16/ 16 (100% Gaps
St rand=PI us/ Pl us
Query 5 CTGGAACTGAGATAC 20

Sbjct 3660768 ACJT| o CJTl AR lI'AC 3660783

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
591384 bp at 5 side: Kv channel interacting protein 4 isoform3
939762 bp at 3' side: simlar to Probable G protein coupled receptor 125 precurs

112

Score = 28. 2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 4 CA GGAACTGAGA 17
C[rllllclrlll
Sbj ct 12026886 CA 12026899

Features in this part of subject sequence:
ubi quitin carboxyl-termnal esterase L1 (ubiquitin thiole.

Score:282b|ts (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus
Query 7 TGGAACTGAGATAC 20

NN
Sbj ct 31830045 # c# GA#AC 31830032

112
0/ 14 (0%

Feat ures fl anki ng this part of subject sequence:
1294213 bp at si de: hypothetical protein
267039 bp at 3' side: heat shock protein HSP 90-beta

Score = 26. 3 bits (13), Expect = 444
Identltl es = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ Pl us
Query 2 CACACTGGAACTGAGAT 18

ARRNNEARN
Sbj ct 3660939 CACAG# c# 3660955
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Features flanking this part of subject sequence:
539550 bp at 5" side: hypothetical protein
322418 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
i
Shj ct 5272631 A GAGA 5272619

444
0/ 13 (0%

Features in this part of subject sequence
bone nmarrow stronmal cell antigen 1 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query
clrl ] clr
Shjct 6298149 CACA G 6298161

444
0/ 13 (0%

Features in this part of subject sequence:
Kv channel interacting protein 4 isoform4
Kv channel interacting protein 4 isoform1l

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

MERANNNARN
Sbj ct 11414969 c# #AC 11414981

444
0/13 (0%

Features flanking this part of subject seguence:
225356 bp at 5 side: simlar to cell division cycle 42 isoform3
841385 bp at 3' side: peroxisonme proliferative activated receptor gamma coactiv.

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query
c#llllc#
Sbj ct 13532602 CACA 13532614

444
0/ 13 (0%

Features flanking this part of subject sequence:
60520 bB at 5' side: peroxisome proliferative activated receptor gamma coactiv. .
521501 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

|II|
Sbj ct 14528581 ACAC# C#GA 14528593

Features flanking this part of subject sequence:
137508 bp at 5" side: stromal interaction nolecule 2
47280 bp at 3' side: hypothetical protein LOC401123

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 6 GGAACTGAGAT 18

Sbj ct 17738097 CJT| CJTl | IG»IA 17738085

444
0/ 13 (0%
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Features flanking this part of subject sequence:
347751 bp at 5" side: hypothetical protein
21152 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 3
Clrllllclr
Shjct 25585104 ACA GA 25585116

444
0/ 13 (0%

Features flanking this part of subject sequence:
212835 bp at 5" side: simlar to glutaredoxin cysteine-rich 1 protein
655012 bp at 3' side: simlar to NADH dehydrogenase (ubi qui none) 1 beta subconp.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 1 13
lr Clrllll
Sbjct 33819992 33819980

444
0/13 (0%

Features flanking this part of subject sequence:
836438 bp at 5 side: glucosani ne-6-phosphate deani nase 2
484535 bp at 3' side: ganma-ani nobutyric acid A receptor, gamma 1 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 6 GGAACTGAGAT 18

N RN
Sbj ct 36135427 clr clr 36135439

444
0/ 13 (0%

>ref | NT_011757. 15| HsX_ 11914 Bl Homo sapi ens chronmosonme X genonic contig, reference :
Lengt h=34879939

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

315417 bB at 5 side: sinlar to Mel anona-associ ated anti gen B3 ( MAGE- B3 anti gen
1213328 bp at 3' side: sinilar to WD repeat domain 42B

Score = 32.2 hits (16), Expect
Identltles = 16/ 16 (100@6 Gaps
Strand=Pl us/ M nus
Query 4 CACTGEAACTGAGATA 19

ARRNNEARN
Sbj ct 24333368 CJT C[FGAGA A 24333353

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
260618 bp at 5 side: aristal ess related homeobox _ ) )
369354 bp at 3' side: simlar to Ran-specific GIPase-activating protein (Ran-bi

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus
Query 4 CACT 17

Sbjct 23076168 CAClF| C#IIll 23076155

112
0/ 14 (0%

Features flanking this part of subject sequence:
364545 bp at 5 side: WD repeat dommin 42B ) )
443452 bp at 3' side: interleukin 1 receptor accessory protein-like 1

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
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St r and=Pl us/ Pl us
Query 5 A FF??CTF?F? 18
Sbjct 26145679 A clr 26145692

Features flanking this part of subject sequence:
2054 bB at 5 side: nelanoma antigen famly B, 1
p

50975 at 3' side: nuclear receptor subfamly 0, group B, nenber 1
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/14 (0%

Strand=Pl us/ Pi us
Query 2 CACA GGAACTGA 15
C%IIIIC#H
Sbj ct 28053391 CACA 28053404
Features flanking this part of subject sequence:

150161 bp at 5" side: adlican
118194 bp at 3' side: protein kinase, X-linked

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us
Query 1 TCACACTGGAACT 13

Sbjct 1293797 #l|||C#|||| 1293809

444
0/ 13 (0%

Features flanking this part of subject sequence:
150205 bp at 5" side: adlican
118150 bp at 3' side: protein kinase, X-linked

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 1 GEAACT 13

Sbj ct 1293841 # CACJT|||| 1293853

Features in this part of subject sequence:
mdline 1 isoform al pha
n1dI|ne 1 i sof orm al pha

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 4 CACTGGAACTGAG

NN
Sbj ct 8280083 CAC# ckGAG 8280095

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence
48399 bp at 5' side: PDZ donmin conta|n|nﬁ
22554 bp at 3' side: phosphoribosyl pyrophosphate synthetase 2 isoform1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 1 13
# C[rllll
Shjct 10568746 10568734

444
0/13 (0%

Features in this part of subject sequence:
connect or enhancer of kinase suppressor of Ras 2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

444
0/ 13 (0%
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Query 5
Ituit)
Sbjct 19436211 A GAGA 19436223

Features flanking this part of subject sequence:
8238 bB at 5 side: similar to 40S ribosomal protein S26
27286 bp at 3' side: pyruvate dehydrogenase kinase, isoenzyne 3

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 5 17
Itiity
Shjct 22237958 A GAGA 22237970

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
1337454 bp at side: simlar to Mel anoma-associ ated anti gen B3 ( MAGE-B3 anti ge
191294 bp at 3" side: sinmlar to WD repeat domain 42B

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus
Query 6 CTGGAACTGAGAT 18

Sbj ct 25355402 lel N C,JTl | IG»IA 25355390

444
0/ 13 (0%

Features flanking this ﬁart of SUbi ect sequence:
55391 bB at 5 side: hypothetical protein LOC170062
p

711106 at 3' side: SI mlar to nelanoma antigen famly B, 18
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

Query 7 o CT|G|A|G.IATA 19

Sbj ct 32799972 JT CJTGAGA A 32799960
Features flanking this part of subject sequence:

471646 bp at 5 side: hypothetical protein LOC170062
294851 bp at 3' side: simlar to nelanoma antigen famly B, 18

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us
Query 4 CACTGGAACTGAG

NN
Sbj ct 33216215 CAC# C#GAG 33216227

444
0/ 13 (0%

>ref | NT_011387. 8| Hs20_ 11544 E Hormo sapi ens chronosone 20 genonic contig, reference
Lengt h=26259569

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

76366 bB at 5' side: | ut arr}/ltransferase like activity 4
480105 bp at 3' side: hypot etical protein LOC79953

Score = 32. 2 bits (16), Expect
Identities = 16/ 16 (100% Gaps
St rand=PI us/ Pl us

Query 4 CACT CTGAGATA

L ARN
Sbj ct 23983614 CAC# C#GAGA A 23983629

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
703821 bp at 5" side: hypothetical protein

71 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

109062 bp at 3' side: phospholipase C beta 4 isoforma

Score = 28.2 hits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
Strand=Pl us/ M nus
Query 6 CTGGAACTGAGATA 19

NRRNNNARN;
Sbj ct 9119400 c# C%GAEA A 9119387

112
0/ 14 (0%

Features flanking this part of subject sequence:
32710 bB at 5 side: jagged 1 precursor
p

321641 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

|II|
Sbj ct 10626888 ACAC# C#GA 10626900

Features in this part of subject sequence:
proprotein convertase subtilisin/kexin type 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us
Query 2 CACACTGGAACTG 14

|II| RN
Sbj ct 17290205 c% C#G 17290217

444
0/ 13 (0%

Features in this part of subject sequence:
Ras and Rab interactor 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

Sbjct 19868615 GGAAC#EkEk kk 19868627

>ref | NT_010194. 16| Hs15_10351 E Hormo sapi ens chronpbsone 15 genomic contig, reference
Lengt h=53619965

Sort alignments for this s
E value Score Percent
Query start position Sul
Features in this part of subject sequence:
COP9 constitutive photonorphogeni ¢ honol og subunit 2

Score = 32.2 bhits (16), Expect
Identities = 16/ 16 (1009@ Gaps
St rand=Pl us/ M nus

Query 1 CTGGAACTGAG

Sbjct 20237883 # E#lllIC#GAG 20237868

7.2
0/ 16 (0%

Features flanking this part of subject sequence:
372936 bp at 5" side: OIU donmin containing 7A
2399 bp at 3' side: cholinergic receptor, nicotinic, alpha 7 precursor

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus

Query 5 19

Sbj ct 3110956 AC% C&llllkl 3110942

28
0/ 15 (0%
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Features flanking this part of subject sequence:
17886 bB at 5 'side: carbonic anhydrase Xl isoform 2 precursor
p

105121 at 3' side: ubiquitin specific protease 3
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ M nus
Query 5 ACTGGAACTGAGAT 18
: IICLFIIIIICJTIIIIIr
Sbj ct 34482136 ACTGGAACTGAGAT 34482123
Features flanking this part of subject sequence:

121244 bp at 5" side: homeobox protein Meis2 isoforme
715602 bp at 3' side: transnenbrane and coil ed-coil domains 5

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

NARNANRNAREN
Sbj ct 8303480 GGAACJTGAGALFAC 8303468

444
0/ 13 (0%

Features flanking this part of subject sequence:
6481 bB at 5 side: simlar to C3405-PA
p

13064 at 3' side: exonuclease 3' -5 dommin-like 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 6 CTGGAACTGAGAT 18
. Iclrl |1 Iclrl [ 1]
Sbjct 12253622 GGAACTGAGA 12253610

Features in this part of subject sequence:
spectrin, beta, non-erythrocytic 5

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query CTGGAACTG 14
. AN Iclrl N Iclrl
Shjct 12955651 CACACTGGAACTG 12955663

444
0/ 13 (0%

Features flanking this part of subject sequence:
31039 bB at 5' side: ring finger protein 36 isoforma
p

157896 at 3' side: hypothetical protein LOC145645
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us

Query 2 CACACTGGAACTG 14

ANANNAARRNNN
Sbj ct 15881566 CACACJTGGAACJTG 15881578

Features flanking this part of subject sequence:
549706 bB at 5 side: sulfide dehydrogenase |ike
1519050 bp at 3' side: senmaphorin 6D Isoform6 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GGAACTGAGATAC 20

: NRANNNANRNEY
Sbj ct 17323491 GGAACITGAGAIFAC 17323503

444
0/ 13 (0%

Features in this part of subject sequence:
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ATPase class | type 8B nenber 4

Score = 26.3 bhits (13), Expect = 444
Identltles = 16/ 17 (94@6 Gaps = 0/ 17 (0%
Strand=Pl us/ M nus

ey TR
Sbjct 21106335 ACAC# #GAGA A 21106319
Features flanking this part of subject sequence:

272193 bp at 5" side: simlar to 40S ri bosormal protein SA (p40) (34/67 kDa | am .
359021 bp at 3' side: WD repeat domain 72

Score = 26.3 bits (1 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ Pl us
Query 7 CTGAGATA 19

Sbjct 24241420 %l C#Ekhk A 24241432

Features flanking this ﬁart of subiect sequence:
86825 bp at 5' side: hypothetical protein
43520 bp at 3' side: cingulin-like 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

Sbjct 28477223 GGAAC#EkEk kE 28477235

Features flanking this ﬁart of subject sequence:
22722 bp at 5' side: Ypothetlca protein LOC145773 )
74127 bp at 3' side: ucosam nyl (N-acetyl) transferase 3, nucin type

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 5 17
Sbj ct 30626856 AC# C#GAGA 30626868

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
141054 bp at 5 side: MAD, npthers agai nst decapentapl egi c hormol og 6
9091 bp at 3' side: hypothetlcal protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 38005258 1r CJTGAGA A 38005246

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
107057 bp at 5 side: hypothetical protein
17149 bp at 3' side: nothers agai nst decapentapl egi ¢ honol og 3

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 1 13
lr C:lrIIII
Sbjct 38131651 38131663

444
0/ 13 (0%

Features flanking this part of subject sequence:
108677 bp at 5 side: hypothetical protein
15529 bp at 3' side: nothers agai nst decapentapl egi ¢ honol og 3
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Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Ituit)
Sbjct 38133283 A GAGA 38133271

444
0/ 13 (0%

Features in this part of subject sequence:
nmenbr ane progestin receptor gamm

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltl es = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 1 TCACACTCIEAACT 13

ANRANNRRARRN
Sbj ct 40481900 # c# 40481888

Features in this part of subject sequence:
t hr ombospondi n, type I, donain containing 4

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

N RN
Sbj ct 42430835 c# c# 42430823

444
0/ 13 (0%

Features flanking this ﬁart of SUbi ect sequence:
11829 bp at 5' side: hypothetical protein LOC80072
9502 bp at 3" side: hypothetical protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ Pl us
Query 2 CACACTGGAACTG 14

ANRANNRRRN
Sbj ct 43471473 CACAC# C#G 43471485

Features in this part of subject sequence:
hypot heti cal protein LOC79834 isoform1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5 17
Sbj ct 48253971 ACJT CJTGAGA 48253983

444
0/ 13 (0%

Features flanking this ﬁart of subject sequence:
27834 bB at 5 'side: high-mobility group 20A
106883 bp at 3' side: |eucine-rich repeat neuronal

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 48589811 48589823

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

6A

>ref | NT_026437. 11| Hs14 26604 I Hormo sapi ens chronosone 14 genonic contig, reference

Lengt h=88290585

Sort alignments for this s
E value Score Percent i
Query start position Sul
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Features in this part of subject sequence:
chronosone 14 open readi ng frame 145

Score = 32. 2 bits (16), Expect
Identities = 16/ 16 (100% Gaps
St rand=PI us/ Pl us

Query 3 ACACTGGAACTGAGAT

Sbjct 62084805 ACACJT| N ClTI I IGlA 62084820

7.2
0/ 16 (0%

Features in this part of subject sequence:
ol factory receptor, fanly 4, subfamly K, nenber 2

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAGAT 18

ARNERARRARANN
Sbj ct 1344587 CACJTGGAACJTGAGA]T 1344601

28
0/ 15 (0%

Features fl anki ng this part of subject sequence:
91330 bp at 5 side: spectrin beta isoformb
59 bp at 3' side: churchill domain containing 1

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 9 GAACTGAGATACGG 22

Shj ct 46380908 GAACJT GAITACCIS 46380895

112
0/ 14 (0%

Features fl anki ng this ﬁart of SUbi ect sequence:

40789 bB at 5' side: othetical protein

169544 bp at 3' side: ronmosonme 14 open reading frame 145
Score = 28. 2 bits (14), Expect = 112
Identltl es = 14/ 14 (100% Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us

Query 5 18
Clrl L] clr lr
Shjct 61794018 A GAGAT 61794031
Features flanking this part of subject sequence:

106774 bp at 5" side: hypothetical protein
745199 bp at 3' side: hypothetical protein

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (100% Gaps
Strand=Pl us/ M nus

Query 2 CACACTGGAACTGA 15

ANRNNNRRRANEN
Sbj ct 67634421 CACACJTGGAACIFGA 67634408

112
0/ 14 (0%

Features flanking this part of subject sequence:
45521 bB at 5 side: dehydrogenase/reductase (SDR fam ly) nmenber 2 isoform2
133758 bp at 3' side: simlar to dehydrogenase/reductase (SDR fanmily) nenber 2 .

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG

Sbjct 5159835 CAClF| N ATGAG 5159823

Features flanking this part of subject sequence:
115503 bp at 5" side: granzynme B precursor
63034 bp at 3' side: anisyn
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 5
Ituit)
Sbjct 6218709 A GAGA 6218721

444
0/ 13 (0%

Features flanking this part of subject sequence:
414053 bp at 5 side: similar to Nonhistone chronosonmal protein HMG 17 (Hi gh-no.
766558 bp at 3' side: neuro-oncological ventral antigen 1 isoform1l

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query

|II|
Sbj ct 7150447 CACAC# C#G 7150435

Features flanking this part of subiect sequence: )
186671 bp at 5 side: neuro-oncol ogical ventral antigen 1 isoform3
537909 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 4 CACTGGAACTGAG 16

Sbjct 8253153 Ek%#llllc#EkE 8253165

444
0/ 13 (0%

Features in this part of subject sequence:
nucl eoti de bindi ng protein-like

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 6 GAGAT 18

Sbjct 13075348 C# C#llhk 13075360

Feat ur es flank|ng this Bart of subject sequence: )
10206 bB at 5 side: bronpdomain adjacent to zinc finger domain, 1A isoformb
111888 bp at 3' side: signal recognition particle 54kDa

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 3
C%IIIIC#
Shjct 16353779 ACA GA 16353767

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
280082 bp at 5" side: Ctype lectin domain famly 14, nenber A
302650 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NRRNNNARN
Sbj ct 20005072 AC# C%GAGA 20005060

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
405972 bp at 5 side: MAM donmmin containing 1
137129 bp at 3' side: hypothetical protein
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 3
ClrIIIIClr
Sbjct 29006669 ACA GA 290

Feat ur es flanklng this part of subj
755641 bB at 5 side: hypothetic
1138405 bp at 3' side: ribosomal

Score = 26.3 bits (13 ) Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 7 CTGAGATA 19

Sbjct 29905863 #l C#Ekhk A 299

Features in this part of subLect S
cyclin-dependent ki nase-|

Score = 26.3 bits (1 ) Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 2

Sbjct 31833264 CACAC#||||C#G 318

Features in this part of subject s
DDHD donmi n containing 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 7 TGGAACTGAEATA 19

Sbj ct 34588964 #llllc#EkEk A 345

Features flanking this part of subj
232818 bp at 5" side: pellino 2
49919 bp at 3' side: hypothetica

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 9 GAACTGAGATACG 21

Sbj ct 37996467 GAAC%llll#kEE 379

Feat ur es fIank|ng this part of subj

99478 bp at 5' side: dehydrogenase/reductase (SDR fanily) nenber 7

17905 bp at 3' side: protein pho

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG 16

NN
Sbj ct 41731270 CAC# C#GAG 417

Feat ur es flank|ng this ﬁart of subj
21704 bp at 5' side: ypothetlca
2605 bp at 3' side: sine oculis

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

06681

j ect sequence:
al protein
protein S29 isoform 2

444
0/ 13 (0%

05875

equence:
444
0/ 13 (0%

33276

equence:

444
0/ 13 (0%
88952

j ect sequence:
| protein LOC54916

444
0/ 13 (0%

96455

j ect sequence:

sphat ase 1A isoform1
444
0/13 (0%

31258

iect seguence:
protein LOC317761
honeobox honol og 6

444
0/ 13 (0%
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Query 5
Iituity
Shjct 41973265 A GAGA 41973253

Features in this part of subject sequence:
gephyrin isoform 2
gephyrin isoform1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 48371728 1r CJTGAGA A 48371716

444
0/ 13 (0%

Features in this part of subject sequence:
RAD51-1i ke 1 isoform3
RAD51-like 1 isoform1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 1 13
lr c:lrl | I
Shjct 49831238 49831226

444
0/13 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC91750

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 55604904 1r CJTGAGA A 55604916

444
0/13 (0%

Features flanking this part of subject sequence:
9494 bp at 5' side: hypothetical Proteln LOC55668 i sof orm 2
227997 bp at 3' side: estrogen-related receptor beta

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 6 GGAACTGAGAT 18

RN
Sbj ct 57677441 clr clr 57677453

444
0/ 13 (0%

Features flanking this part of subject sequence:
129188 bp at 5" side: hypothetical protein LOC55668 isoform 2
108303 bp at 3' side: estrogen-related receptor beta

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query
lr c'JTIIII
Sbjct 57797135 57797147

Features flanking this part of subject sequence:
192097 bp at 5" side: aarF donmin containing kinase 1
525725 bp at 3' side: neurexin 3 isoformal pha precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

444
0/ 13 (0%
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Sbjct 59591596 CJT CJT GAIT 59591584

Features fl anki ng this part of subject sequence:
314578 bB at 5 side: hxpot hetical protein
p

2416250 at 3' side: hypothetical protein
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=PI us/ Pl us
Query 6 CTGGAACTGAGAT 18
C’1rI||IC[r|III
Shj ct 64578518 GAGAT 64578530
Features flanking this part of subject sequence:

2359720 bp at 5' side: hypothetical protein
371108 bp at 3 side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
il
Shjct 66623672 A GAGA 66623660

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
180167 bp at 5" side: ?/pot hetical protein
99280 bp at 3' side: gal actosyl ceramni dase i soforma precursor

Score = 26. 3 bits (13), Expect = 444
| dent i t| es = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGATACGG 22

RN RN NRR
Sbj ct 69301549 c# c# CA#ACGG 69301533

Features in this part of subject sequence:
hypot heti cal protein LOC84193 isoforma

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 3
C%IIIIC#
Sbjct 80870392 ACA GA 80870404

444
0/13 (0%

Features flanking this part of subject sequence:
145256 bp at 5" side: hypothetical protein
372513 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 2

|II|
Sbj ct 82651338 CACAC# C#G 82651326

Features flanking this part of subject sequence:
53313 bB at 5 side: simlar to zinc finger protein 36-1ike 3
104403 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 1 13
# C[rllll
Shjct 83092142 83092130

444
0/ 13 (0%
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>ref | NT_030059. 12| Hs10_30314 E Hormo sapi ens chronpbsone 10 genomic contig, reference
Lengt h=44617998

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

9588 bB at 5 side: arsenic (+3 oxidation state) methyltransferase
18202 bp at 3' side: cyclin M isoform1

Score—322b|ts(16) Expect
Identities = 16/ 16 (100% Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATACGG 22

Sbj ct 23408562 ll'| N CJTl A ]T!AIC|G|G 23408547

7.
o/ 6 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC55328 isoform 2
hypot heti cal protein LOC55328 isoform1

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St r and=Pl us/ M nus

Query 4 CACT! 17
Sbjct 9007631 CACJT CJTGAGA 9007618

Features in this part of subject sequence:
MAX interactor 1 isoformb
MAX interactor 1 isoforma

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus
Query 7 TGGAACTGA 20

NN II
Sbj ct 30741455 # c# GA# 30741442

112
0/ 14 (0%

Features flanking this part of subject sequence:
526742 bp at 5 side: al pha-2A-adrenergic recept or
547401 bp at 3' side: nitochondrial glycerol 3-phosphate acyltransferase

Score = 28.2 hits (14), Expect
Ident|t| es = 14/ 14 (100% Gaps
Strand=Pl us/ Pi us

Query 1 TCACACTGGAACTG 14

ANRNNERRR
Sbj ct 32114420 # c# c# 32114433

112
0/ 14 (0%

Features flanking this part of subject sequence:
309816 bp at 5" side: hypotheti cal protein
62274 bp at 3' side: neuregulin

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG

RN
Sbj ct 2321327 CAC# C#GAG 2321339

Features in this part of subject sequence:
BTAF1 RNA pol ynerase I, B-TFIID transcription factor-ass.

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/ Pl us ( " P (0%

Query 7 X CTlG.lAlG»IATA 19
Sbj ct 12530594 J'I' CJTGAGAA 12530606

Features in this part of subject sequence:
hepar anase 2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

AN
Sbj ct 19391157 GGAACJT erc 19391169

444
0/ 13 (0%

Features flanking this part of subject sequence:
908 bp at 5' side: hypothetical protein LOC119395
14436 bp at 3' side: neuralized-like

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Pl
Shjct 23988235 A GAGA 23988223

444
0/13 (0%

Features in this part of subject sequence:
SORCS receptor 1 isoformb
SORCS receptor 1 isoforma

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGAT 18

NERNNNARN;
Sbj ct 27131388 clr clr GAGAT 27131376

Features fl anki ng this part of subject sequence:
2065874 bp at side: SORCS receptor 1 isoforma .
634772 bp at 3' side: X-prolyl am nopeptidase (amni nopeptidase P) 1, soluble

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

N RN
Sbj ct 29738696 1r C]TGAGA A 29738684

444
0/ 13 (0%

>ref | NT_006316. 15| Hs4_6473 I Homo sapi ens chronosone 4 genonic contig, reference at
Lengt h=22487426

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Feat ures fl anki ng this part of subject sequence:
1294056 bp at si de: hypothetical protein
267486 bp at 3' side: heat shock protein HSP 90-beta

Score = 32. 2 bits (16), Expect
Identities = 16/ 16 (100% Gaps
St rand=Pl us/ Pl us

Query 5 GGAACTGAGATAC

ARRNNNARN;
Sbj ct 3742895 Ale C[FGAGA AC 3742910

7.2
0/ 16 (0%
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Features flanking this part of subject sequence:

144094 bp at 5 side: Kv channel interacting protein 4 isoform4

939692 bp at 3' side: G protein-coupled receptor 125

Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us
Query 4 CA 17
c#l C[rllll
Sbj ct 12124981 CA 12124994

Features flanking this part of subject sequence:
1294227 bp at 5' side: hypothetical protein
267314 bp at 3' side: heat shock protein HSP 90-beta

Score = 26.3 bits_(13), Expect = = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=PI us/ Pl us
Query 2 CACACTGGAACTGAGAT 18

NRRNNEARN
Sbj ct 3743066 CACAG# c# 3743082

Features flanking this part of subject sequence:
539693 bp at 5 side: hypothetical protein
323579 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5
ity
Sbjct 5355222 A GAEA 5355210

444
0/ 13 (0%

Features in this part of subject sequence
bone marrow stromal cell antigen 1 precursor

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query
c#llllc#
Sbj ct 6382132 CACA 6382144

444
0/ 13 (0%

Features in this part of subject sequence:
Kv channel interacting protein 4 isoform3
Kv channel interacting protein 4 isoform3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 11507096 GGAAC# #AC 11507108

Features flanking this part of subject sequence:

225405 bp at 5 side: simlar to cell division cycle 42 isoform3

842455 bp at 3' side: peroxisone proliferative activated receptor ganma coactiv.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query
C#IIIIC#
Sbj ct 13630336 CACA G 13630348

444
0/ 13 (0%

Features flanking this part of subject sequence:

60576 bp at 5' side: peroxisone proliferative activated receptor gamm coactiv.
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521338 bp at 3' side: hypothetical protein

Score = 26.3 bhits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us
Query 3 ACACTGGAACTGA 15

, NANNERRARANEN
Sbjct 14627514 ACAC%GEAAC#GA 14627526

444
0/ 13 (0%

Features flanking this part of subject sequence:
137504 bp at 5 side: stromal interaction nolecule 2
47081 bp at 3' side: hypothetical protein LOC401123

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 6 CGAACTGAGAT 18

Sbjct 17837492 C#l C#llhk 17837480

>ref | NT_016354. 18| Hs4_16510 Bl Hono sapi ens chronosone 4 genonic contig, reference i
Lengt h=92123751

Sort alignnments for this s
E value Score Percent
Query start position Sul
Features flanking this part of subject sequence:

134171 bp at 5" side: hypothetical protein
189557 bp at 3' side: protocadherin 18 precursor

Score = 32.2 bits (16), Expect = 7.2
Identities = 19/20 (9 9@ Gaps = 0/20 (0%
Strand=Pl us/ Pi us
Query 1 GGAACTGAGATAC 20
# c#llllc# #
Shjct 62800754 GGGATAC 62800773

Features in this part of subject sequence:
hypot heti cal protein

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGATAC 20

NRRNANARN;
Sbj ct 74991035 c# c# #AC 74991021

28
0/ 15 (0%

Features flanking this part of subject sequence:
194803 bB at 5" side: pxruvate dehYdrogenase (1i poam de) al pha 2
p

1522925 at 3' side: hypothetical protein LOC285555
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/ 14 (0%

St rand=Pl us/ M nus

Query 6 GEAACTGAGA 19
R

Sbjct 21505004 GAGATA 21504991

Features in this ﬁart of subject sequence:
i norgani c pyrophosphatase 2 isoform 1 precursor
i norgani c pyrophosphatase 2 i soform 4 precursor

112

Score = 28. 2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 TCACACTGGAACTG 14

84 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe)

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Sbj ct 30841994 ll'| CACJT Cll' 30842007

Features flanking this part of subject sequence:

365146 bB at 5’
1642088 bp at 3

si de:
si de:

Score = 28. 2 bits (14),

Identities = 14/ 14 (1009@ Gaps

St rand=Pl us/ M nus

Query 4
Shjct 40911497

CACTGGAACTGAGA

LN

N-deacet yl ase/ N-sul f ot ransferase (heparan gl ucosami nyl) 4
transl ocation associ ated nenbrane protein 1-like 1

Expect 112

0/ 14 (0%

17
40911484

Features flanking this part of subject sequence:

1755920 bp at 5
374286 bp at 3

Score =
St rand=Pl us/ M nus

Query 7

si de:
si de:

28. 2 bits (14),
Identities = 14/ 14 (100@@ Gaps

FAT tunor suppressor

honol og 4
hypot heti cal protein

Expect

112
0/ 14 (0%

1TI¥VKﬁCﬁEATAC 20

NN
Sbj ct 52717003 # c# GA#AC 52716990

Features flanking this part of subject sequence:

4731 bp at 5
8607 bp at 3

SI
Si

de:
de:

Score = 26. 3 bits (13),

Identltles = 13/13 (100@6 Gaps

St r and=Pl| us/ M nus

Query 7 ¥
Sbjct 4014742 #

Fraser syndronme 1 isoform1l
annexi n A3

Expect

444
0/ 13 (0%

CTF???TA 19
C#GAEA A 4014730

Features flanking this part of subject sequence:

171813 bp at 5
327404 bp at 3

Score = 26.3 bits

Identities = 13/13 (1009@ Gaps

St rand= PIus/M nus
Query 5

Sbjct 5048900 Ackllllc#

si de:
si de:

(13),

gl ycerol Kkinase 2
anthrax toxin receptor 2

444

Expect
0/ 13 (0%

ACTGGAACTGAGA 17

E%EL 5048888

Features flanking this part of subject sequence:

435950 bp at 5" side: Nﬁpothetlcal protein LOC84803
452560 bp at 3' side: 6 transcription factor related, locus 1
Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7 CTGAGATA 19

Sbjct 9509603 #l

C#Ek&k A 9509591

Features flanking this part of subject sequence:

268732 bp at 5
264487 bp at 3

Score = 26.3 bits (13),

Identities = 16/ 17 (949@ Gps =

St rand=Pl us/ M nus

Query 1 ||

85 de 444

side: mitogen-activated ﬁroteln ki nase 10 i soform 4 )
side: protein tyrosine phosphatase, non-receptor type 13 isoform
Expect = 444
0/17 (0%
CACTGGAACTGAGA 17
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Shj ct 11839644 TCACAGTGGAACTGAGA 11839628

Features flanking this ﬁart of subject seguence:
16189 bp at 5' side: hypothetical protein
26925 bp at 3' side: hypothetical protein

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ M nus

Query
# C[rIIII
Sbj ct 12377752 12377740

444
0/ 13 (0%

Features flanking this part of subject sequence:
86818 bp at 5' side: dentin matrix acidic phosphoprotein
52212 bp at 3' side: integrin-binding sialoprotein precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus
Query 2 CACACTGGAACTG 14

ANANARRRN
Sbj ct 13219023 CACAC# C#G 13219011

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
1103805 bp at si de: pyruvate dehydrogenasg{é oan1de) al pha 2
613924 bp at 3' side: hypothetical protein L

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG 16

AN
Sbj ct 22414005 CAC# C#GAG 22413993

Feat ur es flank|ng this part of subject sequence:
50294 bB at 5' side: centronere protein E
341057 bp at 3' side: tachykinin receptor 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 28717916 28717928

444
0/13 (0%

Feat ur es flank|ng this ﬁart of subiect seguence:
89413 bp at 5' side: hypothetical protein isoform?2
24566 bp at 3' side: hypothetical protein LOC54790

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 3
C#IIIIC#
Shjct 30678680 ACA GA 30678668

444
0/13 (0%

Feat ur es flank|ng th|s part of subject sequence:
64908 B at 5' e: small inducible cytokine subfamily E, nmenber 1
p

511342 at 3' S|de di ckkopf honol og 2 precursor
Score = 26.3 bhits (13), Expect = 444
Identltles = 13/13 (100@6 Gaps = 0/ 13 (0%

St rand= PIus/Plus

Query 6 CTGGAACTGAGAT 18
C[rllllclrlll

Sbjct 31881903 GAGAT 31881915
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Features in this part of subject sequence:
phosphodi est erase 5A isoform 1
phosphodi est erase 5A i soform 2

Score = 26. 3 bits (13), Expect = 444

Identities = 16/ 17 (94% Gaps = 0/ 17 (0%

St rand=PI us/ Pl us

Query 4 CA GGAACTGAGATAC 20
c#llllc% #

Shj ct 44997180 CA GATAC 44997196

Features fl anki ng this part of subject sequence:

46288 bB at 5' side: transient receptor potential cation channel, subfamly C, ..
191310 bp at 3' side: simlar to CGL5133-PA isoform1l

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

N ARN
Sbj ct 47448640 c& c# 47448628

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
106269 bp at 5" side: interleukin 2 precursor
49989 bp at 3' side: interleukin 21

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 6 GGAACTGAGAT 18

RN
Sbj ct 48032011 c# c# 48032023

444
0/ 13 (0%

Features flanking this part of subject sequence:
119330 bp at 5 side: interleukin 21
1540 bp at 3' side: hypothetical protein LOC166379

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltl es = 13/13 (100% Gaps
St rand=Pl us/ Pl us
Query 3 ACACTGGAACTGA 15

III RN
Sbj ct 48209643 c# C#GA 48209655

Features flanking this part of subject sequence: )
169115 bp at 5" side: E74-like factor 2 (ets dommin transcription factor) isofo.
13200 bp at 3' side: ovary-specific acidic protein

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 ( O/z) Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbjct 64722618 1f| CJTlGlAl(':‘»IAA 64722606

Features flanking this part of subject sequence:
25772 bp at 5 side: uncoupling protein 1 ) )
27682 bp at 3' side: TBCl donmain famly, menber 9 (with GRAM donmi n)

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
pil
Sbjct 66063814 A GAGA 66063802

444
0/ 13 (0%
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Features in this part of subject sequence:
anaphase pronoting conpl ex subunit 10

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 8 GGAACTGAGATAC 20

, MENANNNARN
Sbj ct 70506247 clr lFAC 70506259

Features flanking this part of subject sequence:
761814 bp at 5 side: nuclear receptor subfamly 3, group C, nenber 2
316010 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 10 AACTGAGATACGG 22

Sbjct 74667973 AAC# %kkhh 74667985

Features flanking this part of subject sequence:
840195 bp at 5" side: nuclear receptor subfamly 3, group C, nenber 2
237629 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 6 GAGAT 18

Sbjct 74746354 C#l C#llhk 74746366

Features flanking this part of subject sequence:
298749 bp at 5" side: hypothetical protein
93822 bp at 3' side: doublecortin and CaM ki nase-like 2 isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus

Query 5 17
Sbj ct 75454505 AC# C#GAGA 75454493

444
0/ 13 (0%

Features in this part of subject sequence:
gl ycine receptor, beta

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 82552548 GGAACJT erc 82552560

444
0/13 (0%

Features flanking this part of subject sequence:
217306 bp at 5 side: hypothetical protein
265642 bp at 3' side: hypothetical protein LOC51313 isoforml1l

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query
C1r||||C1r
Sbj ct 83331052 CACA G 83331064

444
0/13 (0%

Features flanking this part of subject sequence:
247816 bp at 5" side: hypothetical protein
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235132 bp at 3' side: hypothetical protein LOC51313 isoform1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 7 TGGAACTGAGATA 19

NARNNARRRNY
Sbj ct 83361562 lfGGAACITGAGA A 83361574

444
0/ 13 (0%

Features flanking this part of subject sequence:
922381 bp at 5" side: hypothetical protein
129341 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

ery S AT
Shj ct 88448770 ACJT@AAATGAGA 88448782

>ref | NW927717. 1| HsCr aAADB0O2_688 Bl Hono sapi ens chronosone X genomic contig, alteri
(based on Cel era assenbly)
Lengt h=11680561

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

1097506 bp at 5' side: angionotin
419410 bp at 3' side: simlar to Ssu72 RNA pol ynerase Il CTD phosphat ase honol og

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAACTGAGA 17

NANNURRRRARANN
Sbj ct 9925419 ACACJTGGAACJTGAGA 9925405

28
0/ 15 (0%

Features flanking this part of subject sequence:
2745 bB at 5 side: hypothetical protein LOC139231 )
57658 bp at 3' side: extraenbryonic, spermatogenesis, homeobox 1-1ike

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

, NARNNNRNAREN
Sbjct 196358 GGAAClFGAGAerC 196346

444
0/ 13 (0%

Features in this part of subject sequence:
simlar to PDZ domain containing 10

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NARRARNRERAN
Sbj ct 3534165 AcerGAAcerAGA 3534153

444
0/ 13 (0%

Features flanking this part of subject sequence:
133434 bp at 5" side: insulin receptor substrate 4
514295 bp at 3' side: guanylate cycl ase 2F

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
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Query
Clrl N Clr
Sbj ct 4868945 CACA G 4868957

Features flanking this part of subject sequence:
427678 bp at 5 side: insulin receptor substrate 4
220051 bp at 3' side: guanylate cycl ase 2F

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query
c,Jrl N clr
Sbjct 5163189 CACA G 5163201

444
0/ 13 (0%

Features flanking this part of SUbi ect sequence:

4075 bB at 5' side: potassiumvo

14922 bp at 3' side: acyl-CoA synthetase |long-chain famly nmenber 4 is
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%

St r and=PI us/ M nus
Query 6 CTGGAACTGAGAT 18
Clrl || c,Jrl | 1]
Sbjct 5636492 GAGAT 5636480

Features flanking this part of subject sequence:

tage-gated channel, I|sk-rel ated famly,

r‘rb..

173791 bp at 5" side: acyl-CoA synthetase Iog%schai n famly nenber 4 isoform1

146607 bp at 3' side: hypothetical protein L 4187
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us
Query 5 17
Shjct 5864540 ACJT CJTGAGA 5864552

Features in this part of subject sequence:
doubl ecortin isoformc
doubl ecortin isoformb

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 9 GAACTGAGATACG

ANANENN
Sbj ct 7333048 GAACJT lI'ACG 7333060

444
0/ 13 (0%

>ref | NW927715. 1| HsCr aAADBO2_686 E Hormo sapi ens chronpbsone X genonic contig, alteri

(based on Cel era assenbly)
Lengt h=13135424

Sort alignnments for this s

Features flanking this part of subject sequence:
246539 bp at 5" side: simlar to poly(A) binding protein,
97520 bp at 3' side: hypothetical proteln

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACT 18
Shjct 2592775 CAClr AT GAlr 2592761

28
0/ 15 (0%

Features flanking this part of subject sequence:

90 de 444
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771299 bp at 5' side: protocadherin 11 X-linked isoforma precursor _
664063 bp at 3' side: similar to heat shock 70kD protein binding protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 2 CACACTGGAACTGA 15

CT
, NRNNERARANEN
Sbj ct 3565703 CACAC]TGGAACIFGA 3565690

112
0/ 14 (0%

Features flanking this part of subject sequence: _ )
136409 bp at 5" side: simlar to testis-specific bronodomain protein
211292 bp at 3' side: diaphanous 2 isoform 156

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAACTGA 15

Sbjct 7408899 !AlC,lAlc/JT|CS|(3»|A|A\|C11FIGIA 7408887

444
0/ 13 (0%

Features in this part of subject sequence:
di aphanous 2 isof orm 156
di aphanous 2 isoform 12C

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

CT
Sbjct 8098575 lCJTlGlGlA:lAlCJTlGlAlG»IA 8098563

444
0/ 13 (0%

>ref | NW927711. 1| HsCr aAADB02_682 E Hormo sapi ens chronpbsone X genomic contig, alteri
(based on Cel era assenbly)
Lengt h=8793495

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:

zinc finger protein 261
zinc finger protein 261

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 3 ACACTGGAACTGAGA 17

NANNUARRRARANN
Sbj ct 8313632 ACAClFGGAAClFGAGA 8313646

28
0/ 15 (0%

Features flanking this part of subject sequence: _ _
239984 bp at 5" side: hepatocellul ar carci noma-associ ated antigen 127
140817 bp at 3' side: simlar to UPFO308 protein C9orf21

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 1 TCACACTGGAACT

Sbjct 2272234 lfl()lAlQlAlc,JTlGlGlAL\I 2272246

Features flanking this part of subject sequence:
183942 bp at 5 side: hephaestin isoformb
148916 bp at 3' side: X-linked ectodysplasin receptor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps

444
0/ 13 (0%

91 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

St r and=Pl us/ Pl us

Query
Clrl N Clr
Sbj ct 3507152 CACA G 3507164

>ref | NW 927339. 1| HsCr aAADBO2_639 Bl Homo sapi ens chronmpsone 20 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=33108650

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

3019 bB at 5' side: zinc finger protein 313
27880 bp at 3' side: snail 1 honolog

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=PI us/ Pl us

Query 3 ACACTGGAACTGAGA 17

RN
Sbj ct 18779373 ACACJT cerL\GA 18779387

28
0/ 15 (0%

Features fl anki ng this part of subj ect sequence:
33930 bp at 5' side: cadherin 4, yPe 1 preproprotein
3229 bp at 3' side: TBP-associ ated factor 4

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 3
clrl AN clr
Shjct 30787143 ACA GAGA 30787129

28
0/ 15 (0%

Features fl anki ng this part of subject sequence:
352133 bp at 5 side: transcription factor AP-2 gamm
166102 bp at 3' side: hypothetical protein

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus
Query 7 TGGAACTGA 20

NN I I
Sbj ct 25808791 1r CJT GAlr 25808778

112
0/ 14 (0%

Features flanking this part of subject sequence:
19061 bp at 5 side: cell division c¥cle 91-like 1 protein
12570 bp at 3' side: tumor protein p53 inducible nuclear protein 2

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

MENANNNARN
Sbjct 3536171 lr C]TGAGA A 3536159

444
0/ 13 (0%

Features flanking this part of subject sequence:
273293 bp at 5 side: transcription factor MAFB
67003 bp at 3' side: DNA topoi sonerase |

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query

Sbj ct 9804380 CACAC,JT| o CIT 9804368
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Features flanking this part of subject sequence:
47760 bp at 5' side: arginine/serine-rich splicing factor 6
5691 bp at 3' side: I (3)nbt-like isoformll

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us
Query 6 GGAACTGAGAT 18

Sbjct 12348061 C#l C#llll 12348073

444
0/ 13 (0%

Features in this part of subject sequence: )
nucl ear factor of activated T-cells, cytoplasmc, calcine..
nucl ear factor of activated T-cells, cytoplasnic, calcine..

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us
Query 1 TCACACTGGAACT 13

Sbjct 20331365 #llllc#llll 20331377

444
0/ 13 (0%

Features flanking this part of subject sequence:
1829 bp at 5' side: hyﬁothetlcal rotein
228696 bp at 3' side ypot hetical protein LOC284757

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 2
C#IIIIC#
Sbj ct 28909251 CACA 28909239

444
0/ 13 (0%

Feat ur es flank|ng this ﬁart of subiect seguence:
67932 bB at 5 side: Kpothetlca protein LOC284757
828758 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 3
C#IIIIC#
Shjct 29206322 ACA 29206310

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
520368 bp at 5 side: hypothetical protein LOC284757
376322 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shj ct 29658746 29658758

444
0/13 (0%

Features flanking this part of subject sequence:
10917 bp at 5 side: SRY-box 1 . )
2853 bp at 3' side: transcription elongation factor A protein 2 isoforma

Score = 26.3 bhits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ M nus
Query 2 CACACTGGAACTG 14

, ANRANNRRRN
Sbj ct 32881013 CACAC# C#G 32881001

444
0/ 13 (0%
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>ref | NW927217. 1| HsCr aAADB02_628 E Hormo sapi ens chronpbsone 19 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=10620956

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: )
24560 bp at 5' side: carcinoenbryonic antigen-related cell adhesion nolecule
8277 bp at 3' side: carcinoenbryonic antigen-related cell adhesion nolecule 4

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 5 ACTGGAACTGAGATA 19

CT
, NARRARNRRRNANY
Sbj ct 4324017 ACLFGGAACITGAGAIFA 4324031

28
0/ 15 (0%

Features flanking this part of subject sequence:
17579 bp at 5' side: zinc finger protein 226 isoformb
25166 bp at 3' side: zinc finger protein 227

444

Score = 26.3 bhits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

NARNNNRRRNY
Sbj ct 6907629 lfGGAACITGAGA A 6907641

>ref | NW 927129. 1| HsCr aAADB02_620 Bl Hono sapi ens chronosone 18 genomic contig, altel
(based on Cel era assenbly)
Lengt h=12826439

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

202755 bp at 5" side: suppressor of cytokine signaling 6
107327 bp at 3' side: hypothetical protein LOC220158

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us
Query 1 15

N IOIAICTI N ICTI I
Sbj ct 3077166 lI'CACACJTGGAACJTGA 3077180

28
0/ 15 (0%

Features flanking this ﬁart of subiect seguence:
49003 bp at 5' side: hypothetical protein LOC220158
1828609 bp at 3' side: cerebellin 2 precursor

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG 16

ARNRRARNANRN
Sbj ct 3262196 CACJTGGAACJTGAG 3262208

Features flanking this part of subject sequence:
945832 bp at 5 side: ﬁalanln receptor 1
295064 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus
Query GGAACTGAG 16

CT
ANNUARRNRERY
Sbj ct 10779602 CAcerGAAcerAG 10779590

444
0/ 13 (0%
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>ref | NW 926918. 1| HsCr aAADB02_601 E Hormo sapi ens chronpbsone 17 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=18267748

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
rapt or

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps

28
0/ 15 (0%
St r and=Pl us/ Pl us

ery 3 S
Shj ct 15910030 ACAC#GCAAC#GAGA 15910044

Features in this part of sub%ect sequence;

ATP- bi ndi ng cassette, sub-fanmily A, nenber 6
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us

Query 3 ACACTGGAACTGAG 16

(NANNURRRRRERY
Sbj ct 4194873 ACACITGGAAClFGAG 4194886

Features flanking this part of subject sequence:
937593 bp at 5 side: potassiuminwardly-rectifying channel J2
506705 bp at 3' side: simlar to Myosin light polypeptide 6 (Snooth nuscle and

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

ey AN AT
Shjct 6187351 AC#GEAAC%GAEA 6187338

112
0/ 14 (0%

Features flanking this part of subject sequence:
193596 bp at 5" side: nucleolar protein 11
97600 bp at 3' side: karyopherin al pha 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 1 TCACACTGGAACT

Sbjct 3011038 lflOlAlC,lAlc,JTlGlGlAlAl 3011050

Features flanking this part of subLgct sequence:
80854 bp at 5 side: simlar to 02. 4b

19269 bp at 3' side: suppressor of cytokine signaling 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query CTGGAACTG 14
: L L Iclrl N Iclrl
Sbj ct 13434661 CACACTGGAACTG 13434649

444
0/ 13 (0%

Features in this part of subject sequence: ) )
pl eckstrin honol ogy, Sec7 and coiled/coil domains 1 isofo..
pl eckstrin honol ogy, Sec7 and coil ed/coil domains 1 isofo..

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St rand= Plus/P us ( " P (0%

Query 5
Iitiit
Shjct 13876736 A GAGA 13876748

>ref | NW 925818. 1| HsCr aAADB02_502 E Hormo sapi ens chronpbsone 15 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=436686

Features flanking this part of subject sequence: )
2399 bp at 5' side: sinilar to Neuronal acetylcholine receptor protein, alpha..

Score 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@@ Gaps
St rand=PI us/ Pl us
Query 5 CTGAGATA 19

N RN
Sbjct 134836 AClI' CJTGAGA A 134850

28
0/ 15 (0%

>r ef | NW 925539. 1|HBCraAADBOZ 477 B Hono sapi ens chronosone 14 genonic contig, alter
(based on Cel era assenbly)
Lengt h=33050393

Sort alignnments for this s
E value Score Percent
Query start position Sul
Features in this part of subject sequence:
ol factory receptor, fanly 4, subfanmly K, nmenber 2

Score = 30.2 hits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
Strand=Pl us/ Pi us
Query 4 CACTGGAACTGAGAT 18

ARARARRRARANN
Sbjct 152338 CAleGGAACITGAGA 152352

28
0/ 15 (0%

Features flanking this part of subject sequence:
45493 bB at 5 side: dehydrogenase/reductase (SDR fam ly) nmenber 2 isoform2
133810 bp at 3' side: simlar to dehydrogenase/reductase (SDR fanmly) member 2 .

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG

Sbjct 3964820 CAC#llllc#GAG 3964808

Features flanking this part of subject sequence:
115107 bp at 5" side: granzynme B precursor
63062 bp at 3' side: anisyn

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 5
Shjct 5025387 AC# C#GAGA 5025399

444
0/ 13 (0%

Features flanking this part of subject sequence:
414018 bp at 5 side: similar to Nonhistone chronpsomal protein HMG 17 (Hi gh-no.
766488 bp at 3' side: neuro-oncological ventral antigen 1 isoform?2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 2 CACACTGGAACTG 14

444
0/ 13 (0%
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Sbjct 5957186 CACACJT ClT 5957174

Features flanking this part of subject sequence: ) .
186680 bp at 5" side: neuro-oncological ventral antigen 1 isoform3
539053 bp at 3' side: hypothetical protein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=Pl us/ Pl us
Query 4 CACTGGAACTGAG 16

ANARRARNANRN
Sbj ct 7059844 CACJTGGAACJTGAG 7059856

Features in this part of subject sequence:
nucl eoti de binding protein-like

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 6 GGAACTGAGAT 18

N ARN
Sbj ct 11883039 clr clr 11883051

444
0/13 (0%

Features flanking this Bart of subject sequence:
10221 bB at 5' side: bronpdomain adjacent to zinc finger domain, 1A isoformb
p

111542 at 3' side: sinlar to signal recognition particle 54 kDa
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 3 ACACTGGAACTGA 15
: | || Clrl || clr
Sbjct 15160327 ACA 15160315
Features flanking this part of subject sequence:

280068 bp at 5 side: C-type lectin domain family 14, nenber A
302609 bp at 3' side: hypothetical protein

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Sbjct 18811950 AClr CerAGA 18811938

444
0/13 (0%

Features flanking this part of subject sequence:
405979 bp at 5° side: MAM domain containing 1
137133 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

Sbjct 27809599 ACAC,JT| o CITGA 27809611

Features flanking this part of subject sequence:
755256 bB at 5° side: hypothetical protein
1138055 bp at 3' side: ribosomal protein S29 isoform2

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 GCGAACTGAGATA 19

Sbj ct 28708412 J'I'| CJTlG.lAlG»IAA 28708424

444
0/ 13 (0%
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Features in this part of subject sequence:
cyclin-dependent kinase-like 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 2 CACACTGGAA P 14

AN ICTI N |CT
Sbj ct 30642766 CACAcerGAAcer 30642778

444
0/ 13 (0%

>ref | NW 925473. 1| HsCr aAADBO2_471 I Hormo sapi ens chronosone 13 genonic contig, alter
(based on Cel era assenbly)
Lengt h=33583425

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

10815 bp at 5 side: simlar to FRASl-rel ated extracellular matrix protein 2 p.
13747 bp at 3' side: hypothetical protein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

ery 2 O
Shj ct 2683357 CACAC#GCAAC#GAG 2683343

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC23281 isoforma

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 1 TCACACTGGAACTG 14

, ANANNRARRANNY
Sbj ct 10629506 erACAC[rGGAAcer 10629493

112
0/ 14 (0%

Features in this part of subject sequence: )
sper mat ogenesi s and oogenesi s specific basic helix-Ioop-h..

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAA 16

NANNERRR ICTIGIAIG
Sbj ct 17588571 ACAc,JTGGAAcerAG 17588558

112
0/ 14 (0%

Features flanking this part of subject sequence:
59095 bp at 5' side: exportin 4
47065 bp at 3' side: LATS, large tunor suppressor, honolog 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAA Fﬁfﬁ

I ICTI AN |CT
Sbj ct 2299091 ACJT%AACJTGAGA 2299103

444
0/ 13 (0%

Features flanking this part of subject sequence:
24999 bB at 5' side: G Broteln—coupled receptor 12
p u

284385 at 3' side: iquitin-specific protease 12-like 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
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99 de 444

St rand=Pl us/ Pl us
Query 4 CA GEAACTGA
c#llllc#
Shjct 8163147 CA GAG 8163159
Features flanking this part of subject sequence:

564178 bp at 5 side: replication factor C 3 isoform2
548259 bp at 3' side: neurobeachin

Score = 26.3 bits (1 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 7 CTGAGATA 19

Sbj ct 15770907 #l C#Ek&k A 15770919

Features flanking this part of subject sequence:
9092 bB at 5 side: ﬁpothetlcal protein LOC55068
p

12137 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%

St rand= PIus/M nus

Query 6 CTGGAACTGAGAT 18
ClrIIIIClrlll

Sbjct 24787561 GAGAT 24787549

Features in this part of subject sequence:
| euci ne-rich repeats and cal poni n honol ogy (CH) domain co.

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 2

|II|
Sbj ct 28041936 CACAC# C#G 28041924

Features in this part of subject sequence:
retlnoblas tonma 1

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ Pl us

Query 5 17
Shjct 29707784 AC# C#GAGA 29707796

>ref | NW 925106. 1| HsCr aAADBO2_438 E Hormo sapi ens chronosone 11 genonic contig, alter
(based on Cel era assenbly)
Lengt h=33348968

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
syntaxin 3A

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@6 Gaps
St rand=Pl us/ M nus

Query 3 ACACTFFfﬁCT GAGA 17
Shj ct 5239600 ACAC# C#GAGA 5239586

28
0/ 15 (0%

Features in this Part of subject sequence:
solute carrier famly 22 menber 8
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112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St r and=Pl us/ M nus
Query 6 GGAACTGAGATA 19

Sbj ct 8453763 CJT| CJTlGlAlG»IAA 8453750

Features flanking this part of subject sequence:
328892 bB at 5 side: simlar to odd Oz/ten-m honol og 4
p

3291387 at 3' side: sinlar to 40S ri bosonmal protein S28 isoform 2
Score = 28. 2 bits (14), Expect = 112
Identities = 14/ 14 (100% Gaps = 0/ 14 (0%
St rand=PI us/ Pl us
Query 3 ACACTGGAACTGAG 16
: ||Iclr|II|C1rIII
Sbjct 24767128 ACA 24767141

Features in this part of subject sequence:
hypot heti cal protein LOC219990

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=PI us/ Pl us

Query 7 CTGAGATA 19

N AN
Sbj ct 5523585 lr CJTGAGA A 5523597

444
0/13 (0%

Features flanking this part of subject sequence:
5613 bB at 5 side: RAB6A, nenber RAS oncogene family isoformb
p

23010 at 3' side: mtochondrial ribosonal protein L48 isoform 2
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 2 CACACTGGAACTG 14
: AN Clrl AN clr
Sbj ct 19130990 CACA G 19131002
Features flanking this part of subject sequence:

9981 bp at 5' side: diacylglycerol O acyltransferase honol og 2
4908 bp at 3' side: WV radiation resistance associ ated

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG

L1 |
Sbj ct 21177408 CACIT ClFGAG 21177420

444
0/ 13 (0%

Features flanking this part of subject sequence:
21204 bp at 5' side: Erot ei n- ki nase, interferon-induci ble double stranded RNA .
43116 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbjct 21768980 1F| CJTlGlAlG»IAA 21768968

Features flanking this part of subject sequence:
45387 bp at 5' side: EZl activated kinase 1
34520 bp at 3' side: hypothetical protein DKFZp434E1119

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/ Pl us ( " P (0%

Query 4 CACT lGlGlAiACTGA
Shjct 22804668 CACJT CJTGAG 22804680

Features in this part of subject sequence:
chapsyn-110

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 5 17
Pl
Sbj ct 30034831 A GAGA 30034843

444
0/ 13 (0%

Features in this part of subject sequence:
synaptotagmin-li1 ke 2 isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 2
Clrl AN clr
Sbj ct 31106072 CACA G 31106084

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
3171 bB at 5 side: coiled-coil dona|n cont ai ni ng 81 . )
15381 bp at 3' side: malic enzyne 3, NADP(+)-dependent, mnitochondri al

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 5 17
Shjct 31795626 AC# C%GAGA 31795614

444
0/ 13 (0%

>ref | NW 925173. 1| HsCr aAADBO2_444 E Hormo sapi ens chronmpsone 11 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=44976370

Sort alignments for this s
E val ue Score Percent
Query start position Sul

Features flanking this part of subject sequence:
106859 bp at 5" side: FN5 protein
150023 bp at 3' side: Josephin domain containing 3

Score = 30.2 bits (15), Expect = 28
Identities = 15/15 (100%, Gaps = 0/15 (0%
St rand=Pl us/ Pl us
Query 4 CACTGGAACTGAGAT 18

Sbjct 3479642 CAC#||||C#GAGA# 3479656

Features in this part of subject sequence: )
transi ent receptor potential cation channel, subfamly C, ..

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus

Query 6 GEAACTG%EATAC 20

Sbj ct 11488707 C#||||C#Ekhk AC 11488693

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC120406
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Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@6 Gaps
St rand=Pl us/ Pl us
Query 5 CTGAEATA 19

N RN
Sbj ct 24587605 AClF C[FGAGA A 24587619

28
0/ 15 (0%

Features flanking this ﬁart of subiect seguence:
19364 bB at 5 side: éﬁﬁthetlca protein
p

788983 at 3' side: D13 honol og
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/14 (0%

St rand= PIus/M nus

Query 1 CACTGGAACTG 14
ittt
Shj ct 25854523 GGAACTG 25854510

Features flanking this part of subject sequence:
64910 bp at 5' side: olfactory receptor, famly 10, subfamily G nenber 7
13547 bp at 3' side: BCSC-1 isoform1

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ M nus

Query 7 TGGAACTGAEATAC 20

Sbjct 34002720 #llllc#EkEk AC 34002707

112
0/ 14 (0%

Features flanking this part of subject sequence:
298036 bB at 5" side: Kstelne and histidine-rich domain (CHORD) - cont ai ni ng, zi
p

1703775 at 3' side: hypothetical protein
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/ 13 (0%

St rand=PI us/ Pl us
Query 5 17
Sbj ct 423582 AC# C#GAGA 423594

Feat ur es flank|ng this part of subject sequence:

136333 bp at 5" side: hypothetical protein
16644 bp at 3' side: simlar to hephaestin isoform1l

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC

AN
Sbj ct 3893825 GGAACJT ]TAC 3893837

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
104056 bp at 5" side: piwi-like 4
43430 bp at 3' side: angionotin like 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 1
lr Clrllll
Shjct 4614935 4614923

444
0/ 13 (0%

Features flanking this part of subject sequence:
228097 bB at 5 side: jerky honol og-1ike
2942590 bp at 3' side: contactin 5 isoformshort
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 3 ACACT GGAACTGA

AN
Sbj ct 6522597 ACACJT clr 6522585

444
0/ 13 (0%

Features flanking this part of subject sequence:
2029740 bp at 5 side: jerky honpl og-1ike
1140947 bp at 3' side: contactin 5 Isoform short

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=PI us/ Pl us

Query 1 TCACACTGGAACT 13

ANRNNRARRN
Sbj ct 8324228 lr clr 8324240

444
0/13 (0%

Features fl anki ng this part of subject sequence
3095571 bp at 5" side: jerky honol og-1li
75116 bp at 3' side: contactin 5 isof ormshort

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

N AN
Sbj ct 9390071 lr CJTGAGA A 9390059

444
0/13 (0%

Features in this Part of subject sequence:
contactin 5 isoformshort
contactin 5 isoformlong

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

N RN
Sbjct 10114921 1r C]TGAGA A 10114909

444
0/ 13 (0%

Features in this part of subject sequence:
gl utanmat e receptor, ionotrophi

(@]

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query
Clrl N Clr
Sbj ct 15883548 CACA 15883560

444
0/ 13 (0%

Features flanking this part of subject sequence:
310102 bp at 5 side: DEAD (Asp-d u-Al a-Asp) box poI ypepti de 10
172446 bp at 3' side: hypothetical protein LOC39994

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbj ct 19145025 1F| CJTlGlAlG»IAA 19145013

Features flanking this part of subject sequence:
172468 bp at 5 side: hypothetical protein LOC120406
297873 bp at 3' side: imunoglobulin superfam |y, nmenber 4D

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St rand= Plus/P us ( " P (0%

S\ AT
Sbj ct 24772584 AAC# #ACGG 24772596

Features in this part of subject sequence:
KI AA0999 protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Pl
Sbjct 26862601 A GAGA 26862589

444
0/ 13 (0%

Features in this part of subject sequence
SID1 transnmenbrane famly, nenber

Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 1 13

# C[rllll
Sbj ct 27081553 27081541

Features in this part of subject sequence:
Down syndrone cell adhesion nolecule like 1

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 3 ACACT! GGAACTGAGATA

ARNNERARN
Sbj ct 27466891 ACAC#T C#GAGA A 27466907

Features flanking this ﬁart of subject seguence:
10236 bp at 5' side: hypothetical protein isoform 11
20030 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG 16

ANNUARRNRERY
Sbjct 35011734 CAC# C#GAG 35011746

444
0/ 13 (0%

Features flanking this part of subject sequence:
199732 bp at 5" side: hypothetical protein LOC399980
20476 bp at 3' side: hypothetical protein

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

N RN
Sbjct 41767816 c# c# 41767804

444
0/ 13 (0%

>ref | NW 924796. 1| HsCr aAADB0O2_410 I Homo sapi ens chronosone 10 genomic contig, altel
(based on Cel era assenbly)
Lengt h=28940744

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
protei n ki nase, cQ@vP-dependent, type |
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Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@6 Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGA 20

NRRNNNARN; I I
Sbjct 1176292 le c:lr lr 1176278

28
0/ 15 (0%

Features in this part of subject sequence:
protein kinase, cGW-dependent, type |

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ M nus
Query 2 CACACTGGAACTGA 15

, NRNNERARANEN
Sbj ct 1001333 CACAC]TGGAACIFGA 1001320

112
0/ 14 (0%

Features flanking this part of subject sequence:
312739 bp at 5" side: ankyrin 3 1soform?2
55457 bp at 3' side: hypothetical protein

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 6

Sbjct 9672692 C# C#||Ek 9672680

Features flanking this part of subject sequence:
118659 bp at 5 side: Rho-rel ated BTB domain containing 1
380352 bp at 3' side: transnmenbrane protein 26

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 6 GCGAACTGAGAT 18

Sbjct 10250968 C# C#llhk 10250956

Features in this part of subject sequence:
junonji domain containing 1C

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 6 GGAACTGAGAT 18

Sbj ct 12432623 C#l C#llhk 12432635

444
0/ 13 (0%

Feat ur es fIank|ng this part of subject sequence:
810026 bp at 5" side: simlar to activator of S phase ki nase
944161 bp at 3' side: catenin, alpha 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 3
Clrllllclr
Shjct 14203014 ACA GA 14203002

444
0/ 13 (0%

Features flanking this part of subject sequence:
1104851 bp at 5 side: sinilar to activator of S phase ki nase
649336 bp at 3' side: catenin, alpha 3

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

ery S i
Shj ct 14497839 ACLFGEAACJTGAGA 14497827

Features flanking this part of subject sequence: .
1233475 bp at 5' side: simlar to activator of S phase kinase
520712 bp at 3' side: catenin, alpha 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

NERNNNRRENY
Sbj ct 14626451 1I'GGAACJTGAGA A 14626463

444
0/ 13 (0%

Features flanking this part of subject sequence:
260113 bp at 5 side: zinc finger protein 503
120800 bp at 3' side: chronosone 10 open reading frane 11

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAA |G|A|G|A 17

CT
NERRARN
Sbj ct 24905179 ACJTGGAACJTGAGA 24905167

444
0/13 (0%

>ref | NW 924062. 1| HsCr aAADB02_344 B Hono sapi ens chronosonme 9 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=38596040

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

65551 bp at 5 side: i1nsulin-like 4 precursor )
664 bp at 3' side: relaxin 2 isoform 1 preproprotein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 3 17

|IIICTIIIIICTIIII
Sbj ct 5109566 ACACJTGGAACLFGAGA 5109580

28
0/ 15 (0%

Features in this part of subject sequence: )
solute carrier famly 24 (sodiunipotassiunical ci umexchan...

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=PIl us/ M nus

Query 7 TGGAACTGAGATAC 20

NAANARRNAREY
Sbj ct 19331180 ll'GGAACJTGAGA]TAC 19331167

112
0/ 14 (0%

Features in this part of subject sequence:
junonji domain containing 2C

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 GAACTGAGATACG 21

ARNNNANARERN
Sbj ct 6879207 GAAcerAGALrACG 6879219

444
0/ 13 (0%

Features in this part of subject sequence:
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junonji domain containing 2C

Score = 26.3 bhits (13), Expect
| dent i t| es = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NRRNNNARN;
Sbj ct 6901554 AC# C#GAGA 6901542

444
0/ 13 (0%

Features flanking this part of subject sequence: )
928424 bp at 5" side: ﬁrot ein tyrosine phosphatase, receptor type, Disoform1 .
949141 bp at 3' side: hypothetical protein

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 5

I
Sbjct 9481177 AC# C#GAGA 9481165

Features flanking this part of sub%ect sequence:
35316 bB at 5 side: nultiple PDZ domain protein
123052 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 6 GCGAACTGAGAT 18

Sbjct 13102833 le C,JTl | IG»IA 13102821

Features flanking this part of subject sequence:
38588 bB at 5 'side: SH3-domain GRB2-1ike 2
637058 bp at 3' side: ADAMIS-like 1 isoforml

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 6 GGAACTGAGAT 18

Sbjct 17647396 CJT CJTl | IG»IA 17647384

444
0/ 13 (0%

Features in this Part of subject sequence:
solute carrier famly 24 (sodiuni potassiunm cal ci um exchan.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 10 AACTGAGATACGG 22

ANRNENAN
Sbj ct 19426896 AAC# #ACGG 19426908

444
0/13 (0%

Features fl anki ng this part of subject sequence
406027 bp at 5 side: DVRT-like family A o ] .
818914 bp at 3' side: ELAV (enbryonic | et hal , abnornmal vision, Drosophila)-like.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

N RN
Sbj ct 22680769 # C#GAGA A 22680757

444
0/ 13 (0%

Features flanking this part of subject sequence:
839737 bB at 5 side: %pot hetical protein
1402162 bp at 3' side: hypothetical protein
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus
Query 3 ACACTGGAA! IGIA 15

| 1] ICTI N |CT
Sbj ct 28801483 ACACJTGGAACITGA 28801471

444
0/ 13 (0%

Features flanking this ﬁart of subi' ect sequence:
35062 bp at 5' side: othetical protein .
11396 bp at 3' side: olfactory receptor, famly 2, subfanmly S, nmenber 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 6 CTGGAACTGAGAT 18

AERAANRERAN
Sbj ct 35763812 ClI'GGAACJTGAGA 35763824

444
0/13 (0%

>ref | NW 924573. 1| HsCr aAADB0O2_390 E Hormo sapi ens chronpbsone 9 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=25070985

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

345893 bp at 5 side: deleted in esophageal cancer 1
156347 bp at 3' side: chronosone 9 open reading frame 27

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 3 ACACTGGAACTGAGA 17

NANNUARRRARANN
Sbj ct 2645745 ACAClFGGAAClFGAGA 2645759

28
0/ 15 (0%

Features in this part of subject sequence: _
v-abl Abel son murine | eukenia viral oncogene honolog 1 is...

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 3 16

CTGGAACTGAG
, I|IICJTII|IIClr|II
Sbjct 17639503 ACACTGGAACTGAG 17639490

112
0/ 14 (0%

Features in this part of subject sequence:
tunmor necrosis factor (ligand) superfamly, nenber 8

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 3 ACACTGGAACTGA

Sbjct 1808107 !A&QTMQFIGIA 1808119

Features in this part of subject sequence: )
pregnancy-assocl ated plasnma protein A preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query CTGGAACT
: AN Iclrl N Iclrl
Sbj ct 3098366 CACACTGGAACTG 3098354

444
0/ 13 (0%

108 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe)

109 de 444

Features in this part of subject sequence: )
pregnancy-assocl ated plasma protein A preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query GGAACTGAG

CT
Sbjct 3283338 |C'|A|CJT|(3|(3»|A,|A|C,JT|(3»IAIG 3283326

444
0/ 13 (0%

Features in this part of subject sequence:
astrotactin 2 isoforma
astrotactin 2 isoformb

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 7 T CTGAGATA 19

GGAA
: lrl N Iclrl NENN
Sbj ct 4003344 TGGAACTGAGATA 4003356

444
0/ 13 (0%

Features in this part of subject sequence:
astrotactin 2 isoforma
astrotactin 2 isoformb
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG 16

ANARRARNARNRN
Sbj ct 4258515 CACJTGGAACJTGAG 4258527

Features in this part of subject sequence:
astrotactin 2 isoforma
astrotactin 2 isoformb

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 3 ACACT|G|G||AIA 15

CT
, [ 1] ] AU
Sbj ct 4282860 ACAC]TGGAAClFGA 4282848

444
0/ 13 (0%

Features in this part of subject sequence:
conpl enent conponent 5

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus
Query 6 CTGGAACTGAGAT 18

Sbjct 7924879 |C1F|CS|C:‘»|A,|A|CJT|(3|°\|C:‘»IA 7924867

Features flanking this part of subject sequence:
34996 bB at 5 side: DAB2 interacting protein isoform1l
170294 bp at 3' side: tubulin tyrosine ligase-like famly, nmenber 11

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 3 ACACTGGAACTGA

NANRUARRRARN
Sbj ct 8717207 ACACJTGGAACLFGA 8717219

Features flanking this part of subject sequence:

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

89878 bB at 5' side: phosphatidic acid Phosphat ase type 2 domain containing 3
p

107159 at 3' side: protein-O mnnosyltransferase 1
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 7 CTGAEATA 19

N RN
Sbj ct 18300438 # C%GAEA A 18300450

444
0/ 13 (0%

>ref | NW 923929. 1| HsCr aAADB0O2_332 Bl Homo sapi ens chronmpsone 8 genomnic contig, alteri
(based on Cel era assenbly)
Lengt h=39695605

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

6957 bp at 5 side: valosin containing protein p97)/p47 conplex interacting ..
3778 bp at 3' side: hypothetical protein LOC562

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAGAT 18

Sbj ct 20712017 CAC#||||C#IIEk 20712003

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC23514

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus
Query 3 ACACT GEAACTGA

AN
Sbj ct 1555930 ACAC# c# 1555918

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
17533 bp at 5 side: similar to pleionorphic adenoma gene 1
26977 bp at 3' side: coiled-coil-helix-coiled-coil-helix domain containing 7

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAACTGAGA 17

NRRNNNARN
Sbj ct 10222179 Ac# C%GAGA 10222191

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
440488 bp at 5" side: proenkephalin
77278 bp at 3' side: nyo-inositol nonophosphatase A3

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 17
Sbjct 10922873 AC# C#GAEA 10922861

444
0/ 13 (0%

Features flanking this part of subject sequence:
125933 bp at 5" side: simlar to Collagen al pha- 1&VII) chai n precursor (Long-ch.
25164 bp at 3' side: hypothetical protein LOC9036

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

444
0/ 13 (0%
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RNNARRANARRY
Sbj ct 12159815 CAC#GGAAC#GAG 12159803

Features flanking this part of subject sequence:
823851 bp at 5" side: simlar to ribosonal protein Slba
218564 bp at 3' side: sulfatase 1

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ Pl us

Query 5 ACTGGAACTGAGA 17

NERNNNARN
Sbj ct 23388402 Ac# C%GAGA 23388414

Features in this part of subject sequence:
hypot heti cal protein LOC138046

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 6 GGAACTGAGAT 18
C#I ClI_III
Sbj ct 38844195 38844207

444
0/13 (0%

>ref | NW 923907. 1|HBCraAADBOZ 330 & Hono sapi ens chronobsone 8 genonic contig, alteri
(based on Cel era assenbly)

Lengt h=31321926

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this Part of subject sequence:
simlar to indol eam ne 2, 3-di oxygenase

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ M nus

Query 1 TCACACTGEAACTGA 15
#IIIIC#IIIIC#
Sbj ct 27375742 27375728

28
0/ 15 (0%

Features flanking this part of subject sequence:
429913 bp at 5" side: zinc finger, matrin type 4
4347 bp at 3' side: secreted frizzled-rel ated protein 1

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ Pl us

Query 6 (XEVKHE%EATAC 20
C#IIIIC#IIII#
Sbj ct 28635204 GATAC 28635218

28
0/ 15 (0%

Features flanking this part of subject sequence:
16816 bB at 5 side: deleted in liver cancer 1 isoform3
572926 bp at 3' side: sarcoglycan zeta

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (949@ Gaps = 0/18 (0%
St rand=PI us/ Pl us

Query 2 CACACT! GEAACTGAGATA 19

Sbjct 907539 CACAC#||||C#CkEk A 907556

Features in this part of subject sequence:
ADP-ri bosyl ati on factor guani ne nucl eotide factor 6 isofo.
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Score:282b|ts (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 6 CTGAGATA 19

N RN
Sbj ct 5942533 le C]TGAGA A 5942520

112
0/ 14 (0%

Features flanking this part of subject sequence:
2133 bB at 5 side: steroidogenic acute regulator isoform2
p

10699 at 3' side: Lsnl protein
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/14 (0%

St r and=PI us/ Pl us

Query 1 CACTGGAACTG 14
lr lc,Jrl N Iclrl
Shj ct 25530850 GGAACTG 25530863

Features flanking this part of subject sequence:
90607 bB at 5 side: protein expressed in prostate, ovary, testis, and placent..
p

224969 at 3" side: simlar to Gliary dynein heavy chain 11 (Axonerm beta d.
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100% Gaps = 0/14 (0%

St r and=PI us/ M nus
Query 5 ACTGGAACTGAGAT 18
Clrl || c,Jrl [ 1]
Sbjct 30820264 A GAGAT 30820251

Features flanking this part of subj ect sequence:
973362 bp at 5" side: |eucine 2|P putative tunor suppressor 1
82110 bp at 3' side: simlar to |Iaggr|n

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=Pl us/ Pl us

Query 7 GCGAACTGAGATA 19

Sbj ct 8616465 I'I' CJTlGlAlG»lAA 8616477

Features fl anki ng this part of subject sequence:
999412 bp at 5" side: |eucine zi Pper putative tunor suppressor 1
56060 bp at 3' side: simlar to filaggrin

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query
clrl 1] clr
Shjct 8642527 ACA GA 8642515

444
0/13 (0%

Features in thisngart of subject sequence
eryt hrocyte nenbrane prot e| n band 4.9 (denatin)

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

MERANNNARN
Sbj ct 9463730 lr CJTGAGA A 9463742

444
0/ 13 (0%

Features flanking this part of subject sequence:
242 bp at 5' side: paraneoplastic antigen MA2
69264 bp at 3' side: dihydropyrimdinase-Ilike 2

Score:263b|ts (13), Expec
Identities = 13/13 (100% Gap

444
0/ 13 (0%
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St r and=Pl| us/ M nus

Query 9 GAACTGAGATlAlcle

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

AN
Sbj ct 13896785 GAACJT 1rAcG 13896773

Features flanking this part of subject sequence:
63037 bp at 5' side: dlthropyr|n1d|nase like 2
a- 1A-adrenergic receptor isoform?2

30364 bp at 3' side: alp

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query
lr c,Jrl | | |
Sbhj ct 14106521 14106509

Features flanking this part of subject sequence:
5157 bB at 5 side: protein phosphatase 2,
p at 3' side: testis expressed sequence 1

15695

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 3 ,lAlC,lACTCI?AACTGA 15

444
0/ 13 (0%

Sbjct 18203031 ACAC,JT|C1|3|A!°\|CITIC:‘»|A 18203019

Features flanking this part of subject sequence:
838467 bp at 5" side: similar to ribosoma
382562 bp at 3' side: netrin receptor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAG 16

444
0/ 13 (0%

AN
Sbj ct 22537321 CACJT CJTGAG 22537333

Feat ur es flank|ng this part of subject sequence:

3177 bp at 5 side: HIPAP protein

3511 bp at 3' side: WHSCLL1 protein isoformlong

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

444
0/13 (0%

N RN
Sbj ct 25650538 1r CJTGAGA A 25650526

Feat ur es flank|ng this part of subject sequence:
165759 bp at 5 side: ankyrin 1 1soform38

protein L10a
Unc5h4

gtic subunit, beta isoform

101953 bp at 3' side: MYST histone acetyltransferase (nonocytic |eukenia) 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

444
0/13 (0%

AN
Sbj ct 29204667 GGAACJT erc 29204679

Feat ur es flank|ng this part of subject sequence:
37346 bp at 5' side: plasninogen activator,

ti ssue type isoform2 precursor

41583 bp at 3 S|de: I nhi bitor of kappa Ilght pol ypepti de gene enhancer in B-c

Score = 26.3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us

444
0/ 13 (0%
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Query 5
Iituity
Sbj ct 29604840 A GAGA 29604852
Feat ur es flank|ng this ﬁart of subiect seguence:

34819 bp at 5 side: hypothetical protein )
10880 bp at 3' side: protein expressed in prostate, ovary, testis, and placent..

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=PI us/ Pl us
Query 2 CACACTGGAACTG 14

ANRNNNRRN
Sbj ct 30654364 CACAC# C#G 30654376

>ref | NW 924018. 1| HsCr aAADBO2_340 E Hormo sapi ens chronpbsone 8 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=3385519

Features in this part of subject sequence:
simlar to poly (ADP-ribose) polynerase famly, menber 10

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@@ Gaps
St rand=PI us/ Pl us
Query 2 CACACTGGAACTGAG 16

NANNERRRRREAY
Sbj ct 2279832 CACAC# c# 2279846

28
0/ 15 (0%

>ref | NW 923984. 1| HsCr aAADB0O2_337 Bl Homo sapi ens chronmpsone 8 genomic contig, alteri
(based on Cel era assenbly)
Lengt h=55887796

Sort alignments for this s
E val ue Score Percent
Query start position Sul
Features in this part of subject sequence:
cyclic nucl eotide gated channel beta 3

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGATAC 20

Sbjct 774803 CHllllc#llllkAC 774789

28
0/ 15 (0%

Features in this part of subject sequence:
basic beta 1 syntrophin

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
Strand=Pl us/ M nus

Query 4 |
Sbj ct 34875166 CAC# C# GA# 34875152

28
0/ 15 (0%

Feat ur es flank|ng this ﬁart of subiect seguence:
17794 bB at 5 'side: hypothetical protein
194883 bp at 3' side: ankyrin repeat domain 46

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus
Query 3 ACACTGGAACTGAG 16

Sbj ct 14490596 ACAC#||||C#III 14490583

112
0/ 14 (0%
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Features flanking this part of subject sequence:
197335 bp at 5" side: hypothetical protein LOC9694
100303 bp at 3' side: hypothetical protein LOC157753

Score = 28.2 hits (14), Expect
Identities = 14/ 14 (100@6 Gaps
Strand=Pl us/ M nus
Query 7 GGAACTGA 20

NN II
Sbj ct 22848654 # c# Gﬁ# 22848641

112
0/ 14 (0%

Features flanking this part of subject sequence:
744776 bp at 5 side: zinc finger transcription factor TRPS1 )
275949 bp at 3' side: eukaryotic translation initiation factor 3, subunit 3 gam

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St rand= PIus/PIus
Query 7 TGGAACTGAGATAC 20

Sbjct 30532676 #l|||C#|||I#|| 30532689

Features in this part of subject sequence:
basic beta 1 syntrophin

Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us
Query 5 18

|II|
Sbj ct 34938812 AC# c# GA# 34938825

Features flanking this part of subject sequence:
135234 bp at 5" side: zinc finger protein 406 isoform TR- ZFAT )
664508 bp at 3' side: KH donmain containing, RNA binding, signal transduction as.

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St r and=Pl us/ Pl us

Query 3 ACACT 16
Shj ct 48943673 ACAC# C#GAG 48943686

Feat ur es flank|ng this part of subject sequence: . )
328071 bB at 5 side: KH domain containing, RNA blndlng signal transduction as.
1835429 bp at 3' side: hypothetical protein LOC401478

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@@ Gaps
St rand=Pl us/ M nus

Query 9 GAACTGAGATACGG 22

RANNERNARENRN
Sbj ct 50124770 c# #ACGG 50124757

112
0/ 14 (0%

Features in this part of subject sequence:
cyclic nucleotide binding domain containing 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 1
# C[rllll
Shjct 1285195 1285183

444
0/ 13 (0%

Features in this part of subject sequence:
matri x netal |l oproteinase 16 i soform 1 preproprotein
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matri x netal |l oproteinase 16 i soform 2 preproprotein

Score = 26. 3 bits (13), Expect

Identltl es = 13/13 (100% Gaps

Strand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

NRRNNNARN;
Sbjct 2415311 c# c# GAGAT 2415299

444
0/ 13 (0%

Features flanking this part of subject sequence:
622019 bp at 5" side: matrix netal |l oprotei nase 16 isoform 2 Erepropr otein
809057 bp at 3' side: receptor-interacting serine-threoni ne ki nase 2

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

AN
Sbj ct 3121406 (EB%AC# #AC 3121394

Features flanking this part of subject sequence: _
125621 bp at 5 side: solute carrier famly 26, nenber 7 isoformb o
432482 bp at 3' side: acute nyel ogenous | elkem a 1 translocation 1 protein isof.

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 5

I
Sbj ct 5691656 AC# C#GAGA 5691644

Features in this part of subject sequence:
RNA bi nding notif protein 35A isoforml
RNA bi nding notif protein 35A isoform2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5
Shjct 8837477 ACJT CJTGAGA 8837489

444
0/ 13 (0%

Features in this part of subject sequence:
suppressi on of tunorigenicity

Score = 26.3 bits_(13), Expect = ~ 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 1 CTGEAACT
# llllc#
Sbj ct 18750977 TCA GAGA 18750961

Features in this part of subject sequence:
col l agen, type XIV, alpha 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 9 GAACTGAGATACG 21

ARNNERRRANENN
Sbj ct 34423076 c# #ACG 34423088

444
0/13 (0%

Features flanking this part of subject sequence:
679685 bp at 5 side: hypothetical protein LOC641384
588086 bp at 3' side: hypothetical protein
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Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 4 CACTGGAACTGAG 16

RN
Sbj ct 42786075 CACIT ClFGAG 42786087

444
0/ 13 (0%

Features flanking this part of subject sequence: . ]
550740 bB at 5 side: KH dommin containing, RNA blndlng, signal transduction as.
1612761 bp at 3' side: hypothetical protein LOC401478

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 5 17

I
Sbj ct 50347438 AClF c,JTGAGA 50347426

Features flanking this part of subject sequence
150299 bp at 5" side: collagen, %pe XXI'l', al pha 1
585816 bp at 3' side: potassium channel, subfanlly K, menber 9

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus
Query 3 ACACTGGAACTGA 15

Sbjct 53178216 ,lAlC,lAC,JTlCIlBlAL\HFIC:}lA 53178204

444
0/ 13 (0%

>ref | NW 923796. 1| HsCr aAADB02_320 E Hormo sapi ens chronpbsone 7 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=5180218

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of sub%ect sequence:

di pepti dyl - peptidase 6 isoform 2
di pepti dyl - pepti dase 6 i soform 3

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@@ Gaps
St rand=Pl us/ M nus
Query 2 CACACTGGAACTGAG 16

NN
Sbj ct 708846 CACACJT CJTGAG 708832

28
0/ 15 (0%

Features in this part of sub%ect sequence:
di pepti dyl - peptidase 6 isoform 2
di pepti dyl - pepti dase 6 i soform 3

Score = 26.3 bhits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us

Query 4 CACTGCGAACTGAG 16

ANARARRNARNRN
Sbjct 707737 CAleCBGAAC]TGAG 707749

444
0/ 13 (0%

>ref | NW 923640. 1| HsCr aAADB02_306 Bl Hono sapi ens chronosone 7 genomic contig, alter
(based on Cel era assenbly)
Lengt h=39238468

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

9066 bB at 5 side: NADH dehydrogenase (UECQU|none) 1 al pha subconplex, 5
47630 bp at 3' side: ankyrin repeat and S box-contai ning 15
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Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ Pl us
Query CTGGAACTGAGAT

NRRNNEARN
Sbj ct 20769420 CACIT clr

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

28
0/ 15 (0%

18
20769434

Features flanking this part of subject sequence:

si de:

5269 bB at 5
p si de:

76677 at 3'

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
Strand=Pl us/ Pi us

Query 5
Clrl
Shjct 31765740 A

simlar to al do-keto reductase famly 1, menber
2, 3- bi sphosphogl ycerat e nut ase

CTFﬁFﬁTA
C#GAGA A 31765754

B10 i sofo...

28
0/ 15 (0%

19

Features in this part of subject sequence:

HMG- box transcription factor

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus

Query 5 CTGGAACTGAGAT
Clrl || aTI [ 1]
Shjct 4393511 A GAGA

Features in this
conponent of ol|goner|c go
conponent of oligoneric golg

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 3 GGAACTGA

Shjct 4711536 ACAC,JT| o clr

112
0/ 14 (0%

18
4393498

part of subiect sequence:

complex 5 isoform 2
complex 5 isoform1

444
0/ 13 (0%

4711524

Features flanking this ﬁart of subiect seguence:

18588 bp at 5' side:

1760160 bp at 3' side:

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 5

ypothetlca
| MP2 i nner m tochondria

protein LOC154907
menbr ane protease-like

444
0/ 13 (0%

Sbj ct 6114881 AC# C#GAGA 6114869

Features in this part of subject sequence:

interferon-rel ated devel opnent al
interferon-rel ated devel opnent al

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1
lrllllclrllll
Shjct 9662608

TCACACTGEAACT 13
9662620

regul ator 1
regul ator 1

444
0/ 13 (0%

Features flanking this part of subject sequence:

504309 bp at 5" side:
3205 bp at 3' side:

protei n phosphat ase 1
forkhead box P2 isoform

?chogen bi ndi ng regul atory subunit
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Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

| N
Sbj ct 11628608 ACACJT ClFGA 11628596

Features in this part of subject sequence:

f orkhead box P2 isoformll
f orkhead box P2 isoforml

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5

17

444
0/ 13 (0%

I
Sbj ct 11805025 AClF c,JTGAGA 11805013

Features in this part of subject sequence:
transmenbrane 4 superfamly menber 12

Score = 26.3 bits (13 ) Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5

17

444
0/ 13 (0%

I
Sbj ct 18046794 AClF c,JTGAGA 18046782

Features flanking this part of subject sequence:

85895 bB at 5 side: simlar to Ssu72
p

183612 at 3' side: G protei
Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 3

RNA

pol ynerase 11

n- coupl ed receptor 37

444
0/ 13 (0%

|II|
Sbj ct 21766954 ACACJT CITGA 21766966

Features in this part of subject sequence:

coatoner protein conplex, subunit gama 2

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 2 CACACT |G|G|AACTIGIA|G|AT 18

Sbjct 27710653 CACACJT TClT GAGAT 27710637

Features flanking this part of subject sequence:
protein isoform2
intracel lul ar nediator containing kelch notifs

1052 bp at 5 side: hypothetical
413778 bp at 3' side: nuskelin 1,

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 8 GGAACTlGlAlGlATAC 20
Shj ct 28108599 GGAACJT Il'AC 28108611

444
0/ 13 (0%

Features in this part of subject sequence:

SEC8 protein isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

444
0/13 (0%

CTD phosphat ase honol og
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Query

c#llllc#
Sbjct 31054157 CACA G 31054169
Features flanking this part of subject sequence:

107311 bp at 5" side: ATP/GIP binding protein-like 3
6078 bp at 3' side: hypothetical proteln LOC55281

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 6 GCGAACTGAGAT 18

Sbjct 32339343 lel C,JTl | IG»IA 32339331

444
0/ 13 (0%

Features in this part of subject sequence:
solute carrier famly 13 (sodiunisul fate synporters), nmem..

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 10 GAGATACGG 22

AACT
, C[rlllllrllll
Sbj ct 32892509 AA GATACGG 32892497

Features flanking this part of subject sequence: )
272384 bp at 5" side: simlar to transient receptor potential cation channel, s.
337627 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

|II|
Sbj ct 33716202 ACAC# c# 33716214

Features flanking this ﬁart of subject sequence:
48414 bp at 5' side: othetical protein LOC136242 .
29440 bp at 3' side: olfactory receptor, famly 9, subfamly A nenber 4

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 8 GGAACTGAGATAC 20

AN
Sbj ct 39069475 cnmAck #AC 39069463

444
0/ 13 (0%

>ref | NT_079596. 2| Hs7_79661 I Hormo sapi ens chronobsone 7 genonic contig, alternate a
(based on CRA TCAGchr7v2)
Lengt h=58365407

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

9066 bp at 5' side: NADH dehydrogenase (ubi quinone) 1 al pha subconplex, 5
47633 Bp at 3' side: ankyrin repeat and S(I?g box- cont ai nlpng 15

Score = 30. 2 bits (15), Expect
Identltl es = 15/ 15 (100% Gaps
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAGAT 18

ARRNNNARN
Sbj ct 22631113 CAC# c# 22631127

28
0/ 15 (0%

Features flanking this part of subject sequence: )
5269 bp at 5 side: sinmlar to al do-keto reductase famly 1, menber B10 isofo...
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76677 bp at 3' side: 2,3-bisphosphoglycerate nutase

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 5 ACTGGAACTGAGATA 19

, NRRRARRARANARE
Sbj ct 33649455 AcerGAAcerAGAer 33649469

28
0/ 15 (0%

Features in this part of jsub% ect sequence:
di pepti dyl - pepti dase 6 isoform 3
di pepti dyl - pepti dase 6 isoform1

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 2 GCGAACTGAG

CT
Sbjct 53936291 l('l,lAlC,lAlc,JTlGlGlAL\IClTlc:‘»lAlG 53936277

28
0/ 15 (0%

Features in this part of subject sequence:
HMG- box transcription factor 1

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ M nus
Query 5 ACTGGAACTGAGAT 18

Sbjct 6226118 !Alclf&»l%lﬁ\HTlG»lAlGlA 6226105

Features in this part of subject sequence:
cell recognition nolecule Caspr2 precursor

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl| us/ M nus
Query 9 22

CTGAGAT.
, I|IICJTII|I1r||II
Sbj ct 46666352 GAACTGAGATACGG 46666339

Features in this part of subject sequence:
conponent of oligomeric golgi conplex 5 isoforml
conponent of oligoneric golgi conplex 5 isoform2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 3 ACACTGGAACTCGA

Sbj ct 6544167 !AlOlAHTlGlGlA,lAlCJTIG»IA 6544155

444
0/ 13 (0%

Features flanking this ﬁart of subi' ect sequence:
18587 bp at 5' side: hypothetical protein LOC154907 )
1760314 bp at 3' side: |IMP2 inner mtochondrial nenbrane protease-Ilike

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NARRARNRRRAN
Sbj ct 7946055 ACll'GGAACJTGAGA 7946043

444
0/ 13 (0%

Features in this part of subject sequence:
interferon-rel ated devel opnental regulator 1
interferon-rel ated devel opnental regulator 1
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 1 13
# C[rIIII
Sbjct 11495699 11495711

444
0/ 13 (0%

Features flanking this part of subject sequence:
504160 bp at 5" side: protein phosphatase 1 ?I ycogen- bi ndi ng regul atory subunit
3205 bp at 3' side: forkhead box P2 isoform

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 3

IIH
Sbj ct 13494155 ACAC# C#GA 13494143

Features in this part of subj ect sequence:
forkhead box P2 isoform]l
forkhead box P2 isoformll

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

Sbjct 13670572 Alel o ATl(':‘»IAIG»lA 13670560

444
0/ 13 (0%

Features in this part of subject sequence:
transmenbrane 4 superfamly menber 12

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 5 17

Sbjct 19909184 Ale JTGAGA 19909172

Features flanking this part of subject sequence:
85921 bB at 5 'side: simlar to Ssu72 RNA pol ynerase || CTD phosphat ase honol og
183655 bp at 3' side: G protein-coupled receptor 37

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 3
C%IIIIC#
Shjct 23627871 ACA GA 23627883

444
0/ 13 (0%

Features in this part of subject sequence:
coat oner protein conplex, subunit ganm 2

Score = 26.3 bits_(13), Expect = = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PIl us/ M nus

Query 2 CACACT |G|G|AACT|G|A|G|A 18
Shjct 29577101 CACACJT CJT 29577085
Features flanking this part of subject sequence:

1052 bp at 5 side: hypothetical protein isoform?2
413841 bp at 3' side: nuskelin 1, intracellular nediator containing kelch notifs

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

444
0/13 (0%

122 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Query 8 GGAACTlGlAlG»lATAC 20
Sbj ct 29974042 GGAACJT ]TAC 29974054

Features in this part of subject sequence:
SEC8 protein isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query
Clrl N clr
Sbj ct 32918925 CACA G 32918937

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
107301 bp at 5" side: ATP/GTP binding protein-like 3
6078 bp at 3' side: hypothetical proteln LOC55281

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

N ARN
Sbj ct 34223042 clr clr 34223030

444
0/13 (0%

Features in this Part of subj ect sequence:
solute carrier famly 13 (sodiunisul fate synporters), nem..

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 10 AACTGAGATACGG 22

NN NN
Sbj ct 34776295 AACJTGAGA ACGG 34776283

444
0/13 (0%

Features fl anki ng this part of subject sequence: )
270913 bp at 5 side: simlar to transient receptor potential cation channel, s.
337211 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 3
Clrl | clr
Sbj ct 35598571 ACA GA 35598583

444
0/ 13 (0%

Features flanking this ﬁart of subject sequence:
48861 bp at 5' side: othetical protein LOC136242 _
29449 bp at 3' side: olfactory receptor, famly 9, subfamly A nmenber 4

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ M nus
Query 8 GGAACTGAGATAC 20

NRRANARARK
Sbj ct 40963004 CJT erc 40962992

Features in this part of subject sequence:
Ras honol og enriched in brain

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 5 17

I
Sbj ct 50557206 AClF c,JTGAGA 50557194
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Features in this part of subject sequence:
di pepti dyl - peptidase 6 isoform 3
di pepti dyl - peptidase 6 isoform1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAG 16

ANNIARRNRERY
Sbj ct 53935182 CACJTGGAACJTGAG 53935194

444
0/ 13 (0%

>ref | NW 923184. 1| HsCr aAADB0O2_265 E Hormo sapi ens chronobsone 6 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=103786604

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:.
peptidyl prolyl 1somerase (cyclophilin)-like 6

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAACTGAGA
. ||||C[r|||||ClrIIII
Shjct 42573891 ACACTGGAACTGAGA 42573877

28
0/ 15 (0%

Features flanking this part of subject sequence:
205323 bp at 5" side: hypothetical protein _ o )
17082 bp at 3' side: simlar to quaki ng honol og, KH domain RNA bi ndi ng i soform.

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 2 GCGAACTGAG

CT
Sbjct 96615780 l('l,lAlC,lAlc,JTlGlGlAL\IlelGlAlCS 96615766

28
0/ 15 (0%

Features flanking this part of subject sequence:
113874 bp at 5" side: hypothetical Eroteln ) )
119180 bp at 3' side: inhibitor of Bruton's tyrosine kinase

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ M nus

ery 4 SO Y
Shj ct 15253457 CAC%GEAAC#GAGA 15253444

Features flanking this part of subject sequence:
482241 bB at 5 side: mannosidase, alpha, class 1A nenber 1
1258791 bp at 3' side: hypothetical protein LOC221322

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGATA 19

CT
Sbjct 52965373 E%ELLkE&ELLL#k 52965360

112
0/ 14 (0%

Features flanking this part of subject sequence:
159863 bp at 5" side: A-kinase anchor protein 7 isoformbeta
131684 bp at 3' side: arginase, type |
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Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@6 Gaps
St rand=Pl us/ Pl us

Query 4 CA GGAACTGAGA 17
C#IIIIC#IIH
Shjct 64577968 CA 64577981

112
0/ 14 (0%

Features in this part of subject sequence:
eyes absent 4 isoforma
eyes absent 4 isoformd

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ M nus
Query 6 19

Sbjct 66522462 C#l C#||||#| 66522449

112
0/ 14 (0%

Features in this part of subject sequence:
NEWL domai n containing protein isoforml
NEWL donmi n containing protein isoform?2

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St rand= PIus/PIus

Query 9 GAACTGAGATACGG 22

Sbjct 90535967 lllC#llll%kEEE 90535980

Features in this part of subject sequence:
brai n-speci fic angi ogenesi s inhibitor 3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 1 CTGGAACT
# C[rIIII
Shjct 2109609 CACA! 2109621

Features flanking this part of subject sequence:
571844 bp at 5" side: CD109 .
689889 bp at 3' side: collagen, type Xl I, alpha 1 Iong isoform precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 5
Itnity
Shjct 7568741 A GAGA 7568753

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
847414 bp at 5" side: 5- hydroxltryptan1ne (serotonin) receptor 1B
556386 bp at 3' side: interleu

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGAT 18

NRRNNNARN;
Sbjct 11476795 c& c# GAGAT 11476783

444
0/13 (0%

Features in this part of subject sequence:
SH3 donmain binding glutanmic acid-rich protein like 2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Query 4 CTGGAACTGAG
. || Iclrl |1 Icll_l | |
Shjct 12838877 CACTGGAACTGAG 12838889

Features flanking this part of .subL.ect.sequence:. ) . ) )
50805 bB at 5' side: SH3 domain binding glutamic acid-rich protein like 2
p

169129 at 3' side: elongation of very long chain fatty acids (FEN1/El 02, SUR
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 3 ACACTGGAACTGA 15

(NANNERRRANEN
Sbj ct 12943775 ACACJTGGAACJTGA 12943763

Features flanking this part of subject sequence: )
1169117 bp at 5' side: simlar to citrate synthase precursor, isoforma
24715 bp at 3' side: family with sequence simlarity 46, nenber A

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

NENNNRANRNEY
Sbj ct 14926197 GGAACJTGAGAITAC 14926185

444
0/ 13 (0%

Features flanking this part of subject sequence: .
498090 bp at 5" side: 5T4 oncofetal trophobl ast gl ycoprotein
28854 bp at 3' side: hypothetical proteln LOC90025

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

NARNNNRRRNY
Sbjct 16075734 lfGGAACITGAGA A 16075722

444
0/ 13 (0%

Features flanking this part of subject sequence: .
250796 bp at 5 side: simlar to T-box transcription factor TBX18 (T-box protei.
242353 bp at 3' side: simlar to ribosomal protein L31

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 2 CACACTGGAACTG 14

ANANNRRRRNNNY
Sbj ct 18220528 CACAC,JTGGAACIFG 18220540

444
0/ 13 (0%

Features flanking this part of subject sequence: _
41449 bp at 5 side: glycoprotein hornones, alpha polypeptide precursor
25915 bp at 3' side: simlar to Zinc finger protein 292 1soform4

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

NANANARRNRNEY
Sbj ct 20326739 GGAAC,JTGAGAerC 20326727

Features in this part of subject sequence:
RNA guanyl yl transferase and 5' - phosphat ase

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

444
0/ 13 (0%
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Sbj ct 21930423 GGAACJT GAITAC 21930435

Features in this part of subject sequence:
RNA guanyl yl transferase and 5' - phosphat ase

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus

Query
C#IIIIC#
Sbj ct 22104782 CACA G 22104770

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
95651 bB at 5 side: sinmilar to mannosi ase endo- al pha
502167 bp at 3' side: fucosyltransferase 9 (alpha (1,3) fucosyltransferase)

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 1 13
# C[rllll
Shj ct 28859545 28859533

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
216339 bp at 5" side: fucosyltransferase 9 (al pha 81,3) fucosyl transferase)
100978 bp at 3' side: hypothetical protein LOC2337

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 3 ACACTGGAACTGA 15

||| L1 |
Sbj ct 29579130 c# C#GA 29579142

Features in this gart of subj ect sequence:
APG5 aut ophagy i ke

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 7 CTGAEATA 19

N RN
Sbj ct 39384151 # C%GAEA A 39384163

444
0/ 13 (0%

Features flanking this part of subject sequence:
142560 bp at 5" side: Sac dommi n-containing inositol phosphatase 3
11300 bp at 3' side: G protein-coupled receptor 6

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
Strand=Pl us/ M nus

wery 2 T -
Sbj ct 43104306 CACACAGGAAC# GAGAT 43104290
Features flanking this part of subject sequence:

564 bp at 5' side: 3-1ike, catalytic subunit of DNA pol ynerase zeta
66612 bp at 3' side: hypothetlcal protein

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 2

|II|
Sbj ct 44553321 CACAC# C#G 44553309
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Features flanking this part of subj ect sequence:
149093 bp at 5" side: phosphol a
187474 bp at 3' side: ASF1 ant|-5|len0|ng function 1 honolog A

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ M nus
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 51841270 GGAACJT erc 51841258

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
1484989 bp at si de: mannosi dase, al pha, class 1A, nmnenber 1
256044 bp at 3' side: hypothetical protein LOC221322

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 7 TGGAACTGAGATA 19

Sbjct 53968108 #llllc#EkEk A 53968120

444
0/ 13 (0%

Features flanking this part of subject sequence:
130975 bp at 5" side: connexin 43
820611 bp at 3' side: heat shock transcription factor 2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 54713163 GGAACJT erc 54713151

444
0/ 13 (0%

Features flanking this ﬁart of subiect seguence:
25063 bB at 5 'side: hypothetical protein LOC134829
129481 bp at 3' side: triadin

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

RN
Sbj ct 56223037 1r CJTGAGA A 56223025

444
0/ 13 (0%

Features in this part of subject sequence:

T-cell |ynmphonma breakpoi nt-associated target 1
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100@@ Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us

Query 6 CTGGAACTGAGAT 18
Clrllllclrllll

Sbj ct 56954659 GAGA 56954671

Features in this part of subject sequence:
T-cell |ynmphonma breakpoi nt-associated target 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 1 13
lr Clrllll
Shbjct 57019875 57019863

444
0/13 (0%

Features flanking this ﬁart of subject sequence:
32743 bp at 5' side:
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352685 bp at 3' side: hypothetical protein

444

Score = 26.3 bhits (13), Expect
0/13 (0%

Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us
Query 10 AACTGAGATACGG 22

NN NN
Sbj ct 63610795 AAC# #ACGG 63610807

Features in this part of subject sequence:
hene binding protein 2

Score = 26.3 bits (1 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ Pl us
Query 2

|II|
Sbj ct 71539513 CACAC# C#G 71539525

Features flanking this part of suﬂgect sequence:
224 bp at 5 side: simlar to NHS-like 1 isoform5
71212 bp at 3' side: coiled-coil domain containing 28A

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 9 GAACTGAGATACG 21

Sbjct 71832308 lllC#EkEk kk& 71832296

Features in this part of subject sequence:
simlar to ECT2 protein (Epithelial cell-transform ng seq..

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7 CTGAEATA 19

Sbjct 71979365 # C#EkEk A 71979353

Feat ur es flank|ng this part of subject sequence:
48257 bp at 5' side: nuscle-derived protein 77 . )
35960 bp at 3' side: Cbp/p300-interacting transactivator, with @ u/Asp-rich ca.

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (949@ Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 2 CACACT GF??CTF?F?T
Shj ct 72466960 CACAC#T C# GAGAT 72466976
Feat ur es flank|ng this part of subject sequence:

111919 bp at 5 side: G protein-coupled receptor 126 beta 2 o
197665 bp at 3' side: human i munodeficiency virus type | enhancer binding prot.

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 1 TCACACTGGAACT 13

ANRNNRARRN
Sbj ct 75685691 # c# 75685703

Features in this part of subject sequence:
andr ogen-i nduced 1

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/Mnus ( " P (0%

Query 4 CACT! lGlGlAiACTGA
Sbj ct 76422985 CACJT CJTGAG 76422973
Features flanking this part of subject sequence:

42392 bB at 5 'side: utrophin
732351 bp at 3' side: laforin isoformb

Score = 26.3 bits_(13), Expect = ~ 444

Identities = 16/ 17 (94% Gaps = 0/ 17 (0%

St rand=PI us/ Pl us

Query 1 TCACACTGGAACTGAGA 17
#IIIIC#IIIGC#III

Sbjct 78023428 GAGA 78023444

Features flanking this part of subject sequence:

268369 bp at 5" side: uronyl-2-sul fotransferase
27550 bp at 3' side: mtogen-activated protein kinase kinase kinase 7 interact.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 6 GGAACTGAGAT 18

N ARN
Sbj ct 82467277 c& c# 82467289

444
0/ 13 (0%

Features in th|s part of sub% ect sequence
chronosone 6 open reading frane 71

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 3 ACACTGGAACTGA 15

NANNERAR
Sbj ct 83515517 ACAC# c# 83515529

444
0/13 (0%

Features in this part of subject sequence:
opioid receptor, mu 1 isoform MOR-10
opioid receptor, nu 1 isoform MOR-1

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 3
C%IIIIC#
Sbjct 87226078 ACA 87226090

444
0/ 13 (0%

Features flanking this part of subject sequence:
76890 bp at 5' side: claudin 20
43573 bp at 3' side: NADPH oxi dase 3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 5 17

I
Sbj ct 88477313 AC# C#GAGA 88477301

Features in this part of subject sequence:
ri bosomal protein S6 kinase, 90kDa, polypeptide 2 isoformb

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
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Query 5
Ituit)
Sbjct 99898284 A GAEA 99898296

>ref | NW 922984. 1| HsCr aAADB02_247 Bl Homo sapi ens chronmpsone 6 genomic contig, alteri
(based on Cel era assenbly)
Lengt h=26292868

Sort alignments for this s
E val ue Score Percent
Query start position Sul

Features flanking this part of subject sequence:

107686 bp at 5" side: phenyl al ani ne-t RNA synt het ase 2
119396 bp at 3' side: neuritin precursor

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=PI us/ Pl us
Query 2 CACACTGGAACTGAG 16

Sbjct 5501735 CACAC#||||C#III 5501749

28
0/ 15 (0%

Features in this part of subject sequence:
bone norphogenetic protein 6 precursor

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus
Query 6 GEAACTGA 20

Sbj ct 7426003 C#||||C# GA# 7425989

28
0/ 15 (0%

Features in this part of subject sequence:
CDK5 regul atory subunit associated protein 1-like 1

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=PIl us/ M nus

Query 3
C%IIIIC#
Shjct 20592624 ACA GAGA 20592610

28
0/ 15 (0%

Features flanking this part of subject sequence:
256893 bp at 5 side: CDK5 regulatory subunit associated protein 1-like 1
106607 bp at 3' side: SRY (sex determ ning region Y)-box 4

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 14
Hitinsluingi
Shjct 21116734 21116747

112
0/ 14 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC221749

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query
c#llllc#
Sbj ct 3348779 CACA G 3348791

444
0/ 13 (0%

Features in this Eart of subject sequence:
phenyl al ani ne-t synt het ase 2

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps =
St r and=Pl us/ Pl us

Query

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

0/ 13 (0%

||||
Sbj ct 5151415 CACAC# C#G 5151427

Features in this part of subject sequence:
coagul ation factor Xl Il Al subunit precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 7 CTGAEATA 19

444
0/ 13 (0%

Sbj ct 5852805 #l C&Ekhk A 5852817

Feat ur es flank|ng this part of subject sequence:

179553 bp at 5 side: M> 1, RP105-associated
216991 bp at 3' side: hypothetlcal protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT

444
0/13 (0%

N ARN
Sbj ct 6459460 c& c# 6459448

Feat ur es flank|ng this part of subject sequence:

381066 bp at 5 side: neural precursor cel

100405 bp at 3' side: hypothetica

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTlGlAlG 16

444
0/ 13 (0%

ANNEARR
Sbj ct 11237564 CAC# C#GAG 11237552

Feat ur es flank|ng th|s BEkt of subJeEEmaéguegce )
oncogene i ndi ng

95606 bp at 5
39879 bp at 3 S|de | BR donmai n

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 5 17

contai ning 2

444
0/ 13 (0%

|
Shj ct 17993028 AC# C#GAEA 17993040

Features flanking this part of subject sequence:

expressed, devel opnental |y down-reg.
protei n LOC84830

219895 bp at 5" side: inhibitor of DNA binding 4, dom nant negative helix- Ioop-
43592 bp at 3' side: simlar to C)acyltransferase (menbr ane bound) donmain cont.

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 2

444
0/ 13 (0%

|II|
Sbj ct 19687266 CACAC# C#G 19687254

Features flanking this part of subject sequence:
215335 bp at 5 side: CDK5 regulatory subunit associated protein 1-like 1
148166 bp at 3' side: SRY (sex determ ning region Y)- 4

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

444
0/ 13 (0%
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Query
Clrllllclr
Sbj ct 21075176 CACA G 21075188
Feat ur es flank|ng this part of subject sequence:

31784 bp at 5 side: chronpsone 6 open reading frane 62
26777 bp at 3' side: gemnin

444
0/ 13 (0%

Score = 26.

Identities

St rand=Pl us
Query 1

T
Shj ct 24379312 #

o\/
S
>
°
»
I

3 bi
=1
/P

IOIAIOIACTI ARN! CT =
CJT 24379324

>ref | NW 923073. 1| HsCr aAADBO2_255 E Hormo sapi ens chronobsone 6 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=30372612

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:

pol yductin isoform1l
pol yductin isoform 2

Score = 30.2 hits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
Strand=Pl us/ M nus
Query 4 CACTGGAACTGAGAT 18

ANNUARRRARANN
Sbj ct 24923576 CAClFGGAAClFGAGA 24923562

28
0/ 15 (0%

Features in this part of subject sequence:
| eucine rich repeat containing 1

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ Pi us
Query 4 CACTGGAACTGAGA 17

Sbjct 26887818 CAC#||||C#II|| 26887831

112
0/ 14 (0%

Features flanking this part of subject sequence:
139228 bp at 5" side: zinc finger protein 184 (Kruppel-l|ke)
195987 bp at 3' side: H2B histone famly, nenber

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 7 GEAACTGAEATA 19

Sbjct 649664 #l|||CkEkEk A 649676

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
4932 bp at 5' side: LEM domain containing 2 )
766 bp at 3' side: notilin isoform2 preproprotein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ M nus

Query 2
Clrllllclr
Sbj ct 6780564 CACA 6780552

Features flanking this part of subject sequence:
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31917 bp at 5 side: tubby like protein 1
31029 bp at 3' side: FK506 binding protein 5

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ M nus

Query
c#llllc#
Sbj ct 8530867 ACA GA 8530855

444
0/ 13 (0%

Features in this part of subject sequence:
kinesin fam |y nenber 6

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 2

|II|
Sbj ct 12408496 CACAC# C#G 12408484

Features flanking this part of subject sequence:
31505 bp at 5' side: transcription factor EB
14125 bp at 3' side: progastricsin (pepsinogen C

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 6 GCGAACTGAGAT 18

Sbjct 14708223 C# C#llhk 14708211

Features flanking this part of subject sequence:
118555 bp at 5 side: runt-related transcription factor 2 isoformc
237103 bp at 3' side: chloride intracellular channel 5

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query
C#IIIIC#
Sbj ct 18650928 CACA 18650916

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
205023 bp at 5" side: transcription factor AP-2 beta (activating enhancer bindi
571590 bp at 3' side: polyductin isoformil

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 3 ACACTGGAACTGA 15

NANNERAR
Sbj ct 24036356 ACAC# c# 24036368

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
253625 bp at 5 side: transcription factor AP-2 beta (activating enhancer bindi
522988 bp at 3' side: polyductin isoformil

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 17
Ituit)
Sbjct 24084970 A GAEA 24084958

444
0/ 13 (0%

Features in this part of subject sequence:
honol og of yeast |ong chain pol yunsaturated fatty acid e
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Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us
Query 8 GGAACTGAGATAC 20

Sbjct 26271705 GEAAC&llll#AC 26271717

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
146044 bp at 5" side: 3-hydroxynethyl-3-nethyl glutaryl-Coenzyme A |yase-like 1
30415 bp at 3' side: bone norphogenetic protein 5 preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAACTGAGA 17

NARNNNARN
Sbj ct 28715433 AC# C%GAGA 28715445

444
0/13 (0%

Features in this part of subject sequence:
bone nor phogenetic protein 5 preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 6 GGAACTGAGAT 18

RN
Sbj ct 28846714 c& c# 28846726

444
0/13 (0%

>ref | NW 922784. 1|HBCraAADBOZ 229 I Hono sapi ens chronpbsone 5 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=48999907

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

953166 bp at 5 side: neuronedin U receptor 2 ]
132767 bp at 3' side: glutamate receptor, ionotropic, AVPA 1

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
Strand=Pl us/ Pi us
Query 6 CTGGAACTGAGATAC 20

NRRNNNARN;
Sbj ct 26441216 c# c# #AC 26441230

28
0/ 15 (0%

Features flanking this part of subgect sequence:
26115 bp at 5 side: heat sho OkDa protein 4 isoformb
67812 bp at 3' side: follistatin-like 4

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 5
Itnity
Shjct 6223022 A 6223010

444
0/ 13 (0%

Features in this part of subject sequence:
snmal | induci bl e cytokine B14 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG

AN
Sbj ct 8664873 CAC# C#GAG 8664861

444
0/ 13 (0%
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Features flanking this part of subject sequence:

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

122481 bp at 5 side: simlar to Pro- neuregul i n-2, menbrane-bound i sof orm precu.

130386 bp at 3' side: purine-rich el enent

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 5 17
Iituit)
Shjct 13067201 A GAGA 13067213

444
0/ 13 (0%

Features in this part of subject sequence:
putative nucl ear protein F1- FL49

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 3

|II|
Sbj ct 13306868 ACACJT CITGA 13306856

Features in this part of subject sequence:
serine peptidase inhibitor, Kazal type 5 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 7 TGGAACTGAGATA 19

Sbjct 21178919 1f| N CJTlGlAlG»IA A 21178931

444
0/ 13 (0%

Features flanking this ﬁart of SUbi ect sequence:
19771 bp at 5' side: hypothetical protein

12772 bp at 3' side: actin binding LIMprotein fanly,

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

Sbj ct 22219010 CJT CJTl | IG»IA 22218998

Features in this part of subject sequence:
FAT tunor suppressor 2 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbj ct 24609428 J'I'| CJTlG»lAlG»IAA 24609416

444
0/ 13 (0%

Features in this part of subject sequence:
FAT tunor suppressor 2 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 CTGAGATA 19

N ARN
Sbj ct 24649375 1r CJTGAGA A 24649387

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
807696 bp at 5 side: neuronedin U receptor 2

278239 bp at 3' side: glutanate receptor, ionotropic,

inding protein A

nenmber

AMPA 1

05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe)

137 de 444

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 5 17
Iituity
Shjct 26295758 A GAGA 26295746

444
0/ 13 (0%

Features in this part of subject sequence:
ganma- ani nobutyric acid EGABA% A receptor,

ganma- ani nobutyric acid (GABA) A receptor,
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St r and=Pl us/ M nus
Query 3 ACACTGGAACTGA 15
. | 1] Clrl N clr
Sbjct 34465738 ACA 34465726

Features in this part of subject sequence:

ganma- ani nobutyric acid %GABA; A receptor,
A receptor,

ganma- ani nobutyric acid ( GABA

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5 17
Pl
Shjct 34513295 A GAGA 34513307

444
0/13 (0%

beta 2
beta 2

bet a
bet a

Features flanking this part of subject sequence: )
3524569 bp at 5' side: methionine adenosyltransferase II, beta isoforml
532927 bp at 3' side: similar to odd Oz/ten-m honol og 2 isoform5

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 10 AACTGAGATACGG 22

ANRNENAN
Sbj ct 40132049 AACJT 1rAcGG 40132061

444
0/ 13 (0%

Features flanking this part of subject sequence:
15677 bp at 5' side: cytoplasnmi c pol yadenyl ation el enent binding protein 4

1799 bp at 3' side: hypothetical protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ M nus

Query 8 GGAACTGAGATAC 20

Sbjct 47059381 ey C,JTlGlAlGlA AC 47059369

Features flanking this ﬁart of subject sequence:

31967 bp at 5' side: othetical protein

14168 bp at 3' side: 19 protein
Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 ( O/z) Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 47120482 GGAACJT erc 47120470

i sofo
i sofo

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

>ref | NW922751. 1| HsCr aAADB02_226 I Hormo sapi ens chronpbsone 5 genonmic contig, alteri

(based on Cel era assenbly)
Lengt h=26804078

Sort alignnments for this s
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E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

906244 bB at 5" side: nudix -type notif
2906835 bp at 3' side: ephrin-A

Score = 30.2 bhits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ Pi us

Query 5 ACTGGAACTGAGATA 19

Sbjct 4371200 Alel N C,JTl ha lfl 4371214

28
0/ 15 (0%

Feat ures fl anki ng this part of subject sequence:
1128483 bp at si de: ST8 al pha-N-acetyl - neurani ni de al pha-2, 8-sial yl transferas
205613 bp at 3' side: solute carrier organic anion transporter famly, menber 4C

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATAC 20

Sbjct 1935929 ll'| N CJTl AR lI'AC 1935942

112
0/ 14 (0%

Features flanking this part of subject sequence:
1244521 bp at 5' side: ST8 al pha-N-acetyl -neuramni ni de al pha-2, 8-sial yl transferas
89572 bp at 3' side: solute carrier organic anion transporter famly, nmenber 4Cl

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus
Query 4 CA GGAACTGAGATAC 20
Clrl AN clr lr
Sbj ct 2051983 CA GACATAC 2051967
Feat ur es fI ank| ng this part of subject sequence:

1100627 side: nudix -type nmotif 12
2712454 bp at 3' side: ephrin-Ab5

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG

NN
Sbj ct 4565595 CACJT CJTGAG 4565583

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
2826296 bp at side: nudix -type motif 12
986785 bp at 3' side: ephrin-A5

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

ARRNNNARN;
Sbjct 6291264 Ale C[FGAGA 6291252

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
3260761 bp at side: nudix -type nmotif 12
552320 bp at 3' side: ephrin-A5

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

AN
Sbjct 6725717 GGAACJT erc 6725729
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Features flanking this part of subject sequence:
1178173 bp at 5' side: hypothetical protein
83111 bp at 3' side: DIWdonain containing 2

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus
Query 7 CTGAEATA 19

N RN
Sbj ct 18661585 1r CJTGAGA A 18661573

Features flanking this part of subject sequence:
739473 bp at 5 side: casein kinase 1, gamma 3 isoform2
284379 bp at 3' side: zinc finger prote|n 608

Score = 26.3 bits_(13), Expect = ~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 6 GGAACTGAGATAOGG
Clrl N GCJTl N lrl L1
Sbj ct 24266122 GATACGG 24266138

>ref | NW 922162. 1| HsCr aAADBO2_173 E Hormo sapi ens chronmpsone 4 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=66459542

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
11952 bB at 5 side: platelet-derived growh factor receptor al pha precursor
352161 bp at 3' side: v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene hom

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGA 20

Sbjct 2499140 C#||||C#|||I#|| 2499126

28
0/ 15 (0%

Features flanking this part of subject sequence:
194749 bB at 5" side: pxruvate dehYdrogenase (1i poam de) al pha 2
p

1521198 at 3' side: hypothetical protein LOC285555
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/ 14 (0%

St rand=Pl us/ M nus

Query 6 | 19
Shj ct 44078827 C* C& GA#A 44078814

Features in this ﬁart of subject sequence:
i norgani c pyrophosphatase 2 isoform 1 precursor
i norgani ¢ pyrophosphatase 2 i soform 4 precursor

112

Score = 28. 2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 14
Hitinsluingi
Shjct 53418042 53418055

Features flanking this part of subject sequence:
365019 bB at 5 side: N-deacetylase/N-sul fotransferase (heparan glucosam nyl) 4
1641537 bp at 3' side: translocation associ ated nmenbrane protein 1-like 1
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112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St rand=PIl us/ M nus
Query 4 CACT! GGAA 17

AN
Sbj ct 63481074 CACJT CJTGAGA 63481061

Features flanking this part of subject sequence:

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

326770 bp at 5" side: v-kit Hardy-Zuckerman 4 feline sarcona viral oncogene hom

14372 bp at 3' side: kinase insert domain receptor (a type |IIl receptor tyrosi.
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=PI us/ Pl us
Query 6 CTGGAACTGAGAT 18
clrl N Clrl | ||
Sbjct 3258613 GAGAT 3258625
Features flanking this part of subject sequence:

361082 bB at 5 side: thot hetical protein
1027378 bp at 3' side: hypothetical protein LOC644484

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT

N ARN
Sbj ct 8549534 clr CJT 8549522

444
0/13 (0%

Features flanking this part of subject sequence:
4731 bp at 5 side: Fraser syndrome 1 isoforml
8606 bp at 3' side: annexin A3

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

N RN
Sbj ct 26588033 1r C]TGAGA A 26588021

444
0/ 13 (0%

Features flanking this part of subject sequence:
171823 bp at 5 side: glycerol kinase 2
331384 bp at 3' side: anthrax toxin receptor 2

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ M nus

Query 5 ACTGGAACTGAGA 17

Sbjct 27621841 Alel o éTl(':‘»lAlelA 27621829

Features flanking this part of subject sequence:
435813 bp at 5 side: hypothetical protein LOC84803
441865 bp at 3' side: hypothetical protein

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 ( O% Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbjct 32077151 1f| CJTlGlAl(':‘»IAA 32077139

Features flanking this part of subject sequence:
176346 bp at 5" side: nitogen-activated ﬁrot ein kinase 10 isoform1
264308 bp at 3' side: protein tyrosine p

osphat ase, non-receptor type 13 isoform
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Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query
# G#llllc#
Shjct 34406151 GAGA 34406135
Features flanking this ﬁart of subiect seguence:

16191 bp at 5 side: hypothetical protein
26922 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query
# C[rIIII
Shj ct 34944441 34944429

Features flanking this part of subject sequence:
86685 bp at 5' side: dentin matrix acidic phosphoprotein
52221 bp at 3' side: integrin-binding sialoprotein precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 2 CACACTGGAACTG 14

ANRANNRRRN
Sbj ct 35784528 CACAC# C#G 35784516

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
1102798 bp at si de: pyruvate dehydrogenasg{é oan1de) al pha 2
613150 bp at 3' side: hypothetlcal protein L 85555

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG 16

AN
Sbj ct 44986875 CAC# C#GAG 44986863

Feat ur es flank|ng this part of subject sequence:
50292 bB at 5' side: centronere protein E
342392 bp at 3' side: tachykinin receptor 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 51291909 51291921

444
0/13 (0%

Feat ur es flank|ng this ﬁart of subiect seguence:
89375 bp at 5' side: hypothetical protein isoform?2
24567 bp at 3' side: hypothetical protein LOC54790

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 3
C#IIIIC#
Shj ct 53254793 ACA GA 53254781

444
0/13 (0%

Feat ur es flank|ng th|s part of subject sequence:
64968 B at 5' e: small inducible cytokine subfamily E, nmenber 1
511105 bp at 3 S|de di ckkopf honol og 2 precursor

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/P us ( " P (0%

Query 6 GGAACTGAGAT
clrl Clrl | ||
Shj ct 54458026 GAGAT 54458038

>ref | NW 921807. 1| HsCr aAADB02_141 E Hormo sapi ens chronpbsone 3 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=101945515

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
41475 bB at 5 'side: profilin 2 isoforma
252967 bp at 3' side: hypothetical protein

Score = 30. 2 bits (15), Expect
Identltl es = 15/ 15 (100% Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGATAC

ARRNNNARN;
Sbj ct 56329162 clr C[FGAGA AC 56329148

28
0/ 15 (0%

Features flanking this ﬁart of SUbi ect sequence:
40404 bB at 5 'side: hypothetical protein _ _
727216 bp at 3' side: 5| mlar to nesenchynal stemcell protein DSC92 isoform 2

Score = 30. 2 bits (15), Expect
Identltl es = 15/ 15 (100% Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGATAC 20

ARRNNNARN;
Sbj ct 69577750 clr clr erc 69577736

28
0/ 15 (0%

Features flanking this part of subject sequence:
222642 bB at 5 side: sinmlar to CGL7293-PA )
1654735 bp at 3' side: sinmilar to Ephrin type-A receptor 6 precursor (Tyrosine-p

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus
Query 6 GCGAACTGAGATA 19

Sbjct 1452633 lel CJTlGlAl(':‘»IAA 1452620

112
0/ 14 (0%

Features flanking this part of subject sequence:
224244 bB at 5 side: simlar to CGL7293-PA
p

1653133 at 3' side: sinmlar to Ephrin type-A receptor 6 precursor (Tyrosine-p
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100% Gaps = 0/ 14 (0%

St rand=Pl us/ M nus
Query 6 CTGAGATA 19
Clrl Clrl [ 1]
Sbj ct 1454235 GAGA A 1454222

Features in this part of subject sequence:
zinc finger protein ZNF- U69274

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us
Query 1 CACTGGAACTG 14

Sbj ct 7953784 ll' CJTl N ClTG 7953797

112
0/ 14 (0%
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Features flanking this part of subject sequence:
107050 bp at 5" side: follistatin-like 1 precursor
38513 bp at 3' side: NADH dehydrogenase (ubiquinone) 1 beta subconpl ex, 4, 15kDa

112

Score = 28.2 hits (14), Expect
0/14 (0%

Identities = 14/14 (100%, Gaps
St r and=Pl us/ Pl us

Query 6 CTGGAACTGAGATA 19
, Iclrlllllc’JTIIIIlrI
Sbj ct 26871745 CTGGAACTGAGATA 26871758

Features flanking this part of subject sequence: ) _
2770 bp at 5 side: RAB, menber of RAS oncogene famly-like 3
5263 bp at 3' side: general transcription factor I1E, polypeptide 1 (al pha su...

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us
Query 5 ACTGGAACTGAGAT 18

NERAARRARANN
Sbj ct 27059544 AcerGAAc,JTGAGAlr 27059557

Features flanking this part of subi' ect sequence: ) o
3875 bB at 5 side: eukaryotic elongation factor, selenocysteine-tRNA-specific
p

48967 at 3' side: DnaJ honolog, subfamly B, nenber 8
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ M nus
Query 3 ACACTGGAACTGAG 16
. ||||C1r||||IC1r|||
Sbj ct 34746093 ACACTGGAACTGAG 34746080

Features flanking this part of subject sequence: ) o
11164 bB at 5 'side: phospholipase D1, phophatidyl choline-specific
p

363079 at 3' side: fibronectin type IlIl donmain containing 3B
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us
Query 2 CACACTGRAACTGA 15
. |I|||C1r||IIIC1rII
Shjct 78052511 CACACTGGAACTGA 78052524

Features flanking this part of subject sequence: o
120647 bp at 5" side: ﬁ53 target zinc finger protein isoform2 )
10232 bp at 3' side: phosphoinositide-3-kinase, catalytic, alpha polypeptide

112

Score = 28.2 bits (14), Expect
0/ 14 (0%

Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

Query CT CT 17
: |||C1r|||||C1rIIII
Shj ct 85521268 CACTGGAACTGAGA 85521281

Features in this part of subject sequence: ]
simlar to Ephrin type-A receptor 6 precursor (Tyrosine-p...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 GAACTGAGATACG 21

: ARNNUANAREAN
Sbj ct 3600531 GAAC]TGAGAIFACG 3600543

444
0/ 13 (0%

Features in this part of subject sequence:
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Cas-Br-M (murine) ecotropic retroviral transforning seque..

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 7 TGGAACTGAEATA 19

NRRNNNARN;
Sbjct 11967411 1r C]TGAGA A 11967423

444
0/ 13 (0%

Features flanking this ﬁart of subject sequence:
17295 bB at 5 side: ﬁ thetical protein
p

167091 at 3' side: BOX transcription factor BBX
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 7 CTGAGATA 19

Sbjct 13844150 #l C#EkEk A 13844162

Feat ur es flank|ng this part of subject sequence:
1252335 bp at si de: devel opnental pluripotency associated 4
303176 bp at 3' side: hypothetical protein LOC151760 isoform 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 3

|II|
Sbj ct 16893044 ACACJT CITGA 16893056

Features flanking this ﬁart of subiect sequence:
86282 bp at 5 side: hypothetical protein LOC151760 isoform 2
92340 bp at 3' side: nectin 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 3
Clrllllclr
Shjct 17283659 ACA 17283647

444
0/ 13 (0%

Features flanking this part of subject sequence:
440334 bp at 5" side: hypothetical protein
48489 bp at 3' side: growh associated protein 43

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=PIl us/ M nus

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 21887608 1r CJTGAGA A 21887596

Features flanking this Part of subject sequence:
51738 bB at 5 'side: linbic systemassociated nenbrane prote|n
148878 bp at 3' side: simlar to basic |eucine zipper and W2 donains 1

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 1 13
lr C:lrIIII
Sbj ct 22809331 22809343

444
0/ 13 (0%

Features flanking this part of subject sequence:
997755 bB at 5 side: sinmilar to basic leucine zipper and W2 donains 1
1247331 bp at 3' side: immunoglobulin superfanmly, nmenber 11 isoforma
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 6 GGAACTGAGAT 18

N RN
Sbj ct 23968198 clr clr 23968210

444
0/ 13 (0%

Feat ur es flanklng this part of subject sequence:
2111525 bp at side: simlar to basic |eucine zipper and W2 domains 1
133557 bp at 3' side: i munoglobulin superfanmily, menber 11 isoforma

Score = 26.3 bits (1 ), Expect = 444
Identities = 16/ 17 ( 4/@, Gaps = 0/ 17 (0%
St rand=Pl us/ Pl us
Query

II||
Sbj ct 25081968 1r CJT GlFGAGA 25081984

Features in this part of subject sequence:
sorting nexin 4

Score = 26.3 bits (1 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ Pl us
Query 7 CTGAEATA 19

Sbj ct 31794730 # C#E%EL A 31794742

Features in this part of subject sequence:
5'-3" exoribonucl ease 1

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand= PIus/PIus

Query b5 ACTGGAACTGAGA 17

Sbjct 48693012 AC#llllc#EkEk 48693024

Features in this part of subject sequence: )
solute carrier famly 9 (sodium hydrogen exchanger), isof...

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 7 CTGAEATA 19

Sbj ct 49971515 #l C#Ekhk A 49971527

444
0/ 13 (0%

Feat ur es fIank|ng this part of subject sequence:
558498 bp at 5 side: hypothetical protein isoform3
758913 bp at 3' side: angiotensin Il receptor, type 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 1 13
lr C1r||||
Shj ct 54295909 54295921

444
0/ 13 (0%

Feat ur es fIank|ng this part of subject sequence:
714231 bp at 5 side: hypothetical protein isoform3
603180 bp at 3' side: angiotensin Il receptor, type 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100@@ Gaps

444
0/ 13 (0%
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St r and=Pl| us/ M nus
Query 6 CTGGAACTGAGAT 18

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

NERARARERAN
Sbj ct 54451654 leGGAACITGAGA 54451642

Features in this part of subject sequence:

WV donmai n contal ning transcription regul ator

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTlGlAlGlA 17

444
0/ 13 (0%

, NNRRARN
Sbj ct 55854946 AcerGAAcerAGA 55854934

Features flanking this part of subject sequence:
265848 bp at 5" side: hypothetical

protein

353523 bp at 3' side: Src honol ogy 3 donami n-contai ni ng guani ne nucl eoti de excha.

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG 16

444
0/ 13 (0%

Sbjct 60089440 |C,|A|CJT|G|G|A|A|CLFIC:‘»IA|G 60089452

Features flanking this part of subject sequence:
132098 bp at 5" side: slit and trk like 3 protein
450339 bp at 3' side: butyrylcholinesterase precursor

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG 16

444
0/ 13 (0%

ANNARRNRERY
Sbj ct 71625078 CAc,JTGGAAcerAG 71625090

Features flanking this part of subject sequence:
209250 bp at 5" side: simlar to EGI|ike-donain,
65402 bp at 3' side: ecotropic viral

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query

14

444
0/ 13 (0%

AN ICTI N ICTI
Sbj ct 75321489 CACAcerGAAcer 75321477

Features flanking this part of subject sequence:

186825 bp at 5 side: PXR2b protein

379036 bp at 3' side: tetratricopeptide repeat domain 14

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATiAlC 20

444
0/ 13 (0%

MERANNNARN
Sbj ct 86558795 GGAACJTGAGAITAC 86558807

Features flanking this part of subject sequence:
579079 bp at 5 side: sex-determ ning region Y-box 2
391240 bp at 3' side: hypothetical

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

444
0/ 13 (0%

. : multiple 3 isoform3
integration site 1

proteln
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Query 4 CA GEAACTGA
c#llllc#
Sbhjct 88629536 CA GAG 88629548
Features flanking this part of subject sequence:

177862 bp at 5 side: UDP-d cNAc: betaGal beta-1, 3-Nacetyl gl ucosam nyl transf era.
44170 bp at 3' side: kelch-like 6

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

RN
Sbj ct 89787589 CAC# C#GAG 89787577

444
0/ 13 (0%

Features in this part of subject sequence:
TBCC domai n containing 1

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 9 GAACTGAGATACG 21

Sbjct 92892303 GAAC#llll%kEE 92892291

Features flanking this part of subject sequence:
258724 bp at 5" side: LIMdonmmin containing preferred translocation partner in .
74588 bp at 3' side: hypothetical protein LOC285386

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 3

|II|
Sbj ct 95470921 ACAC# C#GA 95470909

>ref | NW 927997. 1| HsCr aAADB02_94 E Hormo sapi ens chronpbsone 2 genonmic contig, altern:
(based on Cel era assenbly)
Lengt h=240645

Features flanking this part of subject sequence:
49008 bp at 5' side: simlar to ankyrin repeat donain 26

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@@ Gaps
St rand=PI us/ Pl us

Query
Shjct 91177 # E%llllc%GA 91191

28
0/ 15 (0%

>ref | NW 925683. 1| HsCr aAADBO2_49 E Hormo sapi ens chronpbsone 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=11514521

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features fl anking thls art of subject seguence:
5445 bB at 5 sid NBDS box transcription enhancer factor 2, polypeptide D (.
37744 bp at 3’ S|de IQ notif containing GIPase activating proteln 3

Score = 30.2 bits (15), Expect = 28
Identities = 18/19 (94@6 Gaps = 0/19 (0%
St rand=Pl us/ M nus

Query 1 CACACT! GGAACTGAGATA 19

Sbjct 6568385 #CNJMJ&JJ&K%%LL% A 6568367
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Features in this part of subject sequence:
Fc receptor-like 5

Score = 30.2 hits (15), Expect
Identltl es = 15/ 15 (100% Gaps
Strand=Pl us/ Pi us

Query 3 ACACTGGAACTGAGA 17

NANNUARRRARANN
Sbjct 7605714 ACAC#GGAAC#GAGA 7605728

28
0/ 15 (0%

Features flanking this part of subject sequence:
859 bB at 5 side: hyB thetical protein LOC54964
p

2919 at 3' side: 2 smal | effector 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St r and=Pl us/ Pl us

Query 5

I
Sbjct 1175928 AC# C#GAGA 1175940

Features in this part of subject sequence:
S100 cal ci um bi ndi ng protein A9

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

Sbj ct 3439786 Alel N dTlGlAIG»IA 3439774

444
0/ 13 (0%

Features in this part of subject sequence:
simlar to S100 cal ci um binding protein A7-like 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 5

Sbjct 3518509 ACJT CJTGAGA 3518497

Features in this part of subject sequence:
Fc receptor-like 2 isoformb
Fc receptor-like 2 isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 3 ACACT GGAACTGA

RN
Sbj ct 7845301 ACAC# c# 7845313

444
0/ 13 (0%

Features in this part of subject sequence:
hypot heti cal protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query
clrl 1] clr
Shj ct 8003790 ACA GA 8003778

444
0/ 13 (0%

Features fl anki ng this ﬁart of SUbi ect sequence:
67386 bp at 5 side: hypothetical protein
83022 bp at 3' side: k| n of IRRE |1 ke
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus
Query 6 GGAACTGAGAT

Sbjct 8071234 CJT| CJTl | lG»IA 8071222

444
0/ 13 (0%

>ref | NW 926794. 1| HsCr aAADB02_59 E Hormo sapi ens chronpbsone 1 genonmic contig, altern:
(based on Cel era assenbly)
Lengt h=17411188

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

661654 bp at 5" side: ﬁleX|n A2
352429 bp at 3' side: hypothetical protein

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ M nus

Query 4 CA GGAACT GAT 18
Clrl N Clr lr
Shjct 2449175 CA GAGAT 2449161

28
0/ 15 (0%

Features flanking this Eart of subject sequence:
50880 bp at 5' side: Fc al pha/mu receptor
940 bp at 3' side: speC|f|caIIy andr ogen-regul ated protein

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ Pl us
Query 4 CACTGGAACTGAGA 17

ANARARRRARANN
Sbjct 611614 CAleGGAACITGAGA 611627

112
0/ 14 (0%

Features flanking this part of subject sequence:
41639 bB at 5 side: plexin A2
972445 bp at 3' side: hypothetical protein

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ Pl us

Query 3 ACACTGGAACTGAG 16

Sbjct 1829146 ACAC#||||CkGAG 1829159

112
0/ 14 (0%

Features flanking this part of subject sequence:
12522 bB at 5 'side: SCIRP10-related protein
p

156828 at 3' side: activating transcription factor 3 isoform3
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/ 14 (0%

St rand=Pl us/ M nus
Query 5 GEAACTGAGA 18
Clrllllclr lr
Sbj ct 6023359 A GAGAT 6023346
Features in this part of subject sequence:

| KK-rel at ed ki nase epsilon
hypot heti cal protein LOC574431

Score = 26.3 bits_(13), Expect = ~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 1 TCACACTGGAACTGAGA 17
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Sbjct 83182 IT|C3!°\|C)|A|CJT|(3|G|A,|AAJ'I'IG»IAIGIA 83198

Features flanking this part of subject sequence:
75867 bB at 5 side: H2.0-like honeo box 1
p

373258 at 3' side: hypothetical protein LOC400804
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

ANNUARRNREAY
Sbj ct 14519064 CACJTGGAACJTGAG 14519052

Features flanking this ﬁart of _subi' ect sequence:
39053 bB at 5 side: hypothetical protein LOC400823
154592 bp at 3' side: dispatched A

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

ANNUARRNREAY
Sbj ct 16346425 CACJTGGAACJTGAG 16346413

444
0/ 13 (0%

>ref | NW 926128. 1| HsCr aAADB02_53 B Hono sapi ens chronmosonme 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=44521323

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence: ]
262234 bp at 5 side: tenascin R (restrictin, janusin) _
276200 bp at 3' side: ring finger and WD repeat domain 2 isoform d24

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 2 GCGAACTGAG

CT
RNRANNRRRRNNNRR;
Sbj ct 14003575 CACACJTGGAACIFGAG 14003561

28
0/ 15 (0%

Features flanking this part of subject sequence:
178771 bp at 5" side: sinmlar to Y74C9A 3
185433 bp at 3' side: NTKL-binding protein 1

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGAT 18

(NARRRRNNARARN
Sbj ct 8680247 ACJTGGAACJTGAGAIT 8680234

Features in this part of subject sequence:
ring finger and WD repeat domain 2 isoform d24
ring finger and WD repeat donmain 2 isoforma

112

Score = 28.2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus
Query 2 CACACTGGAACTGA 15

CT
RNRNNAARRANEN
Sbj ct 14366585 CACACJTGGAACJTGA 14366572

Features flanking this part of subject sequence:
130871 bp at 5 side: hypothetical protein LOC116461
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273786 bp at 3' side: chronpbsonme 1 open reading frane 21

Score = 28. 2 bits (14), Expect
Ident|t| es = 14/ 14 (100% Gaps
Strand=Pl us/ M nus

Query 1 TCACACTGGAACTG 14

ANANNRARRANNY
Sbj ct 22538559 1r c:lr clr 22538546

112
0/ 14 (0%

Features in this part of subject sequence:
G protein-coupl ed receptor 161 isoform?2
G protein-coupled receptor 161 isoform1l

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 1
lr CJTI || |
Shjct 6432650 6432638

Features in this part of subject sequence:
coagul ation factor V precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 8 GGAACTGAGATAC 20

NARNAERANR
Sbj ct 7895275 C,JT erc 7895287

444
0/ 13 (0%

Features flanking this part of subject sequence:
37053 bB at 5 side: influenza virus NSI1A binding protein isoformb
p

388229 at 3' side: hemicentin 1
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

Query 5 17
Shjct 23681144 ACJT CJTGAGA 23681132

Features flanking this part of subject sequence: ) )
494465 bB at 5 side: simlar to solute carrier family 4 (anion exchanger), nmem
1895652 bp at 3' side: fanmly with sequence sinilarity 5 nenber C

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 3
clrl N clr
Shj ct 26534884 ACA 26534896

444
0/13 (0%

Features flanking this part of subject sequence:
1807992 bp at 5' side: simlar to solute carrier fame 4 (ani on exchanger), nem
582125 bp at 3' side: family with sequence sinmlarity 5 nenber C

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 CTGAGATA 19

N ARN
Sbj ct 27848411 1r CJTGAGA A 27848423

444
0/ 13 (0%

Features in this part of subject sequence:
zinc finger and BTB donai n containing 41
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

, NRANARARRNEY
Sbj ct 35543016 GGAACITGAGAIFAC 35543004

444
0/ 13 (0%

>ref| NT_011896. 9| HsY_12053 Bl Homo sapi ens chronmosone Y genonic contig, reference a:
Lengt h=6265435

Sort alignnments for this s
E value Score Percent
Query start position Sul

Feat ur es flanking'this part of subject sequence:

1339005 bp at side: TGFB-induced factor 2-like, Y-linked
113876 bp at 3' side: protocadherin 11 Y-linked isoforma

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 4 18

IIICTIIIIICTIIII
Sbj ct 2137342 CAClFGGAAClFGAGAlF 2137328

28
0/ 15 (0%

Features flanking this part of subject sequence:
657708 bp at 5" side: protocadherin 11 Y-linked isoformb
484187 bp at 3' side: testis specific protein, Y-linked 2

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 2 CACACTGGAACTGA 15

, NRNNERARANEN
Sbj ct 2980603 CACAC]TGGAACIFGA 2980590

112
0/ 14 (0%

Features flanking this part of subject sequence: )
9679 bp at 5 side: simlar to proline-rich Qroteln MP5
103514 bp at 3' side: transducin beta-like 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 6

CTGGAACTGAGAT 18
, Iclrl AN lc,Jrl |1
Sbj ct 4140080 CTGGAACTGAGAT 4140092

Features flanking this part of subject sequence: )
38797 bp at 5 side: simlar to Brol|ne-r|ch protein M5
74396 bp at 3' side: transducin beta-like 1Y

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

MANNNERNRREN
Sbj ct 4169198 GGAAcerAGALrAc 4169210

444
0/ 13 (0%

Features flanking this ﬁart of subject seguence:
75770 bp at 5 side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 2 CACACTGGAA P 14

L1 ICTI N |CT
Sbj ct 4985173 CACACJTGGAACITG 4985161

444
0/ 13 (0%
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>ref | NT_011669. 16| HsX 11826 Bl Homo sapi ens chronmosone X genomnic contig, reference :
Lengt h=14971611

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:

zinc finger protein 261
zinc finger protein 261

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ Pl us

Query 3 ACACTFFfﬁCT GAGA 17
Shjct 8788556 ACAC# C#GAGA 8788570

28
0/ 15 (0%

Features flanking this part of subject sequence:
239966 bp at 5 side: hepatocellular carcinoma-associ ated antigen 127
272480 bp at 3' side: zinc finger CCCH type containing 12B

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 1 TCACACTGEAACT 13

ANRANNRRARRN
Sbjct 2754211 # c# 2754223

Features flanking this part of subject sequence:
183850 bp at 5" side: hephaestin isoformb
148950 bp at 3' side: X-linked ectodysplasin receptor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query

Sbj ct 3988352 CACAC#||||C#G 3988364

Features flanking this part of subject sequence:
335064 bp at 5" side: cysteine-rich hydrophobic donain 1
44460 bp at 3' side: simlar to scotin

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 5 17
Pl
Sbj ct 11553892 A GAGA 11553904

444
0/ 13 (0%

Features flanking this ﬁart of subiect seguence:
74765 bB at 5' side: hypothetica rotein LOC51260
175805 bp at 3' side: nelanona antlgen famly E, 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 3
Clrllllclr
Shjct 13790186 ACA GA 13790174

444
0/13 (0%

>ref | NT_011651. 16| HsX 11808 E Hormo sapi ens chronosone X genonic contig, reference i
Lengt h=36813576

Sort alignments for this s

E value Score Percent
Query start position Sul
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Features flanking this part of subject sequence:
242887 bp at 5" side: poly(A) binding protein, cytoplasmic 5
97874 bp at 3' side: hypothetical protein

Score = 30.2 bhits (15), Expect
Identities = 15/15 (100@6 Gaps
Strand=Pl us/ M nus
Query 4 CACTGGAACTGAGAT

Sbjct 14230934 CAClF| C#llll 14230920

28
0/ 15 (0%

Feat ur es flanking this part of subject sequence:
1098888 bp at si de: angi onotin

Score = 30.2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus

Query 3
c#llllc#
Shjct 36453960 ACA GAGA 36453946

28
0/ 15 (0%

Features flanking this part of subject sequence:
2607 bp at 5 side: bronp dommin-containing protein disrupted in | eukem a
302558 bp at 3' side: nucleosomal binding protein 1

Score = 28.2 bits (1 ) Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us
Query 6 CTGAGATA 19

Sbj ct 3363885 C# C#EkEk A 3363898

Features flanking this part of subject sequence:
766012 bp at 5 side: protocadherin 11 X-linked isoforma precursor
642402 bp at 3' side: simlar to heat shock 70kD protein binding protein

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus

Query 2 CACACT 15
Shjct 15196638 CACAC# C# 15196625

Feat ur es flank|ng this part of subject sequence:
947431 bp at 5" side: kelch-like 4 isoform1
139439 bp at 3' side: hypothetical protein LOC53336

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbjct 11165273 # C#GAGA A 11165285

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
136373 bp at 5 side: simlar to testis-specific bronodonmain protein
210923 bp at 3' side: diaphanous 2 isoform 12C

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 3
C%IIIIC#
Sbj ct 19025443 ACA GA 19025431

444
0/ 13 (0%

Features in this part of subject sequence:
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di aphanous 2 isoform 12C
di aphanous 2 isoform 156

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

L RN
Sbjct 19714986 c# c# 19714974

444
0/ 13 (0%

Features flanking this part of subject sequence:
2745 bB at 5 side: hypothetical protein LOC139231
57693 bp

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

NARNARARK
Sbj ct 26733524 c% #AC 26733512

444
0/ 13 (0%

Features in this part of subject sequence:
simlar to PDZ domai n containing 10

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 5 17

I
Sbj ct 30074452 AC# C#GAGA 30074440

Features flanking this part of subject sequence:
124362 bp at 5 side: insulin receptor substrate 4
515180 bp at 3' side: guanylate cyclase 2F

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query
C#IIIIC#
Sbj ct 31400244 CACA 31400256

444
0/ 13 (0%

Features flanking this part of subject sequence:
419488 bp at 5" side: insulin receptor substrate 4
220054 bp at 3' side: guanylate cyclase 2F

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 2 CACACTGGAACTG 14

ANRNNNRRN
Sbj ct 31695370 CACAC# C#G 31695382

Features flanking this part of subiect sequence:;
4075 bB at 5' side: potaSS|un1 t age- gat ed channe
p

14922 at 3' side: acyl-

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

N RN
Sbj ct 32168644 c# c# 32168632

444
0/ 13 (0%

Features flanking this part of subject sequence:

at 3' side: extraenbryonic, spermnatogenesis,

honeobox 1-1i ke

Isk-rel ated f

A synt het ase | ong- chain’ fam ly menmber

a
4

-3

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

173806 bp at 5" side: acyl-CoA synthetase Iogggchain fam ly menber 4 isoform1l

146593 bp at 3' side: hypothetical protein L 4187
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 5 ACTGGAA |G|A|G|A 17

CT
, NARRARN
Sbj ct 32396706 AcerGAAcerAGA 32396718

444
0/ 13 (0%

Features in this part of subject sequence:
doubl ecortin isoforma
doubl ecortin isoformc
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 9 GAACTGAGATACG 21

ARNNERRRANEAN
Sbj ct 33865222 GAACJTGAGALFACG 33865234

>ref | NT_011362. 9| Hs20_11519 Bl Hono sapi ens chronosone 20 genomic contig, reference
Lengt h=26144333

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
3018 bB at 5 side: zinc finger protein 313
27887 bp at 3' side: snail 1 honol og

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 3 ACACTGGAACTGAGA 17

NRNNERRRANERRN
Sbj ct 13624604 ACAC]TGGAACIFGAGA 13624618

28
0/ 15 (0%

Features flanking this part of subject sequence: )
35980 bp at 5' side: cadherin 4, tyPe 1 preproprotein
3229 bp at 3' side: TBP-associated factor 4

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 3 CT CT
: Hllc,JT”lllclr””
Shjct 25600891 ACACTGGAACTGAGA 25600877

28
0/ 15 (0%

Features flanking this part of subject sequence:
352287 bp at 5" side: transcription factor AP-2 gamma
166199 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATAC 20

NAANARRNAREY
Sbj ct 20618277 ll'GGAACJTGAGA]TAC 20618264

112
0/ 14 (0%

Features flanking this part of subject sequence:
273285 bp at 5" side: transcription factor MAFB
66921 bp at 3' side: DNA topoi sonerase |

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 2 CACACTGGAACTG 14

444
0/ 13 (0%
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Sbj ct 4643702 CACACJT ClT 4643690

Features fl anki ng this part of subject sequence:

47779 bp at 5' side: arginine/serine-rich splicing factor 6

5691 bp at 3' side: I (3)nbt-like isoforml

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=PI us/ Pl us

Query 6 CTGGAACTGAGAT 18

NERNNNARN;
Sbj ct 7190397 c& c# GAGAT 7190409

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
716918 bp at 5 side: sulfatase 2 isoformb precursor
139386 bp at 3' side: PREX1 protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 12155933 12155945

444
0/ 13 (0%

Features in this part of subject sequence:

nucl ear factor of activated T-cells, cytoplasmic, calcine...
nucl ear factor of activated T-cells, cytoplasnic, calcine...

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 1 13
# C[rIIII
Sbjct 15176975 CACA 15176987

444
0/ 13 (0%

Features flanking this part of subject sequence:
1830 bp at 5' side: hyﬁot hetical protein
228687 bp at 3' side ypot hetical protein LOC284757

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ M nus
Query 2 CACACTGEAACTG 14

Sbjct 23718395 l('l,lAlC,lAC,JTl o CITG 23718383

Features flanking this ﬁart of SUbi ect sequence:

67933 bB at 5 side: ﬁpot hetical protein LOC284757
830467 bp at 3' side: hypothetical protein

Score = 26.3 bits (13 ) Expect = 444

Identities = 13/13 (100%, Gaps = 0/13 (0%

St rand=Pl us/ M nus

Query 3

IIH
Sbj ct 24015458 ACAC# C#GA 24015446

Features flanking this part of subject sequence:
521005 bp at 5" side: hypothetical protein LOC284757
377395 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

ery 4 T

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Shj ct 24468518 TCACACTGGAACT 24468530

>ref | NT_011109. 15| Hs19 11266 Bl Homo sapi ens chronosone 19 genonic contig, reference
Lengt h=31383029

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: )
24565 bp at 5' side: carcinoenbryonic antigen-related cell adhesion nol ecul e
8308 bp at 3' side: carcinoenbryonic antigen-related cell adhesion nolecule 4

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ Pl us

Query 5 GGAACTGAGATA 19

RN
Sbj ct 14385599 AClF ClFGAGAA 14385613

28
0/ 15 (0%

Features flanking this part of subject sequence:
757586 bp at 5" side: hypothetical protein
244848 bp at 3' side: zinc finger protein 507

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ Pl us
Query 5 ACTGGAACTGAGAT 18

NRRNNNARN;
Sbj ct 4867094 Ale clr GAGAT 4867107

Features in this part of subject sequence:
simlar to Nucl eosi de di phosphate-linked noiety X nmotif 1.

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7 CTGAGATA 19

Sbjct 5470666 #l C#Ek&k A 5470654

Features in this part of subject sequence:
simlar to Nucl eosi de di phosphate-linked noiety X nmotif 1.

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7 CTGAGATA 19

Sbj ct 5470719 #l C#Ekk% A 5470707

Features flanking this part of subject sequence:
49147 bp at 5' side: CCAAT/enhancer binding protein al pha
27667 bp at 3' side: CCAAT/ enhancer binding protein gamm

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus
Query 10 AACTGAGATACGG

Sbjct 6110697 kkkkllll#kkhh 6110685

444
0/ 13 (0%

Features flanking this part of subject sequence:
24418 bp at 5' side: LSML4 honpl og A
48656 bp at 3' side: hypothetical protein LOC9710

Score = 26.3 bits (13), Expect = 444

158 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

ldentities = 13/13 (1009 Gaps = 0/13 (09
St rand= Plus/P us ( " P (0%

Query 1
lr Clrl A |
Sbj ct 7010929 7010941

Features flanking this part of subject sequence:
14936 bp at 5 'side: zinc finger protein 226 isoforma
25171 bp at 3' side: zinc finger protein 227

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 16964981 1r CJTGAGA A 16964993

444
0/ 13 (0%

Features in this part of subject sequence: )
killer cell immunoglobulin-like receptor, three donains,

Score = 26.3 bits_(13), Expect = ~ 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 6 CTGGAACTGAGATACGG
C1r||I| [rlllllrllll
Sbj ct 27504508 GATACGG 27504524

>ref | NT_025028. 13| Hs18 25184 E Hormo sapi ens chronosone 18 genonic contig, reference
Lengt h=20074199

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

196979 bp at 5" side: suppressor of cytokine si gnal ing 6
107291 bp at 3' side: hypothetical protein LOC220158

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=PI us/ Pl us

Query 1 TCACACTGGAACTGA 15

ANRNNERRR
Sbj ct 15981337 1r CJT CJT 15981351

28
0/ 15 (0%

Features in this part of subject sequence:
PH donain and | eucine rich repeat protein phosphatase

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC

AN
Sbj ct 8412889 GGAACJT ]TAC 8412877

444
0/13 (0%

Features in this part of subj ect sequence:
B-cell |ynphoma protein 2 al pha isoform

Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query
Clrl N clr
Sbj ct 8626502 ACA GA 8626514

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
1064532 bp at side: hypothetical protein LOC221241
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599691 bp at 3' side: cadherin 7, type 2 preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 7 TGGAACTGAGATA 19

NARNNNRRRNY
Sbjct 10621222 lfGGAACITGAGA A 10621234

444
0/ 13 (0%

Features flanking this ﬁart of subject seguence:
49032 bp at 5' side: yﬁothetlca rotein LOC220158
1649850 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 4 CACTGGAACTGAG 16

ANNNARRNRERY
Sbjct 16166342 CAc,JTGGAAcerAG 16166354

>ref | NT_024871. 11| Hs17_25027 Bl Hono sapi ens chronosonme 17 genomic contig, reference
Lengt h=2103126

Features in this part of subject sequence:
rapt or

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query CT CT 17
: IIIICLFIIIIIClrIIII
Sbjct 1181202 ACACTGGAACTGAGA 1181216

28
0/ 15 (0%

>ref | NT_024524. 13| Hs13_24680 Bl Homo sapi ens chronosonme 13 genomi c contig, reference
Lengt h=67740325

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: ) ]
10814 bp at 5 side: simlar to FRASl-rel ated extracellular matrix protein 2 p.
13747 bp at 3' side: hypothetical protein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 2 CACACTGGAACTGAG 16

NANNERRRRRERY
Sbj ct 2866446 CACAC]TGGAACIFGAG 2866432

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC23281 isoforma

112

Score = 28.2 hits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl| us/ M nus

Query CACTGGAACTG 14
. lrlllllclrlllllclrl
Shjct 10798393 TCACACTGGAACTG 10798380

Features in this part of subject sequence: )
sper mat ogenesi s and oogenesi s specific basic helix-Ioop-h..

Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%
St rand=PIl us/ M nus
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Query 3 ACACTFF?ﬁCTGA
Shjct 17766179 ACAC# C#GAG 17766166

Features flanking this part of subject sequence:
94143 bB at 5 'side: protocadherin 20
896821 bp at 3' side: simlar to sequestosone 1 isoform1l

Score = 28.2 hits (14), Expect = 112
Identities = 17/18 (94% Gaps = 0/ 18 (0%
Strand=Pl us/ Pi us

Query 1 CTGGAACTGAGAT
1r lc,Jrlllclr””
Shjct 43063354 GAGAT 43063371

Feat ures fl anki ng this part of subject sequence:
2014973 bp at si de: . ?/pot hetical protein
e

455327 bp at 3' side: ch-like 1 protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
Strand=Pl us/ Pi us

Query 6 CTC£AACTGAGATA 19

Sbjct 50800495 lel o dTlGlAIGIA A 50800508

112
0/ 14 (0%

Features flanking this part of subject sequence:
59090 bp at 5' side: exportin 4
47079 bp at 3' side: LATS, large tunor suppressor, honolog 2

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=Pl us/ Pl us

Query 5 17
Sbj ct 2481918 ACJT CJTGAGA 2481930

Features fl anki ng this part of subject sequence:
25002 bB at 5' ‘side: Brot ei n-coupl ed receptor 12
284442 bp at 3' side: iquitin-specific protease 12-like 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAG

NN
Sbj ct 8338966 CAC# ckGAG 8338978

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
558198 bp at 5 side: replication factor C 3 isoform1l
548316 bp at 3' side: neurobeachin

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 CTGAGATA 19

N ARN
Sbj ct 15948630 # C#GAGA A 15948642

444
0/13 (0%

Features flanking this part of subject sequence:
9090 bB at 5 side: Kpot hetical protein LOC55068
p

12137 at 3' side: hypothetical protein
Score = 26.3 bhits (13), Expect = 444
Identrtr es = 13/13 (100% Gaps = 0/ 13 (0%

St r and=PI us/ M nus
Query 6 CTGGAACTGAGAT 18
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Sbj ct 24976152 CJT CJT GAIT 24976140

Features in this part of subject sequence:

| euci ne-rich repeats and cal poni n honol ogy (CH) donain co.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query
C#IIIIC#
Sbj ct 28230847 CACA G 28230835

444
0/ 13 (0%

Features in this part of subject sequence:
retinobl astoma 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5 17
Itiity
Shjct 29897833 A GAGA 29897845

444
0/13 (0%

Features fl anki ng this part of subject sequence:
1376409 bp at 5' side: ol factonmedin 4 precursor
2714112 bp at 3' side: hypothetical protein LOC122183

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3
C#IIIIC#
Shj ct 35981328 ACA 35981316

444
0/13 (0%

Features flanking this part of subject sequence:
1641907 bp at 5' side: ol factonmedin 4 precursor
2448614 bp at 3' side: hypothetical protein LOC122183

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 1 13
# C[rIIII
Sbjct 36246814 36246826

444
0/ 13 (0%

Feat ur es fI ankl ng this part of subject sequence:
2928227 side: ol factomedin 4 precursor
1162294 bp at 3" side: hypothetical protein LOC122183

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

Sbjct 37533146 lel o éTl | IG»IA 37533134

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
3912825 bp at side: ol factomedin 4 precursor
177696 bp at 3' side: hypothetical protein LOC122183

Score = 26.3 bits
Identities = 13/13
St r and=Pl us/ M nus

Query 9 GAACTGAGATACG 21

|II| |1
Sbj ct 38517744 GAA %ACG 38517732

(Rbooy = Bops

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Features flanking this part of subject sequence:
227972 bp at 5 side: dachshund honmplog 1 isoformec
615569 bp at 3' side: hypothetical protein isoform1l

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

Sbjct 53648892 CACJT| o CITGAG 53648880

444
0/ 13 (0%

Features flanking this part of subject sequence:
715261 bp at 5" side: dachshund honolog 1 isoformc
128280 bp at 3' side: hypothetical protein isoform1l

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 1 TCACACTGGAACT 13

Sbjct 54136169 1F| W CJTl i 54136181

444
0/ 13 (0%

Features flanking this part of subject sequence:
89570 bB at 5 side: simlar to Fatty acid-binding protein, epidermal (E-FABP).
p

217185 at 3' side: sinmlar to MAP/mcrotubule affinity- regul ating kinase 3
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us
Query 5 17
Sbjct 54744694 ACJT CJTGAGA 54744706

Features fl anki ng this part of subject sequence:
285580 bp at 5" side: slit and trk like 6

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query
Clrllllclr
Sbj ct 67636224 CACA 67636236

444
0/ 13 (0%

>ref | NT_019546. 15| Hs12 19702 I Hormo sapi ens chronobsone 12 genonic contig, reference
Lengt h=32815934

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features fl anki ng this part of subject sequence:

625389 bp at 5 side: decorin isoforme precursor
340124 bp at 3' side: B-cell translocation protein 1

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=PI us/ Pl us

Query 1 CACTGGAACTCGA 15

Sbjct 15679909 ll' CACJT| o Cll' 15679923

28
0/ 15 (0%

Features fl anki ng this Part of subj ect sequence:
51407 bp at 5' side: |lin-7 honolog A
88979 bp at 3' side: hypothetical protein LOC79611

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100% Gaps

112
0/ 14 (0%
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St r and=Pl us/ Pl us
Query 9 GAACT GATiAlclelG
Sbjct 4865099 GAAClr erCGG 4865112

Features in this part of subject sequence:
nmet hi onyl am nopepti dase 2

Score = 26. 3 bits (13), Expect = 444

| dent i t| es = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 2 |C|A|C|ACT|G|G]AIACT|G|A|G|AT 18

Shj ct 19384245 CACACIF lr GAGAT 19384229

Features flanking this part of subject sequence:
1923 bB at 5 side: hypothetical protein LOC55332
p

89913 at 3' side: coiled-coil domain containing 53
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 3

|II|
Sbj ct 25799152 ACAC# C#GA 25799164

Features in this part of subject sequence:
hypot heti cal protein

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
Strand=Pl us/ M nus

Query 1 TCACACTGGAACTGAGA 17

Sbjct 26993421 1f| W C,JTl e CITlGlAlG»lA 26993405

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

>ref | NT_033899. 7| Hs11_34054 E Hormo sapi ens chronpbsone 11 genonmic contig, reference

Lengt h=38509590

Features in this part of subject sequence:

transi ent receptor potential cation channel, subfamly C, ...

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ M nus

Query 6 GGAACTGAGA AC 20

Sbjct 5012963 CJT| N CJT GAIFAC 5012949

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC120406

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ Pl us

Query 5 GCGAACTGAGATA 19

Sbjct 18128176 Alel ATl(':‘»IAIG»lAA 18128190

28
0/ 15 (0%

Features flanking this ﬁart of SUbi ect sequence:
19366 bB at 5 'side: hypothetical protein
788922 bp at 3' side: BUD13 honol og

Sort alignnents for this s
E value Score
Query start position Sul

Percent i
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Score:282b|ts (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 1 CACTGGAACTG 14
lr ICITI N lclrl
Shjct 19392692 GGAACTG 19392679

112
0/ 14 (0%

Features flanking this part of subject sequence: .
64951 bp at 5' side: olfactory receptor famly 10, subfanmily G menber 7
13547 bp at 3' side: BCSC-1 isoform1

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
Strand=Pl us/ M nus

Query 7 GGAACTGA 20

Sbjct 27537088 1F| N CJT GAlfl l 27537075

112
0/ 14 (0%

Feat ures fl anki ng this part of subject sequence:
2940907 bp at side: contactin 5 isoformlong

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 ( O/z) Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 3
Clrl | c,JT
Shj ct 48455 ACA GA 48443

Feat ures fl anki n% this part of subject sequence:
1141190 bp at side: contactin 5 isoformlong

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ Pl us
Query 1 TCACACTGGAACT 13

Sbjct 1848160 lfl AS C,JTl i 1848172

Features flanking this part of subject sequence:
75129 bp at 3' side: contactin 5 isoformlong

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=Pl us/ M nus
Query 7 GCGAACTGAGATA 19

Sbj ct 2914233 I'I'| CJTlGlAlG»lAA 2914221

444
0/ 13 (0%

Features in this Part of subj ect sequence:
contactin 5 isoformlong
contactin 5 isoformshort

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=Pl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbjct 3639071 I'I'| CJTlGlAlG»lAA 3639059

444
0/ 13 (0%

Features in this part of subject sequence:
gl utanmat e receptor, ionotrophi

(@]

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 2 CACACTGGAACTG 14

444
0/13 (0%
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Sbj ct 9412820 CACACJT ClT 9412832

Features flanking this part of subject sequence:
310772 bp at 5 side: DEAD (Asp-G u-Al a-Asp) box poI ypeptide 10
172426 bp at 3' side: hypothetical protein LOC39994

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 12684350 # C#GAGA A 12684338

444
0/ 13 (0%

Features flanking this part of subject sequence:
170831 bp at 5" side: hypothetical protein LOC120406
298066 bp at 3' side: imunoglobulin superfamly, menber 4D

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 10 AACTGAGATACGG 22

ANRNENAN
Sbjct 18311532 AAC# #ACGG 18311544

444
0/ 13 (0%

Features in this part of subject sequence:
KI AA0999 protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NRRNNNARN
Sbj ct 20398325 AC# C%GAGA 20398313

444
0/13 (0%

Features in this part of subject sequence:
SID1l transnenbrane famly, menber 2

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1 13
# C[rIIII
Sbjct 20617454 CACA 20617442

444
0/ 13 (0%

Features in this part of subject sequence:
Down syndrone cell adhesion nmolecule like 1

Score = 26. 3 bits (13), Expect = 444
| dent i t| es = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ Pl us

Query 3 ACACT GEAACTGAGATA

ARNNERRN
Sbj ct 21002766 ACAC%T C#GAGA A 21002782

Features flanking this ﬁart of SUbi ect sequence:
10664 bp at 5' side: hypothetical protein isoform 10
20016 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAG 16

RN
Sbj ct 28545217 CAC# C#GAG 28545229
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167 de 444

Features fl anki ng this part of subject sequence:
196732 bp at 5" side: hypothetical protein LOC399980
20476 bp at 3' side: hypothetical protein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=Pl us/ M nus
Query 6 GGAACTGAGAT 18

Sbjct 35289719 CJT| CJTl | IG»IA 35289707

>ref | NT_008984. 17| Hs11 9141 E Hormo sapi ens chronosone 11 genonic contig, reference
Lengt h=8549206

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features fl anki ng this part of subject sequence:

106911 bp at 5" side: FN5 protein
150047 bp at 3' side: Josephin dommin containing 3

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=PI us/ Pl us

Query 4 CACT! 18
Sbj ct 5580888 CACJT CJT GAIT 5580902

28
0/ 15 (0%

Features fl anki ng this part of subject sequence: .
297842 bB at 5 side: Kst eine and histidine-rich domain (CHORD)-containing, zi.
1704222 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5
Pl
Shjct 2515586 A GAGA 2515598

444
0/13 (0%

Features fl anki ng this part of subject sequence:
139956 bp at 5" side: hypothetical protein
16651 bp at 3' side: simlar to hephaestin isoform1

Score = 26. 3 bits (13), Expect

Identltl es = 13/13 (100% Gaps

St rand=Pl us/ Pl us

Query 8 GGAACTGAGATAC 20

, ARNAARANN
Sbj ct 5998723 c& #AC 5998735

444
0/ 13 (0%

Features flanking this part of subj ect sequence:
104088 bp at 5" side: piwi-like 4
43420 bp at 3' side: angionotin like 1

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 1
lr CJTI || |
Shjct 6719880 CACA 6719868

>ref | NT_033903. 7| Hs11_ 34058 Bl Hono sapi ens chronosone 11 genomic contig, reference
Lengt h=14395596

Sort alignnments for this s

E value Score Percent i
Query start position Sul
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Features in this part of subject sequence:
syntaxin 3A

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus
Query 3 ACACTGGAACTGAGA 17

Sbj ct 4834576 ACACJT| N CJTI As 4834562

28
0/ 15 (0%

Features in this Part of subj ect sequence:
solute carrier famly 22 nmenber 8

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGATA 19

NERNNNARN;
Sbj ct 8087436 c# C*GAGA A 8087423

112
0/ 14 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC219990

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=PI us/ Pl us
Query 7 CTGAGATA 19

N AN
Sbj ct 5118563 # C#GAGA A 5118575

444
0/13 (0%

>ref | NT_008583. 16| Hs10_ 8740 E Hormo sapi ens chronosone 10 genonic contig, reference
Lengt h=30112613

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
protein kinase, cGW-dependent, type I

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGA 20

NERNNNARN; II
Sbj ct 2270436 c& c# # 2270422

28
0/ 15 (0%

Features in this part of subject sequence:
protein kinase, cGW-dependent, type |

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus
Query 2 CACACTGGAACTGA 15

NANNENAR
Sbj ct 2095486 CACAC# c# 2095473

112
0/ 14 (0%

Features flanking this part of subject sequence:
312763 bp at 5" side: ankyrin 3 1soform?2
55480 bp at 3' side: hypothetical protein

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

N RN
Sbj ct 10764055 c# c# 10764043

444
0/ 13 (0%
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169 de 444

Features flanking this part of subject sequence:
118456 bp at 5" side: Rho-related BTB domain containing 1
380312 bp at 3' side: transmenbrane protein 26

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

Sbjct 11340923 C#l C#llll 11340911

444
0/ 13 (0%

Features in this part of subject sequence:
junonji domain containing 1C

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 6 GCGAACTGAGAT 18

Sbjct 13521863 C#l C#llhk 13521875

Features flanking this part of subject sequence:
810176 bp at 5" side: simlar to activator of S phase ki nase
940448 bp at 3' side: catenin, alpha 3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 3

|II|
Sbj ct 15290795 ACACJT clr 15290783

Feat ur es flank|n% this part of subject sequence:
1105382 bp at side: simlar to activator of S phase kinase
645242 bp at 3' side: catenin, alpha 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus

Query 5 17
Sbj ct 15586001 AC# C#GAGA 15585989

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
1234037 bp at side: simlar to activator of S phase kinase
516587 bp at 3' side: catenin, alpha 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 15714644 1r CJTGAGA A 15714656

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
260503 bp at 5" side: zinc finger protein 503
121042 bp at 3' side: chronosone 10 open reading frane 11

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 17
Ituit)
Sbjct 25972847 A GAEA 25972835

444
0/ 13 (0%
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>ref | NT_008413. 17| Hs9_8570 E Hormo sapi ens chronpbsone 9 genonic contig, reference a
Lengt h=39653686

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

65543 bp at 5 side: i1nsulin-like 4 precursor )
664 bp at 3' side: relaxin 2 isoform 1 preproprotein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

Query 3 ACACTGGAACTGAGA 17

Sbjct 5289420 !AlC)lAlCJTl(BlG»lA,lAlCJTIG»IAI(BIA 5289434

28
0/ 15 (0%

Features in this Part of subject sequence: )
solute carrier famly 24 (sodiunipotassiunical ci umexchan...

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus
Query 7 TGGAACTGAGATAC 20

NAANARRNAREY
Sbj ct 19510602 ll'GGAACJTGAGA]TAC 19510589

Features in this part of subject sequence:
junonji domain containing 2C

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 GAACTGAGATACG 21

ARNNNANARERN
Sbj ct 7054185 GAAcerAGALrACG 7054197

444
0/ 13 (0%

Features in this part of subject sequence:
junonji domain containing 2C

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NARRARNRRRAN
Sbj ct 7076540 ACll'GGAACJTGAGA 7076528

444
0/13 (0%

Features flanking this part of subject sequence: )
928343 bp at 5 side: ﬁrot ein tyrosine phosphatase, receptor type, Disoform4 .
950868 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAA |G|A|G|A 17

CT
, (NAERARN
Sbj ct 9652198 AcerGAAcerAGA 9652186

444
0/ 13 (0%

Features flanking this part of subject sequence:
35317 bB at 5 'side: nultiple PDZ domain protein
122701 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

444
0/ 13 (0%
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Sbj ct 13275643 CJT CJT GA]T 13275631

Features flanking this part of subject sequence:
38551 bB at 5 side: SH3-domain GRB2-1ike 2
p

639927 at 3' side: ADAMIS-like 1 i sof orm 3
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 6 CTGGAACTGAGAT 18
clrl N Clrl [ 1]
Shjct 17824304 GAGA 17824292

Features in this Part of subject sequence:
solute carrier famly 24 (sodiunl potassium cal ci um exchan.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 10 AACTGAGATACGG 22

ANRNENAN
Sbj ct 19606372 AACJT ITACCI; 19606384

444
0/13 (0%

Features flanking this part of subject sequence:
406033 bp at 5 side: DVRT-like famly Al o ] .
834600 bp at 3' side: ELAV (enbryonic lethal, abnormal vision, Drosophila)-Ilike.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 22847955 1r CJTGAGA A 22847943

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
1037394 bp at side: leucine rich repeat neuronal 6C
1401992 bp at 3' side: hypothetical protein

Score—263b|ts (13), Expec
Identities = 13/13 (100% Gap
St rand=Pl us/ M nus

Query 3
Clrl | clr
Sbj ct 28978075 ACA 28978063

444
0/ 13 (0%

Features flanking this ﬁart of subject sequence:
35030 bp at 5' side: YPOt hetical protein _
11406 bp at 3' side: olfactory receptor, famly 2, subfamly S, nmenber 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 6 GCGAACTGAGAT 18

Sbjct 35935718 lel C,JTl | IG»IA 35935730

>ref | NT_008470. 18| Hs9_8627 E Hormo sapi ens chronpbsone 9 genonic contig, reference a:
Lengt h=40394265

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

345907 bp at 5" side: deleted in esophageal cancer 1
156339 bp at 3' side: chronosone 9 open reading frame 27
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Score = 30.2 bits (15), Expect
Identities = 15/ 15 (100% Gaps
Strand=Pl us/ Pi us

Query 3
Shjct 25831516 ACACII' ClTGAGA 25831530

28
0/ 15 (0%

Features fl anki ng this part of subject sequence:
25514 bp at 5' side: hypothetical protein
5197 bp at 3' side: hyal uronan binding protein 4

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAGA 17

ARARAARRARANN
Sbj ct 6528570 CACJTGGAACJTGAGA 6528557

112
0/ 14 (0%

Features fl anki ng this part of subject sequence:
46422 bB at 5 'side: cathepsin L2 preproprotein
113826 bp at 3' side: zinc finger protein 322B

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1
lr Clrl | |
Shjct 7167964 CACA 7167952

444
0/13 (0%

Features fl anki ng this part of subject sequence:
33682 bp at 5' side: alpha 1 type XV collagen precursor
1626 bp at 3' side: transform ng gromh factor, beta receptor | precursor

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 5
Sbjct 9187055 AClr CITGAGA 9187067

444
0/ 13 (0%

Features flanking this part of sub{(ect sequence:
510318 bp at 5 side: Kruppel-like factor 4 (gut)
627474 bp at 3' side: si m ar to ribosomal protein L36

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

Sbjct 18082844 lel o éTl | IG»IA 18082832

444
0/ 13 (0%

Features in this part of subject sequence:
tunmor necrosis factor (ligand) superfamly, nenber 8

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

|II|
Sbj ct 24994054 ACACJT CITGA 24994066

Features in this part of subject sequence:
pr egnancy-associ ated plasnma protein A preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps

444
0/ 13 (0%
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St r and=Pl| us/ M nus
Query

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

||||
Sbj ct 26284065 CACAC# C#G 26284053

Features in this part of subject sequence:

pregnancy- associ ated pl asna protein A preproprotein

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

444
0/ 13 (0%

ANNUARRNRERY
Sbj ct 26469022 CAC#GEAAC#GAG 26469010

Features in this part of subject sequence:

astrotactin 2 isoforma
astrotactin 2 isoformb

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 7 GCGAACTGAGATA 19

444
0/ 13 (0%

Sbjct 27189004 1f| CJTlGlAlG»IAA 27189016

Features in this part of subject sequence:

astrotactin 2 isoforma
astrotactin 2 isoformb

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG 16

444
0/ 13 (0%

RN
Sbj ct 27444169 CAC# C#GAG 27444181

Features in this part of subject sequence:

astrotactin 2 isoforma
astrotactin 2 isoformb

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 3

444
0/ 13 (0%

||||
Sbj ct 27468505 ACAC# c# 27468493

Features in this part of subject sequence:

conpl ement conponent 5

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

444
0/ 13 (0%

N RN
Sbj ct 31109812 c& c# 31109800

Features flanking this part of subject sequence:
35102 bB at 5 'side: DAB2 interacting protein isoforml
p at 3' side: tubulin tyrosine ligase-like famly,

170458

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 3 ACACTGGAACTGA 15

444
0/ 13 (0%

05-01-2008 17:08
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Sbj ct 31902131 ACACJT ClT 31902143

>ref | NT_008183. 18| Hs8_8340 E Hormo sapi ens chronpbsone 8 genonmic contig, reference a:
Lengt h=38454502

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

6959 bp at 5 side: valosin containing protein p97)/p47 conplex interacting ...
3778 bp at 3' side: hypothetical protein LOC562

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAGAT 18

Sbjct 19439519 CACJT| o CJTI | IGIA 19439505

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC23514

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query
C#IIIIC#
Sbj ct 291006 ACA 290994

444
0/ 13 (0%

Features flanking this part of subject sequence:
17490 bp at 5' side: pleionorphic adenoma gene 1 ) ) o .
27080 bp at 3' side: coiled-coil-helix-coiled-coil-helix domain containing 7 i..

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=PI us/ Pl us
Query 5 ACTGGAACTGAGA 17

NRRNNNARN;
Sbj ct 8951671 Ac# C#GAGA 8951683

444
0/13 (0%

Features flanking this part of subject sequence:
440541 bp at 5" side: proenkephalin
77287 bp at 3' side: nyo-inositol nonophosphatase A3

Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5
Ituit)
Sbjct 9652418 A GAGA 9652406

444
0/ 13 (0%

Features flanking this part of subject sequence:
125944 pbp at 5" side: simlar to Collagen al pha- 1&VII) chai n precursor (Long-ch.
25167 bp at 3' side: hypothetical protein LOC9036

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus
Query 4 CACTGGAACTGAG 16

RN
Sbj ct 10886976 CAC# C#GAG 10886964

444
0/ 13 (0%

Features flanking this part of subject sequence:
819497 bp at 5" side: simlar to ribosomal protein Sl5a
218561 bp at 3' side: sulfatase 1
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Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 5 17
Pl
Sbjct 22110991 A GAGA 22111003

444
0/ 13 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC138046

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 6 GGAACTGAGAT 18

Sbjct 37560091 C#l C#llhk 37560103

444
0/ 13 (0%

>ref | NT_007995. 14| Hs8 8152 I Hormo sapi ens chronpbsone 8 genonic contig, reference a
Lengt h=14159284

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this Part of subject sequence:
simlar to indol eam ne 2, 3-di oxygenase

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus
Query 1 CACTGGAACTCGA 15

Sbjct 10176487 # C&lllIC# 10176473

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein

Score = 30. 2 bits (15), Expect
Identities = 15/ 15 (1009@ Gaps
St rand=PI us/ Pl us
Query 6 CTGGAACTGAGATAC 20

Sbj ct 11438714 C#||||C#||II#AC 11438728

28
0/ 15 (0%

Feat ur es flank|ng this part of subject sequence:
2138 bB at 5 side: steroidogenic acute regulator isoform2
p

10701 at 3' side: Lsnl protein
Score = 28. 2 bits (14), Expect = 112
Identities = 14/ 14 (100@@ Gaps = 0/ 14 (0%

St rand=PI us/ Pl us
Query 1 TCACACTGGAACTG 14
lrllllclrllllclrl
Sbjct 8330863 8330876
Feat ur es flank|ng this part of subject sequence:

90536 bB at 5 'side: protein expressed in prostate, ovary, testis, and placent..
225456 bp at 3' side: simlar to Cliary dynein heavy chain 11 (Axonena beta d.

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 18
fitiitinn
Sbjct 13622976 A GAGAT 13622963

112
0/ 14 (0%

Features flanking this part of subject sequence:
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si de:

5158 bB at 5'
p si de:

15695 at 3

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ M nus

Query 3

protei n phosphat ase 2,
testis expressed sequence 1

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

catalgtic subunit, beta isoforn

444
0/ 13 (0%

| AN
Sbj ct 995881 ACAclr ClFGA 995869

Features flanking this part of subject sequence:

side: simlar

838598 bp at 5
si de:

382196 bp at 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 4
Shj ct 5340532

netrinr ecept or

D o
CAcerGAAc,JTGAG 5340544

to ribosomal protein L10a
Unc5h4

444
0/ 13 (0%

Feat ures fl anki ng thlskﬁart of subject sequence:

3177 bp at 5 side PAP
3511 bp at 3' side:
Score = 26. 3 bits (13), Expect

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ M nus

Query 7 ¥
Shj ct 8450037 #

CTFﬁFﬁTA 19
C#GAGA A 8450025

protein
WHSC1L1 protein isoformlong

444
0/ 13 (0%

Features flanking this part of subject sequence:

si de:

166040 bp at 5
si de:

ankyrin
101130 bp at 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 8
ANRNEN

1 1soform8

MYST hi stone acetyltransferase (nonocytic | eukema) 3

444
0/ 13 (0%

GGAACTGAGATAC 20

Shjct 12008970 GGAACJTGAGA AC 12008982

Features flanking this part of subject sequence:

si de:

37346 bp at 5'
si de:

41558 bp at 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 5
Clrl
Shjct 12408438 A

>ref | NT
Lengt h=1290020

pl asm nogen acti vator,
I nhi bi tor of kappa I|ght pol ypepti de gene enhancer in B-c.

ti ssue type isoform2 precursor

444
0/ 13 (0%

17

C&GAGA 12408450

023684. 17| Hs8_23840 I Homo sapi ens chronosone 8 genonic contig, reference :

Features in this part of subject sequence:

poly (ADP-ribose) polynerase famly,

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=PI us/ Pl us

Query 2
Clrllllclrlll
Sbj ct 1024143 CACA

nmenber 10

28
0/ 15 (0%

16
1024157
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>ref | NT_008046. 15| Hs8_8203 Bl Homo sapi ens chronmosone 8 genonic contig, reference a:
Lengt h=57155273

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
cyclic nucl eotide gated channel beta 3

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGATAC 20

, NERRANNERNRNEY
Sbj ct 833034 leGGAACITGAGAlFAC 833020

28
0/ 15 (0%

Features in this part of subject sequence:
basic beta 1 syntrophin

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAGAT 18

ANNUARRRARANN
Sbj ct 34939903 CACITGGAAClFGAGA 34939889

28
0/ 15 (0%

Features flanking this ﬁart of subiect sequence:
17796 bB at 5 'side: hypothetical protein
194874 bp at 3' side: ankyrin repeat domain 46

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus
Query 3 ACACTGGAACTGAG 16

NANNERRRARERY
Sbj ct 14558082 ACACITGGAACIFGAG 14558069

112
0/ 14 (0%

Features flanking this part of subject sequence:
197294 bp at 5" side: hypothetical protein LOC9694
100276 bp at 3' side: hypothetical protein LOC157753

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus
Query 7 TGGAACTGAGATAC 20

MANNARRNRNEY
Sbj ct 22914307 1rGGAAC,JTGAGAerC 22914294

112
0/ 14 (0%

Features flanking this part of subject sequence:
745044 bp at 5 side: zinc finger transcription factor TRPS1 )
276330 bp at 3' side: eukaryotic translation initiation factor 3, subunit 3 gam

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us
Query 7 TGGAACTGAGATAC 20

Sbjct 30599080 #Ekkkkgkgkgkkk 30599093

112
0/ 14 (0%

Features in this part of subject sequence:
basic beta 1 syntrophin

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

112
0/ 14 (0%
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Query 5 A GGAACTGAGAT 18
Clrl N Clrl [ 1]
Shjct 35003550 A 35003563

Features flanking this part of subject sequence:
135651 bp at 5" side: zinc finger protein 406 isoform TR-ZFAT

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

664483 bp at 3' side: KH domain containing, RNA binding, signal transduction as.

Score = 28. 2 bits (14), Expect = 112
Identltl es = 14/ 14 (100% Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us
Query 3 ACA 16

CJTI clrl I I
Shj ct 49023793 ACA 49023806

Features flanking this part of subject sequence:

328846 bB at 5° side: KH domain containing, RNA binding, signal transduction as.
p

1836897 at 3' side: hypothetical protein LOC401478

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St r and=PI us/ M nus

Query 9 GAACTGAGATACGG 22

Sbjct 50206365 b CJTl AR 1f!°\|C|G|G 50206352

Features in this part of subject sequence:
cyclic nucl eotide binding domain containing 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 1
lr CJTI || |
Shjct 1343550 1343538
Features in this part of subject sequence:
matrix nmetal | oproteinase 16 isoform 1 preproprotein
matri x netal | oproteinase 16 isoform 2 preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT

Sbj ct 2473488 CJT CJTl | lG»IA 2473476

444
0/ 13 (0%

Features flanking this part of subject sequence:
622405 bp at 5 side: matrix netall oproteinase 16 isoform2 Ereproprot ein

808456 bp at 3' side: receptor-interacting serine-threoni ne ki nase
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 8 l(BlGlAiACTﬁAﬁATAC 20
Sbjct 3179965 CJT ITAC 3179953

Features flanking this part of subject sequence:
125607 bp at 5 side: solute carrier famly 26, menber 7 isoformb

440349 bp at 3' side: acute nyel ogenous | eukem a 1 translocation 1 protein isof.

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

ery A

444
0/ 13 (0%
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Shj ct 5750294 ACTGGAACTGAGA 5750282

Features in this part of subject sequence:
RNA bi nding notif protein 35A isoform 2
RNA bi nding notif protein 35A isoforml1

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 5
ity
Shjct 8904250 A GAGA 8904262

444
0/ 13 (0%

Features in this part of subject sequence:
suppressi on of tunorigenicity

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 ( 4/@ Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query

Sbjct 18817178 1fCACCCJT CITGAGA 18817162

Features in this g)(art of subj ect sequence:

col l agen, type XIV, alpha 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%
Strand=Pl us/ Pi us
Query 9 l(‘:‘]AiACTﬁAﬁATﬁch 21
Shj ct 34486845 CJTGAGA ACG 34486857

Features flanking this part of subject sequence:
685322 bp at 5 side: hypothetical protein LOC641384
583954 bp at 3' side: hypothetical protein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=Pl us/ Pl us
Query 4 CACTGGAACTGAG 16

AN
Sbj ct 42863781 CAC# C#GAG 42863793

Features fl anki ng this part of subject sequence: . )
553411 bB at 5 side: KH domain containing, RNA bindi ng, signal transduction as.
1612333 bp at 3' side: hypothetical protein LOC401478

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
il
Shjct 50430929 A GAGA 50430917

444
0/13 (0%

Features fl anki ng this part of subj ect sequence:
150115 bp at 5" side: collagen, ﬁpe XXI'l, al pha 1
584959 bp at 3' side: potassium channel, subf amly K, nenber 9

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3
clrl N clr
Shjct 53263721 ACA GA 53263709

444
0/13 (0%
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>ref | NT_034885. 3| Hs7_35047 E Hormo sapi ens chronpbsone 7 genonic contig, reference a:
Lengt h=736332

Sort alignments for this s
E value Score Percent i
Query start position Sul
Features in this part of subject sequence:
di pepti dyl - pepti dase 6 isoform 3

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 2 GGAACTGAG 16

CT
Sbjct 302064 lC!AlCllAUTlGlG»lA,lAlCJTIGIAIG 302050

28
0/ 15 (0%

Features in this part of subject sequence:
di pepti dyl - pepti dase 6 i soform3

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us
Query 4 GGAACTGAG 16

CT
Sbjct 300955 lC?!AJC?JTl(Bl(E»lA,lAlCJTlGlAIG 300967

>ref | NT_007933. 14| Hs7_8090 E Hormo sapi ens chronpbsone 7 genonic contig, reference a:
Lengt h=64426257

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

9068 bB at 5 side: NADH dehydrogenase (ul(ojicgui none) 1 al pha subconpl ex, 5
47626 bp at 3' side: ankyrin repeat and S box-contai ning 15

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

Query 4 IG.IAGAT

L ICTI N |CT L
Sbj ct 48390493 CACJTGGAACJTGAGA]T 48390507

28
0/ 15 (0%

Features flanking this part of subject sequence: ) )
5269 bB at 5 side: simlar to al do-keto reductase famly 1, nenber B1O isofo...
76676 bp at 3' side: 2, 3-bisphosphogl ycerate nutase

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAA 19

RN ICTIGIAIGIATiA
Sbj ct 59316450 ACJTGGAACJTGAGAITA 59316464

28
0/ 15 (0%

Features in this part of subject sequence:
HMG- box transcription factor 1

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGA 18

| ICTI ARNNEN IGIAT
Sbj ct 32013039 ACJTGGAACJTGAGAIT 32013026

112
0/ 14 (0%

Features flanking this part of subject sequence: o )
9867 bB at 5 side: simlar to oPp03| te strand transcription unit to Stag3
33091 bp at 3' side: hypothetical protein
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 4 CACTGGAACTGAG

AN
Sbjct 111484 CAC# C#GAG 111496

444
0/ 13 (0%

Features flanking this part of subject sequence:
50280 bp at 5' side: protein tyrosi ne phosphatase, non-receptor type 12
6898 bp at 3' side: round spermatid basic protein 1-1ike

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 3 CACTGGAACTGA

RN
Sbj ct 2553153 ACAC# c# 2553165

Features flanking this ﬁart of subiect sequence:

48164 bB at 5 side: ﬁpothetlca protein
735042 bp at 3' side: hepatocyte growmh factor isoform 1 preproprotein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%
Strand=Pl us/ Pi us
Query 3 ACACTGGAACTGA 15
: IIIC#IIIIC#
Shjct 5831119 GA 5831131

Features flanking this part of subject sequence:
249061 bp at 5" side: semaphorin 3E
63752 bp at 3' side: semaphorin 3A

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (949@ Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 4 CACT GEAACTGAGATAC 20

Sbjct 8761211 CAC#T|||C#EkEk AC 8761195

Feat ur es flank|ng this part of subject sequence:
62398 bp at 5' side: semaphorin 3D ) ) )
1627 bp at 3' side: simlar to dynein, cytoplasmc, |ight peptide

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 9 GAACTGAGATACG

NN
Sbj ct 10047893 GAAC# #ACG 10047881

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence: )
602244 bp at 5" side: simlar to dynein, cytoplasmc, |ight peptide
592964 bp at 3' side: glutanate receptor, netabotroplc 3 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus
Query 8 GGAACTGAGATAC 20

ANRANEY
Sbjct 11035774 cxyVKJr # 11035762

444
0/13 (0%

Features flanking this part of subject sequence:
3160 bB at 5' side: ﬁpOSIte strand transcription unit to STAG3
32731 bp at 3' side: hypothetical protein LOC441272
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 4 CACTGGAACTGAG 16

AN
Sbj ct 25107042 CAC# C#GAG 25107054

444
0/ 13 (0%

Features flank|ng this part of subject sequence:
26 bp at 5' e: thyroid receptor-interacting protein 6
2249 bp at 3' side: arsenate resistance protein ARS2 isoforma

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NARNNNARN
Sbj ct 25705239 AC# C%GAGA 25705227

Features in this part of subject sequence:
conponent of oligomeric golgi conplex 5 isoforml
conponent of oligoneric golgi conplex 5 isoform2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 3
C#IIIIC#
Shj ct 32331086 ACA GA 32331074

444
0/13 (0%

Features flanking this ﬁart of subiect seguence:
18578 bp at 5' side: hypothetical protein LOC154907
1760479 bp at 3' side: |MP2 inner mtochondrial menbrane protease-like

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 17
Ituit)
Sbjct 33726755 A GAEA 33726743

444
0/ 13 (0%

Features in this part of subject sequence:
interferon-rel ated devel opnental regulator 1
interferon-rel ated devel opnental regulator 1

Score = 26.3 bits (13), Expect

Identities = 13/13 (1009 Gaps 0/ 13 (09
St rand= PIus/PIus ( a2 P (0%
Query 1 TFﬁFﬁCTFF?ﬁCT 13
Sbjct 37275442 # C# 37275454

Features flanking this part of subject sequence:
504299 bp at 5 side: protein phosphatase 1 glycogen-binding regulatory subunit
3205 bp at 3" side: forkhead box P2 isoforml

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 3

|II|
Sbj ct 39246938 ACAC# C#GA 39246926

Features in this part of subject sequence:
forkhead box P2 isoform!]l
forkhead box P2 isoformll
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Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 17

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

|
Shj ct 39423353 AClF ClFGAGA 39423341

Features in this part of subject sequence:
transnenbrane 4 superfamly nenber 12

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

ARRNNNARN
Sbj ct 45662107 AClF C[FGAGA 456

444

0/ 13 (0%

62095

Features flanking this part of subject sequence

85923 bB at 5' side: simlar to Ssu72
p at 3' side: G protein-coupled receptor 37

183635

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 3

Sbjct 49386508 ACAC#||||C#GA 493

Features flanking this part of subj
1052 bp at 5' side: hypothetica
413874 bp at 3' side: muskelin 1,

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 8 GGAACTGAGATAC 20

444
0/ 13 (0%

86520

j ect sequence:

protein isoform2

RNA pol yner ase |

CTD phosphat ase honol og

intracel lul ar nedi ator containing kelch notifs

444
0/ 13 (0%

AN
Sbj ct 55645653 GGAACJT erc 55645665

Features in this part of subject s
SEC8 protein isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 2

equence:

444
0/ 13 (0%

||||
Sbj ct 58591100 CACACJT clr 58591112

Features flanking this part of subject sequence:

107308 bp at 5" side: ATP/GTP binding protein-like 3

6077 bp at 3' side: hypothetica

protel n LOC55281

Score = 26. 3 bits (13), Expect = 4
Identities = 13/13 (100@@ Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18
clrl Clrllll
Sbj ct 59889997 59889985

Features in this Part of subject sequence:

solute carrier

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

amly 13 (sodiunfsul fate synporters),

444
0/13 (0%
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Query 10 AACTF???T?FFF
Sbhjct 60443168 AAC# #ACGG 60443156
Features flanking this part of subject sequence:

271052 bp at 5" side: simlar to transient receptor potential cation channel, s.
337118 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 3
c#llllc#
Shjct 61265621 ACA GA 61265633

444
0/ 13 (0%

>ref | NT_025741. 14| Hs6_25897 Bl Hono sapi ens chronosone 6 genonmic contig, reference i
Lengt h=61645385

Sort alignnments for this s
E value Score Percent
Query start position Sul
Features in this part of subject sequence:
pepti dyl prolyl 1sonerase (cyclophilin)-like 6

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ M nus
Query 3 ACACTGGAACTGAGA 17

ARRNNEARN
Sbjct 13928132 ACAC# c# 13928118

28
0/ 15 (0%

Features in this part of subject sequence:
hypot heti cal protein

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGATA 19

NRRNNNRRRNY
Sbj ct 24256869 c# c# # 24256856

112
0/ 14 (0%

Features flanking this part of subject sequence:
159853 bp at 5 side: A-kinase anchor protein 7 isoformbeta
131691 bp at 3' side: arginase, type I

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ Pl us
Query 4 CACTGGAACTGAGA 17

Sbjct 35867148 CAC#||||C#II|| 35867161

112
0/ 14 (0%

Features in this part of subject sequence:
eyes absent 4 isoforma
eyes absent 4 isoformd

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus
Query 6 19

Sbj ct 37817227 C*l C&llllkl 37817214

Features flanking this part of subject sequence:
95462 bB at 5' side: mannosi dase, endo-al pha
501277 bp at 3' side: fucosyltransferase 9 (al pha (1,3) fucosyltransferase)
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Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query
# Clrllll
Sbj ct 319212 319200

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
216662 bp at 5" side: fucosyltransferase 9 (al pha 81,3) fucosyl transferase)
100965 bp at 3' side: hypothetical protein LOC2337

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 3 ACACTGGAACTGA 15

(NANNERRR
Sbj ct 1038230 ACAC# c& 1038242

444
0/13 (0%

Features in this gart of subj ect sequence:
APG5 aut ophagy

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 7 CTGAGATA 19

ARN
Sbj ct 10863422 # C#GAGA A 10863434

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
142542 bp at 5 side: Sac dommi n-containing inositol phosphatase 3
11290 bp at 3' side: G protein-coupled receptor 6

Score = 26.3 bits_(13), Expect = ~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 2 CACACTGGAACTGAGAT 18

NN ARRANEARN
Sbj ct 14458455 CACACAGGAA c# GAGAT 14458439

Features flanking this part of subject sequence:
564 bp at 5 side: 3-1i ke, catalytic subunit of DNA pol ynerase zeta
66609 bp at 3' side: hypothetlcal protein

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query
c#llllc#
Sbj ct 15907585 CACA G 15907573

444
0/ 13 (0%

Features flanking this part of subj ect sequence:
147893 bp at 5" side: phosphol a
128789 bp at 3' side: ASF1 ant|-5|lenC|ng function 1 honolog A

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 23197577 GGAAC# #AC 23197565

Features flanking this part of subject sequence:
988920 bp at 5" side: hypothetical protein
256346 bp at 3' side: hypothetical protein LOC221322

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/P us ( " P (0%

Query 7 X CTlG.lAlG»IATA 19
Sbj ct 25259229 J'I' CJTGAGAA 25259241

Features flanking this ﬁart of SUbi ect sequence:
25067 bB at 5 'side: hypothetical protein LOC134829
p

129761 at 3' side: triadin
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St r and=Pl us/ M nus
Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 27514420 # C#GAGA A 27514408

Features in this part of subject sequence:
T-cell |ynmphonma breakpoi nt-associated target 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 6 GGAACTGAGAT 18

N RN
Sbj ct 28245602 c& c# 28245614

444
0/13 (0%

Features in this part of subject sequence:
T-cell |ynmphonma breakpoi nt-associated target 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1 13
# C[rllll
Shjct 28310810 28310798

444
0/ 13 (0%

Features flanking this part of subject sequence:
32740 bB at 5 'side: KlIAA1913
326787 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 10 AACTGAGATACGG 22

NN NN
Sbj ct 34900212 AAC#GAGA ACGG 34900224

444
0/ 13 (0%

Features in this part of subject sequence:
herme binding protein 2

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query
c#llllc#
Sbj ct 42835203 CACA G 42835215

444
0/ 13 (0%

Features flanking this part of suHSect sequence:
224 bp at 5 side: simlar to NHS-like 1 isoform1
71223 bp at 3' side: coiled-coil domain containing 28A

Score = 26.3 bits (13), Expect = 4
Identities = 13/13 (100% Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 9 GAACTGAGATACG 21
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Sbj ct 43128018 GAACJT GAJTACG 43128006

Features in this part of subject sequence:
simlar to ECT2 protein (Epithelial cell-transform ng seq.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbj ct 43275092 J'I'| CJTlG»lAlG»IAA 43275080

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
48252 bp at 5' side: nuscle-derived protein 77 . )
35965 bp at 3' side: Cbp/p300-interacting transactivator, with @ u/Asp-rich ca..

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 2 CACA GGAACTGAGAT

c# ||IC#III
Shjct 43762717 CACA TGAA! 43762733
Features fl anki ng this part of subject sequence:

111926 bp at 5 side: G protein-coupled receptor 126 beta 2 o
197654 bp at 3' side: human i munodeficiency virus type | enhancer binding prot.

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us
Query 1 TCACACTGGAACT 13

ANRANNRARRN
Sbj ct 46981007 # c# 46981019

Features in this part of subject sequence:
andr ogen-i nduced 1

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

RN
Sbj ct 47718404 CAC# C#GAG 47718392

444
0/ 13 (0%

Features flanking this part of subject sequence:
42401 bB at 5' side: utrophin
732281 bp at 3' side: laforin isoformb

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
Strand=Pl us/ Pi us

Query 1 TCACACTGGAACTGAGA 17
#IIIIC#IIIGC#III

Sbj ct 49318963 GAGA 49318979

Features flanking this part of subject sequence:

268339 bp at 5" side: uronyl-2-sul fotransferase
27531 bp at 3' side: mtogen-activated protein kinase kinase kinase 7 interact.

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 6 GAGAT 18

Sbjct 53768020 lel C,JTl | IG»IA 53768032
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Features in this part of subject sequence
chronmosone 6 open reading frane 71

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 3 ACACTGGAACTGA 15

, NANNERRARANEN
Sbj ct 54816413 ACAC]TGGAACIFGA 54816425

444
0/ 13 (0%

Features in this part of subject sequence:
opioid receptor, mu 1 isoform MOR-10
opioid receptor, nmu 1 isoform MOR-1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

|II|
Sbj ct 58527189 ACACJT CITGA 58527201

Features flanking this part of subject sequence:
76887 bp at 5' side: claudin 20
43558 bp at 3' side: NADPH oxi dase 3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 5 17

I
Sbj ct 59778840 AClF c,JTGAGA 59778828

>ref | NT_034880. 3| Hs6_35042 E Hormo sapi ens chronpbsone 6 genonic contig, reference a:
Lengt h=9194728

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

108105 bp at 5" side: phenyl al ani ne-t RNA synt het ase 2
119428 bp at 3' side: neuritin precursor

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ Pi us

Query 2 CACA 16
Nitm iy
Shjct 5819766 CACA 5819780

28
0/ 15 (0%

Features in this part of subject sequence:
bone norphogenetic protein 6 precursor

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGA AC 20

Sbj ct 7741307 CJT| N CJT GA]TAC 7741293

28
0/ 15 (0%

Features flanking this ﬁart of SUbi ect sequence:
17000 bp at 5' side: hypothetical protein LOC642316
65906 bp at 3' side: hypothetical protein

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus
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189 de 444

Query 5 cnmAcwcﬁemIAce 21
c#llllck G;Clrlll
Sbj ct 160817 A ACG 160801

Features in this part of subject sequence:
hypot heti cal protein LOC221749

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query
C#IIIIC#
Sbj ct 3664641 CACA G 3664653

444
0/ 13 (0%

Features in this Eart of subject sequence:

phenyl al ani ne-t RNA synt het ase 2
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 2
c#llllc#
Shjct 5469035 CACA G 5469047

Features in this part of subject sequence:
coagul ation factor Xl Il Al subunit precursor

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=PI us/ Pl us

Query 7 CTGAGATA 19

N AN
Sbjct 6169125 # C#GAGA A 6169137

444
0/ 13 (0%

Features flanking this part of subject sequence:

179585 bp at 5 side: MD-1, RP105-associ ated
216991 bp at 3' side: hypot hetical protein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 6 CTGGAACTGAGAT 18

NRRNNNARN;
Sbj ct 6774456 c# c# GAGAT 6774444

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

>ref | NT_007592. 14| Hs6_7749 Bl Homo sapi ens chronpbsone 6 genonic contig, reference a

Lengt h=48945890

Features in this part of subject sequence:

CDK5 regul atory subunit associated protein 1-like 1

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAACTGAGA 17

NRRNNNARN
Sbj ct 11822303 ACAC# c# 11822289

28
0/ 15 (0%

Features in this part of subject sequence:
pol yductin isoform1l
pol yductin isoform 2

Score = 30.2 bhits (15), Expect = 28

Sort alignnments for this s
E value Score Percent i
Query start position Sul
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Identities = 15/15 (100%, Gaps = 0/ 15 (09
St rand=Pl us/ M nus ( " P (0%

Query 4 CTGGAACTGAGAT

: |I|C1r|||||C1r||||lr
Sbj ct 42658007 CACTGGAACTGAGAT 42657993
Features flanking this part of subject sequence:

256240 bp at 5 side: CDK5 regulatory subunit associated protein 1-like 1
107243 bp at 3' side: SRY (sex determ ning region Y)-box 4

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 1 TCACACTGGAACTG 14

ANANNRARRANY
Sbj ct 12345761 1|'CACACJTGGAACJTG 12345774

112
0/ 14 (0%

Features in this part of subject sequence:
| eucine rich repeat containing 1

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 4 CACTGGAA |G|A|G|A 17

CT
ANNUAARN
Sbj ct 44619544 CACJTGGAACJTGAGA 44619557

112
0/ 14 (0%

Features flanking this part of subject sequence:
381412 bp at 5 side: neural precursor cell expressed, devel opnentally down-reg.
100539 bp at 3' side: hypothetical protein LOC84830

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

ANARRARNARRN
Sbj ct 2472430 CACJTGGAACJTGAG 2472418

444
0/ 13 (0%

Features flanking this part of subject sequence:
448408 bp at 5 side: CD83 antigen isoforma
393629 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

NARNNRRNAREN
Sbjct 5442138 GGAAClFGAGA AC 5442126

444
0/ 13 (0%

Features flanking this BE” of subject sequence:
95662 bp at 5' side: K oncogene (DNA bi ndi ng)
39874 bp at 3' side: IBR domain containing 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 5

CTGGAACTGAGA 17
, I Iclrl L) | lc,Jrl |1
Sbjct 9218131 ACTGGAACTGAGA 9218143

Features flanking this part of subject sequence: ) ) )
220021 bp at 5" side: inhibitor of DNA binding 4, dom nant negative helix-I|oop-.
43625 bp at 3' side: simlar to Oacyltransferase (nenbrane bound) domain cont..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%
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Query
c#llllc#
Sbjct 10917143 CACA G 10917131
Feat ur es flank|ng this part of subject sequence:

215268 bp at 5 side: CDK5 regulatory subunit associated protein 1-like 1
148216 bp at 3' side: SRY (sex determ ning region Y)-box 4

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=PI us/ Pl us
Query 2 CACACTGGAACTG 14

ANRNNNRRN
Sbj ct 12304789 CACAC# C#G 12304801

Feat ur es flank|ng this part of subject sequence:
31791 bp at 5 side: chronpbsone 6 open reading frane 62
26776 bp at 3' side: genminin

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 15608938 15608950

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
139233 bp at 5" side: zinc finger Proteln 184 (KruppeI-I|ke)
195986 bp at 3' side: H2B histone famly, nenb

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 7 CTGAGATA 19

RN
Sbj ct 18437557 # C%GAEA A 18437569

444
0/ 13 (0%

Features flanking this Eart of subject sequence:
4931 bp at 5' side: M dormai n containing 2 _
766 bp at 3' side: motilin isoform1 preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus
Query 2 CACACTGGAACTG 14

ANRANNRRRN
Sbj ct 24620086 CACAC# C#G 24620074

444
0/ 13 (0%

Features flanking this part of subject sequence:
31926 bp at 5 side: tubby like protein 1
31039 bp at 3' side: FK506 binding protein 5

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 3

|II|
Sbj ct 26370823 ACAC# C#GA 26370811

Features in this part of subject sequence:
ki nesin fam |y menber

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 2 CACACTGGAACTG 14

444
0/ 13 (0%
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ANANARRRRNNY
Sbj ct 30249155 CACAcerGAAcer 30249143

Features flanking this part of subject sequence:
31503 bp at 5' side: transcription factor EB
14124 bp at 3' side: progastricsin (pepsinogen C

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

AERARNNERAN
Sbj ct 32548716 ClI'GGAACJTGAGA 32548704

444
0/ 13 (0%

Features flanking this part of subject sequence: .
118663 bp at 5 side: runt-related transcription factor 2 isoformc
237108 bp at 3' side: chloride intracellular channel 5

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

ey 2 L
Shj ct 36491967 CACACJTGGAACJTG 36491955
Features flanking this part of subject sequence:

204996 bp at 5 side: transcription factor AP-2 beta (activating enhancer bindi.
467766 bp at 3' side: polyductin isoforml

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 3 ACACT|G|G|AIA 15

CT
, NN AU
Sbj ct 41874332 ACAC]TGGAACIFGA 41874344

444
0/ 13 (0%

Features flanking this part of subject sequence: . _ o
253581 bp at 5 side: transcription factor AP-2 beta (activating enhancer bindi.
419181 bp at 3' side: polyductin isoforml

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

NERAARRARANN
Sbj ct 41922929 AcerGAAc,JTGAGA 41922917

Features in this part of subject sequence: )
honol og of yeast |ong chain polyunsaturated fatty acid el...

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

NANANARRNRNEY
Sbj ct 44003386 GGAAC,JTGAGAerC 44003398

Features flanking this part of subject sequence: )
146039 bp at 5" side: 3-hydroxynethyl-3-nethyl gl utaryl -Coenzynme A | yase-like 1
30427 bp at 3' side: bone norphogenetic protein 5 preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAA lGIAIGIA 17

CT
NNARRAN
Sbj ct 46448123 ACJTGGAACJTGAGA 46448135

444
0/ 13 (0%
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Features in this part of subject sequence:
bone norphogenetic protein 5 preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 6 GGAACTGAGAT 18

Sbj ct 46579420 CJT| CJTl | IG»IA 46579432

444
0/ 13 (0%

>ref | NT_007422. 13| Hs6_7579 I Hormo sapi ens chronobsone 6 genonic contig, reference a
Lengt h=10134273

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

205172 bp at 5" side: hypothetical protein
19081 bp at 3' side: quaking homol og, KH domain RNA binding i sof orm HX-5

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 2 CACA 16
ASree clr'
Sbjct 6104486 CACA 6104472

28
0/ 15 (0%

Features in this part of subject sequence:
NEWL dommi n containing protein isoforml
NEWL donai n containing protein isoform?2

Score = 28. 2 bits (14), Expect

Identities = 14/ 14 (100% Gaps

St rand=PI us/ Pl us

Query 9 GAACTGAGATACGG 22

ARNNRNAR NN
Sbj ct 115559 c# # 115572

112
0/ 14 (0%

Features in this part of subject sequence:
ri bosomal protein S6 kinase, 90kDa, polypeptide 2 isoformb

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5
Pl
Shjct 9377747 A GAGA 9377759

444
0/ 13 (0%

>ref | NT_034772. 5| Hs5_34934 I Homo sapi ens chronposone 5 genonic contig, reference a
Lengt h=41199371

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

905429 bB at 5 side: nudix -type notif 12
2915564 bp at 3' side: ephrin-A5

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAACTGAGATA 19

NARNNNARANY
Sbj ct 6216391 Ac# c# # 6216405

28
0/ 15 (0%
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Features flanking this part of subject sequence:
1128058 bp at 5' side: ST8 al pha-N-acetyl -neuramni ni de al pha-2, 8-sial yl transferas
205832 bp at 3' side: solute carrier organic anion transporter famly, menber 4C

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAGATAC 20

Sbjct 3781730 I'I'| N CJTl AR Il'AC 3781743

112
0/ 14 (0%

Features flanking this part of subject sequence:
1244313 bp at 5' side: ST8 al pha-N-acetyl -neurani ni de al pha-2, 8-sial yl transferas
89574 bp at 3’ SI de: solute carrier organic anion transporter famly, menber 4Cl

Score:263b|ts (13), Expect = 444

Identities = 16/ 17 (94% Gaps = 0/ 17 (0%

St rand=Pl us/ M nus

Query 4 CA GGAACTGAGATAC 20
C#IIIICk #

Sbjct 3898001 CA GACATAC 3897985

Features flanking this part of subject sequence:

1104658 bp at 5' side: nudix —tgpe notif 12
2716337 bp at 3' side: ephrin-A

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 4 CACTGGAACTGAG

AN
Sbj ct 6415632 CAC# C#GAG 6415620

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
2833481 bp at side: nudix -type nmotif 12
987514 bp at 3' side: ephrin-A5

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltl es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

ARRNNNARN;
Sbj ct 8144455 AC# C#GAGA 8144443

Feat ures fl anki ng this part of subject sequence:
3267560 bp at side: nudix -type notif 12
553435 bp at 3' side: ephrin-A5

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

AN
Sbj ct 8578522 (EB%AC# #AC 8578534

Feat ures fl anki ng this part of subject sequence:
1180524 bp at side: hypothetical protein
83130 bp at 3' side: DIWdonain containing 2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 GCGAACTGAGATA 19

Sbjct 20508495 J'I'| CJTlG»lAlG»IAA 20508483

444
0/ 13 (0%

Features flanking this part of subject sequence:

194 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe)

195 de 444

739480 bp at 5' side: casein kinase 1, gamm 3 isoform2
284007 bp at 3' side: zinc finger protein 608

Score = 26. 3 bits (13), Expect = 444
Identltl es = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ Pl us

Query 6 GGAACTGAGATACGG

RN NANRN AR
Sbj ct 26104583 c# GC# #ACGG 26104599

Features flanking this part of subggﬁbasequence 4 . b
protein i sof orm

26290 bp at 5' side: heat sho
68357 bp at 3' side: follistatin-like 4

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 5 ACTGGAACTGAGA 17

Sbjct 34881443 Alel o éTlG»IAIG»lA 34881431

444
0/ 13 (0%

Features in this part of subject sequence:

smal | induci bl e cytokine B14 precursor
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG 16

RN
Sbj ct 37328137 CAC# C#GAG 37328125

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

>ref | NT_029289. 10| Hs5_29448 E Hormo sapi ens chronpbsone 5 genomic contig, reference :

Lengt h=16301663

Features flanking this part of subject sequence:
952946 bp at 5" side: neuronmedin U receptor 2
i onot r opi c,

132815 bp at 3' side: glutamate receptor,

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ Pi us
Query 6 CTGGAACTGAGATAC 20

Sbjct 13900556 CJT| o CJTl AR lI'AC 13900570

28
0/ 15 (0%

Features in this part of subject sequence:
neuregulin 2 isoform4
neuregulin 2 isoform3
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us

Query 5 17
clr' clr

Sbjct 526286 A GAGA 526298

Features in this part of subject sequence:
putative nucl ear protein ORF1l-FL49

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAACTGA 15

444
0/13 (0%

Sort alignnents for this s
E value Score
Query start position Sul

Percent i
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Sbj ct 765102 ACACJT CJT 765090

Features in this part of subject sequence:
serine peptidase inhibitor, Kazal type 5 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 7 CTGAEATA 19

Sbj ct 8633059 #l C&Ekhk A 8633071

444
0/ 13 (0%

Features flanking this ﬁart of subiect seguence:
57971 bp at 5 side: hypothetical protein
12751 bp at 3' side: actin binding LIMprotein fanmly, nember 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT

N RN
Sbj ct 9671844 clr CJT 9671832

444
0/13 (0%

Features in this part of subject sequence:
FAT tunor suppressor 2 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus
Query 7 CTGAGATA 19

N ARN
Sbj ct 12062927 1r CJTGAGA A 12062915

444
0/13 (0%

Features in this part of subject sequence:
FAT tunor suppressor 2 precursor

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 7 TGGAACTGAEATA 19

NRRNNNARN;
Sbjct 12102884 1r C]TGAGA A 12102896

Features flanking this part of subject sequence:
806973 bp at 5 side: neuronedin U receptor 2
278790 bp at 3' side: glutamate receptor, ionotropic, AMPA 1

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 5 17
Ituit)
Sbjct 13754595 A GAEA 13754583

444
0/ 13 (0%

>ref | NT_022853. 14| Hs4_23009 I8 Homo sapi ens chronosone 4 genonic contig, reference i
Lengt h=7074452

Sort alignnments for this s
E value Score Percent
Query start position Sul
Features flanking this part of subject sequence:

11954 bB at 5 'side: platelet-derived growh factor receptor al pha precursor
350775 bp at 3' side: v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene hom

Score = 30.2 bhits (15), Expect = 28
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Identities = 15/15 (1009 Gaps = 0/ 15 (09
St rand= Plus/M nus ( " P (0%

Query 6 GEAACTGA 20
C#IIIIC# #
Sbj ct 2513290 GAGATAC 2513276

Features flanking this part of subject sequence:

326688 bp at 5" side: v-kit Hardy-Zuckerman 4 feline sarconma vira

oncogene hom
14685 bp at 3' side: kinase insert domain receptor (a type Il

receptor tyrosi.

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100@@ Gaps = 0/ 13 (0%
St rand=PI us/ Pl us

Query 6 CTGGAACTGAGAT 18
C’1r||||C[r|||I
Sbj ct 3271294 GAGAT 3271306

>ref | NT_005612. 15| Hs3_ 5769 E Hormo sapi ens chronobsone 3 genonic contig, reference a
Lengt h=100530253

Sort alignments for this s
E value Score Percent
Query start position Sul
Features flanking this part of subject sequence:
41474 bB at 5' side: profilin 2 isoforma
253286 bp at 3' side: hypothetical protein

Score = 30. 2 bits (15), Expect

28
Identities = 15/15 (1009 Gaps 0/ 15 (09
St rand=Pl us/ M nus ( " P (09

Query 6 GﬁAACTGAGATAC 20
C#IIIIC#IIII#
Sbj ct 56225277 GATAC 56225263

Features flanking this part of subject sequence:

179948 bp at 5 side: simlar to PQ | oop repeat containing 2 isoform1l
339732 bp at 3' side: short stature honmeobox i soforma

Score = 30. 2 bits (15), Expect

28
Identities = 15/15 (1009 Gaps 0/ 15 (09
St r and=Pl us/ Pl us ( " P (0%

Query 6 (I¥¢(TGAGATAC
C#IIIIC#IIII#
Sbj ct 63971220 GATAC 63971234

Feat ur es flank|ng this ﬁart of subiect seguence:
40504 B at 5 'side: hypothetical protein
p

727728 at 3' side: S|n1lar to nesenchymal stemcell protein DSC92 isoform 2

Score = 30.2 bhits (15), Expect

= 28
Identltles = 15/ 15 (1009 Gaps = 0/15 (09
St r and= PIus/M nus ( " P (0%

Query 6 CTGGAACTGAGATAC 20

ARRNNNARN;
Sbj ct 69486807 c# c# #AC 69486793

Features flanking this part of subject sequence:
222670 bB at 5 side: sinmlar to CGL7293-PA
p

1654199 at 3' side: sinmlar to Ephrin type-A receptor 6 precursor (Tyrosine-p

Score = 28.2 bits (14), Expect

Identities = 14/ 14 (1009@ Gaps
St r and=Pl| us/ M nus

112
0/ 14 (0%

Query 6 CTGAGATA 19
c#l C[rlll
Shjct 1374697 GAGA A 1374684
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Features flanking this part of subject sequence:
224272 bB at 5 side: sinmlar to CGL7293-PA
p

1652597
Score = 28.2 hits (14), Expect = 112
Identities = 14/ 14 (100@6 Gaps = 0/ 14 (0%

St rand= PIus/M nus

Query 6 CTGAEATA 19
c#l C[rIII

Sbjct 1376299 GAA A 1376286

Features in this part of subject sequence:
zinc finger protein ZNF- U69274

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ Pl us
Query 1 CACTGGAACTG 14

Sbjct 7870156 # C#||||C#G 7870169

112
0/ 14 (0%

Features flanking this part of subject sequence

107087 bp at 5" side: follistatin-like 1 precursor
38514 bp at 3' side: NADH dehydrogenase (ubi qui none) 1 beta subconpl ex,

Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us
Query 6 19

Sbjct 26771826 C# C# GA#A 26771839

Features flanking this part of subject sequence:

2770 bp at 5' side: RAB, nenber of RAS oncogene famly
5263 bp at 3' side: general transcription factor

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ Pl us

Query 5 18
C#IIIIC# #
Sbjct 26959270 Al GAGAT 26959283

Feat ur es flank|ng this part of subiect seguence:
3875 bB at 5' side: eukaryotic e
p

50400 at 3' side: DnaJ honol og, subfamly B, nenber 8
Score = 28. 2 bits (14), Expect = 112
Identities = 14/ 14 (100@@ Gaps = 0/ 14 (0%

St rand=Pl us/ M nus
Query 3 ACACTGGAACTGAG 16
. |||C%IIIIC#IH
Sbjct 34626136 ACA GAG 34626123

Feat ur es flank|ng this part of subject sequence:

11164 bB at 5' side: phospholipase D1, Fhophatldylchollne specific
p domai n contai ning 3B

363252 at 3' side: fibronectin type

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@6 Gaps
St rand=Pl us/ Pl us

Query 2 CACACT 15
Shjct 77962155 CACAC# c# 77962168

112
0/ 14 (0%

Features flanking this part of subject sequence:

198 de 444

ongation factor,

at 3' side: sinlar to Ephrin type-A receptor 6 precursor (Tyrosine-p

4, 15kDa

= polypeptlde 1 (al pha su.

sel enocyst ei ne-t RNA-specific
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120830 bp at 5' side: ﬁ53 target zinc finger protein isoform2
10231 bp at 3' side: osphoi nosi ti de-3- ki nase, catal ytic, al pha pol ypeptide

Score = 28. 2 bits (14), Expect
| dent i t| es = 14/ 14 (100% Gaps
St rand=Pl us/ Pl us

Query 4 CA GGAACTGAGA 17
Clrl N Clrl [ 1]
Shj ct 85401520 CA 85401533

112
0/ 14 (0%

Features in this part of subject sequence: )
simlar to Ephrin type-A receptor 6 precursor (Tyrosine-p...

Score = 26.3 bits (13), Expect 444
I dentiti Ies /= 13/13 (100%, Gaps 0/13 (0%
us u

St r and=P Pl

S
Query 9 GAACTGAGATACG 21

Sbjct 3521527 A CJTl AR JT!AICIG 3521539

Features in this part of subject sequence:
Cas-Br-M (murine) ecotropic retroviral transforning seque.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 7 TGGAACTGAGATA 19

Sbjct 11878399 1F| N CJTlGlAlG»IA A 11878411

444
0/ 13 (0%

Features flanking this part of subject sequence:
164711 bp at 5 side: testes devel opnent-rel ated NYD-SP17
167164 bp at 3' side: HMGBOX transcription factor BBX

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 GCGAACTGAGATA 19

Sbj ct 13757278 JT CJTlG»lAlG»IAA 13757290

444
0/ 13 (0%

Features flanking this part of subject sequence:
1251558 bp at 5' side: developrmental pluripotency associated 4
303142 bp at 3' side: hypothetical protein LOC151760 isoform1
Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 3
clrl AN clr
Shjct 16803068 ACA 16803080

444
0/ 13 (0%

Features flanking this ﬁart of SUbi ect sequence:
86329 bp at 5' side: hypot hetl cal protein LOC151760 isoform1
92315 bp at 3' side: nectin

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3
clrl AN clr
Shjct 17193696 ACA GA 17193684

444
0/ 13 (0%

Features flanking this part of subject sequence:
153078 bp at 5" side: steroid-sensitive protein 1 _
22968 bp at 3' side: CD200 cell surface glycoprotein receptor isoform?2
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Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 1 13
# C[rllll
Shjct 19006988 19006976

444
0/ 13 (0%

Features flanking this part of subject sequence:
1223324 bp at 5' side: zinc finger and BTB domai n containing 20
48496 bp at 3' side: growh associated protein 43

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 7 TGGAACTGAGATA 19

NERNNNARN;
Sbj ct 21789187 # C#GAGA A 21789175

444
0/13 (0%

Feat ur es flank|ng this Part of subject sequence:
51637 bB at 5 'side: linbic systemassociated nenbrane prote|n
149217 bp at 3' side: similar to basic |eucine zipper and W2 donains 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 22710661 CACA 22710673

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
828277 bB at 5 side: simlar to heat shock 70kD protein binding protein
1246994 bp at 3' side: i munoglobulin superfanily, menber 11 isoforma

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 6 GGAACTGAGAT 18

RN
Sbj ct 23869507 c# c# 23869519

444
0/ 13 (0%

Feat ur es flanklng this part of subject sequence:
1941715 bp at side: simlar to heat shock 70kD protein binding protein
133552 bp at 3' side: i munoglobulin superfanmily, menber 11 isoforma

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
Strand=Pl us/ Pi us
Query 1 TCACACTGGAACTGAGA 17
#IIIIC#IIIIG#IIH
Shj ct 24982945 GAGA 24982961

Features in this part of subject sequence:
sorting nexin 4

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 7 CTGAEATA 19

Sbjct 31694535 #l C#EkEk A 31694547

Features flanking this part of subject sequence:
1880 bp at 5' side: hypothetical protein LOC57461
7586 bp at 3' side: zinc finger protein 9

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

Query 7 X CTlG.lAlG»IATA 19
Sbj ct 35376856 J'I' CJTGAGAA 35376844

Features in this part of subject sequence:
5'-3" exoribonucl ease 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5 17
clr' clr
Sbjct 48579070 A GAGA 48579082

444
0/ 13 (0%

Features in this Part of subj ect sequence:
solute carrier

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=Pl us/ Pl us

Query 7 GCGAACTGAGATA 19

Sbj ct 49858259 J'I'| CJTlG»lAlG»IAA 49858271

Features fl anki ng this part of subject sequence:
556775 bp at 5 side: hypothetical protein isoforml
762747 bp at 3' side: angiotensin Il receptor, type 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 1 13
# C[rllll
Shjct 54191210 CACA 54191222

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
712523 bp at 5 side: hypothetical protein isoforml
606999 bp at 3' side: angiotensin Il receptor, type 1

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

N RN
Sbj ct 54346970 c# c# 54346958

444
0/ 13 (0%

Features in this part of subject sequence:
WV domai n contal ning transcription regulator 1

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Ituit)
Sbjct 55751690 A GAGA 55751678

444
0/ 13 (0%

Features flanking this part of subject sequence:
265916 bp at 5" side: hypothetical protein

am ly 9 (sodiunifhydrogen exchanger), isof...

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

353583 bp at 3' side: Src honol ogy 3 donmi n-contai ni ng guani ne nucl eoti de excha.

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 4 CACTGGAACTGAG 16
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Sbjct 59981333 |O|A|CJT|(3|G|A,|A|CJTIG»IAIG

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

59981345

Features flanking this part of subject sequence:

132096 bp at 5
450444 bp at 3'

si de:
si de:

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 4 7

CACTGGAACTGAG 16

slit and trk |like 3 protein
but yryl chol i nest erase precursor

444
0/ 13 (0%

ANNEARARN
Sbj ct 71535864 CACJTGGAACJTGAG 71535876

Features flanking this part of subject sequence:

209248 bp at 5
65401 bp at 3'

si de:
si de:

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query CACTGGAA

simlar to EGF-1|ike-donain,
ecotropic viral

IGl4

. : multiple 3 isoform2
integration site 1

444
0/ 13 (0%

CT
NN |
Sbj ct 75232446 CACACJTGGAACJTG 75232434

Features flanking this part of subject sequence:

186847 bp at 5
378804 bp at 3'

si de:

side: tetratri

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query
ARARER!

PXR2b protein

copeptide repeat domain 14

GGAACTGAGATAC 20

444
0/ 13 (0%

, AN
Sbj ct 86436384 GGAAClFGAGA AC 86436396

Features flanking this part of subject sequence:

si de:

578502 bp at 5 si
si de:

390873 bp at 3'

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 4 i

CACTGGAACTGAG 16

sex-determ ning region Y-box 2
hypot heti cal

protein

444
0/ 13 (0%

ANAARRR
Sbj ct 88504754 CAc,JTGGAAcerAG 88504766

Features flanking this part of subject sequence:

177553 bp at 5 side: UDP-d cNAc: betaGal beta-1, 3-N acetyl gl ucosam nyl transfera.
43427 bp at 3' side: kelch-like 6
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 4 GCGAACTGAG 16

Sbjct 89661438

CT
CACTEEAAETEAG 89661426

Features in this part of subject sequence:

TBCC donmin containing 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query GAACTGAGATACG

21

444
0/ 13 (0%

RANNERNRR AN
Sbj ct 92765406 GAAcerAGALrACG 92765394
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Features flanking this part of subject sequence: .
258344 bp at 5" side: LIMdomain containing preferred translocation partner in .
74551 bp at 3' side: hypothetical protein LOC285386

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PIl us/ M nus

Query 3
Clrl || clr
Sbj ct 95345773 ACA GA 95345761

444
0/ 13 (0%

>ref | NT_026970. 9| Hs2_ 27130 E Hormo sapi ens chronpbsone 2 genonic contig, reference a:
Lengt h=2594449

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

175721 bp at 5" side: simlar to Nucleolar transcription factor 1 (Upstream bin.
57891 bp at 3' side: protein inmmuno-reactive with anti-PTH pol yclonal antibodies

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=PIl us/ M nus

Query 1 CACTGGAACTGA 15

Sbjct 1141743 I'I' lCJTl(ElGlAlAIClTIGIA 1141729

28
0/ 15 (0%

Features flanking this part of subject sequence:
10970 bp at 5 'side: similar to lung-inducible neuralized-related C3HC4 RI NG d.
20559 bp at 3' side: AT rich interactive domain 5A isoforml

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5
Pl
Shjct 1855822 A GAGA 1855834

444
0/13 (0%

>ref | NT_004487. 18| Hs1_ 4644 I Homo sapi ens chronposone 1 genonic contig, reference a
Lengt h=56413061

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features fl anking th|s part of subject seguence:
5445 bB at 5 sid MADS box transcription enhancer factor 2, polypeptide D (.
37731 bp at 3' si de IQ notif containing GIPase activating prot ein 3

Score = 30. 2 bits (15), Expect = 28
Identities = 18/19 (94% Gaps = 0/19 (0%
St rand=Pl us/ M nus

Query 1 TCACACTGGAACTGAGATA 19

NN RRRANEARN
Sbj ct 6948902 lI'CACACAGGAACJTGAGA A 6948884

Features in this part of subject sequence:
Fc receptor-like 5

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ Pl us

Query 3 ACA GGAACTGAGA 17
Clrl N Clrl [ 1]
Shj ct 7988032 ACA 7988046

28
0/ 15 (0%
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Features flanking this part of subject sequence: _
262235 bp at 5 side: tenascin R (restrictin, janusin) .
276190 bp at 3' side: ring finger and WD repeat domain 2 isoform d24

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
Strand=Pl us/ M nus

Query GGAACTGAG

CT
Sbjct 26128453 l('l,lAlC,lAlc,JTlGlGlAL\llelGlAlCS 26128439

28
0/ 15 (0%

Features flanking this part of subject sequence:
178766 bp at 5 side: simlar to Y74C9A. 3
185613 bp at 3' side: NTKL-binding protein 1

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAACTGAGAT 18

NERAARRARANN
Sbj ct 20806032 AcerGAAc,JTGAGAlr 20806019

112
0/ 14 (0%

Features in this part of subject sequence:
ring finger and WD repeat domain 2 isoform d24
ring finger and WD repeat domain 2 isoforma

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 2 15

|||||CT|||||CTII
Sbj ct 26491465 CACAcerGAAcerL\ 26491452

112
0/ 14 (0%

Features flanking this part of subject sequence:
130847 bp at 5" side: hxpot hetical protein LOC116461
273803 bp at 3' side: chronpbsone 1 open reading frane 21

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/14 (100%, Gaps
St r and=Pl us/ M nus
Query GGAACTG 14

L IOIAICTI N ICTI
Sbj ct 34663195 1|'CACACJTGGAACJTG 34663182

Features flanking this part of subject sequence:
859 bB at 5 side: hypothetical protein LOC54964
2918 bp at 3' side: CDC42 snall effector 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAA |G|A|G|A 17

CT
(NAERARN
Sbj ct 1514148 ACll'GGAACJTGAGA 1514160

444
0/13 (0%

Features in this part of subject sequence:
S100 cal ci um binding protein A9

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 5 ACTGGAA |G|A|G|A 17

CT
: NRERARN
Sbj ct 3822060 AcerGAAcerAGA 3822048

444
0/ 13 (0%

Features in this part of subject sequence:
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simlar to S100 cal ci um bi ndi ng

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

protein A7-like 1

444
0/ 13 (0%

205 de 444

St r and=Pl| us/ M nus

Query 5 ACTGGAACTGAGA 17

NARRARNRERAN
Sbj ct 3900782 AcerGAAcerAGA 3900770

Features in this part of subject sequence:
Fc receptor-like 2 isoformb
Fc receptor-like 2 isoforma
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 3 ACACTGGAACTGA

Sbjct 8227646 !AlC,lAlc/JT|CS|(3»|A|A\|CI'FIGIA 8227658

Features in this part of subject sequence:
hypot heti cal protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus

Query 3 ACACTGGAACTGA 15

Sbjct 8385919 !AlC,lAl('/JT|CS|(3»|A|A\|CI'FIGIA 8385907

Features flanking this ﬁart of _subi' ect sequence:
y

67381 bp at 5' side: pot hetical protein
83031 bp at 3' side: kin of IRRE |Ike

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT 18

CT
Sbj ct 8453358 lCJTlGlGlA:lAlCJTlGlAlG»IA 8453346

Features in this part of subject sequence:
G protein-coupled receptor 161 isoform 2
G protein-coupled receptor 161 isoform1l

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query GGAACT 13

CACT
, lrl | 1] |C1r| ARN!
Sbj ct 18559252 TCACACTGGAACT 18559240

444
0/ 13 (0%

Features in this part of subject sequence:
coagul ation factor V precursor

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GGAACTGAGATAC 20

MENANANANRNEY
Sbj ct 20021086 GGAACJTGAGAITAC 20021098

Features flanking this part of subject sequence: o
37050 bB at 5' side: Influenza virus NS1A binding protein isoformb
p

388225 at 3' side: hemicentin 1
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206 de 444

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Ituit)
Sbjct 35806041 A GAGA 35806029

444
0/ 13 (0%

Features flanking this part of subject sequence: ] )
494450 bB at 5 side: simlar to solute carrier family 4 (anion exchanger), nmem
1895750 bp at 3' side: family with sequence simlarity 5, nenber

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

|II|
Sbj ct 38661740 ACACJT CITGA 38661752

Feat ures fl anki ng this part of subject sequence:
1808214 bp at side: simlar to solute carrier famly 4 (anion exchanger), nmem
581986 bp at 3' side: fanmily with sequence simlarity 5 nenber C

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 7 TGGAACTGAGATA 19

Sbjct 39975504 1f| N CJTlGlAl(':‘»IA A 39975516

444
0/ 13 (0%

Features in this part of subject sequence:
zinc finger and BTB domai n contai ni ng 41

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

AN
Sbj ct 47653124 GGAACJT erc 47653112

>ref | NT_021877. 18| Hs1_22033 E Hormo sapi ens chronpbsone 1 genomic contig, reference :
Lengt h=17265625

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

661316 bp at 5" side: EI exin A2
352395 bp at 3' side: hypothetical protein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100% Gaps
Strand=Pl us/ M nus

Query 4 CACT 18
Shjct 2570376 CACJT CJT GAIT 2570362

28
0/ 15 (0%

Features flanking this part of subject sequence:
50880 bp at 5' side: Fc al pha/nmu receptor .
940 bp at 3' side: specifically androgen-regul ated protein

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 4 CA 17
Shjct 712129 CA GAGA 712142
b iy

112
0/ 14 (0%
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Features flanking this part of subject sequence:
41644 bB at 5 'side: plexin A2
p

972068 at 3' side: hypothetical protein
Score = 28. 2 bits (14), Expect = 112
Identltl es = 14/ 14 (100% Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us
Query 3 ACACT lelGlAiACTGA 16
Sbjct 1950690 ACACJT CLFGAG 1950703

Features flanking this part of subject sequence:
12521 bB at 5 side: SCIRP10-related protein
p

156482 at 3' side: activating transcription factor 3 delta Zip isoform
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100% Gaps = 0/14 (0%

Strand=Pl us/ M nus

Query 5 ACTGGAACTGAGAT 18
Clrllllclrlll

Sbj ct 6149661 A GAGAT 6149648

Features in this part of subject sequence:

| KK-rel at ed ki nase epsilon
hypot heti cal protein LOC574431

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PI us/ Pl us
Query 1 CTGGAACTGA 17

# Clrllll #
Sbj ct 183756 CACA GAGA 183772
Features flanking this part of subject sequence:

75861 bB at 5 side: H2.0-like honeo box 1
373259 bp at 3' side: hypothetical protein LOC400804

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG

NN
Sbj ct 14651698 CAC# C#GAG 14651686

444
0/ 13 (0%

Features flanking this ﬁart of SUbi ect sequence:
39084 bB at 5 'side: hypothetical protein LOC400823
154646 bp at 3' side: d| spatched A

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

NN
Sbjct 16479299 CAC# C#GAG 16479287

444
0/13 (0%

>ref | NW 926584. 1| HsCr aAADB02_571 I Hormo sapi ens chronmpsone 17 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=15369037

Sort alignments for this s
E value Score Percent i
Query start position Sul
Features in this part of subject sequence:
hypot heti cal protein LOC9912

Score = 28.2 bits (14), Expect = 112
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Identities = 14/14 (1009 Gaps = 0/ 14 (09
St rand= Plus/M nus ( " P (0%

Query 7 GEAACTGA 20
lrllllclr lr
Shjct 12730646 GAGATAC 12730633

Features in this part of subject sequence:
syntaxin 8

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 5
Iitnity
Shjct 9211394 A GAGA 9211406

444
0/ 13 (0%

Features flanking this part of subject sequence:
395146 bp at 5" side: hypothetical protein

21190 bp at 3' side: hypothetical protein LOC388336

Score = 26.3 bits_(13), Expect = ~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=Pl us/ M nus
Query 2 CACACTGGAACTGAGAT 18

NRNNEARN
Sbj ct 11072463 CACACJT clr 11072447

Features in this Part of subj se uence

dynei n, axonenm

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

AN
Sbj ct 11473201 GGAACJT erc 11473213

444
0/ 13 (0%

Features flanking this ﬁart of subiect seguence:
59229 bB at 5' side: hypothetica
391463 bp

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 7 CTGAGATA 19

RN
Sbj ct 14684835 1r C]TGAGA A 14684847

444
0/ 13 (0%

iect
heavy pol ypepti i soform 2

protein LOCA00576
at 3' side: peripheral nyelin protein 22

>ref | NW 926462. 1| HsCr aAADB02_560 Bl Hono sapi ens chronosone 16 genomic contig, altel

(based on Cel era assenbly)
Lengt h=23685799

Features flanking this ﬁart of subiect sequence:

21351 bB at 5 'side: hypothetical protein
p

445851 at 3' side: cerebellin 1 precursor
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us
Query 1 CTFF??CT 14
Sbj ct 2444220 # C# C#G 2444233

Features flanking this part of subject sequence:

208 de 444

Sort alignnments for this s
E value Score Percent
Query start position Sul
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41147 bB at 5 side: zinc finger protein 423
p

161473 at 3' side: hypothetical protein LOC255919
Score = 28.2 hits (14), Expect = 112
Identities = 14/ 14 (100@6 Gaps = 0/ 14 (0%

Strand=Pl us/ Pi us
Query 1 CACTGGAACTG
# c#llllc#
Shj ct 3475640 G 3475653
Features flanking this part of subject sequence:

10486 bp at 5 side: cadherin 5, type 2 preproprotein
98973 bp at 3' side: thynidine ki nase 2, mitochondria

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ Pi us
Query 6 CTGGAACTGAGATA 19

Sbjct 20018255 C#||||C#||II#| 20018268

112
0/ 14 (0%

=

Features flanking this part of subject sequence:
297042 bp at 5" side: hypothetical protein
170161 bp at 3' side: cerebellin 1 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 5 17
Shjct 2719923 AC# C#GAGA 2719911

444
0/ 13 (0%

Features in this part of subject sequence:
naked cuticle honolog 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

Sbj ct 4184481 GEAAC%EkEk kk 4184493

444
0/ 13 (0%

Feat ur es flank|ng this part of subject sequence:
443015 bp at 5" side: sal-like 1
431257 bp at 3' side: hypothetlcal protein isoform4

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 6 CTGGAACTGAGAT 18

NERNNNARN;
Sbj ct 5209340 c& c# GAGAT 5209352

444
0/13 (0%

Feat ur es flank|ng this part of subject sequence:
521808 bp at 5" side: sal-like
352464 bp at 3' side: hypothetlcal protein isoform4

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 1
# C[rIIII
Sbjct 5288133 5288145

444
0/ 13 (0%

Features flanking this part of subject sequence:
34960 bp at 5' side: G protein coupled receptor 114
39687 bp at 3' side: G protein-coupled receptor 56 isoforma

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 5 17
Ituit)
Sbjct 11210519 A GAGA 11210531

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
1370040 bp at side: hypothetical protein LOC650767
230553 bp at 3' side: simlar to serine palmtoyltransferase subunit 1 isoformb

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 3

IIH
Sbj ct 13725420 ACAC# C#GA 13725408

Features flanking this ﬁart of sub ect sequence:
24446 bp at 5 side: hypothetic protein
1273775 bp at 3' side: cadherin 8, type 2 preproprotein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ Pl us
Query 1 TCACACTC—:GAACT 13

Sbjct 13982907 1F| W CJTl i 13982919

Features flanking this ﬁart of sub ect sequence:
55516 bp at 5' side: hypothetic protein
1242705 bp at 3' side: cadherin 8, type 2 preproprotein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=Pl us/ Pl us

Query 5 17
Shjct 14013977 ACJT CJTGAGA 14013989

Features flanking this part of subject sequence:
1298201 bp at 5' side: hypothetical protein
20 bp at 3' si de cadherin 8, type 2 preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 4 CACTGGAACTGAG 16

NN
Sbj ct 15256674 CAC# C#GAG 15256662

444
0/13 (0%

Features in this part of subject sequence:
hypot heti cal protein isoform4
hypot heti cal protein isoformb5

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5 17
Pl
Shjct 18962007 A GAGA 18962019

444
0/13 (0%

Features flanking this part of subject sequence:
13374 bp at 5' side: chenpkine-like factor superfanmily 4 isoform2
75435 bp at 3' side: dynein, cytoplasnic, light internedi ate pol ypeptide 2
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus
Query 5 ACTGGAA lGIAIGIA 17

| ICTI N |CT
Sbj ct 20255161 ACJTGGAACJTGAGA 20255149

444
0/ 13 (0%

>ref | NW 926528. 1| HsCr aAADB02_566 E Hormo sapi ens chronpbsone 16 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=13777636

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
c- Maf -i nducing protein CGmp isoform
c- Maf -i nducing protein Tc-m p isoform

112

Score = 28.2 hits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl| us/ M nus

Query 4 CACTGGAA! |G|A|G|A 17

CT
, ARARRRRN
Sbj ct 7087086 CAClFGGAAClFGAGA 7087073

Features in this part of subject sequence:
WD repeat domain 59

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us
Query 1 TCACACTGGAACT

CT
ANANNERRRN
Sbj ct 526304 lFCACACJTGGAA 526316

444
0/ 13 (0%

Features in this part of subject sequence:
cadherin 13 preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 2 CACACTGGAACTG 14

Sbjct 9194074 l('l,lAlC,lAlc,JTchlBlAu('llflt'i 9194062

444
0/ 13 (0%

>ref | NW 925940. 1| HsCr aAADB0O2_513 Bl Hono sapi ens chronosone 15 genomic contig, altel
(based on Cel era assenbly)
Lengt h=17317633

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: )
556280 bp at 5 side: simlar to ATP/GIP binding protein 1 )
291820 bp at 3' side: neurotrophic tyrosine kinase, receptor, type 3 isoformb .

112

Score = 28.2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=PIl us/ M nus
Query GGAACTGAGAT 18

CT
NARRARNRRRAN
Sbj ct 3022445 ACll'GGAACJTGAGA 3022432

Features in this part of subject sequence:
m tochondrial ribosonal protein Sl1 isofor

b
m tochondrial ribosonal protein Sl11 isoforma

33
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Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=PIl us/ M nus
Query 1 CACTGGAACTG 14

Sbj ct 3912672 ll' CJTl N ClTG 3912659

112
0/ 14 (0%

Features flanking this part of subject sequence:
190959 bp at 5" side: simlar to Solute carrier organic an|on transporter faml.
39938 bp at 3' side: ST8 al pha-N-acetyl -neurani ni de al pha-2, 8-si al yltransferase

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@@ Gaps
St rand=PIl us/ M nus
Query 2 CACACTGGAACTGA 15

NANNENAR
Sbj ct 7802023 CACAC# c# 7802010

112
0/ 14 (0%

Features flanking this part of subject sequence:
139472 bp at 5" side: phosPhodlesterase 8A isoform 3 . )
109048 bp at 3' side: simlar to Fatty acid-binding protein, epiderml (E-FABP)

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 3
C&IIIIC%
Shjct 742178 ACA GA 742190

444
0/ 13 (0%

Features flanking this part of subject sequence:
89495 bB at 5 'side: simlar to ATP/GIP binding protein 1 )
758606 bp at 3' side: neurotrophic tyrosine kinase, receptor, type 3 isoformb .

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 8 GGAACTGAGATAC

AN
Sbj ct 2555647 GEAAC% #AC 2555659

444
0/ 13 (0%

Features in this part of subject sequence:
IQ nmotif containing GIPase activating protein 1

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 6 GGAACTGAGAT

RN
Sbj ct 5889277 c# c# 5889289

444
0/ 13 (0%

Features flanking this part of subject sequence:
926285 bp at 5" side: hypothetical protein
15934 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 10 AACTGAGATACGG 22

ANANENAR]
Sbjct 11706263 AAC# #ACGG 11706251

Features flanking this part of subject sequence:
160796 bp at 5" side: hypothetical protein
190202 bp at 3' side: hypothetical protein LOC283777

Score = 26.3 bits (13), Expect = 444
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/ Pl us ( " P (0%

Query 6 GGAACTGAGAT
clrl Clrllll
Shjct 13703298 GAGA 13703310

Feat ur es flank|ng thls part of subject sequence:
6335 bB at 5 side: MADS box transcription enhancer factor 2, polypeptide A (.
p

10038 at 3' side: hypothetical protein LOC145748
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100@@ Gaps = 0/ 13 (0%

St r and=Pl us/ M nus
Query 3 ACACTGGAACTGA 15
. |||C1r||||C1r
Sbjct 15171062 ACA 15171050

>ref | NW 925506. 1| HsCr aAADBO2_474 E Hormo sapi ens chronosone 13 genonic contig, alter
(based on Cel era assenbly)
Lengt h=22380413

Sort alignnments for this s
E value Score Percent
Query start position Sul

Feat ur es flanklng this part of subject sequence:

2015666 bp at si de: Ypothetlcal protein
454994 bp at 3' side: kelch-like protein

Score = 28.2 hits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
Strand=Pl us/ Pi us

Query 6 CTGGAACTGAGATA 19

NRRNNNARN;
Sbjct 5412128 le C]TGAGA A 5412141

112
0/ 14 (0%

Features flanking this part of subject sequence:
282850 bp at 5" side: hypothetical protein
7109 bp at 3" side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ Pl us
Query 6 19

Sbjct 10582338 C#l C#||||#| 10582351

112
0/ 14 (0%

Features flanking this part of subject sequence:
224694 bp at 5" side: dachshund honplog 1 isoformb
615359 bp at 3' side: hypothetical protein isoform3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG

AN
Sbj ct 8256886 CACJT CJTGAG 8256874

444
0/ 13 (0%

Feat ur es flank|ng this part of subLect seguence:
711596 bp at 5" side: dachshund honplog 1 isoformb
128457 bp at 3' side: hypothetical prote|n i soform 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 1
lr Clrllll
Shjct 8743776 CACA 8743788

444
0/13 (0%
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Features fl anking thls part of subject sequence:
89946 bB at 5 side: simlar to Fatty acid-binding protein, epidernal (E-FABP).
p

217178 at 3' side: sinmlar to MAP/mcrotubule affinity- regulatlng ki nase 3
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us

Query 5 17
clr' clr

Sbjct 9352861 A GAGA 9352873

Features flanking this part of subject sequence
285492 bp at 5" side: slit and trk like 6

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query
C1r||||C1r
Shjct 22258823 CACA G 22258835

444
0/13 (0%

>ref | NW 925495, 1|HBCraAADBOZ 473 B Hono sapi ens chronposone 13 genonic contig, alter
(based on Cel era assenbly)
Lengt h=11111593

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
94148 bB at 5 side: protocadherin 20
897364 bp at 3' side: simlar to sequestosonme 1 isoform1l

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ Pl us
Query 1 CACTGGAACTGAGAT

Sbj ct 8899964 # C#lll C#||Ek 8899981

Feat ur es flank|ng this part of subject sequence:
1376926 side: ol factonmedin 4 precursor
13516 bp at 3" side: simlar to ribosomal protein L13a isoform?2

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus
Query 3 ACACT GEAACTGA

AN
Sbj ct 1844458 ACAC# c# 1844446

444
0/ 13 (0%

Features flanking this part of subject sequence:
251349 bB at 5 side: sinmlar to ribosonal protein L13a isoform3
p

2907831 at 3' side: protocadherin 17
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/ 13 (0%
St rand=PI us/ Pl us

Query 1 GEAACT 13
lr Clrllll
Sbj ct 2109934 2109946

Feat ur es flank|ng this part of subject sequence:
1538274 bp at 5' side: sinmlar to ribosonal protein L13a isoform3
1620906 bp at 3' side: protocadherin 17
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Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 6 GGAACTGAGAT

N RN
Sbj ct 3396871 le c:lr 3396859

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
2522784 bp at side: simlar to ribosomal protein L13a isoform3
636396 bp at 3' side: protocadherin 17

Score = 26.3 bi
Identities = 1
St rand=Pl us/ M

Query 9 GAACTGAGATACG 21

Sbjct 4381381 A CJTl AR lf!AICIG 4381369

its (13), Expect
3/13 (100% Gaps
nus

444
0/ 13 (0%

>ref | NT_079592. 2| Hs7_79657 Bl Hono sapi ens chronosone 7 genonmic contig, alternate a:
(based on CRA TCAGchr7v2)
Lengt h=58008433

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
149931 bp at 5" side: hypothetical protein LOC399844
56570 bp at 3' side: hypothetical protein

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus
Query 1 CACTGGAACTG

Sbjct 179310 I'I' CJ'I'| N ClTG 179297

Features flanking this part of subject sequence:
171168 bp at 5" side: hypothetical protein LOC399844
35334 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1
lr clrl | |
Shj ct 200546 200534

444
0/ 13 (0%

Features in this part of subject sequence:
COX19 cytochrone c oxi dase assenbly honol og

Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 5
It
Sbjct 1016397 A GAGA 1016385

444
0/ 13 (0%

Features in this part of subject sequence:
MADL- | i ke 1 protein
MAD1-1ike 1 protein

Score = 26. 3 bits (13), Expect

Identltl es = 13/13 (100% Gaps

St rand=Pl us/ Pl us

Query 7 CTGAGATA 19

N AN
Sbj ct 2023731 lr C]TGAGA A 2023743

444
0/ 13 (0%
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Features in this part of subject sequence:
TRI AD3 protein 1soforma
TRIAD3 protein isoformb
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

Query 5 17
i
Shjct 5706781 A GAGA 5706769

Features flanking this part of subject sequence:
505951 bp at 5 side: neurexophi |n 1 precursor )
473962 bp at 3' side: sinmlar to C3 and PZP-1li ke, al pha-2-macroglobulin domain .

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query
C1r||||C1r
Shjct 9295684 ACA GA 9295696

444
0/13 (0%

Features flanking this part of subject sequence:
74918 bB at 5 'side: PHD finger protein 14 isoform?2
198217 bp at 3' side: simlar to abnormal GONad devel opnent family nmenber (gon-.

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 7 CTGAEATA 19

N RN
Sbjct 11220597 # C%GAEA A 11220609

444
0/ 13 (0%

Features in this part of subject sequence:
basi ¢ | euci ne zi pper and W2 donai ns 2

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 4 CACTGGAACTGAG

RN
Sbjct 16710942 CAC# C#GAG 16710954

444
0/ 13 (0%

Features in this part of subject sequence:
hypot heti cal protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand= PIus/M nus

Query 7 TGGAACTGAGATA 19

Sbjct 17319639 #l|||C#EkEk A 17319627

Features in this part of subject sequence:
aryl hydrocarbon receptor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 AACTGAGATACGG 22

ANANENAR]
Sbj ct 17354032 AAC# #ACGG 17354020

Features in this part of subject sequence:
sorting nexin 13
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Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1 13
# C[rIIII
Sbjct 17878451 17878439

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
108176 bp at 5" side: putative binding protein 7a5
60589 bp at 3' side: hypothetical proteln

Score = 26.3 bits (1 ) Expect = 444
Identities = 13/13 ( O% Gaps = 0/ 13 (0%
St rand=Pl us/ Pl us

Query 7 GCGAACTGAGATA 19

Sbjct 20311004 1f| CJTlGlAl(':‘»IAA 20311016

Features in this part of subject sequence:
par at hyroi d hor none-responsi ve Bl isof or

3
par at hyroi d hor none-responsi ve Bl isoform4

33

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 8 GGAACTGAGATAC 20

NARANNRARN
Sbj ct 33554691 c% #AC 33554703

444
0/ 13 (0%

Features flanking this part of subject sequence:
167239 bp at 5" side: T-box transcription factor TBX20
212527 bp at 3' side: HERPUD famly nmenber 2

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 4 CACT GGAACTGAGATAC 20

Sbjct 35449569 CACJT CJTIG»IAIGIA AC 35449585

Features in this part of subject sequence:
cell division cycle 10 isoform1
cell division cycle 10 isoform?2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 7 CTGAGATA 19

ARN
Sbj ct 35879930 # C#GAGA A 35879942

444
0/13 (0%

Features flanking this part of subject sequence:
439812 bp at 5 side: similar to CDCl4 cell division cycle 14 honol og B
289507 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us
Query 4 CACTGGAACTGAG 16

NN
Sbj ct 49398923 CAC# C#GAG 49398935

444
0/13 (0%

Features in this part of subject sequence:
growth factor receptor-bound protein 10 isoforma
growm h factor receptor-bound protein 10 isoformb
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 3 ACACTGGAA! IGIA 15

| 1] ICTI N |CT
Sbj ct 50708730 ACACJTGGAACITGA 50708742

444
0/ 13 (0%

Features flanking this ﬁart of subi' ect sequence:

41445 bB at 5' “side: Kpot hetical protein LOC401337
689764 bp at 3' side: hypothetical protein LOC222008
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ M nus

Query 2 CACACTGGAACTG 14

ANANNNARRNRN
Sbj ct 53876479 CACACJTGGAACJTG 53876467

Features flanking this part of subject sequence: ) )
57330 bp at 5 side: simlar to solute carrier family 29 (nucl eoside transport..
36464 bp at 3' side: simlar to Zinc finger protein 479 (Zinc finger protein K. .

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 7 T CTGAGATA 19

GGAA
: lrl N |C1r| NENN
Sbjct 57105188 TGGAACTGAGATA 57105176

444
0/ 13 (0%

>ref | NW 923095. 1| HsCr aAADB02_257 B Hono sapi ens chronosonme 6 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=6269147

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of sub{)_ect_ sequence: )
KH domai n- cont al ni ng, RNA-bi ndi ng, signal transduction-as...

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 1 TCACACTGGAACTG 14

Shict 1210330 TCACACTHOAACTG 1210317

112
0/ 14 (0%

Features flanking this part of subject sequence:
98435 bB at 5 side: sinmlar to notch honmolog 5
p

137188 at 3' side: hypothetical protein
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ M nus
Query CTGGAACTGAGATA 19
. Iclrl |1 Iclrl [1]]]
Sbjct 4568040 GGAACTGAGATA 4568027

>ref | NW 921351. 1| HsCr aAADB02_10 E Hormo sapi ens chronpbsone 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=57745789

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
m cr ot ubul e associ at ed seri ne/threoni ne ki nase 2
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112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=PIl us/ M nus
Query 3 16

CTGGAACTGAG
: ||||C1r|||||Clr|||
Sbj ct 20603149 ACACTGGAACTGAG 20603136

Features flanking this part of subject sequence:

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

33381 bp at 5 side: simlar to fatty acid anmi de hydrol ase
28325 bp at 3' side: diencephal on/ nesencephal on honeobox 1 isoforma

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAACTGAGAT 18

NERNARRARANN
Sbj ct 21092593 ACJTGGAACJTGAGAIT 21092606

112
0/ 14 (0%

Features in this part of subject sequence:
phosphati di ¢ aci d phosphat ase type 2B
phosphati di ¢ aci d phosphat ase type 2B

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAACTGAGAT 18

NERRARRARANN
Sbj ct 31174956 ACJTGGAACJTGAGAIT 31174969

112
0/ 14 (0%

Features in this part of subject sequence:

protein tyrosine phosphatase, receptor type, Uisoform1l ...
protein tyrosi ne phosphatase, receptor type, Uisoform2 ...

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us
Query 4 CTGGAACTGAGATAC 20
: Illclrlllllclrllllrll
Shj ct 3874375 CACTGGAACTGGGATAC 3874391

Features flanking this part of subject sequence:
112734 bp at 5" side: pumilio 1 1soform?2

10296 bp at 3' side: hypothetical protein LOC79570

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 4 CACTGGAACTGAG 16

ANARARNNANRN
Sbjct 5761519 CAcerGAAc,JTGAG 5761531

Features flanking this part of subject sequence:
322391 bp at 5" side: HMX like Isoform?2

10704 bp at 3' side: hypothetical protein LOC84970

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query

[ ICTI N ICTI
Sbj ct 8785367 CACAC,JTGGAAcer 8785355

Features flanking this part of subject sequence:

422745 bp at 5" side: human inmunodeficiency virus type |

enhancer binding prot.

145858 bp at 3' side: guanylate cyclase activator 2B (uroguanylin)
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Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 1 13

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

| | I
Sbj ct 16616409 1r c:lr 16616397

Features in this part of subject sequence:
nucl ease sensitive el enent binding protein 1

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3 ACACTGGAACTGA 15

444
0/ 13 (0%

, NANNERRARANEN
Sbj ct 17299387 ACAC]TGGAACIFGA 17299375

Features flanking this part of subject sequence

70388 bp at 5' side: solute carrier famly 2

41596 bp at 3' side: hypothetical protein

Score = 26.3 bits (13 ) Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 7 GCGAACTGAGATA 19

444
0/ 13 (0%

Sbjct 17637673 1f| CJTlGlAl(':‘»IAA 17637661

Features in this part of subj ect sequence:

ATP/ GTP bi ndi ng protein-li

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 5 ACTGGAACTlGlAlGlA 17

444
0/ 13 (0%

RN
Sbj ct 23589887 AClF c,JTGAGA 23589875

Features flanking this part of subject sequence:
657119 bp at 5" side: E{pot hetical protein LOC79656

692833 bp at 3' side:

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTlG.lAlG»IATA 19

AV-like 4

444
0/ 13 (0%

Sbj ct 24028806 J'I' CJTGAGAA 24028794

Features flanking this part of subject sequence:

634049 bp at 5" side: hypothetical

375979 bp at 3' side: nuclear factor I/A

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

444
0/13 (0%

N RN
Sbj ct 35321987 clr clr 35321975

Features in this part of subject sequence:

nucl ear factor |/A

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

444
0/ 13 (0%

protein LOC127795

(facilitated glucose transporter).
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Query 3

c#llllc#
Sbj ct 35931500 ACA GA 35931512
Features flanking this part of subject seguence:

34592 bp at 5' side: solute carrier famly 35 (UDP-gl ucuronic acid/ UDP-Nacety. .
4385 bp at 3' side: hypothetical protein LOC400757

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GCGAACTGAGAT 18

| RN
Sbjct 41705131 c# c# GAGAT 41705119

444
0/ 13 (0%

Features flanking this part of subject sequence:
1703 bB at 5 side: interleukin 12 receptor, beta 2 precursor
p

15406 at 3' side: SERPINE1 nRNA bi ndi ng prot ein 1 isoformi4
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%

St r and=PI us/ Pl us

Query 6 CTGGAACTGAGAT 18
ClrIIIIClrlll

Sbjct 42014074 GAGAT 42014086

Features flanking this part of subject sequence:
190492 bB at 5 side: DEP donmmin containing 1
p

1072363 at 3' side: leucine rich repeat containing 7
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

ey L 2

Sbj ct 43304264 AACJT J1'ACGG 43304252
Features flanking this part of subject sequence:

70086 bp at 5 side: simlar to Triosephosphate isonmerase (TIM (Triose-phosph..
97018 bp at 3' side: sialyltransferase 7E

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5 17
Shjct 51336632 ACJT CJTGAGA 51336644

444
0/13 (0%

>ref | NT_010641. 15| Hs17_ 10798 E Hormo sapi ens chronpbsone 17 genonmic contig, reference
Lengt h=11472733

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence
ATP-bi ndi ng cassette, sub-famly A, nenber 6

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St r and=Pl us/ Pl us
Query 3 ACACTGGAACTGAG 16

Sbj ct 1044227 ACACJT| N CJTGAG 1044240

Features flanking this part of subject sequence:
936094 bp at 5" side: potassiuminwardly-rectifying channel J2
508548 bp at 3' side: simlar to Myosin |ight polypeptide 6 (Shoboth nuscle and .
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Score:282b|ts (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 5 A GGAACTGAGAT 18

NRRNNNARN;
Sbj ct 3034843 A c# 3034830

112
0/ 14 (0%

Features flanking this part of subject sequence:
84041 bp at 5' side: simlar to R102.4Db )
18079 bp at 3' side: suppressor of cytokine signaling 3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 2

IIH
Sbj ct 10262692 CACAC# C#G 10262680

Features in this Part of subj ect sequence: )
pl eckstrin homol ogy, Sec7 and coiled/coil domamins 1 isofo
pl eckstrin homol ogy, Sec7 and coil ed/coil domains 1 isofo

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ Pl us

Query 5 ACTGGAACTGAGA 17

Sbjct 10699886 Alel o dTl(':‘»IAIG»lA 10699898

>ref | NT_010498. 15| Hs16_10655 E Hormo sapi ens chronpbsone 16 genomic contig, reference
Lengt h=42003582

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

194309 bp at 5" side: hypothetical protein
446589 bp at 3' side: cerebellin 1 precursor

Score = 28.2 bhits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ Pl us

Query 1 CACTGGAACTG 14

Sbjct 2480912 lf C,JTl N CITG 2480925

112
0/ 14 (0%

Features flanking this part of subject sequence:
41150 bB at 5 'side: zinc finger protein 423
p

161468 at 3' side: hypothetical protein LOC255919
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100% Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us
Query 1 CT|G|G|A|ACT 14
Sbjct 3511945 IT CJT CITG 3511958

Features fl anki ng this part of subject sequence:
10484 bp at 5' side: cadherin 5, type 2 preproprotein
98302 bp at 3' side: thynidine ki nase 2, mitochondri al

112

Score = 28. 2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 6 CTGGAACTGAGATA 19
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Sbj ct 20061755 CJT CJT GAITA 20061768

Features in this part of subject sequence:
c- Maf -inducing protein CGmp isoform
c- Maf -i nducing protein Tc-mp isoform

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAGA 17

ANNUARRRARANN
Sbj ct 35163955 CACJTGGAACJTGAGA 35163942

112
0/ 14 (0%

Features flanking this part of subject sequence:
471322 bp at 5" side: hypothetical protein
169577 bp at 3' side: cerebellin 1 precursor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 5
Pl
Shjct 2757937 A GAGA 2757925

444
0/ 13 (0%

Features in this part of subject sequence:
naked cuticle honolog 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us
Query 8 GGAACTGAGATAC 20

NARNANANN
Sbj ct 4218562 clr ]TAC 4218574

444
0/13 (0%

Features flanking this part of subject sequence:
444404 bp at 5 side: sal-like
430712 bp at 3' side: hypothetlcal protein isoform1l

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us
Query 6 GGAACTGAGAT

RN
Sbj ct 5243755 le c:lr 5243767

444
0/13 (0%

Features flanking this part of subject sequence:
523044 bp at 5" side: sal-like 1
352072 bp at 3' side: hypothetical protein isoform1l

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 1 CTGGAACT
lr CJTIIII
Shjct 5322395 5322407

Features flanking this part of subject sequence:
35051 bp at 5' side: G protein coupled receptor 114
39687 bp at 3' side: G protein-coupled receptor 56 i soforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 5 17
Iitiity
Shjct 11258700 A GAGA 11258712

444
0/ 13 (0%
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Features flanking this part of subject sequence:
1370636 bp at 5' side: hypothetical protein LOC650767
230579 bp at 3' side: simlar to serine palmtoyltransferase subunit 1 isoformb

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3
Clrl || clr
Sbjct 13774738 ACA GA 13774726

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
19855 bp at 5 side: similar to nuclear pore nmenbrane glycoprotein 121
1274039 bp at 3' side: cadherin 8, type 2 preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 1 13
lr c:lrl | I
Shjct 14027660 14027672

444
0/13 (0%

Features fl anki ng this part of subject sequence:
50923 bp at 5' side: similar to nuclear pore mermbrane gl ycoprotein 121
1242971 bp at 3' side: cadherin 8, type 2 preproprotein

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 5 17
Sbjct 14058728 AClr CerAGA 14058740

444
0/ 13 (0%

Feat ur es fI ankl ng this part of subject sequence:
1293874 side: simlar to nuclear pore membrane gl ycoprotein 121
20 bp at 3' SI de: cadherin 8, type 2 preproprotein

Score = 26. 3 bits (13), Expect
Identltl es = 13/13 (100% Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG 16

Sbjct 15301691 |O|A|CJT| o CLFIG»IAlG 15301679

444
0/ 13 (0%

Features in this part of subject sequence:
hypot heti cal protein isoform?2
hypot heti cal protein isoform1l

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 5 ACT 17

Sbjct 19002590 Alel ATGAGA 19002602

Features in this Part of subject sequence:
chenoki ne-1ike tactor superfanmly 4 isoform1l
chenoki ne-1i ke factor superfamly 4 isoform?2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 5 17
Pl
Sbj ct 20298066 A GAGA 20298054

444
0/ 13 (0%
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Features in this part of subject sequence:
AT-bi nding transcription factor 1

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 3 ACACTGGAACTGA 15

, NANNERRARANEN
Sbj ct 26602575 ACAC]TGGAACIFGA 26602587

Features flanking this part of subject sequence:
721700 bp at 5" side: hypothetical protein LOC388289
431421 bp at 3' side: proteasonme 26S non- ATPase subunit 7

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 6 GAGAT 18

Sbjct 27513579 C#l C#llhk 27513591

Feat ur es flank|ng this part of subject sequence:
1096489 side: hypothetical protein LOC388289
56632 bp at 3" side: proteasone 26S non- ATPase subunit 7

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

Sbjct 27888368 ACAC#||||C#GA 27888380

Features in this part of subject sequence:
WD repeat domain 59

Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/ 13 (0%
St rand=PI us/ Pl us
Query 1 13
lr Clrllll
Sbj ct 28607597 CACA 28607609

Features in this part of subject sequence:
cadherin 13 preproprotein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus

Query 2 CACACTGGAACTG 14

Sbjct 37266680 CACAC#||||C#I 37266668

444
0/ 13 (0%

>ref | NT_010274. 16| Hs15 10431 I Hormo sapi ens chronobsone 15 genonmic contig, reference
Lengt h=13510195

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
1268524 bp at 5' side: hypothetical protein )
291345 bp at 3' side: neurotrophic tyrosine kinase, receptor, type 3 isoforma

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus

112
0/ 14 (0%
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Query CTGGAACTGAGAT 18
, I Iclrl N Iclrl | 1]
Sbj ct 3094348 ACTGGAACTGAGAT 3094335
Features in this part of subject sequence:

mitochondrial ribosomal protein S11 isoformb
m tochondrial ribosonal protein S11 isoforma

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 1 TCACACTGGAACTG 14

Sbj ct 3984831 lfl('l,lAlC,lAlc,JTlGllGlAL\IClTlG 3984818

112
0/ 14 (0%

Features flanking this part of subject sequence:

190950 bp at 5 side: solute carrier organic anion transporter fanily,

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

menber 3A

39967 bp at 3' side: ST8 al pha-N-acetyl -neurani ni de al pha-2, 8-si al yltransferase

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 2 CACACTGGAACTGA 15

Sbjct 7862855 l('l,lAlC,lAlc,JTlCIlBlAlAlchIC:}lA 7862842

112
0/ 14 (0%

Features flanking this part of subject sequence:
100979 bp at 5" side: hypothetical protein
74421 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 3 ACACTGGAA! lGIA 15

| ICTI N |CT
Sbj ct 815024 ACACJTGGAACJTGA 815036

444
0/ 13 (0%

Features flanking this part of subject sequence:
801282 bp at 5" side: hypothetical protein

758588 bp at 3' side: neurotrophic tyrosine kinase,

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

MARNNEANAREN
Sbj ct 2627093 GGAACJTGAGA AC 2627105

444
0/ 13 (0%

Features in this part of subject sequence:

IQ notif containing GIPase activating protein 1

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us
Query 6 CTGGAACTGAGAT 18

NERRANNERAN
Sbj ct 5957241 Cll'GGAACJTGAGA 5957253

Features flanking this part of subject sequence:
925897 bp at 5" side: hypothetical protein
15938 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

wery 1 I

444
0/ 13 (0%

receptor,

type 3 isoforma .

05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Shjct 11762766 AACTGAGATACGG 11762754

>ref | NT_009952. 14| Hs13 10109 Bl Homo sapi ens chronosone 13 genonic contig, reference
Lengt h=25443670

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
142939 bB at 5 side: sinlar to CXXC finger 6
p

3355376 at 3' side: glypican 5
Score = 28. 2 bits (14), Expect = 112
Identltles = 14/ 14 (100@6 Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us

Query 4 CACT 17
Sbjct 1785588 CAC# C#GAEA 1785601

Features flanking this ﬁart of subiect seguence:
95784 bp at 5' side: yBPthetlca protein
2088823 bp at 3' side: am no acid oxi dase activator

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identltles = 14/ 14 (100@6 Gaps
St r and=Pl| us/ M nus
Query 6 CTGGAACTGAGATA 19

NRRNNNRRRNY
Sbjct 17119491 c# c# # 17119478

Features in this part of subject sequence:
gl ypi can 6 precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 3 ACACT GGAACTGA

RN
Sbj ct 7413487 ACAC# c# 7413475

Features flanking this part of subject sequence:
116885 bp at 5" side: serine/threonine kinase 24 (STE20 honol og, yeast) isoform
45975 bp at 3' side: solute carrier famly 15 (oligopeptide transporter), nenb..

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 1 13
# C[rllll
Shjct 12380679 12380667

444
0/ 13 (0%

Features in this part of subject sequence:
citrate |lyase beta |ike
citrate |lyase beta |ike

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 5 17
Pl
Sbj ct 13440496 A GAGA 13440484

444
0/ 13 (0%

Features flanking this part of subject sequence:
160834 bB at 5 side: hypothetical protein
2023774 bp at 3' side: D-amino acid oxidase activator
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Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 6 GGAACTGAGAT 18

N RN
Sbj ct 17184540 clr clr 17184528

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence:
1492946 bp at si de: hypothetical protein
691662 bp at 3' side: D-amino acid oxidase activator

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 5 ACT 17

I
Sbj ct 18516640 AClF c,JTGAGA 18516652

Features flanking this part of subject sequence:
191483 bp at 5 side: hypothetical protein

148333 bp at 3' side: ligase IV
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%
Strand=Pl us/ Pi us

Query 1 T|C,|A|C,|ACT|C-:|G]AiACT 13
Shjct 21802212 1r C,JT 21802224

Features flanking this part of subject sequence:
214789 bp at 5" side: ?/pot heti cal FI’OtEI n
a

148564 bp at 3' side: pha 1 type |V collagen preproprotein
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 3
Clrl |1 clr
Sbj ct 23743822 ACA 23743810

>ref | NT_029419. 11| Hs12 29578 E Hormo sapi ens chronobsone 12 genonic contig, reference
Lengt h=38648979

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
PDZ donmi n contai ning RING finger 4

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94% Gaps = 0/18 (0%
St rand=PI us/ Pl us

Query 5 GGAACT GAGATACGG

Sbj ct 4000913 ACJT| bl TlAIG»IAIT!AlchlG 4000930

Features fl anki ng this part of subject sequence:
63687 bB at 5 'side: prickle-like 1
p

817994 at 3' side: a disintegrin-like and netall oprotease (reprolysin type)
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100% Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us
Query 3 CA GGAACTGA 16
Clrl || clr
Sbjct 5073311 ACA GAG 5073324
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Features flanking this part of subject sequence:
260357 bp at 5" side: transmenbrane 4 superfanmily nenber 3
22033 bp at 3' side: leucine-rich repeat-containing G protein-coupled receptor 5

Score = 28. 2 bits (14), Expect
| dent i t| es = 14/ 14 (100% Gaps
Strand=Pl us/ M nus
Query 7 GGAACTGA 20

NN II
Sbj ct 33955134 1r CJT GAlF 33955121

112
0/ 14 (0%

Features in this part of subject sequence:
YY1 associated tactor 2 isoforma
YY1l associated factor 2 isoformb

Score = 26.3 bits (13), Expect

Identities = 13/13 (100% Gaps

Strand=Pl us/ Pi us
Query 4 CACTGGAACTGAG 16

ANARARNNANRN
Sbj ct 4747555 CAcerGAAc,JTGAG 4747567

444
0/ 13 (0%

Features flanking this QY” of subject sequence:
43317 bp at 5' side: 1 associated factor 2 isoformb )
31558 bp at 3' side: zinc finger CCHC-type and RNA binding notif 1

Score = 26. 3 bits (13), Expect

Identities = 13/13 (100% Gaps

St rand=PI us/ Pl us

Query 4 CACTGGAACTGAG 16

AN
Sbj ct 4818605 CACJT CJTGAG 4818617

444
0/ 13 (0%

Features flanking this part of subject sequence:
57351 bp at 5' side: devel opi ng brain homeobox 2 o ) .
64900 bp at 3' side: pleckstrin honology donmain containing, fanily A (phosphoi..

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 1
lr Clrl | |
Shjct 7645367 CACA 7645379

444
0/ 13 (0%

Features in this part of subject sequence:
transnenbrane protease, serine 12

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 5 ACTGGAACTGAGA 17

NRRNNNARN
Sbj ct 13386307 ACJT CJTGAGA 13386319

Features in this part of subject sequence:
SLI T- ROBO Rho GTPase-activating protein 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 6 GGAACTGAGAT 18

N RN
Sbj ct 26482807 clr clr 26482819

444
0/ 13 (0%

Features in this part of subject sequence:
| euci ne-rich repeat-containing G protein-coupled receptor 5
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Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus
Query 4 CACTGGAACTGAG 16

RN
Sbj ct 34089121 CAC# C#GAG 34089109

444
0/ 13 (0%

Features flanking this part of subject sequence:
569952 bB at 5° side: thyrotropin-rel easing hornone degradi ng enzyne ) _
1809154 bp at 3' side: Shawrel ated vol t age-gat ed potassi um channel protein 2 is

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 3

IIH
Sbj ct 35770233 ACAC# C#GA 35770245

>ref | NT_007299. 12| Hs6_7456 Bl Hono sapi ens chronosone 6 genonmic contig, reference at
Lengt h=33500716

Sort alignnments for this s
E value Score Percent
Query start position Sul
Features in this part of subLect sequence: ]
KH domai n- cont al ni ng, RNA-bi nding, signal transduction-as..

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
Strand=Pl us/ M nus

Query 1 CACTGGAACTG

Shj ct 343224 # C#||||C#G 343211

112
0/ 14 (0%

Features flanking this part of subject sequence:
98434 bB at 5 side: simlar to notch honmolog 5
p

137105 at 3' side: hypothetical protein
Score = 28.2 bhits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/14 (0%

Strand=Pl us/ M nus
Query 6 CTGAGATA 19
c#l Clrlll
Sbj ct 3690342 GAGA A 3690329
Features flanking this part of subject sequence:

113815 bp at 5" side: hypothetical protein ) )
119189 bp at 3' side: inhibitor of Bruton's tyrosine kinase

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ M nus

Query 4 CACT 17
Shjct 20582124 CAC# C#GAGA 20582111

112
0/ 14 (0%

Features in this part of subject sequence:
brai n-specific angi ogenesis inhibitor 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 1
# C[rllll
Sbj ct 7474391 7474403

444
0/ 13 (0%
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Features flanking this part of subject sequence:
573005 bp at 5" side: CD109 .
689889 bp at 3' side: collagen, type Xl I, alpha 1 Iong isoform precursor

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 5 17
Ituit)
Shjct 12926534 A GAGA 12926546

444
0/ 13 (0%

Features flanking this part of subject sequence:
847645 bp at 5" side: 5- hydrox?étrypt am ne (serotonin) receptor 1B
556517 bp at 3' side: interleu receptor-associ ated ki nase 1 binding protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 6 CTGGAACTGAGAT 18

Sbjct 16840948 lel N C,JTl | IG»IA 16840936

444
0/ 13 (0%

Features in this part of subject sequence:
SH3 domain binding glutamic acid-rich protein like 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 4 CACTGGAACTGAG

RN
Sbj ct 18175344 CAC# C#GAG 18175356

Features flanking this part of subtect sequence:
50825 bB at 5 'side: SH3 domain binding glutamc acid-rich protein like 2
166262 bp at 3' side: elongation of very long chain fatty acids (FENL/El 02, SUR

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 3
clrl AN clr
Shjct 18280234 ACA 18280222

444
0/ 13 (0%

Feat ur es fI ank| ng this part of subject sequence:
1381196 side: branched chain keto acid dehydrogenase El, beta pol ypepti
24683 bp at 3' side: famly with sequence sinilarity 46, nenber A

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 8 GGAACTGAGATAC 20

MERANANARN
Sbj ct 20254900 c# #AC 20254888

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
497932 bp at 5" side: 5T4 oncofetal trophobl ast gl ycoprotein
28856 bp at 3' side: hypothetical proteln LOC900

Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 7 CTGAGATA 19

N RN
Sbj ct 21394056 # C%GAEA A 21394044

444
0/ 13 (0%

Features flanking this part of subject sequence:
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T-box transcription factor TBX18 (T-box protei.

250779 bp at 5' side: simlar
ri bosomal protein L31

to
242410 bp at 3' side: similar to

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query
Clrl N Clr
Sbj ct 23544849 CACA G 23544861

444
0/ 13 (0%

Features flanking this part of subject sequence: _
41465 bp at 5 side: glycoprotein hornones, al pha polypeptide precursor
25915 bp at 3' side: simlar to Zinc finger protein 292 1soform1l

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St r and=PI us/ M nus
Query 8 GGAACTGAGATAC 20

NANANARARN
Sbj ct 25659566 CJT erc 25659554

Features in this part of subject sequence:
RNA guanyl yl transferase and 5' - phosphat ase

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 8 GGAACTGAGATAC 20

AN
Sbj ct 27264076 GGAACJT erc 27264088

Features in this part of subject sequence:
RNA guanyl yl transferase and 5' - phosphat ase

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 2
Clrl AN clr
Sbj ct 27438460 CACA 27438448

>ref | NT_022517. 17| Hs3_22673 E Hormo sapi ens chronosone 3 genonic contig, reference i
Lengt h=66080833

Features flanking this part of subject sequence:

24953 bB at 5 side: inositol 1,4,5-triphosphate receptor, type 1
108529 bp at 3' side: basic hel i x- | oop-helix domai n containing, class B, 2

Score = 28.2 bhits (14), Expec
Identities = 14/ 14 (100% Gap
St rand=Pl us/ M nus

Query 5 CTGGAACTGAGAT 18

Sbjct 4852875 lel o C,JTl | IG»IA 4852862

112
0/ 14 (0%

Show positions of the BLAST hits in the human genome using the Entrez

| Genarme Wiew )
Genomes MapViewer

Query= BorrprinerA Length=24
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Distribution of 1214 Blast Hits on the Query Sequence
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Di stance tree of results Hed

Legend for links to other resources: U unicene @ o [E cene E structure [ wm

Sequences produci ng significant alignnents:
(dick headers to sort col ums)

Transcripts

Hormo sapiens solute carrier famly 30.2 30.2 62% 28 100% m
NM 197965. 1 10 (sodiunm bile acid cotransporter
famly), menber 6 (SLCL0A6), mRNA

Hormo sapi ens Kruppel -1ike factor 17 28.2 28.2 58% 112 100%
NM 173484.2  (KLF17), nRNA

Honmo sapi ens serpin peptidase 28.2 28.2 58% 112 100% m
NM 004155. 3 i nhi bitor, clade B (oval bumin),
nmenber 9 (SERPI NB9), nRNA

Genomic sequences [show first]

Honmo sapi ens chronosone 19 genomic 34.2 193 70% 1.8 100%
NW 927195. 1 contig, alternate assenbly (based
on Cel era assenbly)

Honmo sapi ens chronosone 19 genomic 34.2 197 70% 1.8 100%
NW 927284. 1 contig, alternate assenbly (based
on Cel era assenbly)

Hormo sapi ens chronosone 19 genomic 34.2 193 70% 1.8 100%
NT_011295.10 contig, reference assenbly

Honmo sapi ens chronosone 19 genomic 34.2 460 70% 1.8 100%
NT_011109.15 contig, reference assenbly

Hono sapi ens chronobsone 9 genom ¢ 32.2 512 95% 7.2 100%
NW 924062. 1 contig, alternate assenbly (based
on Cel era assenbly)

Hono sapi ens chronobsone 1 genom c 32.2 167 91% 7.2 100%
NW 922462. 1 contig, alternate assenbly (based
on Cel era assenbly)

Hormo sapi ens chronosone 9 genomi ¢ 32.2 486 95% 7.2 100%
NT_008413.17 contig, reference assenbly

Honmo sapi ens chronobsone 1 genom c 32.2 195 91% 7.2 100%
NT_019273.18 contig, reference assenbly

Honmo sapi ens chronbsone X genom ¢ 30.2 135 70% 28 100%
NW927713.1 contig, alternate assenbly (based
on Cel era assenbly)

Hono sapi ens chronobsone X genom c 30.2 458 87% 28 100%
NW 927700. 1 contig, alternate assenbly (based
on Cel era assenbly)

Hormo sapi ens chronosone 22 genomic 30.2 30.2 62% 28 100%
NW 927406. 1 contig, alternate assenbly (based
on Cel era assenbly)

Hormo sapi ens chronosone 18 genomic 30.2 216 95% 28 100%
NW 927106. 1 contig, alternate assenbly (based
on Cel era assenbly)

Hormo sapi ens chronosone 15 genomic 30.2 484 100% 28 100%
NW 925884. 1 contig, alternate assenbly (based
on Cel era assenbly)

Honb sapi ens chronbsone 14 genomic 30.2 508 87% 28 100%
NW 925561. 1 contig, alternate assenbly (based
on Cel era assenbly)

Honb sapi ens chronpbsone 12 genomic 30.2 615 100% 28 100%
NW 925395. 1 contig, alternate assenbly (based
on Cel era assenbly)
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Honmo sapi ens chronobsone 11 genomic 30.2 296 100% 28 100%
NW 925106. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 10 genomc 30.2 294 87% 28 100%
NW 924884. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 9 genom ¢ 30.2 189 95% 28 100%
NW 924484. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 8 genom ¢ 30.2 397 95% 28 100%
NW 923929. 1 contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronbsone 6 genom c 30.2 323 66% 28 100%
NW 922984. 1 contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronobsone 4 genom c 30.2 482 91% 28 100%
NW 922217.1 contig, alternate assenbly (based

on Cel era assenbly)

Hormo sapi ens chronosone 4 genom ¢ 30.2 539 95% 28 100%
NW 922162. 1 contig, alternate assenbly (based

on Cel era assenbly)

Hormo sapi ens chronpsone 3 genom ¢ 30.2 914 91% 28 100%
NW 921651.1 contig, alternate assenbly (based

on Cel era assenbl y)

Honmo sapi ens chronosone 1 genom ¢ 30.2 112 91% 28 100%
NW 925683.1 contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronpbsone 1 genomic 30.2 426 95% 28 100%
NW 926128.1 contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronpbsone X genomic 30.2 58.5 62% 28 100%
NT_011669. 16 contig, reference assenbly

Honb sapi ens chronpbsone X genomic 30.2 432 83% 28 100%
NT_011757.15 contig, reference assenbly

Hormo sapi ens chronosone 22 genomic 30.2 56.5 62% 28 100%
NT_011519.10 contig, reference assenbly

Hormo sapi ens chronosone 18 genomic 30.2 187 95% 28 100%
NT_025028. 13 contig, reference assenbly

Hormo sapi ens chronosone 15 genomic 30.2 751 100% 28 100%
NT_010194.16 contig, reference assenbly

Honmo sapi ens chronosone 14 genomic 30.2 850 87% 28 100%
NT_026437.11 contig, reference assenbly

Honmo sapi ens chronosone 12 genomc 30.2 165 66% 28 100%
NT_009775.16 contig, reference assenbly

Honmo sapi ens chronosone 11 genomic 30.2 189 95% 28 100%
NT_033927.7 contig, reference assenbly

Hono sapi ens chronobsone 10 genomc 30.2 321 87% 28 100%
NT_030059.12 contig, reference assenbly

Hono sapi ens chronobsone 9 genom ¢ 30.2 373 95% 28 100%
NT_008470.18 contig, reference assenbly

Hono sapi ens chronobsone 8 genom ¢ 30.2 397 95% 28 100%
NT_008183.18 contig, reference assenbly

Honb sapi ens chronpbsone 6 genomic 30.2 478 91% 28 100%
NT_007592. 14 contig, reference assenbly

Honb sapi ens chronbsone 4 genomic 30.2 809 95% 28 100%
NT_016354. 18 contig, reference assenbly

Honb sapi ens chronpbsone 3 genomic 30.2 755 79% 28 100%
NT_022517.17 contig, reference assenbly

Hormo sapi ens chronosone 1 genomi ¢ 30.2 512 95% 28 100%
NT_004487.18 contig, reference assenbly

Honmo sapi ens chronosone 17 genomic 28.2 107 66% 112 100%
NW 926584. 1 contig, alternate assenbly (based

on Cel era assenbly)
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Hono sapi ens chronobsone 16 genomic 28.2 185 75% 112 100%
NW 926462. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 16 genomc 28.2 214 66% 112 100%
NW 926528. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 15 genomc 28.2 28.2 75% 112 94%
NW 925851. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronosone 15 genomc 28.2 107 66% 112 100%
NW 925840. contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronobsone 13 genomc 28.2 159 95% 112 100%
NW 925506. contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronosone 13 genomic 28.2 290 100% 112 100%
NW 925473. contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronosone 13 genomic 28.2 343 100% 112 100%
NW 925517. contig, alternate assenbly (based

on Cel era assenbly)

Hormo sapi ens chronosone 12 genomic 28.2 264 95% 112 100%
NW 925295. contig, alternate assenbly (based

on Cel era assenbl y)

Hormo sapi ens chronosone 11 genomic 28.2 478 95% 112 100%
NW_ 925006. contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronpbsone 11 genomic 28.2 500 95% 112 100%
NW 925173. contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronpbsone 10 genomic 28.2 187 66% 112 100%
NW 924796. contig, alternate assenbly (based

on Cel era assenbly)

Honmb sapi ens chronpbsone 10 genomic 28.2 28.2 58% 112 100%
NW 924606. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 10 genomc 28.2 478 91% 112 100%
NW 924584. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 9 genom ¢ 28.2 212 66% 112 100%
NW 924573. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 9 genom ¢ 28.2 133 62% 112 100%
NW 924539. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 8 genom c 28.2 54.5 58% 112 100%
NW 923873. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 8 genom ¢ 28.2 557 95% 112 100%
NW 923984. contig, alternate assenbly (based

on Cel era assenbl y)

Hono sapi ens chronobsone 7 genom c 28.2 54.5 58% 112 100%
NW 923796. contig, alternate assenbly (based

on Cel era assenbl y)

Honmo sapi ens chronosone 7 genom ¢ 28.2 395 91% 112 100%
NT_079595. contig, alternate assenbly (based

on CRA TCAGchr 7v2)

Honmo sapi ens chronosone 7 genom ¢ 28.2 133 83% 112 100%
NW 923240. contig, alternate assenbly (based

on Cel era assenbly)

Hormo sapi ens chronpsone 7 genom c 28.2 54.5 58% 112 100%
NW 923707. contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronbsone 7 genom ¢ 28.2 371 91% 112 100%
NW 923640. contig, alternate assenbly (based

on Cel era assenbly)
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Hono sapi ens chronobsone 7 genomi c 28.2 238 83% 112 100%
NT_079592. contig, alternate assenbly (based

on CRA_TCACchr 7v2)

Hono sapi ens chronobsone 7 genom ¢ 28.2 343 91% 112 100%
NW 923574. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 7 genom c 28.2 506 91% 112 100%
NT_079596. contig, alternate assenbly (based

on CRA TCAGchr 7v2)

Honmo sapi ens chronobsone 6 genom c 28.2 878 91% 112 100%
NW 923184. contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronbsone 6 genom c 28.2 54.5 79% 112 100%
NW 923095. contig, alternate assenbly (based

on Cel era assenbly)

Honmo sapi ens chronobsone 5 genom ¢ 28.2 109 95% 112 100%
NW 922607. contig, alternate assenbly (based

on Cel era assenbly)

Hormo sapi ens chronosone 5 genom ¢ 28.2 216 66% 112 100%
NW 922596. contig, alternate assenbly (based

on Cel era assenbly)

Hormo sapi ens chronosone 5 genom ¢ 28.2 450 100% 112 100%
NW 922784, contig, alternate assenbly (based

on Cel era assenbl y)

Hormo sapi ens chronosone 5 genomi ¢ 28.2 107 87% 112 100%
NW 922562. contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronbsone 5 genomi ¢ 28.2 82.8 62% 112 100%
NW 922518. contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronbsone 5 genom ¢ 28.2 214 62% 112 100%
NW 922729. contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronbsone 4 genom ¢ 28.2 397 95% 112 100%
NW 922073. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 3 genom ¢ 28.2 159 58% 112 100%
NW 921751. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronbsone 3 genom ¢ 28.2 587 95% 112 100%
NW 921807. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronpbsone 2 genom ¢ 28.2 500 83% 112 100%
NW 921585. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 2 genom ¢ 28.2 743 100% 112 100%
NW 927719. contig, alternate assenbly (based

on Cel era assenbly)

Hono sapi ens chronobsone 2 genom ¢ 28.2 424 91% 112 100%
NW 921618. contig, alternate assenbly (based

on Cel era assenbl y)

Hono sapi ens chronmpsone 1 genomic 28.2 28.2 58% 112 100%
NW 922017. contig, alternate assenbly (based

on Cel era assenbl y)

Hormo sapi ens chronobsone 1 genom ¢ 28.2 80.8 58% 112 100%
NW 923572. contig, alternate assenbly (based

on Cel era assenbl y)

Honmo sapi ens chronobsone 1 genom ¢ 28.2 563 95% 112 100%
NW 921351. contig, alternate assenbly (based

on Cel era assenbly)

Hormo sapi ens chronpsone 1 genom c 28.2 242 T70% 112 100%
NW 927128. contig, alternate assenbly (based

on Cel era assenbly)

Honb sapi ens chronmbsone X genom ¢ 28.2 238 100% 112 100%
NT_079573. contig, reference assenbly
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Hono sapi ens chronobsone 17 genomc 28. 159 91% 112 100%
NT_010783. 14 contig, reference assenbly

Hono sapi ens chronobsone 16 genomc 28. 399 79% 112 100%
NT_010498. 15 contig, reference assenbly

Hono sapi ens chronpbsone 13 genomic 28. 343 100% 112 100%
NT_009952. 14 contig, reference assenbly

Hono sapi ens chronpsone 13 genomic 28. 634 100% 112 100%
NT_024524.13 contig, reference assenbly

Hormo sapi ens chronobsone 12 genomc 28. 238 95% 112 100%
NT_029419.11 contig, reference assenbly

Honmo sapi ens chronobsone 6 genomi ¢ 28. 478 91% 112 100%
NT_025741.14 contig, reference assenbly

Honmo sapi ens chronosone 3 genom ¢ 28. 587 95% 112 100%
NT_005612.15 contig, reference assenbly

Honmo sapi ens chronpsone 3 genom ¢ 28. 345 91% 112 100%
NT_022459.14 contig, reference assenbly

Honmo sapi ens chronobsone 2 genom ¢ 28. 109 95% 112 100%
NT_005334.15 contig, reference assenbly

Honmo sapi ens chronpsone 2 genom ¢ 28. 818 91% 112 100%
NT_005403.16 contig, reference assenbly

Hono sapi ens chronobsone 2 genom ¢ 28. 581 95% 112 100%
NT_022184.14 contig, reference assenbly

Honb sapi ens chronbsone 2 genomi c 28. 238 66% 112 100%
NT_022135.15 contig, reference assenbly
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Alignments

>ref | NM_197965. 1% MEED Hono sapi ens solute carrier famly 10 (sodiumbile acid c
f am x) nenber (SLC10A6), mRNA
Lengt h=1134

GENE | D: 345274 SLC10A6 | solute carrier famly 10 (sodiumbile acid
cotransporter famly), menber 6 [Honp sapiens] (10 or fewer PubMed I|inks)

Score = 30.2 bits (15), Expect
Identities = 15/ 15 (1009@ Gaps
St rand=Pl us/ M nus

Query ACCTTCTTCATTCAC

e 1055 WETHERRERTEE 10ss

>ref| NM_173484. 2| Hono sapi ens Kruppel-like factor 17 (KLF17), nRNA
Lengt h=3188

28
0/ 15 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23

Sbict 1242 OOTTOTTCATTEAG 1229

>ref | NM 004155. 3|3 E]EEIII Hono sapi ens serpin peptidase inhibitor, clade B (oval bun
menber gSERPIN 9), NMRNA
Lengt h=41

GENE I D: 5272 SERPINB9 | serpin peptidase inhibitor, clade B (oval bum n),
menber 9 [Honop sapi ens] (Over 10 PubMed I|i nks)

112
0/ 14 (0%

Score 28. 2 bits (14), Expect
Ident|t|es = 14/ 14 (100@@ Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23

Shjct 1060 CC##C&# ##Ekk 1047

>ref | NW 927195. 1|HBCraAADBOZ 626 & Hono sapi ens chronpbsone 19 genonic contig, alter
(based on Cel era assenbly)
Lengt h=15589000

112
0/ 14" (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
39278 bp at 5' side: zinc finger protein 560
13776 bp at 3' side: zinc finger protein 426

Score = 34.2 bits (17), Expect
Identities = 17/ 17 (1009@ Gaps
Strand=Pl us/ Pi us

Query 8 GACCTTCTTCATTCACG

24
Shjct 736972 GACC%%C#% ##Ekk& 736988

Features flanking this part of subject sequence:
67541 bB at 5 side: zinc finger protein 91
p

1.8
0/ 17 (0%

192353 at 3' side: zinc finger protein 675
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/ 14 (0%
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St r and=Pl| us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 14696362 |C|ClF1F|CIIT1F|C!°\1FlF|C!°\|CI 14696349

Features flanking this part of subject sequence:
56527 bp at 5 side: mucin 16 ] .
53872 bp at 3' side: olfactory receptor, fanmly 1, subfamly M nenber 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 261728 CrrrTCATIEAC 261740

Features flanking this part of subject sequence:
8591 bB at 5 side: zinc finger protein 627 ) _ ) )
21866 bp at 3' side: simlar to Zinc finger protein 20 (Zinc finger protein KO .

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTCACG 24

Shict 2847708 GACCTIOTTCOTTCAGE 2847724

Features flanking this part of subject sequence:
9873 bB at 5 side: sinmlar to zinc finger protein 700
p

22405 at 3' side: zinc finger protein 439
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbjct 3065187 EE##E##Ek##Ek 3065175

Features flanking this part of subject sequence: )
20527 bp at 5' side: Dnad (Fbp405 honol og, subfamily B, nenber 1
23652 bp at 3' side: simlar to Synaptic glycoprotein SC2 i soform2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shjct 5760073 Ekkk##k##kk## 5760061

Features flanking this Bart of subject sequence: ) )
26386 bp at 5' side: bronpdomain-containing protein 4 isoformshort
55414 bp at 3' side: A-kinase anchor protein 8

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shjct 6522205 k##h##hk##&kk 6522193

>ref | NW 927284. 1| HsCr aAADB02_634 B Hono sapi ens chronosonme 19 genomic contig, altel
(based on Cel era assenbly)
Lengt h=8450095

444
0/13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul
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Features flanking this part of subject sequence:
2123 bB at 5 side: zinc finger protein 350
16380 bp at 3' side: zinc finger protein 615

Score = 34.2 bits (17), Expect
Identities = 17/17 (100%, Gaps
Strand=Pl us/ M nus

Query 8 GACCTTCTTCATTCACG 24

Shict 1836595 GACLTTOTTCATICAGE 1836579

1.8
0/ 17 (0%

Features in this part of subject sequence:
nmyosi n, heavy pol ypepti de 14

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTCA 22

Shict 104203 GACEHTOTTATTER 104217

Features flanking this part of subject sequence:
35014 bp at 5' side: zinc finger protein 447
3184 bp at 3" side: zinc finger protein 329

28
0/ 15 (0%

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 7987279 EE##E#%Ek%%EkE 7987266

Features in this part of subject sequence:
hypot heti cal protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbjct 1561779 ELEE##E##Ek## 1561767

Features flanking this Part of subject sequence:
41834 bp at 5 side: formyl peptide receptor-like 1
12188 bp at 3' side: fornyl peptide receptor-like 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Shjct 1671645 k##h##hk##&kk 1671657

Features flanking this part of subject sequence:
5577 bB at 5 side: hypothetical protein LOC374928
14553 bp at 3' side: zinc finger protein 549

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 7375240 k%k#h##hk##&k 7375252

Features flanking this part of subject sequence:
5629 bp at 5' side: hypothetical protein LOC374928

444
0/13 (0%
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14497 bp at 3' side: zinc finger protein 549

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
Strand=Pl us/ M nus

Query 8 lGlAlClC’I'TlCITTlCiA\TTﬁAlch 24
Shj ct 7375308 GAClelflelfCAClFCACG 7375292

>ref | NT_011295. 10| Hs19_11452 I Homo sapi ens chronosonme 19 genomic contig, reference
Lengt h=15825424

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
39276 bp at 5 side: zinc finger protein 560
13775 bp at 3' side: zinc finger protein 426

Score = 34.2 bits (17), Expect
Identities = 17/17 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTCACG 24
Shj ct 888067 ELEE##%##Ek##EkEE 888083

Features flanking this part of subject sequence:
67585 bB at 5 'side: zinc finger protein 91
p

1.8
0/ 17 (0%

190274 at 3" side: zinc finger protein 675
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 14839396 EE#%E##Ek%#EkE 14839383

Features flanking this part of subject sequence:
58794 bp at 5 side: nmucin 16 ) _
53301 bp at 3' side: olfactory receptor, famly 1, subfamly M nmenber 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23
Sojct 413410 CrTErHEATRERE 413422

Features flanking this part of subject sequence:
8592 bB at 5 side: zinc finger protein 627
58730 bp at 3' side: hypothetical protein LOC401898

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=PI us/ Pl us

Quer 8 GACCTTCTTCATTCACG 24

y
Sbj ct 3000098 E%EE&#E&#&E##EkEE 3000114

Features flanking this part of subject sequence:
9870 bB at 5 side: simlar to Zinc finger protein 440
22402 bp at 3' side: zinc finger protein 439

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%
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Query 10 CCTTCTTCATTCA 22

Shj ct 3217372 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 3217360

Features in this part of subject sequence:
gl ycoprotein, synaptic 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shj ct 5912476 ELE%##E#%Ek## 5912464

Features flanking this Bart of subject sequence: ) ]
26391 bp at 5' side: bronopdommin-containing protein 4 isoformshort
55413 bp at 3' side: A-kinase anchor protein 8

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shict 6673115 CrrOMTCATIOAC 6673103

>ref | NT_011109. 15| Hs19_ 11266 Bl Hono sapi ens chronosonme 19 genomic contig, reference
Lengt h=31383029

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
2123 bB at 5 side: zinc finger protein 350
16381 bp at 3' side: zinc finger protein 615

Score = 34.2 bits (17), Expect
Identities = 17/17 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTCACG
Shict 24747942 GACOTTOTTCATTCAGE 24747926

1.8
0/ 17 (0%

Features in this part of subject sequence:
nmyosi n, heavy pol ypepti de 14

Score = 30.2 bits (15), Expect = 28
Identities = 15/15 (100%, Gaps = 0/15 (0%
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATTCA 22

Sbjct 23015239 Ekkk#%k#%kk##kk 23015253

Features flanking this part of subject sequence:
34414 bp at 5' side: zinc finger protein 447
3184 bp at 3' side: zinc finger protein 329

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbj ct 30904251 EE%#E&#EL##EkE 30904238

Features flanking this part of subiect seguence:
59164 bB at 5 'side: hypothetical protein
943271 bp at 3' side: zinc finger protein 507

112
0/ 14 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 10 CCTTCITCATTCA 22

Shjct 4168684 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJ1'|C!A 4168672

Features flanking this part of subject sequence:
649314 bp at 5 side: hypothetical protein
353121 bp at 3' side: zinc finger protein 507

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

r
Shjct 4758834 k&%&#k##hk##k 4758822

Features flanking this part of subject sequence:

444
0/13 (0%

15037 bp at 5' side: carcinoenbryonic antigen-related cel
17838 bp at 3' side: carcinoenbryonic antigen-related cel

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shjct 14376083 E&#E##Ek##kk% 14376071

444
0/13 (0%

Features in this part of subject sequence:

car ci noenbryoni c antigen-related cell adhesion nolecule 7

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shj ct 14459032 E&#E##Ek##kk% 14459044

444
0/13 (0%

Features in this part of subject sequence:

carci noenbryonic antigen-rel ated cell adhesion nolecule 5

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Shj ct 14482152 E#%E##Ek%#kkk 14482140

444
0/ 13 (0%

Features in this part of subject sequence:

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

adhesi on nol ecul e
adhesi on nol ecul e 4

car ci noenbryoni c antigen-related cell adhesion nol ecule 6..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shj ct 14529061 E#%E##Ek%#kkk 14529049

444
0/ 13 (0%

Features in this part of subject sequence:

car ci noenbryoni c antigen-related cell adhesion nolecule 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%
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Query 11 CITCTTCATTCAC 23
Shj ct 14570074 lCJ'flfllelf&lflflCL\lC 145

Features in this part of subject s
carci noenbryoni ¢ antigen-rel ated
carci noenbryoni c antigen-rel ated

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23
Shict 15299435 UHTOTTCATTCAE 152

Features in this part of subject s
zinc finger protein 226 isoform
zinc finger protein 226 isoform

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shict 16945797 LOTTOTTCATTER 169

Features in this part of subject s
testis-specific kinase substrate

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 11 CTTCITCATTCAC 23

Shict 22534243 LTOTTCATTEAE 225

Features in this part of subject s
hypot heti cal protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbj ct 24473150 E%EE&#E&#EL## 244

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

70062

equence: .
cel| adhesion nolecule 1..
cell adhesion nolecule 1..

444
0/ 13 (0%

99447

equence:
b
b

444
0/ 13 (0%

45809

equence:
444
0/ 13 (0%

34255

equence:

444
0/ 13 (0%

73138

Features flanking this Part of subject sequence:

41836 bp at 5' side:
12187 bp at 3' side: fornyl pept

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Shj ct 24582993 E##E##Ek##kkk 245

ornyl peptide receptor-like 1

i de receptor-like 2
444
0/13 (0%

83005

Features flanking this part of subject sequence:

5584 bB at 5 side: hypothetica
14554 bp at 3' side: zinc finger

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 30292566 E%&#E##Ek##&k 302

protein LOC374928
protein 549

444
0/13 (0%
92578
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Features flanking this part of subject sequence:
5636 bB at 5 side: hypothetical protein LOC374928
14498 bp at 3' side: zinc finger protein 549

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 8 F?FFTTFTTF?TTF?FF 24
Shjct 30292634 GACC##C##CAC#CACG 30292618

>ref | NW 924062. 1| HsCr aAADB0O2_344 E Hormo sapi ens chronobsone 9 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=38596040

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

878472 bB at 5 side: hypothetical protein )
1202003 bp at 3' side: tyrosinase-related protein 1

Score = 32.2 bits (16), Expect
Identities = 16/16 (100%, Gaps
St rand=Pl us/ Pl us
Query 7 CGACCTTCTTCATTCA 22

Shj ct 11309095 %k%kk&%k#%kk##kk 11309110

7.2
0/ 16 (0%

Features in this part of subject sequence:
GlSs famly zinc finger 3

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 3633978 EE#%E#%Ek%#EkE 3633965

Features in this part of subject sequence:
hypot heti cal protein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbjct 13235773 Ekkk##k#%kk##k 13235786

Features flanking this part of subject sequence: ) )
516035 bp at 5 side: simlar to Nonhistone chronmosomal protein HMG 17 (Hi gh-no.
307427 bp at 3' side: basonuclin 2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Sbj ct 15923051 E%EE&#E&#Ek##E 15923038

Features flanking this part of subject sequence:
155702 bp at 5" side: SH3-dommin GRB2-1ike 2
519943 bp at 3' side: ADAMIS-like 1 isoforml

112
0/ 14 (0%

Score = 28.2 bits (14), Expect = 112
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Identities = 14/ 14 (100%, Gaps =
St r and=Pl us/ Pl us

Query 11 CITCITCATTCACG 24
Sbjct 17764498 lCJTj'I'lchJ'IJC,lAJ'IJ'I'IC!AICI(S 17

Features flanking this part of subject sequence:
361116 bp at 5 side: re%ul atory factor X3 isoforma
GIS famly zinc finger 3

71258 bp at 3' side:

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Shj ct 3559485 lCll'JTlchJ'I'lC!AI'I'I'I'lCIJAlC 3559

Features flanking this part of subject sequence:
1338989 bp at 5' side: protein tyrosine phosphatase,
al proteln

538576 bp at 3' side: hypothetic

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query TTCGACCTTC 14

2 TCT
Shjct 9891742 I'I'lCIlI'J'I'J'I'|C|G|A\|C|C1|JT|C 9891

Features flanking this part of subject sequence:
al protein

479476 bp at 5 side: hypothetic
177941 bp at 3' side: nuclear fa

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shj ct 13728417 !’-\|C|CIT1F|CIT1F|C!°\1F1F|C 137

Features flanking this part of subject sequence:
677514 bp at 5 side: similar to Nonhistone chronosonal

145949 bp at 3' side: basonuclin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shict 16084529 LOTTOTTCATTER 160

Features in this part of subject s
hypot heti cal protein LOC54914

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shict 20805543 ACOTTOTTCATTE 208

Features flanking this part of subject sequence:

40542 bB at 5 side: simlar to
251210 bp at 3' side: DVRT-Ilike

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

0/ 14 (0%

764511

444
0/ 13 (0%

497

444
0/13 (0%
730
ctor I/B

444
0/13 (0%
28429

2

444
0/ 13 (0%

84517

equence:
444

0/ 13 (0%

05531

59E12. 9

famiy Al

444
0/ 13 (0%

receptor type,

Disoforml

protein HMG 17 (Hi gh-no.
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Query 8 GACCTTCTTCATT 20
Shjct 22018663 gA'C'CJT#'lCJTll'lGIA]lJT 22018675

Features flanking this part of subject sequence:
58505 bB at 5 side: sinmlar to F59E12.9
p

233247 at 3' side: DWRT-like famly Al
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 22036638 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 22036626

Features flanking this part of subject sequence:
494006 bp at 5 side: DVRT-like famly Al o ] .
730935 bp at 3' side: ELAV (enbryonic lethal, abnormal vision, Drosophila)-Ilike.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 22768736 ,lA|C|CJTJ'I'|CJTI'I'|O|AITIT|C 22768748

Features flanking this part of subject sequence:
1006127 bp at 5' side: DVRT-1ike fam I?/ Al o ] .
218814 bp at 3' side: ELAV (enbryonic lethal, abnormal vision, Drosophila)-Ilike.

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 4 TTTCGACCTTCTT 16

Shj ct 23280857 JTjTlflClGlAlclchlfllelf 23280869

Features flanking this part of subject sequence: o _ .
578693 bB at 5 side: ELAV (enbryonic |lethal, abnormal vision, Drosophila)-like.
p

444
0/ 13 (0%

1341174 at 3' side: tunor suppressor candidate 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 24148056 lAlolchlrlc,Jrlrlc!Alrlrlc 24148068

Features flanking this part of subject sequence: o ) _
665769 bB at 5° side: ELAV (enbryonic |lethal, abnormal vision, Drosophila)-Ilike.
1254098 bp at 3' side: tunor suppressor candidate 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbjct 24235144 |G||A|C|CJT1F|C,JTJT|C!°\1F1F 24235132

Feat ures fl anki ng this part of subject sequence:
1518714 bp at 5' side: hypothetical protein
723185 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

444
0/ 13 (0%

05-01-2008 17:08
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Query 9 ACCTTCTTCATTC 21

Shj ct 29480448 AClelfCIITlF lflf 29480460

Feat ur es flanklng this part of subject sequence:
2091979 bp at si de: hypothetical protein
149920 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 30053725 CCJT1FC,JT1F JTlF 30053713

Features flanking this part of subject seguence
22773 bp at 5 side: zinc finger, omain containing 7
42710 bp at 3' side: glyoxylate reductase/hydroxypyruvate reduct ase

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 37197791 CC%%C#% %# 37197779

>ref | NW 922462. 1| HsCr aAADB02_20 E Hormo sapi ens chronpbsone 1 genonmic contig, altern:
(based on Cel era assenbly)
Lengt h=11481316

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Feat ur es flank|ng this part of subject sequence:
14383 bB at 5 'side: epidermal growh factor receptor pathway substrate 8-1ike.
134862 bp at 3' side: colony stinulating factor 1 isoforma precursor

Score = 32. 2 bits (16% pect = 7.2
Identities = 19/20 (95%, Gﬁps 0/ 20 (0%
St rand=Pl us/ M nus

Query 3 CGACCTTCTTCATTCA 22

Shjct 1283598 Ck## ACC%#C## ## 1283579

Features in this Part of subj ect sequence
G protein signalling nodulator 2 (AGS3-1ike, C el egans)

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ M nus

Query 7 CCTTCTTCATT 20

Shj ct 441655 CGACC##C## ## 441642

Features flanking this part of subject sequence: )
148271 bp at 5 side: mitochondrial tryptophanyl tRNA synthetase 2 isoform?2 pr
92136 bp at 3' side: hydroxyacid oxi dase 2

112
0/ 14 (0%

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identltles = 14/ 14 (100@6 Gaps
St r and=Pl| us/ M nus

Query 9 CCTTCTTCATTCA 22

Shj ct 10780606 ACC#%C## ## 10780593

Features in this Part of subj ect sequence
G protein signalling nodulator 2 (AGS3-1ike, C. elegans)
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Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shj ct 441989 GAClelflelf 1Flf 441977

Features in this part of subject sequence:
CD53 anti gen
CD53 antigen

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 12 TTCT TCATTCACG

ter 55 THIEATENE, 2aosens

Features flanking this part of subject sequence:
356936 bp at 5" side: nerve growth factor, beta pol ypepti de precursor
7595 bp at 3" side: vang-like

=

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 7133494 Clelfc,JTlf 1fJT 7133482

>ref | NT_008413. 17| Hs9_8570 E Hormo sapi ens chronpbsone 9 genonic contig, reference a:
Lengt h=39653686

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
878523 bB at 5 side: hypothetical protein
1202088 bp at 3' side: tyrosinase-related protein 1

Score = 32.2 bhits (16), Expect
Identities = 16/ 16 (100% Gaps
St rand=Pl us/ Pl us

Query 7 CCTTCTTCATTCA 22

Sbjct 11481894 CGACC,JTlféTJT lflf 11481909

Features in this part of subject sequence:
GlS famly zinc finger 3

7.2
0/ 16 (0%

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23

Sbj ct 3821495 CCJTJTCJTJT J'I'JTIC.‘JA\(.‘, 3821482

Features in this part of subject sequence:
hypot heti cal protein

112
0/ 14 (0%

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100% Gaps
St r and=Pl us/ Pl us

Query 8 CCTTCTTCATTC 21

Sbj ct 13408232 GACCJTJTCJTJT ]T]TI 13408245
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Features flanking this part of subject sequence: ) ]
522604 bp at 5 side: simlar to Nonhistone chromosomal protein HMG 17 (Hi gh-no.
307757 bp at 3' side: basonuclin 2

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Shict 16101230 GACEHTETTEATTE 16101217

Features flanking this part of subject sequence:
158265 bp at 5" side: SH3-domain GRB2-1ike 2
520212 bp at 3' side: ADAMIS-like 1 isoform3

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us
Query 11 CTTCITCATTCACG 24

Shict 17944006 CrrrrATioads 17944019

112
0/ 14 (0%

Features flanking this part of subject sequence:
361093 bp at 5" side: regulatpry factor X3 isoforma
71579 bp at 3' side: GIS famly zinc finger 3

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTITCATTCAC 23
Shjct 3746681 E*#k##kk##hkk 3746693

Features flanking this part of subject sequence: )
1338644 bp at 5' side: protein tyrosine phosphatase, receptor type, Disoform4
540567 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTC 14
Shjct 10062499 #k&##k%kkk##k 10062487

Features flanking this part of subject sequence:
479784 bp at 5 side: hypothetical protein
177112 bp at 3' side: nuclear factor I/B

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 13901184 kkk##k##kk##k 13901196

Features flanking this part of subject sequence: ) ]
684071 bp at 5 side: simlar to Nonhistone chromosomal protein HMG 17 (Hi gh-no.
146291 bp at 3' side: basonuclin 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 16262696 EE%%%#%Ek##Ek 16262684

444
0/ 13 (0%
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Features in this part of subject sequence:
hypot heti cal protein LOC54914

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Sbict 20972727 AOCTTOTTCATTE 20072715

Features flanking this part of subject sequence:
58531 bB at 5 'side: simlar to F59E12.9
233277 bp at 3' side: DVRT-like famly Al

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 22203788 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 22203776

444
0/ 13 (0%

Features flanking this part of subject sequence:
494033 bp at 5 side: DVRT-like famly Al o ] .
746600 bp at 3' side: ELAV (enbryonic lethal, abnormal vision, Drosophila)-Ilike.

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 22935943 ,lA|C|CJTJ'I'|CJTI'I'|O|AITIT|C 22935955

Features fl anki ng this part of subject sequence:
1021823 bp at 5 side: DVRT-like fam| ?/ Al
218810 bp at 3' side: ELAV (enbryonic lethal, abnormal vision, Drosophila)-Ilike.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 4 TTTCGACCTTCTT 16

Shj ct 23463733 JTjTlflClGlAlclchlfllelf 23463745

Features flanking this part of subject sequence: o ] _
578713 bB at 5° side: ELAV (enbryonic lethal, abnormal vision, Drosophila)-Ilike.
1336724 bp at 3' side: tunor suppressor candidate 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 9 ACCTTCTTCATTC 21

Sbjct 24330945 ,lAlch/JTlflc,JTlflCL\lFlFlC 24330957

Features flanking this part of subject sequence: o ) _
665790 bB at 5° side: ELAV (enbryonic |lethal, abnormal vision, Drosophila)-Ilike.
1249647 bp at 3' side: tunor suppressor candidate 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 24418034 gA'C'CJT#'lCJT#"GIAITIT 24418022

Features flanking this part of subject sequence:
1716714 bp at 5 side: leucine rich repeat neuronal 6C

444
0/ 13 (0%
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722672 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 29657383 l’-\lClclflflclflflCL\lflflC 29657395

Feat ures fl anki ng this part of subject sequence:
2289943 bp at 5' side: leucine rich repeat neuronal 6C
149443 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 30230624 |C|CIF1F|C,JT1F|C!°\1F1FIC!A 30230612

Features flanking this part of subject seguen_ce: o
22774 bp at 5' side: zinc finger, CCHC domain containing 7
42697 bp at 3' side: glyoxylate reductase/hydroxypyruvate reductase

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 37370051 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 37370039

>ref | NT_019273. 18| Hs1_19429 E Hormo sapi ens chronpbsone 1 genonmic contig, reference :
Lengt h=16604841

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence: )
14381 bB at 5 side: epidermal growth factor receptor pathway substrate 8-1ike..
134875 bp at 3' side: colony stinulating factor 1 isoforma precursor

Score = 32.2 bits (16), Expect = 7.2
Identities = 19/20 (95%, Gaps = 0/20 (0%
St rand=PIl us/ M nus

Query TTCGACCTTCTTCATTCA 22

et eososss LHHrAREEHHERE  esoeasr

Features in this part of subject sequence:
netrin Gl

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query TTCGACCTTCTT 16

3 CT
Sbj ct 3642617 lCJTJ'I'J'I'|(3|G»|A|C|CJTJ'I'IClT]T 3642630

Features in this Part of subject sequence:
G protein signalling nodulator 2 (AGS3-1ike, C. elegans)

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

vt P
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Shj ct 5361553 CGACCTTCTTCATT 5361540

Features flanking this part of subject sequence: )
148276 bp at 5" side: mtochondrial tryptophanyl tRNA synthetase 2 isoform2 pr.
92153 bp at 3' side: hydroxyacid oxi dase 2

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shict 15739241 ACOMTOTTATICA 15739228

Features in this Part of subject sequence:
G protein signalling nodulator 2 (AGS3-1ike, C. el egans)

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 8 GACCTTCTTCATT 20

Shict 5361887 GACLTTOTTATT 5361875

Features in this part of subject sequence:
CD53 antigen
CD53 antigen

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 12 TTCTTCATTCACG 24

Shict 7347965 TCMTCATIOAGS 7347977

444
0/ 13 (0%

Features flanking this part of subject sequence:
357012 bp at 5" side: nerve growmh factor, beta pol ypeptide precursor
7595 bp at 3' side: vang-like

=

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 10 CCTTCITCATTCA 22
Sbj ct 12094125 EL##E&#EL##Ek 12094113

>ref | NW927713. 1| HsCr aAADBO2_684 I Hormo sapi ens chronpbsone X genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=16225840

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this Part of subject sequence:
solute carrier famly 16, menber 2

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCAC 23
Shj ct 1491540 k&k%%k&%kk%#hkk 1491554

Features in this part of subject sequence:
phosphogl ycerate ki nase 1

28
0/ 15 (0%

Score = 26.3 bhits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

Query 10 CCTTCITCATTCA 22

Sbjct 5138378 |C|CJT1|'|CJTJT|C4|AJ1J1'IC!A 5138366

Features flanking this part of subject sequence:

187752 bp at 5" side: POU domain, class 3, transcription factor 4 .
164022 bp at 3' side: simlar to Cylicin-1 (Cylicin ) (Miltiple-band pol ypepti.
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 7 CGACCTTCTTCAT 19
. | Iclclr[rlclrlrl I
Sbjct 10709747 CGA CA 10709759

Features in this part of subject sequence:
dachshund 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 13205226 Ekk#h##hk##&k 13205238

Features flanking this part of subject sequence:
435661 bp at 5 side: kelch-like 4 isoform1
646539 bp at 3' side: hypothetical protein LOC53336

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shjct 15117082 kkk##k##kk##k 15117070

>ref | NW 927700. 1| HsCr aAADB02_672 Bl Homo sapi ens chronosonme X genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=35626972

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
67775 bB at 5 side: G protein-coupled receptor 64
208500 bp at 3' side: pyruvate dehydrogenase (lipoam de) al pha 1

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTCA 22
Sbict 17673264 GACCTTCITCATTER 17673250

Features in this part o
X-linked neuroligin 4
gin 4

28
0/ 15 (0%

f subj ect sequence:

X-1inked neurol

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Sbj ct 4663426 ELEE##E##Ek##E 4663413
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Features flanking this part of subject sequence:
7659 bp at 5 side: notile spermdomain containing 2 _
316809 bp at 3' side: ankyrin repeat and SOCS box-containing 9 isoform1

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbj ct 13459083 lC:‘»lAlch,JTlFHTJ'HC!A\lFlfl('Z 13459096

Features flanking this part of subject sequence: ) S
700604 bp at 5 side: simlar to Eukaryotic translation initiation factor 1A (e.
531307 bp at 3' side: connector enhancer of Kkinase suppressor of Ras 2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ Pl us

Query 4 TTTCGACCTTCITCATTC 21

Shict 19381107 HHLOACOTTOTTEATTE 19381124

Features flanking this part of subject sequence:
66332 bB at 5 side: transmenbrane 4 superfamly menber 10
p

219472 at 3' side: hypothetical protein LOC1L70062
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbjct 33266996 E%EE&#E&#Ek##E 33267009

Features flanking this part of subject sequence:
49423 bB at 5 'side: adlican )
218596 bp at 3' side: protein kinase, X-linked

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shjct 1990811 k%k#h##hk##&k 1990799

Features in this part of subject sequence:
PDZ donai n containing 10

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20

Shjct 11160691 Ekk%##&##&k## 11160703

Features in this part of subject sequence:
phosphati dylinositol N-acetyl gl ucosani nyltransferase subu. .

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 13855175 Ekk%##h##&k## 13855163

Features flanking this part of subject sequence
350127 bp at 5" side: retinoic acid induced 2

444
0/13 (0%
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12863 bp at 3' side: hypothetical protein LOCL139105

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shjct 16687871 ELEE#%E##Ek## 16687859

Features flanking this part of subject sequence: _ ]
28784 bp at 5' side: mitogen-activated protein kinase kinase kinase 15
96306 bp at 3' side: SH3-domain kinase binding protein 1 isoformb

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 17980052 E#%E#%Ek%%kkk 17980064

Features in this part of subject sequence:
SH3- domai n ki nase binding protein 1 isoformb

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23

Shict 18164677 LrrrATICAC 18164689

444
0/ 13 (0%

Features in this part of subject sequence:
smal | nuscle protein, X-linked

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbjct 20278016 EE#%E#%Ek%#Ek 20278004

Features flanking this part of subject sequence:
40559 bB at 5 'side: zinc finger protein 645 . o
121331 bp at 3' side: simlar to nmethyltransferase 5 donain containing 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23

Sbj ct 20852042 E*#E&#EL##EkE 20852054

444
0/ 13 (0%

Features flanking this part of subject sequence: )
9234 bB at 5' side: pyruvate dehydrogenase ki nase, isoenzynme 3
p

18977 at 3' side: phosphate cytidylyltransferase 1, choline, beta
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=PI us/ Pl us
Query 12 TTCTTCATTCACG 24
: lrlrlclrlrl | [r[rl | |
Sbj ct 23082590 CATTCACG 23082602
Features flanking this part of subject sequence:

156292 bp at 5 side: interleukin 1 receptor accessory protein-like 1
101152 bp at 3' side: nelanonma antigen famly B, 2
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shj ct 28655452 lCJ'flfllelf&lFlflC!AlC 28655440

444
0/ 13 (0%

Feat ur es flanking this part of subject sequence:
2739865 bp at 5' side: dystrophin Dp40 isoform
122911 bp at 3' side: hypothetical protein LOC158724

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 32550618 |C|CJT1F|C,JT1F|C!°\1F1FIC!A 32550606

Features flanking this part of subject sequence:
118416 bp at 5" side: hypothetical protein LOC170062
648453 bp at 3' side: simlar to nelanom antigen famly B, 18

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 33606846 EE##E##Ek##Ek 33606834

>ref | NW 927406. 1| HsCr aAADB02_645 E Hormo sapi ens chronpbsone 22 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=1603103

444
0/ 13 (0%

Features flanking this part of subject sequence:
41226 bp at 5' side: CDS ) o )
6517 bp at 3' side: GRB2-associated binding protein famly, nmenber 4

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCAC 23
Sbj ct 392378 kk%##k##&k##&kk 392364

>ref | NW 927106. 1| HsCr aAADBO2_618 E Hormo sapi ens chronosone 18 genonic contig, alter
(based on Cel era assenbly)
Lengt h=20447294

28
0/ 15 (0%

Sort alignnents for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
RAB27B, nemnber S oncogene famly

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
Strand=Pl us/ M nus

Query 1 ATCTTTCGACCTT 15

Ccr
Shj ct 7861435 k#k##%kkkkh##h# 7861421

Features in this Part of subject sequence:
Sma- and Mad-rel ated protein 2
Sma- and Mad-related protein 2

28
0/ 15 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

112
0/ 14 (0%
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Query 10 CCTTCT TOATTCAC

23
Sbj ct 813145 CCJTJTCJTJT J'I'J'I'l(,?IB\I(Z 813132

Features in this part of subject sequence:
hypot heti cal protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCTT

Sbj ct 4390377 ll'll'll'| ¢ CCJTJTCITIT 411390365

Features fl anki ng this part of subject sequence:

444
0/ 13 (0%

290600 bp at 5" side: transcription factor 4 isoformb
151138 bp at 3' side: hypothetical protein LOC642484

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC

Shj ct 8855801 ClI'JTCJTJT I'I'I'|'|C4|°\|C 8855789

Features fl anki ng this part of subject sequence:
368444 bp at 5 side: hK pot hetical protein
138347 bp at 3' side: I oredoxin-li1ke 1

444
0/13 (0%

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23
Shjct 9442632 ClI'JTCJTJT I'I'I'I'lCLlA\lC 9442620

Features in this Bart of subject sequence:
rabconnectin-3 beta isoforml
rabconnectin-3 beta isoform2

Score = 26.3 bits (1) Expect
Identities = 13/13 ( O% Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 9909220 CCJT1FCJT1F 1F1F 9909232

Features flanking this part of subject sequence:

444
0/ 13 (0%

86180 bB at 5' side: collagen and cal ci um bi ndi ng EGF domai ns 1
p at 3' side: phorbol-12-nyristate-13-acetate-induced protein 1

116658

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 12762397 CCJT1FC,JT1F JTlF 12762385

Features flanking this part of subject sequence:

499307 bp at 5" side: cadherin 19, type 2 preproprotein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTFCT?'CATTIQ'IA 22

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Shj ct 20050302 CCTTCTTCATTCA 20050314

>r ef | NW 925884. 1| HsCr aAADB02_508 Bl Homo sapi ens chronosonme 15 genomic contig, altel
(based on Cel era assenbly)
Lengt h=30328800

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence: )
acidic (leucine-rich) nuclear phosphoprotein 32 famly, m..

Score = 30.2 bits (15), Expect = 28
Identities = 18/ 19 (94%, Gaps = 0/19 (0%
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTCTTCATT 20

Sbjct 25068334 #k&##ETkEE##E##Ek## 25068316

Features flanking this part of subject sequence: )
8883 bp at 3' side: protein disulfide i somerase-associated 3 precursor

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=PI us/ Pl us

Query TCTTTCGACCTTCTTCAT 19

o 1711e ML rss

Features in this part of subject sequence:
transcription factor 12 isoformb
transcription factor 12 isoforma

Score = 28.2 bits (14), Expect = 112
Identities = 20/22 (90%, Gaps = 0/22 (0%
St rand=Pl us/ M nus

Query 1 fTFTTTCFﬁFFTTFTTFﬁTTFﬁ 22
Sbj ct 13271929 A%C###ACACCA#C##CA##CA 13271908
Features flanking this part of subject sequence:

124535 bp at 5" side: talin 2 o
77767 bp at 3' side: troponyosin 1 alpha chain isoform3

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query TTCGACCTTCT 15

2 TCT
Shj ct 19234772 #E&##EELEE##E# 19234785

Features in this part of subject sequence:
t hr ombospondi n, type |, donain containing 4

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shjct 27630734 EE%%%##Ek%#EkE 27630747

Features flanking this part of subject sequence:
5234 bp at 5 side: Numb-interacting protein
3707 bp at 3' side: dual oxidase 1 precursor

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ Pl us ( " P (0%

Query 10 CCTTCITCATTCA 22

Sbjct 1409699 |C|CJTJ'I'|CJTJ'I'|O|AJTJT|C!A 1409711

Features in this Part of subject sequence:
solute carrier

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbjct 1535333 ACCTTOTTCATTC 1535321

Features flanking this part of subject sequence:
917488 bB at 5 side: sulfide dehydrogenase |ike
1152549 bp at 3' side: senmaphorin 6D Isoform6 precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shjct 2889721 |G|A|C|CJTJ'I'|CJTI'I'|O|AITIT 2889709

Features in this part of subject sequence:
myosi n VC

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 8519605 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 8519617

Features flanking this part of subject sequence:

444
0/ 13 (0%

am |y 28 (sodi um coupl ed nucl eosi de trans...

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

450405 bp at 5" side: sinmlar to 40S ri bosomal protein SA (p40) (34/67 kDa | am .

180654 bp at 3' side: WD repeat donmain 72

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 9621992 leTjTlC]TlflclAlflflC!AlC 9622004

444
0/ 13 (0%

Features flanking this part of subject sequence:

18423 bB at 5 side: suppressor of hairy wing honolog 4 isoform3 _
p at 3' side: simlar to Acyl-CoA-binding protein (ACBP) (D azepam bi nd.

121653

Score = 26.3 bits (13), Expect = 444
Identities = 19/21 (90%, Gaps = 0/21 (0%
St rand=Pl us/ Pl us

Query 2 TCTTTCGACCTTCTTCATTCA 22
Sbjct 13004929 1flCJTlfA|C|G|°\|C|CIT1FlC'TGlClAlflfl(';lA 13004949

Features in this part of subject sequence:
transcription factor 12 isoformb
transcription factor 12 isoforma

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
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Query 12 TTCTTCATTCACG 24
. lrlrlclrlrl | 1r1r| | |

Shj ct 13488267 CATTCACG 134
Features flanking this ﬁart of sub

71289 bp at 5' side: hypothetica
904 bp at 3' side: aquaporin 9

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23
Sbict 14417234 CrrrrTioae 144

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

88255

iect sequence:

protein
444
0/13 (0%

17222

Features flanking this part of subject sequence:

717365 bp at 5" side: RAR-rel ated orphan receptor A isoformc
s

510680 bp at 3' side: vacuolar p

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTT 13

Shict 17623230 ArOTTTEGACETT 176

rotein sorting 13C protein isoform 1A

444
0/ 13 (0%

23242

Features flanking this part of subject sequence: )
729386 bp at 5" side: RAR-rel ated orphan receptor A isoformc

498659 bp at 3' side: vacuolar p

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22

Sbjct 17635251 EE##E##Ek##Ek 176

Features flanking this part of sub
41184 bp at 5' side: guanlne nuc
91760 bp at 3' side: death-assoc

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shjct 20086177 E%&#E##Ek##&k 200

Features in this part of subject s

rotein sorting 13C protein isoform 1A

444
0/ 13 (0%

35263

iect sequence:

| eoti de exchange factor p532
i ated protein kinase 2

444
0/ 13 (0%

86165

eguence:

casein kinase 1, gammma 1 isoform

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shj ct 20501500 kkk##k##kk##k 205

Features in this part of subject s
myosi n | XA

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23

Shbjct 28151315 E&#E##Ek##kkk 281

444
0/13 (0%

01512

equence:
444

0/13 (0%

51327
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>ref | NW 925561. 1| HsCr aAADB02_479 E Hormo sapi ens chronpbsone 14 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=53999513

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
1338234 bp at 5' side: hypothetical protein
1394262 bp at 3' side: hypothetical protein

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
Strand=Pl us/ M nus

Query 9 CCTTCTTCATTCAC

Shj ct 31399647 ACC#%C## ##Ekk 31399633

Features in this part of subject sequence:
regul ator of Gprotein signalling 6

28
0/ 15 (0%

Score = 28. 2 bits (14), Expect = 112
Identities = 17/18 (94@6 Gaps = 0/ 18 (0%
St rand=Pl us/ Pl us

Query 4 CEACCTTCTTCATTC 21

Shj ct 19254066 ### ACC#%C## ## 19254083

Features flanking this part of subject sequence:
816893 bp at 5" side: hypothetical protein
229728 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
Strand=Pl us/ Pi us

Query 10 CCTTCTTCATTCA 23

Sbjct 29822547 CC%%C#% %# 29822560

Features flanking this part of subject sequence:
946087 bp at 5" side: hypothetical protein
100530 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (949@ Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 4 CEACCTTCTTCATTC 21

Sbj ct 29951758 ### CC##C## ## 29951741

Feat ur es flank|ng this part of subject sequence:
101401 bp at 5 side: orthodenticle 2 isoformb
302311 bp at 3' side: SEC10 protein

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 12 TTCTTCATTCACG 24

Sbjct 4177618 ##C%# ##Ekkh 4177630

444
0/ 13 (0%

Features in this Bart of subject seguence:
reti nobl ast oma- bi nding protein 1 isoformll|
retinobl ast oma-binding protein 1 isoformll
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Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

Shj ct 5597883 ITJTlelf 1FlF|C!°\|C|G 5597871

Features flanking this part of subject sequence:

165197 bp at 5'
35843 bp at 3'

side: small

si de:

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query CCTTCTTCATTCA 22

Sbj ct ;(2)31886 HAH L,

nucl ear
synaptotagmin Xl V-1ike

RNA ‘activating conpl ex, polypeptide 1, 43kDa

444
0/ 13 (0%

9231898

Features in this Fart of subj ect sequence:

synaptotagmin Xl V-1ik

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query CTTCT TCATTCAC

444
0/ 13 (0%

11
Sbjct 9285233 lelfCJTlf 1FLF|C!°\|C 9285245

Features in this part of subject sequence:

hypot heti cal protein LOC9766

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

444
0/ 13 (0%

Sbjct 16956299 CJT1FCJT1F JTJTIC!AJC 16956287

Features flanking this ﬁart of subject sequence:

71412 bp at 5' side: hypothetical protein
60283 bp at 3' side: hypothetical protein
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 10 CCTTCTTCATTCA 22
Shj ct 22626882 CC]TJTCJT1I' J1‘11' 22626870

Features in this

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query CCTTCTTCATTC 21

Sbj ct 22802964 hodrr e e

part of subject sequence:
basi c | euci ne zi pper transcription factor,

ATF-11i ke

444
0/ 13 (0%

22802976

Features in this Part of subject sequence:

serine pal mtoyltransferase,

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

| ong chai n base subunit 2

444
0/13 (0%
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Sbj ct 24855984 |C31T1F|C1T11'|C4|AJ'I'J1'I(Z!A\I(3 24855972

Features in this part of subject sequence:
neurexin 3 isoform al pha precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 26047079 |C|CJTJ'|'|CJTJ'I'|C4|AJ'IJTIC!A 26047091

Feat ures fl anki ng this part of subject sequence:
1312459 bp at 5' side: hypothetical protein
1420039 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 31373870 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 31373858

Features in this part of subject sequence:
cal ponin |ike transnenbrane donain protein

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 42588831 ,lAlchZJTj'I'leTI'I'lCJAITITE 42588843

Features flanking this ﬁart of subject seguence:
10638 bp at 5' side: yﬁot hetical protein
1148453 bp at 3' side: hypothetical protein LOC283598

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 44844365 lCJ'flfllelf&lFlflC!AlC 44844353

444
0/ 13 (0%

Features flanking this ﬁart of subi’ ect seqguence:
26423 bp at 5 side: yﬁot hetical protein
1132668 bp at 3' side: hypothetical protein LOC283598

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Sbjct 44860150 lCJTlflc,JTlflclAlflflC!AlC 44860138

Features in this part of subject sequence:
solute carrier famly 25, nenber 29 isoformb

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Sbjct 47578549 llelflc,JTlflclAjTJTIC!A\lC 47578537

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Features in this part of subject sequence:
WD repeat domain 20 isoforml
WD repeat domain 20 isoform 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATT 20

Sbj ct 49484549 E%EE##E##Ek## 49484561

>ref | NW 925395. 1| HsCr aAADBO2_464 E Hormo sapi ens chronosone 12 genonic contig, alter
(based on Cel era assenbly)
Lengt h=79994791

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: _
304017 bp at 5 side: suppressor of defective silencing 3
263609 bp at 3' side: KIAA1853 protein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCAC 23
Shj ct 66413049 kk%##%#%hk##kkk 66413035

Features flanking this part of subject sequence: _
26126 bp at 5' side: olfactory receptor, famly 6, subfamly C, nenber 76
16012 bp at 3' side: olfactory receptor, famly 6, subfamly C, nenber 70

28
0/ 15 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 3122998 EEH#E##Ek%%EkE 3122985

Features flanking this part of subject sequence:
3090 bB at 5' side: thothetlcaI protein
p

112
0/ 14 (0%

80706 at 3' side: hypothetical protein
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ Pl us
Query 11 CTTCTTCATTCACG 24
. Iclrlrlclrlrl | lrlrl [ 1]
Sbjct 50863419 CATTCACG 50863432

Features flanking this part of subject sequence: ) )
256302 bp at 5" side: thyroid hornmone receptor associated protein 2
1043 bp at 3' side: hypothetical protein LOC400077

112

Score = 28.2 bits (14), Expect
0/ 14 (0%

Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shj ct 64224652 Ekk#k##hk##&kk 64224665

Features in this part of subject sequence:
suppressor of defective silencing 3

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps

112
0/ 14 (0%
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St rand=Pl us/ M nus
Query 11 CTTCTTCATTCACG 24
: Iclrlrlclrlrl | lrlrl | ]
Shjct 66093726 CATTCACG 66093713
Features flanking this part of subject sequence:

244778 bp at 5 side: simlar to heat shock 70kD protein binding protein
646100 bp at 3' side: leucine-rich repeats and i mmunogl obulin-I1ke domains 3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shict 5905724 CLMTCTTEATIEA 5905712

Features flanking this part of subject sequence: _ ) )
282376 bp at 5 side: leucine-rich repeats and inmunogl obulin-1ike domains 3
503131 bp at 3' side: solute carrier famly 16, menber 7

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20

Sbjct 6881863 l(':‘ulAlClCJTlflC,JTlflC!Alflf 6881875

Features in this part of subject sequence:
car boxypepti dase M precursor
car boxypepti dase M precursor

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbj ct 16550547 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 16550535

Features flanking this part of subject sequence:
182375 bp at 5" side: carboxypepti dase M precursor o
124466 bp at 3' side: cleavage and pol yadenyl ati on specific factor 6, 68 kD sub.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 16796621 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 16796609

444
0/ 13 (0%

Features flanking this part of subject sequence: )
297879 bp at 5" side: protein tyrosine phosphatase, receptor type, R isoform?2
73330 bp at 3' side: transnmenbrane 4 superfamly nenber 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 18732935 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 18732923

Features flanking this part of subject sequence:
44266 bB at 5' side: transnmenbrane protein vezatin
p

444
0/ 13 (0%

130787 at 3' side: nethionyl am nopeptidase 2
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us
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Query 9 ACCTTCTTCATTC 21

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Sbj ct 43031882 ,|A|C|CJTJ'I'|CJTJT|C|A11JTIC 43031894

Features flanking this part of subject sequence:
647306 bp at 5 side: neural precursor cell expressed, developnentally down-reg.
885400 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 1 ATCTTTCGACCTT 13

444
0/ 13 (0%

Shj ct 45282971 ,lAJ'I'UTJ'I'J'I'lClchAlClClFIT 45282959

Features in this part of subject sequence:
cajalin 2 isoforma
cajalin 2 isoformc

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATT 20

444
0/13 (0%

Shjct 46463678 |G|A|C£JTJ'I'|CJTI'I'|O|AITIT 46463690

Features in this Part of subj ect sequence:

solute carrier

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

am ly 17 (sodi um dependent i norganic phos...

444
0/13 (0%

Shj ct 48063642 |(3|CJT1F|CZJTI1'|C)|A1|'11'|CI!°\ 48063630

Features in this part of subject sequence:

transnenbrane protein 16D

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

444
0/ 13 (0%

Shj ct 48596171 lCJ'flfllelf&lFlflC!AlC 48596159

Features in this part of subject sequence: _
pol ynerase (RNA) |11 (DNA directed) polypeptide B

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

444
0/ 13 (0%

Shj ct 54102645 !’-\lClclflflclflflCL\lflflC 54102657

Features flanking this part of subject sequence:
31913 bp at 5 side: mitochondrial al dehyde dehydrogenase 2 precursor )
1234 bp at 3' side: nmitogen-activated protein kinase-activated protein kinase...

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

444
0/ 13 (0%

Sbjct 59528596 1flflC/JTlflClAlijlC!O\IClG 59528584
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Features flanking this ﬁart of subi' ect sequence:
49520 bp at 5' side: hypothetical protein LOC283450
86124 bp at 3' side: ribosonal protein L6

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23

Shjct 60007867 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 60007879

444
0/ 13 (0%

Features flanking this part of subject sequence: ) )
19953 bB at 5 'side: thyroid hornone receptor associated protein 2
237393 bp at 3' side: hypothetical protein LOC400077

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 63988315 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 63988303

Features flanking this part of subject sequence:
547980 bp at 5" side: hypothetical protein
86313 bp at 3' side: simlar to CGlL4446- PA

444
0/13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTTCTTC 17

Shj ct 75903038 !’-\JTlCITlflflCC!A\UClFlFlC]TlI'lC 75903054

Features in this part of subject sequence:
hypot heti cal protein LOC121256

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shjct 76961609 l’-\lClCIITlfgflflCL\lflflC 76961597

Features in this part of subject sequence:
E1A bi ndi ng protein p400

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shjct 79688724 lAlolchlrlc,Jrlrlc!Alrlrlc 79688712

Features in this Part of subj ect sequence:
EP400 N-term nal 1ike

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbjct 79832821 ,lAlch/JTlFlCJTlFlCL\lFlFlC 79832809

>ref | NW 925106. 1| HsCr aAADB02_438 E Hormo sapi ens chronpbsone 11 genonmic contig, alter
(based on Cel era assenbly)
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Lengt h=33348968

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
SH3 and mul tiple ankyrin repeat domains 2 isoforml

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@@ Gaps
St rand=Pl us/ M nus

Query 2 CTTTCGACCTTCTT

Shj ct 15931797 #ck##lllcc##c## 15931783

Feat ur es flank|ng this part of subject sequence:
200575 bp at 5" side: olfactory receptor, fan1|y 4, subfamly A nenber 15
1078 bp at 3' side: olfactory receptor, fan1|y , subfan1|y C, menber 16

28
0/ 15 (0%

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@@ Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22

Shjct 1028428 ACC%#C## ## 1028415

Features flanking this part of subject sequence:
165036 bp at 5" side: chapsyn-110
543545 bp at 3' side: hypothetical protein LOC55863

112
0/ 14 (0%

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ M nus

Query 9 CCTTCTTCATTCA 22

Shj ct 30456585 ACC#%C## ## 30456572

Features flanking this part of subject sequence:
14564 bp at 5' side: olfactory receptor, famly
53139 bp at 3' side: olfactory receptor, famly 5, subf

112
0/ 14 (0%

B, nenber 12
B, nenber 21

<<

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbjct 3928694 ACC%#C## %# 3928682

Features flanking this part of subject sequence:
102728 bp at 5" side: transcobalanmn | precursor
54691 bp at 3' side: hypothetical protein

Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (949@ Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 8 CCTTCTTCATTCACG
L L
Sbj ct 5447521 GA CACG 5447505
Feat ur es flank|ng this part of subject sequence:

174691 bp at 5" side: two pore segnent channel 2
35610 bp at 3' side: nyel oma overexpressed

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

444
0/ 13 (0%
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Sbj ct 14718274 |C31T1F|C1T11'|C4|AJ1'J1'I(Z,IA\I(3 14718286

Features flanking this part of subject sequence:
303610 bB at 5 side: simlar to odd Oz/ten-m honol og 4 )
3316666 bp at 3' side: simlar to 40S ri bosomal protein S28 isoform2

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 1 ATCTTTCGACCTTCTTC 17

Shjct 24741862 ,lAJ'I'UTJ'I'J'I'lCIlGlAlCleTCHTlTlC 24741846

Features flanking this part of subject sequence:
763183 bB at 5 side: simlar to odd Oz/ten-m honol og 4 )
2857097 bp at 3' side: simlar to 40S ribosonal protein S28 isoform 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 25201419 kkk##k##kk##k 25201431

Features flanking this part of subject sequence:
1410511 bp at 5' side: simlar to odd Oz/ten-m honol og 4 )
2209769 bp at 3' side: similar to 40S ribosonal protein S28 isoform 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 25848747 kk%##%#%kk##k 25848759

Feat ur es flanking this part of subject sequence:
2228100 bp at 5' side: simlar to odd Oz/ten-m horol og 4 )
1392180 bp at 3' side: similar to 40S ribosomal protein S28 isoform 2

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 26666336 EE#%E#%Ek##Ek 26666348

Features in this part of subject sequence:
chapsyn-110

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 30260172 E#%E#%Ek%#&kk 30260184

>ref | NW 924884. 1| HsCr aAADB02_418 E Hormo sapi ens chronpbsone 10 genomic contig, alter
(based on Cel era assenbly)
Lengt h=44859570

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this ﬁart of subject sequence:

75496 bp at 5 side: hypothetical protein LOC143384 ) )
41733 bp at 3' side: simlar to 60S ribosomal protein L17 (L23) (Amino acid st..
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Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@6 Gaps
St rand=Pl us/ Pl us

Query 8 CCTTCTTCATTCA 22

Shj ct 31323239 GACCIT#lelf lflf 31323253

Features flanking this part of subject sequence ]
2051 bB at 5 side: cytochrome P450, fan1IY , subfami|
47052 bp at 3' side: cytochrone P450, fani y 2, subfan

28
0/ 15 (0%

Score = 28.2 bhits (14), Expect = 112
Identities = 17/18 (94@6 Gaps = 0/ 18 (0%
Strand=Pl us/ Pi us

Query 3 CGACCTTCTTCATT

S iy i o

Features flanking this part of subject sequence:

5001 bp at 5 side: interferon-induced protein with te
2959 bp at 3" side: interferon-induced protein with te
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%

St rand= PIus/M nus

Query CTTCTTCATTCAC 23
Sbjct 1899146 C##C%% %%Ekk 1899134

Features in this part of subject sequence:
SEC15-1i ke 1 isoformb
SEC15-li ke 1 isoforma

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ Pl us

Query CTTCTTCATTCAC 23
Sbj ct 5561975 C*#C%# ##Ekk 5561987

Features in this part of subject sequence:
cytochronme P450, famly 2, subfamly C, polypeptide 19

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23
Sbj ct 7347628 C##C## ##Ekk 7347640

Features in this part of subject sequence:
B-cell |inker

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 8747480 CC%#C## ## 8747492

Features in this part of subject sequence:
bet a-transduci n repeat containing protein isoform?2
bet a-transduci n repeat containing protein isoforml

444
0/13 (0%

Score = 26.3 bits (13), Expect = 444

peptide 9

C, pol
Yy C,p Yypeptlde 8 iso.

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

tratricopeptide repeats..
tratricopeptide repeats..
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

Query 9 ACCTTCTTCATTC 21
Sbj ct 13874755 /lAl(.?lCJTJ'IJCJTJ'I'lclAl]JTIC 13874743

Features in this part of subject sequence:
hypot heti cal protein LOC80217

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Sbjct 16692844 ,lAl(.‘,lCJTJ'I'lCJTJ'I'lClA]lJTIC 16692856

Features flanking this part of subject sequence:
961760 bB at 5 side: SORCS receptor 1 isoforma .
1731488 bp at 3' side: X-prolyl am nopeptidase (ami nopeptidase P) 1, soluble

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shjct 20627943 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 20627955

444
0/13 (0%

Features in this part of subLect sequence:
m tochondri al glycerol 3-phosphate acyltransferase

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 24656781 Ekk#h##hk##&k 24656769

Features flanking this part of subject sequence: . ]
123611 bp at 5 side: antigen identified by nonocl onal antibody Ki-67
665303 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 40721856 EE%%%#%Ek##Ek 40721844

>ref | NW 924484. 1| HsCr aAADB02_382 Bl Hono sapi ens chronosone 9 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=25897798

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: ) o )
39230 bB at 5 'side: protein tyrosine phosphatase domain containing 1 protein .
145125 bp at 3' side: zinc finger protein 169

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCACG

Sbj ct 25731061 EE%#E&#EL##EkEE 25731047

28
0/ 15 (0%

Features flanking this part of subject sequence:
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314446 bp at 5' side: neurotrophic tyrosine kinase,
210938 bp at 3' side: ATP/GIP binding protein 1

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl| us/ M nus

Query 8 GACCTTCTTCATTC 21
Shjct 16901361 lGlAlCl(IlflflClFlflC!AlFlflC 16901348

Features flanking this part of subject sequence:

951405 bp at 5" side: annexin |

377886 bp at 3' side: RAR-rel ated orphan receptor

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 0 CCTTCTTCATTCA 22

r 1
Sbjct 5689101 lclclrlrlc,JrlrlclAlrlrIC!A 5689113

Features flanking this part of subject sequence: )
727009 bp at 5" side: phosPhoserl ne am notransferase isoforml ) )
ar to Coiled-coil-helix-coiled-coil-helix domain-con.

335285 bp at 3' side: sim

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20

Sbj ct 10628322 gAlclch#lCJT#lCL\ITIT 10628334

Features flanking this ﬁart of subi' ect SequeE%OlS%
protein

61276 bB at 5' side:
p

( Kpot hetica
279157 at 3' side:

ypot hetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Shjct 18784664 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 18784652

444
0/ 13 (0%

Features flanking this part of subi' ect sequence:

65451 bp at 5' side: hypothetica

protein
42039 bp at 3' side: D -Ras2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 22148146 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 22148134

444
0/ 13 (0%

Features flanking this part of subject sequence:
170899 bp at 5" side: nuclear factor, interleukin 3 regul ated

37841 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
Strand=Pl us/ M nus

Query 2 TCTTTCGACCTTCTTCA 18

Shj ct 23158609 lflCIlflfleTlAlolClFlFHTlflC!A 23158593

receptor,

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

type 2 isoformc .

>ref | NW 923929. 1| HsCr aAADB0O2_332 Bl Hono sapi ens chronosone 8 genonmic contig, alter

05-01-2008 17:08
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(based on Cel era assenbly)
Lengt h=39695605

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Features in this part of subject sequence:

st auf en honol og 2

Score = 30.2 bits (15), Expect
Identities = 18/ 19 (94@6 Gaps =
St rand=Pl us/ M nus

= 28
0/19 (0%

Query 2 TTCGACCTTCTTCATT 20

Sbjct 27726887 #C#%% CC##C## ## 27726869

Features in this part of subgect sequence:

hypot heti cal protein LOC23

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

444
0/ 13 (0%

Sbj ct 1504131 ACC%#C#% ## 1504119

Features flanking this part of subject sequence:

Sort alignments for this s
E value Score Percent
Query start position Sul

211801 bp at 5" side: ubiquitin-conjugating enzyme E2 variant 2

319908 bp at 3' side: hypothetica

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query CTTCTTCATTCAC 23

444
0/ 13 (0%

Sbjct 2303501 C*#C## ##Ekh 2303489

Feat ur es flank|ng this part of subject sequence:

protei n LOC401459

23835 bp at 5 side: coiled-coil-helix-coiled-coil-helix domain containing 7 i.

60860 bp at 3' side: epiderma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 3 CTTTCGACCTTCT 15

retinal

444
0/13 (0%

Shjct 10276656 C###l||CC%#C# 10276668

Feat ur es flank|ng this part of subLe

353073 bp at 5" side: thynus h

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

444
0/ 13 (0%

Shjct 13509171 ##C%# ##Ekk% 13509159

Feat ur es flank|ng this part of subject sequence:

dehydr ogenase 2

ct sequence:
mobi ity group box protein TOX
736282 bp at 3' side: carbonic anhydrase VITI

40151 B at 5 side: chronodomain helicase DNA binding protein 7
p

393845

Score = 26.3 bhits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us

Query 9 ACCTTCTTCATTC 21

at 3' side: hypothetica

444
0/ 13 (0%

protein LOC157807

05-01-2008 17:08
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Sbict 14941430 ACCTTOTTCATTC 14941451

Features in this part of subject sequence:
hypot heti cal protein LOC286183

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 16508374 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 16508362

Feat ures fl anki ng this part of subject sequence:
1139084 bp at 5' side: YTH domain famly, mnenber 3
20833 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 18385062 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 18385050

Features flanking this part of subject sequence:
178205 bp at 5" side: carboxypepti dase B precursor
28095 bp at 3' side: DEP donain containing 2 isoforma

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23

Shjct 21962864 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 21962876

Features flanking this gart of subject sequence:
5184 bB at 5 side: PR domain containing 14
38575 bp at 3' side: nuclear receptor coactivator 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 24118025 EL%L&%E##Ek## 24118013

Features flanking this part of subject sequence:
442116 bp at 5" side: ankyrin-like protein 1 )
53606 bp at 3' side: potassiumvoltage-gated channel, Shab-related subfamly,

444
0/13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 11 CTTCTTCATTCAC 23

Sbjct 26562307 llelflc,JTlflClAJTLFIC!AlC 26562295

Features in this part of subject sequence:

pot assi um vol t age- gat ed channel, Shab-rel ated subfanily,
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Sbjct 26703703 llelflc,JTlflClAJTLFIC!AlC 26703691
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Features in this part of subject sequence:

pot assi um vol t age- gat ed channel, Shab-rel ated subfanily
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl| us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 26944689 l(ZlCIlflfllelflCL\lflflCL\ 26944677

Features flanking this part of subject sequence:
431883 bp at 5" side: cocoacrisp
79269 bp at 3' side: hepatocyte nuclear factor 4, ganma

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 29504677 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 29504689

Features flanking this part of subject sequence:
907011 bp at 5" side: peroxisomal nenbrane protein 3 )
717537 bp at 3' side: cAMP-dependent protein kinase inhibitor al pha isoform6

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 12 TTCTTCATTCACG 24

Sbjct 31929866 ##E#%Ek%%kkk& 31929878

>ref | NW 922984. 1| HsCr aAADB02_247 E Hormo sapi ens chronpbsone 6 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=26292868

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
10302 bp at 5' side: H4 h|stone_fan1lﬁ, menber H
72349 bp at 3' side: butyrophilin, subfanmly 3, nenber A2 precursor

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTCA 22
Shj ct 25920592 E%EE##E#%Ek##Ek 25920606

Features in this part of subject sequence:
serine (or cysteine) protelnase inhibitor, clade B (ovalb..

28
0/ 15 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shj ct 2514751 EE##E##Ek%%EkE 2514764

Features flanking this part of subject sequence:
7223 bB at 5 side: testis-specific histone H2B
27436 bp at 3' side: solute carrier famly 17 (sodi um phosphate), nmenber 4

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps

112
0/ 14 (0%
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St r and=Pl| us/ M nus
Query CCTTCTTCATTCAC

10
Shj ct 25357224 CC%#C## ##Ekk 2

Features in this Eart of subj ect
synt het ase

phenyl al ani ne-t
Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Que 10 CCTTCTTCATTCA 22

s ot 5270225 LT oo

Features flanking this part of su

N

372196 bp at 5" side: ot heti
432921 bp at 3' side: h¥£ﬁ
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 9 ACCTTCTTCATTC 21
Shjct 9087508 ACC##C## %# 908

Features flanking this part of su

265245 bp at 5" side: neural pr
216226 bp at 3' side: hypotheti
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 10 CCTTCTTCATTCA 22
Sbjct 11121731 CC%#C&# %# 11

Features flanking this
75858 bp at 5' side:
50306 bp at 3' side:

ﬁart of su
unman i nmmu

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus

Query 11 CTTCTTCATTCAC 23

Sbjct 11863866 C*#C&# ##Ekk 11

Feat ur es flank|ng this part of su
71103 bB at 5 side:
146923 bp at 3' side:

simlar t

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 11990716 C##C## ##Ek% 11

Features in this part of subject
dystrobrevin binding protein 1
dystrobrevin binding protein 1

Score = 26. 3 bits (13), Expec
Identities = 13/13 (100@6 Gap
St rand=Pl us/ Pl us

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

5357211

sequence:

444
0/ 13 (0%
0235
bj ect sequence:
cal protein

444
0/ 13 (0%

7520

bj ect sequence:
ecursor cell expressed, devel opnentally down-reg.
cal protein LOC84830

444
0/ 13 (0%

121743

bj ect sequence:

nodefi ciency virus type | enhancer binding prot..

endothelin 1

444
0/ 13 (0%

863854

bj ect sequence:

endothelin 1

o0 ribosomal protein L15 isoform4

444
0/13 (0%

990728

sequence:
isoformc
isoforma

444
0/ 13 (0%
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Query 9 ACCTTCTTCATTC 21
Shj ct 15199894 l’-\lClclflflclflflCL\lflflC 15199906

Features flanking this part of subject sequence:
662704 bp at 5" side: ataxin 1 _
138242 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23
Sbjct 16624319 llelflc,JTlflclAjTlflCL\lC 16624331

444
0/ 13 (0%

Features flanking this part of subject sequence:
558563 bp at 5" side: hypothetical protein )
857663 bp at 3' side: vesicular nenbrane protein p24

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 22905436 |C|CIF1F|C,JT1F|C!ALF1FIC!A 22905448

Features flanking this part of subject sequence:
799482 bp at 5" side: hypothetical protein )
616744 bp at 3' side: vesicular nenbrane protein p24

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 23146355 EL##E&#EL##Ek 23146367

>ref | NW922217. 1| HsCr aAADB02_178 E Hormo sapi ens chronpbsone 4 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=70496567

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
33295 bp at 5 side: endothelin receptor type A
42038 bp at 3' side: transmenbrane protein 34

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCAC 23
Shj ct 28075640 kk%##%#%hk##kkk 28075654

28
0/ 15 (0%

Features flanking this part of subject sequence:
5970 bB at 5 side: Smprotein F )
21314 bp at 3' side: simlar to stromal cell derived factor receptor 2

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Sbjct 26693735 Ekkk##k#%kk##k 26693722

Features flanking this part of subject sequence:

112
0/ 14 (0%
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489361 bp at 5' side: acidic nuclear phosphoprotein 32C
255683 bp at 3' side: simlar to nascent polypeptide-associated conpl ex al pha p.

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shj ct 45198254 l’-\lClclflfllelflCL\lflflCL\ 45198267

Features flanking this part of subject sequence:
215612 bp at 5" side: glycoprotein MA isoform 2

112
0/ 14 (0%

68527 bp at 3' side: repeat domain 17 isoform1l
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%

St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Shict 56534627 GACOTTOTTCATTE 56534640

Features flanking this part of subject sequence:
54467 bp at 5 side: annexin 5 .
9270 bp at 3' side: hypothetical protein LOC132332

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 2315216 lCZJTll'lchll'lC‘JAll'll'l(JlAl(: 2315204

Features in this part of subject sequence:
sper mat ogenesi s associ ated factor SPAF

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

Sbj ct 3857223 |C|CJTJ'I'|CJTJ'I'|C4|AJTJ1'|C!A 3857211

Features flanking this part of subject sequence:
332506 bp at 5 side: hyEot hetical protein isoforml
670067 bp at 3' side: ankyrin repeat donmain 50

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

r
Shj ct 4558164 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 4558176

Features flanking this part of subject sequence:
772008 bB at 5 side: hypothetical protein
2537358 bp at 3' side: protocadherin 10 isoform 1 precursor

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20
Shjct 11130415 EL%L&%E##Ek## 11130427

Features flanking this part of subject sequence: _ _ _ .
152976 bp at 5 side: simlar to poly(A) binding protein, cytoplasmic 4 (induci.
586091 bp at 3' side: simlar to i qui nol -cytochrome c¢ reductase conpl ex ubi qu.

444
0/ 13 (0%
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23
Shj ct 14872197 C##C&# %#Ekk 14872209

Features flanking this part of subject sequence:
489937 bp at 5 side: hypothetical Proteln o
767668 bp at 3' side: simlar to Teloneric repeat-binding factor 1 (TTAGGG repe.

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 16101202 C#%C%# %#Ekk 16101214

Features flanking this part of subject sequence:
112085 bp at 5" side: nuclear receptor subfamly 3, group C, nenber 2
962774 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 9 ACCTTCTTCATTC 21

Sbjct 29048904 ACC#%C%# ## 29048916

Features flanking this part of subject sequence:
487174 bp at 5" side: PET112-11ike
74588 bp at 3' side: F-box protein FBW isoform1

444
0/ 13 (0%

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTC 14

Sbj ct 32750703 #C&##lllctkk 32750691

Feat ur es flank|ng this part of subject sequence:
750411 bp at 5 side: hypothetical protein
301859 bp at 3' side: hypothetical protein

Score = 26.3 bits_(13), Expect = ~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 4 CGACCTTCTTCATT

Shjct 43318168 ### CC%#C## ## 42318152

Feat ur es flank|ng this part of subject sequence:
23616 bB at 5 side: tolloid-like 1
611941 bp at 3' side: testican 3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shj ct 46638547 ACC##C## ## 46638535

Features inthis part of subject sequence:
H3 domain containing ring finger

444
0/13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

Query 10 CCTTCTTCATTCA 22
Shj ct 49654803 l(ZlCIlflfllelflCL\lflflCL\ 49654791

Features in this part of subject sequence:
pol ypepti de N acetyl gal act osam nyltransferase 7

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%

Query 9 ACCTTCTTCATTC 21
Shj ct 53766989 l’-\lClCIITlfgflflCL\lflflC 53766977

Feat ures fl anki ng' this part of subject sequence:

1548564 bp at

si de: hypothetical protein

1037513 bp at 3" side: sinilar to NADH dehydrogenase (ubi qui none) 1 beta subconp

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbjct 60044870 ,lAlch/JTlflc,JTlflCL\lFlFlC 60044858

Features flanking this part of subject sequence:
58511 bp at 5 side: dCMP deami nase isoformb
63003 bp at 3' side: simlar to C3405-PA

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 63486866 |C|CIF1F|CJT1F|C!°\1FIFIC!A 63486854

>ref | NW 922162. 1| HsCr aAADB02_173
(based on Cel era assenbly)
Lengt h=66459542

E Hormo sapi ens chronpbsone 4 genonmic contig, alteri

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
sodi um dependent organi ¢ ani on transporter

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTCAC

Sbjct 34850455 ACOTTOTTCATTEAE

28
0/ 15 (0%

23
34859469

Features flanking this part of subject sequence:
44399 bp at 5' side: ankyrin repeat domain 56

7665 bp at 3' side: septin 11

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA

Shjct 24989740 hCLTrrTh

112
0/ 14 (0%

22
24989727
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s this part of subject sequence: )
y with sequence similarity 13, nenber Al isoforma
y with sequence simlarity 13, nenber Al isoformb

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 36850807 l(Zl(?JTj'I'lclTJ'I'lCJAJ'IJl'I(Z!AI(: 36850794

Features in this part of subject sequence:
gl utamate receptor, ionotropic, delta 2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shjct 40764932 |(3|CJT1F|CZJTI1'|C)|A[|'II'|CI!°\|CZ 40764919

Features in this part of subject sequence:
gl utamate receptor, ionotropic, delta 2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 41482621 Ekk#k##hk##&kk 41482608

Features in this part of subject sequence: ) )
protei n phosphatase 3 (fornerly 2B), catalytic subunit, a..

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shj ct 49251016 kk%##k##kk##kk 49251029

Features in this part of subject sequence:
ki nase insert domain receptor (a type Ill receptor tyrosi...

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shj ct 3282350 ELE%##E#%Ek## 3282338

Features flanking this Eart of subject sequence: .
75938 bB at 5 side: kinase insert domain receptor (a type Ill receptor tyrosi.
145012 bp at 3' side: steroid 5 al pha-reductase 2-1ike

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 3 CTTTCGACCTTCTTCAT 19

Sbj ct 3394299 E##%EAkEE##E##Ek 3394283

Features in this part of subject sequence: )
ADAM net al | opepti dase with thronbospondin type 1 notif, 3...

Score = 26.3 bits (13), Expect = 444

283 de 444 05-01-2008 17:08
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Identities = 13/13 (100%, Gaps =
St r and=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 20476991 E*#E&#EL##EkE 204

Features flanking this part of subject sequence:

138441 bp at 5 side: betacellu
596 bp at 3' side: DKFZP56400823

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shjct 22978176 Ekkk##&##kk## 229

Features flanking this part of subject sequence:
al protein LOC84803
| protein

787404 bp at 5 side: hypothetic
90274 bp at 3' side: hypothetica

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 1 ATCTTTCGACCTT 13

Shj ct 32428730 k#k%##kk%kk*# 324

Features in this part of subject s

Rho GIPase activating protein 24 isoform1l

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 33647770 E%&#E##Ek##&k 336

Features flanking this ﬁart of sub
45545 bB at 5' side: yPothetica
431758 bp at 3' side: a

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shj ct 37337945 E#%E##Ek##hkk 373

Features flanking this part of subject sequence:
al protein

737470 bp at 5" side: hYpothetic
242383 bp at 3' side: glutamate

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbjct 40099086 k&k#%k%%kk##k 400

Features in this part of subject s
glutamate receptor, ionotropic,

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

0/ 13 (0%

76979
In

protein

444
0/ 13 (0%

78164

444
0/13 (0%
28742
eqguence:

444
0/13 (0%

47782
444

0/ 13 (0%

37933

recept or,
444

0/ 13 (0%

99074

equence:
delta 2

444
0/ 13 (0%

ect sequence:
protein LOC285513
pha- synucl ei n i sof or m NACP140

i onot r opi c,
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Query 9 ACCTTCTTCATTC 21
Shj ct 40509275 l’-\lClclflflclflflCL\lflflC 40509263

Features in this part of subject sequence: )
al cohol dehydrogenase 1B (class 1), beta pol ypeptide

Score = 26.3 bits (13), Expect = 444
Identities = 19/21 (90%, Gaps = 0/21 (0%
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTTCTTCATTC 21

Shj ct 47353989 lAjTlCITlflfl(ZClAlollellefll'lC!All'lfl(Z 47354009

Features flanking this ﬁart of _subi' ect sequence:
51052 bp at 5' side: hypothetical protein isoform?2
62890 bp at 3' side: hypothetical protein LOC54790

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shict 53216458 ACCMTONTATHE 53216470

Features flanking this part of subject sequence: _
47484 bp at 5 side: glutanyl am nopeptidase (ami nopeptidase A) )
9106 bp at 3' side: paired-like honeodomain transcription factor 2 isoformc

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCTTCATT 20

Shict 58648973 TTTCCACOTTOTTCATT 58648957

Feat ures fl anki ng this part of subject sequence: )
1966643 bp at 5' side: N-deacetylase/ N-sulfotransferase (heparan P! ucosam nyl) 4
39910 bp at 3' side: translocation associated nmenbrane protein 1-like

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query TTCGACCTTCTTCAT 19

3 CT
Sbj ct 65082701 lCJTll'll'lchClclclTlTICJTITHA 65082685

Features flanking this part of subject sequence: ) )
512323 bp at 5 side: translocation associ ated nenbrane ﬂrote| n l-like 1
455316 bp at 3' side: N-deacetyl ase/ N-sul fotransferase (heparan gl ucosam nyl) 3

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 65636043 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 65636055

>ref | NW 921651. 1| HsCr aAADB02_127 B Hono sapi ens chronosonme 3 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=75540080

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence: _
585552 bp at 5" side: 3-oxoacyl-ACP synthase, mitochondrial

285 de 444 05-01-2008 17:08
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242431 bp at 3' side: hypothetical protein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
Strand=Pl us/ M nus

Query 8 GACCTTCTTCATTCA 22
Shj ct 26358424 |G|A|C|CIT1F|C[F1F|C!0\1F1F|C!A 26358410

Features flanking this part of subject sequence: )
99190 bp at 5' side: simlar to zinc finger ﬁroteln 160
17617 bp at 3' side: glycerol-3-phosphate dehydrogenase 1-1ike

28
0/ 15 (0%

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us
Query 8 GACCTTCTTCATTCA 22

Sbjct 32068247 l(':‘ulAlClC,JTlflf,JTlflC!A\lflflClA 32068261

28
0/ 15 (0%

Features in this part of subject sequence:
speci al AT-rich sequence binding protein 1

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 18352814 EE##E#%Ek##EkE 18352801

Features flanking this part of subject sequence:
249647 bp at 5 side: shugoshin-like 1 isoformCl
988497 bp at 3' side: zinc finger protein 659

112
0/ 14 (0%

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 7 CGACCTTCTTCATT 20
Sbj ct 20415785 EE%EE&#E&#Ek## 20415798

Features flanking this ﬁart of subiect seguence:
14543 bp at 5' side: hypothetical protein o
70821 bp at 3' side: leucine rich repeat containing 3B

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shjct 26616941 kk%##k##kk##kk 26616928

Features flanking this part of subLect seqguence: )
129794 bp at 5" side: chol ecystokinin preproprotein
4878 bp at 3' side: lysozyne-like 4

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 42374296 Ekk#k##hk##&kk 42374283

Features flanking this &art of subject sequence:
32044 bB at 5 'side: XC chenpkine receptor 1
149222 bp at 3' side: chenokine (C-C notif) receptor 1

112
0/ 14 (0%
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Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCACG 24

Sbj ct 46032845 lCJT1|'|C1T1T|C4|AJ1'JTIC!AICI(3 46032858

112
0/ 14 (0%

Features in this part of subject sequence:
protein tyrosi ne phosphatase, receptor type, G precursor

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Sbjct 61983616 l(Zl(?JTj'I'lclTJ'I'lCJAJ'IJl'I(Z!AI(: 61983629

Features flanking this part of subject sequence:
156290 bp at 5" side: hypothetical protein
148513 bp at 3' side: S honol og

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTITCTTCATTCACG 24

Shj ct 72585085 E&#E##Ek##kkk% 72585072

112
0/ 14 (0%

Features in this part of subject sequence:
contactin 6

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shjct 1353293 k&%&#k##hk##k 1353281

Features in this part of subject sequence:
inositol 1,4,5-triphosphate receptor, type 1

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 7 CGACCTTCTTCAT 19

Shj ct 4575530 k%%k%##&##&k 4575518

444
0/ 13 (0%

Features flanking this part of subject sequence:
650604 bp at 5" side: hypothetical protein
24616 bp at 3' side: simlar to Retinoic acid receptor beta (RAR-beta) (RAR-ep.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 25127434 EL%L&%E##Ek## 25127422

Features flanking this part of subject sequence:
516815 bp at 5" side: 3-oxoacyl-ACP synthase, mnitochondria
311170 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

287 de 444 05-01-2008 17:08
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Query 11 CTTCTITCATTCAC 23

- IR
Shjct 26289673 CATTCAC 26289685
Features flanking this ﬁart of subject seguence:

78740 bp at 5' side: hypothetical protein o
6625 bp at 3' side: leucine rich repeat containing 3B

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 26681137 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 26681125

Features flanking this part of subject sequence:
106621 bp at 5" side: glutamate decarboxyl ase-like 1 ) )
497485 bp at 3' side: sinmlar to Thyroid hornone receptor-associated protein 3 .

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shj ct 30935196 ,lA|C|CJTJ'I'|CJTI'I'|O|AITIT|C 30935184

Features flanking this part of subject sequence: . )
1348370 bp at 5' side: progranmed cell death 6 interacting protein
420542 bp at 3' side: hypothetical protein

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 6 TCGACCTTCTTCA 18

Shj ct 35199265 JT|C|G|A|C|ClF1F|ClFlF|C!°\ 35199277

444
0/ 13 (0%

Features flanking this part of subject sequence: _ _
50016 bB at 5 'side: cyclic AWP-regul ated ﬁhosph_opr otein, 21 kD isoforml
537601 bp at 3' side: SH3 and cysteine rich domain

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCITCATTCAC 23

Sbjct 35827446 LITCNTCATIEAC 35827434

444
0/ 13 (0%

Features in this part of subject sequence:
integrin, alpha 9 precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 37584808 lCJTlflc,JTlflClAlflflC!AlC 37584820

Features flanking this part of subject sequence: ) )
25497 bp at 5' side: simlar to voltage-gated sodi umchannel type V al pha isof..
38594 bp at 3' side: sodiumchannel, voltage-gated, type X, alpha

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

444
0/ 13 (0%
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Sbjct 38639307 |C|CJT1|'|CJTJ1'|C4|AJ1JTIC!A 386

Features in this part of subject s
natural killer-tunor recognition

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22

Sbj ct 42623962 |(Z|(31T1F|C1T11'|CJAJ1']1'|(3!A 426

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

39295
equence:
sequence i soforma

444
0/ 13 (0%

23974

Features flanking this part of subject sequence:

11375 bp at 5 'side: zinc finger
584 bp at 3' side: zinc finger p

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 44713317 |(3|CJT1F|CZJTI1'|C)|A[|'II'|CIL\ 447

protein 502
rotein 501

444
0/13 (0%

13305

Features flanking this part of subject seguence: )
17928 bp at 5' side: chenmokine (C-C notif) receptor-like 2

9206 bp at 3' side: lactotransfe

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shj ct 46405852 lCll'J'I'lchjTlCZ!AI'I'I'IJCJAlCI 464

Features in this part of subject s
huntingtin interacting protein B

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 47068025 |C|ClF1F|CIT1F|C!°\1FlF|C!°\ 470

rrin

444
0/13 (0%

05840

eqguence:
444
0/ 13 (0%

68037

Features flanking this ﬁart of subject sequence:
c

7247 bp at 5' side:

ondroitin sul fate proteogl ycan 5 (neuroglycan C

2258 bp at 3' side: SW/SNF-related matri x-associ ated acti n-dependent regul at. ..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shict 47569219 LOTTOTTCATTER 475

444
0/ 13 (0%

69231

Features flanking this Part of subject sequence:

65882 bp at 5' side: i
20997 bp at 3' side: hypothetica

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

amly with sequence simlarity 3, nenber D

| protein LOC200844

444
0/ 13 (0%

Sbjct 58720641 l(':‘ulAlClC,JTlfHTJ'flC!A\lFlF 58720629
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Features in this part of subject sequence:
fragile histidine triad gene

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20

Shj ct 60450516 GACClTlfCIlFlF lflf 60450528

Features in this part of subject sequence:
protein tyrosi ne phosphatase, receptor type, G precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 12 TTCTTCATTCACG 24

Shj ct 62046593 ##C%# #%Ekhh 62046581

Features flanking this part of subject sequence:
133072 bp at 5" side: hypothetical protein )
479648 bp at 3' side: menbrane associ ated guanyl ate ki nase, WV and PDZ domain c.

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbjct 64878652 GACC#%C#% ## 64878640

Features flanking this part of subject sequence:
111600 bp at 5 side: T-cell activation kelch repeat protein
253364 bp at 3' side: succinate-CoA |igase, GDP-formng, beta subunit

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 67115901 CC%#C&# ## 67115913

Features flanking this ﬁart of subiect seguence:
15968 bB at 5' side: pot hetical protein LOC401072
p

444
0/ 13 (0%

327750 at 3' side: ¥orkhead box P1 isoform1

Score = 26.3 bits_(13), Expect = = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 3 CGACCTTCTTCAT

Shjct 70607554 Ck## CC%#C## 70607570

Features in this part of subject sequence:
forkhead box Pl isoform1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shjct 70999144 ACC##C## ## 70999156

Features in this part of subject sequence:
SHQL honvol og

444
0/13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus
Query 11 CTTCTITCATTCAC 23

Sbj ct 72821135 lCJTj'I'lchJ'IJCJAJ'IJ'I'IC!AI(: 72821123

444
0/ 13 (0%

Features flanking this part of subject sequence: o )
584101 bp at 5" side: simlar to PDZ domain containing RING finger 3
56153 bp at 3' side: contactin 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 74192755 Ekk#h##hk##&k 74192767

Features flanking this part of subject sequence:
699355 bp at 5 side: contactin 3 .
155566 bp at 3' side: simlar to Protein C2lorf63 precursor (SUE21)

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 75204528 Ekk#h##hk##&k 75204540

>ref | NW 925683. 1| HsCr aAADB02_49 B Hono sapi ens chronmosone 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=11514521

444
0/13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
GA repeat binding protein, beta 2

Score = 30.2 bits (15), Expect = 28
Identities = 18/19 (94%, Gaps = 0/19 (0%
St rand=Pl us/ Pl us

Query 4 TTTCGACCTTCTTCATTCA 22

Shict 1232550 THHBACOTACTTCATTER 1232568

Features flanking this part of subject sequence:
25378 bp at 5' side: CDLD antigen, d polypeptide
45103 bp at 3' side: CD1A antigen precursor

Score = 30.2 bits (15), Expect = 28
Identities = 18/ 19 (94%, Gaps = 0/19 (0%
St rand=PIl us/ M nus

Query TTCGACCTTCTTCATTC 21

S iy e

Features flanking this part of subject sequence:
10384 bp at 5 side: small proline-rich Froteln 2G ) .
43933 bp at 3' side: late cornified envel ope-like proline-rich 1

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

ve =TT
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Shj ct 3240564 TTCTTCATTCACG 3240576

Features in this part of subject sequence:
Est1p-1i ke protein B

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 6339907 CCJT1FCJT1F 1F1F 6339895

>ref | NW 926128. 1| HsCr aAADB0O2_53 I Homo sapi ens chronosone 1 genonmic contig, altern:
(based on Cel era assenbly)
Lengt h=44521323

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
famly with sequence simlarity 5, menber C

Score = 30. 2 bits (15), Expect = 28
Identities = 18/19 (94% Gaps = 0/19 (0%
St rand=Pl us/ M nus

Query 3 CTTTCGACCTTCTTCATTC 21

Sbj ct 28540142 CJTJ'I'J'I'| ¢ CCJT]TCll' ITIT 28540124

Features in this part of subject sequence:
LI M honeobox transcription factor 1, al pha isoforma

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22

Sbj ct 3593167 ACCJTJTCJTJT J'IJT 3593154

Features flanking this part of subject sequence:
316836 bp at 5" side: dermatopontin precursor
59757 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 7379793 ClI'JTCJTJT I'I'I'|'|C4|°\|C 7379805

Features in this part of subject sequence:
ki nesi n-associ ated protein 3

444
0/ 13 (0%

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 2 TTCGACCT TCT TCA

Shj ct 8280825 I'I'ClI'J'I'J'I' CCJTITCJTII' 8280809

Features in this part of subject sequence:
ki nesi n-associ ated protein 3

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

444
0/ 13 (0%
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293 de 444

Query 11 CITCTTCATTCAC 23
Shj ct 8332862 leTjTlclflflCllAlflflC!AlC 8332874

Features in this part of subject sequence:
ring finger and WD repeat domain 2 isoform d24
ring finger and WD repeat domain 2 isoforma

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 14282533 |C|CJT1F|CJT1F|C!°\JT1FIC!A 14282545

Features flanking this part of subject sequence: ) _
267788 bp at 5" side: ring finger and WD repeat domain 2 isoforma
80960 bp at 3' side: pappalysin 2 isoform1l

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCITCATTCAC 23

Sbjct 14809321 lCJTlflc,JTlflclAlflflC!G\lC 14809309

444
0/ 13 (0%

Features flanking this part of subject sequence:
225737 bp at 5" side: simlar to protein tyrosine phosphatase 4al
21730 bp at 3' side: astrotactin isoformil

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 15176476 lCJTll'lchll'lc,lAjTjTIC!AIC 15176464

Features flanking this part of subject sequence: ) )
121493 bp at 5" side: regucalcin gene pronptor region related protein
5055 bp at 3' side: RAS protein activator like 2 1soform?2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 16422278 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 16422266

444
0/ 13 (0%

Features flanking this part of subject sequence:
21793 bB at 5 'side: 1mediate early response 5
206664 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 19442460 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 19442472

444
0/13 (0%

Features in this part of sub% ect sequence:
chronmosonme 1 open reading frane 21

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

ey 8 il

444
0/ 13 (0%
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Shj ct 22934236 GACCTTCTTCATT 22934224

Features flanking this [)Jart of subj ect sequence:
69232 bp at 5' side: UDP-Gal:betad cNAc beta 1, 3-gal actosyl transferase 2
2976870 bp at 3' side: potassium channel, subfanily T, menber

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Sbjct 31584294 |C:3|A|C|CJT1F|CJTJT|C!°\1F1F 31584282

Features flanking this Bgrt of subject sequence:
47336 bB at 5 side: NN MADD domai n cont ai ni ng 1B
p

444
0/ 13 (0%

119654 at 3' side: hypothetical protein LOC388722
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ Pl us
Query 12 TTCTTCATTCACG 24
. lrlrlc,Jrlrl | 1r1r| [ 1]
Sbjct 36129777 CATTCACG 36129789

Features in this part of subj7ect sequence:
hypot heti cal protein LOC55765

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 5 TTCGACCTTCTTC 17

Sbjct 39239843 1F1F|C|C:‘»|A|CHT1F|CITIF|C 39239855

Features flanking this part of subject sequence:
3515 bB at 5 side: hypothetical protein LOC284573
68078 bp at 3' side: SRY-box 13

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbj ct 42403968 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 42403956

Features flanking this part of subject sequence: o )
110192 bp at 5" side: phosphoinositol 3-phosphate-binding protein-3
22161 bp at 3' side: proteln phosphatase 1, regul atory subunit 15B

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 42743256 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 42743244

444
0/13 (0%

>ref | NT_011669. 16| HsX_ 11826 B Hono sapi ens chronmosonme X genonic contig, reference :
Lengt h=T14971611

Sort alignnments for this s
E value Score Percent i
Query start position Sul
Features in this Part of subject sequence:
solute carrier fanmly 16, nenber 2

Score = 30.2 bits (15), Expect = 28
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Identities = 15/15 (1009 Gaps = 0/ 15 (09
St r and=Pl us/ Pl us ( " P (0%

Query 9 CCTTCTTCATTCAC 23
Shjct 12005753 ACCLFLI'CJTLI' lI'II'IC!OJC 12005767

Features fl anki ng this part of subject sequence:
62345 bp at 5 side: simlar to RNA binding notif protein, X-linked
2709 bp at 3' side: V-set and i munogl obul in donmain containing 4

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23

Shjct 3557371 CClI'JTCJTJT I'I'I'|'|C4|°\|C 3557384

>ref | NT_011757. 15| HsX 11914 E Hormo sapi ens chronosone X genonmic contig, reference i
Lengt h=34879939

112
0/ 14 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features fl anki ng this part of subject sequence:
67615 bB at 5 'side: G protein-coupled receptor 64
207575 bp at 3' side: pyruvate dehydrogenase (lipoam de) al pha 1

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 8 CCTTCTTCATTCA 22

Sbjct 16936264 GACCJTJTCJTJT ]TIT 16936250

28
0/ 15 (0%

Features in this part of subject sequence:
X-1inked neuroligin 4
X-1inked neuroligin 4
Score = 28. 2 bits (14), Expect = 112
Identities = 14/ 14 (100% Gaps = 0/ 14 (0%

St r and=Pl us/ M nus
Query 8 CCTTCTTCATTC 21

Shjct 3921724 GACCJTJTCJTI'I' ITIT 3921711

Features flanking this part of subject sequence:
7659 bp at 5 side: notile sperm domain containing 2
317025 bp at 3' side: ankyrin repeat and SOCS box-containing 9 isoform1

Score = 28. 2 bits (14), Expect
| dent i t| es = 14/ 14 (100% Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21

Shjct 12727273 GACClTlfCIlFlF lflf 12727286

Features flanking this part of subject sequence:
574162 bp at 5" side: ribosonmal protein S6 kinase, 90kDa, pol ypeptl de 3
534087 bp at 3' side: connector enhancer of kinase suppressor of

112
0/ 14 (0%

Score = 28.2 bhits (14), Expect = 112
Identities = 17/18 (94% Gaps = 0/ 18 (0%
St rand=Pl us/ Pl us

Query 4 CGACCTTCTTCATTC 21

Sbjct 18640595 1F1F1F CJTLFCITIF lflf 18640612
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Features flanking this part of subject sequence:
66329 bB at 5 side: transnenbrane 4 superfamly nenber 10
p

219461 at 3' side: hypothetical protein LOC1L70062
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbj ct 32523158 lC:‘ulAlClC,JTlfHTjTlC!A\lFlfl('l 32523171

Features flanking this part of subject sequence:
49418 bB at 5 'side: adlican
p

218937 at 3' side: protein kinase, X-linked
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus
Query 0 CCTTCTTCATTCA 22

r 1
Sbjct 1193066 lclclrlrlc,JrlrlclAlrlrIC!A 1193054

Features in this part of subject sequence:
PDZ domai n containing 10

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATT 20

Sbjct 10430770 |C:3|A|C|CJT1FHTJT|C!°\1F1F 10430782

Features in this part of subject sequence:
phosphati dylinositol N-acetyl gl ucosam nyltransferase subu. ..

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbj ct 13123072 gAlclchll'lCJTj'l'lGlAllJT 13123060

Features flanking this part of subject sequence:
350128 bp at 5" side: retinoic acid induced 2
12859 bp at 3' side: hypothetical protein LOCL39105

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Sbj ct 15951953 |G|A|C£JTJ'I'|CJ'I'I'I'|O|AITIT 15951941

Features flanking this part of subject sequence: . )
29116 bp at 5' side: mitogen-activated protein kinase kinase kinase 15
93908 bp at 3' side: SH3-donmin kinase binding protein 1 isoforma

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 17242298 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 17242310

444
0/13 (0%

Features in this part of subject sequence:
SH3-domai n ki nase binding protein 1 isoforma
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SH3-donai n ki nase binding protein 1 isoformb

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11

CITCTTCATTCAC 23

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

Shjct 17424698 E#%E##Ek%#kkk 17424710

Features in this part of subject sequence:

smal | nuscle protein, X-linked

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 10 CCTTCITCATTCA 22

444
0/ 13 (0%

Sbjct 19540133 EE#%E##Ek%#Ek 19540121

Features flanking this part of subject sequence:
40560 bB at 5 side: zinc finger protein 645 _ o
p at 3' side: simlar to nethyltransferase 5 domain containing 1

121216

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11

CTTCTTCATTCAC 23

444
0/ 13 (0%

Shict 20114629 CrrHrETiEAC 20114641

Features flanking this part of subject sequence:

161608 bp at 5 side: interleukin 1 receptor accessory protein-like 1

101141 bp at 3' side: nelanoma antigen famly B

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 1 CWCWCMTH$ 23

444
0/ 13 (0%

r 1
Shjct 27917240 E%#E&#EL##CAC 27917228

Features flanking this part of subject sequence:
2740141 bp at 5 side: dystrophin Dp40 isoform
122921 bp at 3' side: hypothetica

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

444
0/13 (0%

Shjct 31806782 Ek##k##hk##&k 31806770

Features flanking this part of subject sequence:
118220 bp at 5" side: hypothetica

protein LOC158724

rotein LOC170062

648277 bp at 3' side: simlar to nelanoma antigen famly B, 18

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

444
0/13 (0%

Shjct 32862801 Ek##k##hk##&k 32862789

>ref | NT_011519. 10| Hs22_11676 B Hono sapi ens chronosonme 22 genomic contig, reference

Lengt h=3661581

Sort alignnents for this s
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E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
41223 bp at 5 side: CDS ) o ) _
6517 bp at 3' side: GRB2-associated binding protein famly, menber 4

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCAC 23
Shict 589256 ACLMTUTTCATICAC 589242

Features flanking this part of subject sequence:
3282 bp at 5 side: simlar to carbonic anhydrase 15
300 bp at 3' side: integral nenbrane protein DGCR2

28
0/ 15 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

r
Sbjct 2178216 kkkk#k&#kk##h 2178228

>ref | NT_025028. 13| Hs18_25184 E Hormo sapi ens chronpbsone 18 genomic contig, reference
Lengt h=20074199

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
RAB27B, mnenber S oncogene fanily

Score = 30.2 bits (15), Expect

28
0/ 15 (0%

Identities 15/ 15 (100%, Gaps
St r and=Pl| us/ M nus
Query ATCTTTCGACCTTCT 15

SO i

Features flanking this part of subject sequence:
290563 bp at 5 side: transcription factor 4 isoformb
151149 bp at 3' side: hypothetical protein LOC642484

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCITCATTCAC 23
Sbjct 1335786 CITOMTCATTEAG 1385774

Features flanking this part of subject sequence:
368557 bp at 5 side: thothetlpaI protein
138380 bp at 3' side: thioredoxin-like 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shjct 1922742 k##h##hk##&kk 1922730

444
0/ 13 (0%

Features in this Bart of subject sequence:
rabconnectin-3 beta isoforml
rabconnectin-3 beta isoform2
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 2389396 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 2389408

Features flanking this part of subject sequence:
86165 bB at 5 side: collagen and cal ci um bi nding EG-F donmins 1 _
116659 bp at 3' side: phorbol-12-nyristate-13-acetate-induced protein 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbjct 5241597 EE#%E#%Ek%%Ek 5241585

Features flanking this part of subject sequence: ]
498539 bp at 5 side: cadherin 19, type 2 preproprotein
440215 bp at 3" side: hypothetical protein LOC92126

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 12528826 EE##E#%Ek%#Ek 12528838

444
0/ 13 (0%

Features in this part of subject sequence:
cytochrome b-5 1soforml
cytochrone b-5 isoform2
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us

Query 11 CTTCTITCATTCAC 23
Shjct 19719826 E*#E&#EL##EkE 19719838

>ref | NT_010194. 16| Hs15 10351 E Hormo sapi ens chronobsone 15 genonic contig, reference
Lengt h=53619965

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence: )
acidic (leucine-rich) nuclear phosphoprotein 32 famly, m..

Score = 30.2 bits (15), Expect = 28
Identities = 18/ 19 (94%, Gaps = 0/19 (0%
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTCTTCATT 20

Sbjct 39871641 TOTTTCTACCTTENTEATT 39871623

Features in this part of subject sequence:
fibrous sheath interacting protein 1

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbjct 10766187 E%EE&#E&#Ek##E 10766200

Features in this part of subject sequence:
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sperm associ ated cation channel 2 isoform2
sperm associ ated cation channel 2 isoform1

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ Pl us

Query TTCGACCTTCTTCAT 19

2 TCT
Shj ct 14724214 J'flC:lFlFlFlCZA!AlCJlCIlFlFlCITlHCZ!A 14724231

Features flanking this part of subject sequence:
38552 bp at 5' side: creatine kinase, mitochondrial 1A precursor
8882 bp at 3' side: protein disulfide i somerase-associated 3 precursor

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ Pl us

Query 2 TCTTTCGACCTTCTTCAT 19

Sbjct 14820396 1FllelflflCAlAlchIlFlFlClFlflClA 14820413

Features in this part of subject sequence:
transcription factor 12 isoformb
transcription factor 12 isoforma

Score = 28.2 bits (14), Expect = 112
Identities = 20/22 (90%, Gaps = 0/22 (0%

St rand=Pl us/ M nus
Query 1 ,lAT|CTTTC|G|A|CICTTICTT|CiATT|C,|A 22
Sbj ct 28074396 All'Cll'll'J1'AGACCA]1'C1I'ITCAlI'lI'CA 28074375
Features flanking this part of subject sequence:

124452 bp at 5" side: talin 2 o
77755 bp at 3' side: troponyosin 1 al pha chain isoform 3

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 2 TCTTTCGACCTTCT 15

cr
Shj ct 34047579 #E&##EELEE##E# 34047592

Features in this part of subject sequence:

112
0/ 14 (0%

t hr ombospondi n, type |, donain containing 4
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shj ct 42432016 Ekk#k##hk##&kk 42432029

Features flanking this ﬁart of subiect seguence:
38230 bB at 5' side: Kpothetlca protei n LOC400359
p

515349 at 3' side: hypothetical protein LOC400360

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 9819533 EE##E#%Ek%%Ek 9819545

Features in this part of subject_seguence:
spectrin, beta, non-erythrocytic

444
0/ 13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 10

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

CCTTCITCATTCA 22

Sbj ct 12943128 |(3|(31T1F|C1T11'|CJAJ1']1'|(3!A 12943116

Features in this part of subject sequence:

simlar to StAR-related |ipid

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

transfer protein 9 (StARD9)..

444
0/ 13 (0%

Query 7 CGACCTTCTTCAT 19
- R
Shjct 13776556 CGA CAT 13776568

Features flanking this part of subject sequence:
5234 bp at 5 side: Numb-interacting protein
3707 bp at 3' side: dual oxidase 1 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

444
0/13 (0%

Query 10 CCTTCTTCATTCA 22
Shjct 16211003 Ekk#h##hk##&k 16211015

Features in this Part of subj ect sequence:

solute carrier famly 28 (sod

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

um coupl ed nucl eosi de trans..

444
0/13 (0%

Query 9 ACCTTCTTCATTC 21
Shjct 16336787 kkk##k##kk##k 16336775

Features flanking this part of subject sequence:

915243 bB at 5 side: sulfide
1153513 bp

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

dehydr ogenase |i ke

at 3' side: senmaphorin 6D I soform6 precursor

444
0/ 13 (0%

Query 8 GACCTTCTTCATT 20
Shjct 17689040 EL%L&%E##Ek## 17689028

Features in this part of subject sequence:

nyosin VC

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

444
0/ 13 (0%

Query 10 CCTTCTTCATTCA 22
Shj ct 23317892 EE%%%#%Ek##Ek 23317904

Features flanking this part of subject sequence:

450539 bp at 5" side: simlar to 40S ri bosomal

180675 bp at 3' side: WD repeat domain 72

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

444
0/ 13 (0%

protein SA (p40) (34/67 kDa | am .
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Query 11 CTTCTITCATTCAC 23
Sbjct 24410766 CrTOTTCATTEAG 244

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

19778

Features flanking this part of subject sequence:

18422 bB at 5' 'side: suppressor of hairy wing honolog 4 isoform3
p

120789 at 3' side: sinmlar to Acyl-CoA-binding protein (ACBP) (Di azepam bi nd.
Score = 26.3 bits (13), Expect = 444
Identities = 19/21 (90%, Gaps = 0/21 (0%
St rand=PI us/ Pl us
Query 2 TCTTTCGACCTTCTTCATTCA 22

Shjct 27808286 J'I'|CJTJ'I'A|C|(3|A|C|C]TIT|CII'G|Z!AITI'I'|(:!A 27808306

eqguence:

Features in this part of subject s
transcription factor 12 isoformb
transcription factor 12 isoforma

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Shj ct 28290729 J'I'J'I'lCZJTJ'I'lC!A\I'I'I'I'lCIJA\lClIS 282

Features flanking this ﬁart of sub
71297 bp at 5' side: hypothetica
904 bp at 3' side: aquaporin 9

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shj ct 29220418 lCJ'flfllelf&lflflC!AlC 292

Features flanking this part of sub
114588 bp at 5" side: RAR-relate

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTT 13

Sbjct 32426562 ,lAlflC/JTlflflchlAlOlclflf 324

Features flanking this part of sub
126579 bp at 5 side: RAR-relate

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query 10 CCTTCITCATTCA 22

Shjct 32438553 LLMTOTTEATICA 324

Features flanking this part of sub
41188 bp at 5' side: guanlne nuc
91697 bp at 3' side: death-assoc

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%

90717

i’ect seguence:
protein

444
0/ 13 (0%

20406

j ect sequence:

. d orphan receptor A isoforma
510639 bp at 3' side: vacuolar proteln sorting 13C protein isoform 1A

444
0/ 13 (0%

26574

j ect sequence:

[ d orphan receptor A isoform
498648 bp at 3' side: vacuolar proteln sorting 13C protein

444
0/ 13 (0%

38565

i’ ect sequence:
| eoti de exchange factor
i ated protein kinase 2

444
0/ 13 (0%

p532

of orm 1A
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Query CCTTCTTCATTCA 22

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

10
Shj ct 34899340 |C|ClF1F|CIT1F|C!°\1FlF|C!°\ 34899328

Features in this part of subject sequence:
casein kinase 1, gamma 1 isoform

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9

ACCTTCTTCATTC 21

444
0/ 13 (0%

Shj ct 35315057 !’-\lClclflflclflflCL\lflflC 35315069

Features in this part of subject sequence:

myosi n | XA
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query CTTCTTCATTCAC 23

444
0/ 13 (0%

Shj ct 42957483 lCJ'flfllelf&lFlflC!AlC 42957495

Features flanking this part of sgggect seguence:

211 bp at 5' side:

cyt ochrone
26419 bp at 3

si de: cytochrone

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10

CCTTCTTCATTCA 22

0, famly 1,

P450, famly 1,

444
0/ 13 (0%

Sbj ct 45805967 |C|CIF1F|CJT1F|C!°\JT1FIC!A 45805979

Features in this part of subject sequence:

simlar to taste receptor protein 1
Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us

Query 4 TTT|CG|A|C|CT TICT TICiATT 20
Shjct 46329702 1I'll'll'C‘AACCJTLI'CITITCAITIT 46329718

Features in this part of subject sequence:

transcriptional

Score = 26.3 bits (13), Expect =

co-repressor Sin3A

444

Identities = 16/17 (94%, Gaps = 0/17 (0%

St rand=Pl us/ Pl us
Query 4 TTTCGACCTTCTTCATT

Sbj ct 46464806 L b AN B

20
46464822

Features in this part of subject sequence:

neuregulin 4

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

444
0/ 13 (0%

Sbj ct 47050676 lCJTll'lchjTlCJAJTJTIC!AIC 47050664

Features flanking this part of subject sequence:

subfam |y

A, pol ypeptide 1
subfamly A, polypeptide 2
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48701 bp at 5 side: similar to uncharacterized protein fam |y UPF0227 nmenber
70797 bp at 3' side: KIAA1199

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us
Query 12 TTCTTCATTCACG 24

Shj ct 51885732 JTjTlC]TlflclAlFlflC!AlClG 51885744

444
0/ 13 (0%

>ref | NT_026437. 11| Hs14_ 26604 Bl Hono sapi ens chronosonme 14 genomi c contig, reference
Lengt h=88290585

Sort alignnments for this s
E value Score Percent
Query start position Sul

Feat ur es flanking this part of subject sequence:
1336324 bp at 5' side: hypothetical protein
1394502 bp at 3' side: hypothetical protein

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCAC 23
Shj ct 65600278 kk%##%#%hk##kkk 65600264

Features in this part of subject sequence:
regul ator of G protein signalling 6

28
0/ 15 (0%

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ Pl us

Query 4 TTTCGACCTTCITCATTC 21

Shict 53436078 HTCTACOTIOTTEATTE 53436095

Features flanking this part of subject sequence:
815198 bp at 5" side: hypothetical protein
230413 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCAC 23
Sbj ct 64024403 EE%#E&#EL##EkE 64024416

Features flanking this part of subject sequence:
945069 bp at 5 side: hypothetical protein
100538 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=PIl us/ M nus

Query 4 TTTCGACCTTCITCATTC 21

Sbict 64154201 TTTCCACCTTETTEATTE 64154274

Features flanking this part of subject sequence: .
24153 bp at 5' side: olfactory receptor, famly 4, subfamily K nenber 13
1122 bp at 3' side: olfactory receptor, famly 4, subfamly L, nenber 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

444
0/ 13 (0%
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Query 10 CCTTCTTCATTCA 22

Shjct 1526910 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 1526922

Features flanking this Part of subject sequence: .
6825 bB at 5 side: olfactory receptor, fam!?/ 11, subf am!?/ G nmenber 2
18500 bp at 3' side: olfactory receptor, famly 11, subfamly H nenber 6

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCIT 16

Sbjct 1673209 lflflflcl('f»lAlch,JTlflclTlf 1673197

Features flanking this part of subject sequence: )
34609 bp at 5' side: ribonuclease, RNase A famly, 12 §no_n-act ive)
15352 bp at 3' side: olfactory receptor, famly 6, subfamly S, nenber 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

r
Sbjct 2093343 !A|C|CJT1F|CJT1F|C!°\1F1FIC 2093331

Features in this part of subject sequence:
solute carrier famly 7 (cationic amino acid transporter, ...

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 4272016 |C|CLF1F|CJT1F|C|A1FLFIC!°\ 4272028

Features flanking this ﬁart of subject sequence: )
22418 bp at 5' side: honeodomain | eucine zi pﬁer protein )
1851 bp at 3' side: simlar to Protein phosphatase 1 regulatory subunit 3D (P...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

Shjct 4768634 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJ1'|C!A 4768622

Features flanking this part of subject sequence: ) )
22077 bB at 5' side: dehydrogenase/reductase (SDR famly) nenber 2 isoform?2
p

444
0/ 13 (0%

157202 at 3' side: sinilar to dehydrogenase/reductase (SDR fam ly) nenber 2 .
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us
Query 10 CCTTCTTCATTCA 22

r
Shjct 5136379 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 5136391

Features flanking this part of subject sequence:
13446 bB at 5' 'side: amsyn . ) ]
278788 bp at 3' side: simlar to Nonhistone chronosonal protein HVMG 17 (Hi gh-no.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

e B

444
0/ 13 (0%
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Shj ct 6457310 CCTTCTTCATTCA 6457322

Features flanking this part of subject sequence: . _
7320 bp at 5 side: adaptor-related protein conplex 4, sigma 1 subunit
8716 bp at 3' side: HECT domain containing 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 12561159 |C|ClF1F|CJT1F|C!°\JTlFIC!A 12561171

Features flanking this part of subject sequence:
72853 bB at 5 side: M dormai n containing 1
p

444
0/ 13 (0%

470248 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 28673550 lAlolchlrlc,Jrlrlc!Alrlrlc 28673562

Features flanking this part of subject sequence:
350911 bp at 5 side: MAM dommin containing 1
192190 bp at 3' side: hypothetical protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbj ct 28951608 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 28951620

Features flanking this part of subject sequence:
1841974 bp at 5' side: hypothetical protein
52072 bp at 3' side: ribosomal protein S29 isoform?2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shj ct 30992208 ,lAlchZJTj'I'leTI'I'lCJAI]'ITlc 30992196

Features flanking this part of subject sequence:
97109 bp at 5 side: ADP-ribosylation factor 6
919 bp at 3' side: hypothetical protein LOC283551

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 31457841 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 31457853

444
0/13 (0%

Features flanking this part of subject sequence:
63009 bp at 5' side: nidogen 2 . _
23859 bp at 3' side: simlar to Integrin al pha-3 precursor (Galactoprotein B3)..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 33598471 lCJ'flfllelf&lFlflC!AlC 33598483

444
0/ 13 (0%
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Features flanking this part of subject sequence:
101368 bp at 5" side: orthodenticle 2 isoformb
301773 bp at 3' side: SEC1O protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 12 TTCTTCATTCACG 24

Shj ct 38373295 J'I'J'I'lCZJTJ'I'lC!A\I'I'I'I'lCLlA\lClG 38373307

444
0/ 13 (0%

Features in this Bart. of subject sequence:
retinobl ast oma- bi nding protein 1 isoformll|I
retinobl ast oma-binding protein 1 isoformll

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Shj ct 39793142 J'I'J'I'lCZJTJ'I'lC!A\I'I'I'I'lCLlA\lClG 39793130

444
0/13 (0%

Features flanking this part of subject sequence: )
165187 bp at 5" side: small nuclear RNA activating conplex, polypeptide 1, 43kDa
35838 bp at 3' side: synaptotagmin XIV-1ike

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 43426641 l(ZlCIlflfllelflCL\lflflCL\ 43426653

Features in this Fart. of subject sequence:
synaptotagnmin Xl V-1ike

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 43479980 lCJ'flfllelf&lFlflC!AlC 43479992

444
0/ 13 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC9766

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Sbjct 51137413 llelflc,JTlflclAjTJTIC!A\lC 51137401

Features flanking this part of subject sequence: )
86130 bp at 5' side: v-fos FBJ nurine osteosarcoma viral oncogene honol og
60285 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 56834022 |C|CJT1F|C,JT1F|C!°\1F1FIC!A 56834010

Features in this part of subject sequence:
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basi ¢ | euci ne zi pper transcription factor,

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444

0/ 13 (0%

Shj ct 57010097 kkk#%k##&k##k 57010109

Features in this Part of subject sequence:

serine pal mtoy

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 11 CTTCITCATTCAC 23

444
0/ 13 (0%

Sbjct 59062684 E#%E#%Ek%#&kk 59062672

Features in this part of subject sequence:
neurexin 3 isof orm al pha precursor

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 10 CCTTCITCATTCA 22

444
0/ 13 (0%

Sbjct 60254484 EE#%E#%Ek%#Ek 60254496

Feat ur es flanking this part of subjeft sequence:
' cal protein
cal protein

1310519 bp at si de: hypot heti
1420309 bp at 3" side: hypotheti

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 10 CCTTCITCATTCA 22

444
0/ 13 (0%

Shj ct 65574471 EE#%E##Ek%#Ek 65574459

Features in this part of subject sequence:

cal ponin |ike transnenbrane domain protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

444
0/ 13 (0%

Sbict 76777911 AGCTTOTTCATTE 76777923

Features flanking this ﬁart of subject sequence:

10638 bp at 5' side:
1148090 bp at 3' side:

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

yﬁotheticd
ypot heti ca

444
0/ 13 (0%

Shj ct 79034192 E&#E##Ek##kk% 79034180

rotein
protein LOC283598

ATF-1i ke

transferase, |ong chain base subunit 2

Features flanking this ﬁart of subject sequence:

26423 bp at 5' side:

Score = 26.3 bits (13), Expect =

( yﬁothetica
1132305 bp at 3' side: hypothetica

444

rotein
protein LOC283598
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ldentities = 13/13 (1009 Gaps = 0/13 (09
St r and=Pl us/Mnus ( " P (0%

Query 11 CTTCTTCATTCAC 23

Sbj ct 79049977 CJTJTCJTJT JTJTIC!AIC 79049965

Features in this Part of subject sequence:
solute carrier famly 25, nenber 29 isoformb

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23
Shjct 81769145 CJTll'CJTlI' 1I'll'IC,IA\I(.‘, 81769133

Features in this part of subject sequence:
WD repeat domain 20 isoforml
WD repeat domain 20 isoform?2

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 8 OCTTCTTCATT 20

Shj ct 83675266 GACIIJTJTCJTI'I' ITIT 83675278

>ref | NT_009775. 16| Hs12 9932 E Hormo sapi ens chronosone 12 genonic contig, reference
Lengt h=13091146

444
0/13 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
303856 bp at 5 side: suppressor of defective silencing 3
263580 bp at 3' side: KIAA1853 protein

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100% Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCT TCATTCAC 23

Shjct 9725617 ACCJTJTCJTI'I' I'I'IT”lC 9725603

Features flanking this part of subject sequence:
256440 bp at 5" side: thyroid hornpne receptor assom ated protein 2
1043 bp at 3' side: hypothetical protein LOC40007

28
0/ 15 (0%

Score:282b|ts (14), Expec
Identities = 14/ 14 (100% Gap
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23

Shj ct 7540885 CCJT1FCJT1F 1F1F|C!°\|C 7540898

Features in this part of subject sequence
suppressor of defective silencing 3

112
0/ 14 (0%

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Ident|t| es = 14/ 14 (100% Gaps
St r and=Pl| us/ M nus

Query 11 CTTCTTCATTCACG 24
Shj ct 9406455 CJTJTlelf 1F1F|C!°\|C|G 9406442

Features flanking this part of subject sequence:
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31913 bp at 5 side: mitochondrial al dehyde dehydrogenase 2 precursor ]
1234 bp at 3' side: nitogen-activated protein kinase-activated protein kinase...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Shj ct 2848813 lflflCllflfHAlflflClAlch 2848801

444
0/ 13 (0%

Features flanking this ﬁart of subject sequence:
48752 bp at 5 side: hypothetical protein LOC283450
86057 bp at 3' side: ribosonmal protein L6

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23
Sbjct 3326468 lCJTlflc/JTlflClAlflflC!AIC 3326480

Features flanking this part of subject sequence: ) )
19995 bB at 5' side: thyroid hornone receptor associated protein 2
p

444
0/ 13 (0%

237489 at 3' side: hypothetical protein LOC400077
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbj ct 7304452 |C|CJTJ'I'|CJTJ'I'|O|AJTJT|C!A 7304440

>ref | NT_033927. 7| Hs11_34082 E Hormo sapi ens chronpbsone 11 genonmic contig, reference
Lengt h=17911127

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
SH3 and multiple ankyrin repeat domains 2 isoforml

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=PIl us/ M nus

Query 2 TCTTTCGACCTTCTT 16

Sbjct 545285 H'lC?JTlflfl(Zl(E!Al(JUTLFIClT]l' 545271

Features flanking this part of subject sequence:
165048 bp at 5" side: chapsyn-110 )
543517 bp at 3' side: hypothetical protein LOC55863

28
0/ 15 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Sbj ct 15021972 JA\|(Z|CJT1F|CJTJ1'|C|A\]1']1'I(3!A 15021959

Features flanking this part of subject sequence:
303665 bB at 5 side: simlar to odd OQz/ten-m honol og 4
1280287 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus
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Query 1 ATCTTTCGACCTTCTTC

Shj ct 9307419 A#C##%|||CC#CC## 9307403

Features flanking this part of subject sequence:
763264 bp at 5 side: similar to odd Oz/ten-m honol og 4
820692 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us

Query 9 ACCTTCTTCATTC 21

Sbjct 9767002 ACC%%C#% ## 9767014

Feat ur es flank|ng this part of subject sequence:
1410731 bp at side: simlar to odd Oz/ten-m honol og 4
173225 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 9 ACCTTCTTCATTC 21

Sbj ct 10414469 ACC#%C#% ## 10414481

Features flanking this part of subject sequence:
644135 bB at 5° side: hypothetical protein
p

444
0/ 13 (0%

1391327 at 3' side: sinlar to 40S ri bosonmal protein S28 isoform 2
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 11232011 CC%#C&# ## 11232023

Features in this part of subject sequence:
chapsyn-110

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbj ct 14825547 C##C&# ##Ekk 14825559

444
0/ 13 (0%

>ref | NT_030059. 12| Hs10_ 30314 I Hormo sapi ens chronosone 10 genonic contig, reference
Lengt h=44617998

Sort alignments for this s
E value Score Percent
Query start position Sul

Feat ur es flank|ng this ﬁart of subiect seguence:
75539 bp at 5' side: hypothetical protein LOC143384
41734 bp at 3' side: S|n1lar to 60S ribosomal protein L17 (L23) (Amino acid st.

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=PI us/ Pl us

Query 8 CCTTCTTCATTCA 22

Sbjct 39338339 GACC%#C## ## 39338353

Feat ur es flank|ng this part of subject sequence )
2051 bB at 5' side: cytochronme P450, fan1IY , subfan1IY C pol peptide 9
46032 bp at 3' side: cytochrone P450, fani y 2, subfamly C ypeptide 8 iso.

28
0/ 15 (0%
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Score = 28. 2 bits (14), Expect = 112
Identities = 17/18 (94@6 Gaps = 0/ 18 (0%
St rand=Pl us/ Pl us

Query 3 CGACCTTCTTCATT

Shj ct 15499362 C##% CC##C## ## 12499379

Features in this part of subject sequence:
neuregulin 3

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 2484648 CC##C## ## 2484660

Features in this part of subject sequence:
neuregulin 3

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 2659954 CC##C## ## 2659942

444
0/ 13 (0%

Features flanking this part of subject sequence:

5003 bp at 5 side: interferon-induced protein
2960 bp at 3" side: interferon-induced protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand= PIus/M nus

Query CTTCTTCATTCAC 23
Sbj ct 9898026 C##C%# #%Ekk 9898014

Features in this part of subject sequence:
SEC15-like 1 isoformb
SEC15-li ke 1 isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query CTTCTTCATTCAC 23

Sbj ct 13566481 C##C&# ##Ekk 13566493

444
0/ 13 (0%

Features in this part of subject sequence:

cytochrone P450, famly 2, subfanmly C, polypeptide 19

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbj ct 15353227 C##C&# ##Ekk 15353239

444
0/ 13 (0%

Features in this part of subject sequence:
B-cell |inker

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

444
0/ 13 (0%

with te
with te

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

tratricopeptide repeats..
tratricopeptide repeats..
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313 de 444

Query 10 CCTTCITCATTCA 22

Sbjct 16751994 l(Zl(?JT1F|C1T11'|CJAJ1']1'|(3!A 167

Features in this part of subject s

bet a-transduci n repeat containing protein isoform?2
bet a-transduci n repeat containing protein isoforml

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shjct 21881715 kkk##k##kk##k 218

Features in this part of subject s
hypot heti cal protein LOC80217

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shjct 24697700 kkk##k##kk##k 246

Features flanking this part of subject seguence:
961800 bB at 5 side: SORCS receptor
p

1738846 at 3' side: X-prolyl

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Shj ct 28634610 E##E##Ek##kkk 286

Features in this part of subLect s
m tochondrial glycerol 3-p

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 32674932 EE%%%##Ek%#Ek 326

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

52006

equence:

444
0/ 13 (0%

81703

eqguence:
444
0/13 (0%

97712

444
0/13 (0%

34622

eqguence:

osphate acyl transferase

444
0/ 13 (0%

74920

or 1 isoforma .
am nopept i dase (am nopepti dase P) 1,

sol ubl e

>ref | NT_008470. 18| Hs9 8627 Bl Hono sapi ens chronosone 9 genonic contig, reference at

Lengt h=40394265

Features flanking this part of subject sequence:

Sort alignnments for this s
E value Score
Query start position Sul

Percent i

39230 bB at 5' side: protein tyrosine phosphatase domain containing 1 protein ..
p

145159

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCACG 24

s ot 4230575 L HAH L

Features in this part of subject s
hypot heti cal protein LOC552891

at 3' side: zinc finger protein 169

28
0/ 15 (0%

30661

equence:

05-01-2008 17:08
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314 de 444

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 23

Sbj ct 21730036 CCJTJTCJTJT J'IJT 21730023

112
0/ 14 (0%

Features flanking this ﬁart of SUbi ect sequence:

65418 bp at 5' side: hypothetica

protein
42064 bp at 3' side: D| Ras?2

Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTC‘A 22

Sbj ct 654650 CCll'll'CJTll' I1'l|' 654638

Features fl anki ng this part of subject sequence:

170921 bp at 5" side: nuclear factor, interle

ukin 3 regul ated

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

141991 bp at 3' side: receptor tyr03| ne ki nase-like orphan receptor 2 precursor

Score:263b|ts (13), Expect
Identities = 16/ 17 (94% Gps =
St rand=Pl us/ M nus

Query 2 CTTTCGACCTTCT TCA

Shjct 1665158 I'I'ClI'J'I'J'I' ACCJTITCJTII'

Features flanking this part of sub{]ect sequence
1028681 bp at 5' side: protein phosphatase
371758 bp at 3' side: cylicin

= 444
0/17 (0%

1665142

N

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 12707098 CjTlijTlf 1F1F|C!°\|C 12707110

444
0/ 13 (0%

Features flanking this part of subject sequence:
53164 bp at 5' side: olfactory receptor, fam
23042 bp at 3' side: olfactory receptor, fam

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbj ct 14754866 ACCJTlfCJTlf lflf 14754854

Features flanking this part of subject sequence:

444
0/ 13 (0%

3 regul atory subunit

Iy 13, subfam
ly 13, subfam

<<

340474 bp at 5 side: hypothetical protein LOC644602

522611 bp at 3' side: zinc finger protein 462

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbj ct 16484247 et kb

Features in this part of subject sequence:
hypot heti cal protein LOC401546

16484259

Score = 26.3 bits (13), Expect = 444

D;

B, beta isoform
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Identities = 13/13 (100%, Gaps =
St r and=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

0/ 13 (0%

Sbict 20287232 ACCTTCITEATTE 20287244

Features flanking this part of subject sequence: ) .
58774 bB at 5 'side: regulator of Gprotein signalling 3 isoform4
p at 3' side: zinc finger protein 618

380623

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

444
0/ 13 (0%

Shjct 23739224 Ekk%##&##&k## 23739212

Features in this part of subject sequence:

tenasci n C (hexabrachi on)

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

444
0/13 (0%

Shjct 25117356 Ek##k##hk##&k 25117344

Features flanking this part of subject sequence:
828457 bp at 5" side: toll-like receptor 4 precursor

623967 bp at 3' side: deleted in bl adder

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

444
0/13 (0%

Shjct 28626600 E&#E##Ek##kk% 28626588

Feat ur es flanking this part of subject sequence:
' side: toll-like receptor 4 precursor

1165288 bp at

287136 bp at 3' side: deleted in bladder

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23

444
0/ 13 (0%

Shj ct 28963419 E#%E##Ek%#kkk 28963431

Features flanking this Bgrt of subject sequence: ]
_ NN/ MADD domai n cont ai ning 1A isoform 2
6471 bp at 3' side: LIM honmeobox protein 2

75961 bp at 5' side:

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 10 CCTTCITCATTCA 22

444
0/ 13 (0%

Sbjct 34089362 EE##E##Ek##Ek 34089350

Features in this part of subLect sequence:

nm t ogen-activated protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

i i i i nase associ ated protein
nm t ogen-activated protein kinase associated protein

444
0/ 13 (0%

A
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NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Query 11 CTTCTTCATTCAC 23
Sbj ct 35650091 C*#C%# ##Ekk 35650103

>ref | NT_008183. 18| Hs8_8340 E Hormo sapi ens chronpbsone 8 genonmic contig, reference a:
Lengt h=38454502

Sort alignments for this s
E val ue Score Percent
Query start position Sul

Features in this part of subject sequence:
st auf en honol og 2

Score = 30. 2 bits (15), Expect = 28
Identities = 18/19 (949@ Gaps = 0/19 (0%
St rand=Pl us/ M nus

Query 2 TKEMEWCWOWT 20

ter aoasssor HINHECHEERRENHEEY massans

Features in this part of subgect sequence:
hypot heti cal protein LOC23

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Que 9 ACCTTCTTCATTC 21

ry
Sbj ct 239207 ACC%#C&# ## 239195

Feat ur es flank|ng this part of subject sequence:
209806 bp at 5" side: ubiquitin-conjugating enzyne E2 variant 2
319903 bp at 3' side: hypothetical protein LOC401459

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PIl us/ M nus

Query 11 CTTCTTCATTCAC 23
Sbj ct 1036558 C%#C## ##Ekk 1036546

Feat ur es flank|ng this part of subject sequence:
23890 bp at 5' side: coiled-coil-helix-coiled-coil-helix domain containing 7
61073 bp at 3' side: epidernal retinal dehydrogenase 2

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 3 CTTTCGACCTTCT

Shjct 9006307 C###l||CCk#C# 9006319

Features flanking this part of subLect seguence:
352628 bp at 5 side: thynus hig nDb|I|t¥ group box protein TOX
737158 bp at 3' side: carbonic anhydrase

444
0/ 13 (0%

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Shj ct 12237539 ##C%# #%Ekhh 12237527

Features flanking this part of subject sequence:
40144 bB at 5 'side: chronodonain helicase DNA binding protein 7
393739 bp at 3' side: hypothetical protein LOC157807
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 13671989 kk%##%#%hk##k 13672001

Features in this part of subject sequence:
hypot heti cal protein LOC286183

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 15238641 EE%%%#%Ek##Ek 15238629

Feat ur es flanking this part of subject sequence:
1139687 bp at 5 side: YTH donmin family, menber 3
19876 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbjct 17115316 EE##E##Ek%#Ek 17115304

Features flanking this part of subject sequence:
178251 bp at 5" side: carboxypepti dase B precursor
28003 bp at 3' side: DEP domaln containing 2 isoforma

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 20689968 E#%E#%Ek%%kkk 20689980

Features flanking this part of subject sequence:
5184 bB at 5 side: PR domain containing 14
38576 bp at 3' side: nuclear receptor coactivator 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 22840644 E%EE##E##Ek## 22840632

Features flanking this part of subject sequence:
438715 bp at 5" side: ankyrin-like protein 1 )
53599 bp at 3' side: potassiumvoltage-gated channel, Shab-related subfamly,

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shj ct 25279724 E&#E##Ek##kkk 25279712

444
0/ 13 (0%

s part of subject sequence:

Features in th
ol tage-gat ed channel, Shab-related subfamly,

pot assi um v

Score = 26.3 bits (13), Expect = 444
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318 de 444

Identities = 13/13 (100%, Gaps = 0/13 (0¢9
St r and=Pl us/ M nus ( " P (0%
Query 11 CTTCTITCATTCAC 23

Sbict 25421139 CTTCTTCATTCAC 25421127

s part of subject sequence:

Features in thi )
vol t age- gat ed channel, Shab-rel ated subfamly,

pot assi u

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22
Sbj ct 25667832 |C|CJTJ'I'|CJTJ'I'|C4|AJ1JTIC!A 25667820

Features flanking this part of subject sequence:
432282 bp at 5" side: cocoacrisp
79298 bp at 3' side: hepatocyte nuclear factor 4, ganmma

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 28230113 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 28230125

Features flanking this part of subject sequence:
900405 bp at 5 side: peroxisomal nmembrane protein 3 )
713789 bp at 3' side: cAMP-dependent protein kinase inhibitor al pha isoformé6

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us
Query 12 TTCTTCATTCACG 24

r
Shjct 30650173 J'I'J'I'|CJ'I'J'I'lC!A\I'I'I'I'|C4|°\|C|G 30650185

>ref | NT_007592. 14| Hs6_7749 Bl Homo sapi ens chronmosone 6 genonic contig, reference a:
Lengt h=48945890

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
10302 bp at 5' side: H4 histone famI[\;],c menber H
a

72368 bp at 3' side: butyrophilin, su mly 3, menber A2 precursor

Score = 30.2 bits (15), Expect
Identities = 15/15 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTCA 22
Shj ct 17154280 |G|A|C|CIT1F|C[F1F|C!0\1F1F|C!A 17154294

28
0/ 15 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Features flanking this part of subject sequence:

si de:

si de:

7225 bB at 5'
27433 bp at 3

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query CCTTCTTCATTCAC

10
Shict 16593009 LHTOTTEATTEA

testis-specific histone H2B
solute carrier famly 17 (sodi um phosphate),

nenber 4

112
0/ 14 (0%

23
16592996
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Feat ur es flank|ng this part of subject sequence:
432921 bp at 3" side: MRDSL

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbj ct 322442 ACC%#C&# ## 322454

Feat ur es flank|ng this part of subject sequence:
265257 bp at 5 side: neural precursor cell expressed, devel opnentally down-reg.
216694 bp at 3' side: hypothetical protein LOC84830

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 2356263 CC%#C## ## 2356275

Feat ur es flank|ng th|s ﬁart of subject sequence: o
75849 bp at 5' sid uman i nmunodefici ency virus type | enhancer binding prot..
50308 bp at 3' S|de endothelin 1

444
0/13 (0%

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 3098813 C##C%# ##Ekk 3098801

Features flanking this part of subject sequence:
71102 bB at 5 'side: endothelin 1 ) .
146928 bp at 3' side: simlar to ribosomal protein L15 isoform1

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC

Shj ct 3225660 C##C%% %#Ekk 3225672

Features in this part of subject sequence:
dystrobrevin binding protein 1 isoforma
dystrobrevin binding protein 1 isoformc

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 9 ACCTTCTTCATTC 21

Sbjct 6424936 ACC%%C## %# 6424948

Features flanking this part of subject sequence:
662647 bp at 5 side: ataxin 1
138227 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 11 CTTCTTCATTCAC 23
Sbj ct 7849439 C##C## ##Ekk 7849451

Feat ur es flank|ng this part of subject sequence:
558519 bp at 5" side: hypothetical protein

444
0/ 13 (0%
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858030 bp at 3' side: vesicular nenbrane protein p24

444

Score = 26.3 bhits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 14134765 EE%%%#%Ek##Ek 14134777

Features flanking this part of subject sequence:
605909 bp at 5" side: hypothetical protein )
810640 bp at 3' side: vesicular nenbrane protein p24

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbjct 14182155 k&k#%k%#&k##k 14182167

Features flanking this part of subject sequence:
800197 bp at 5" side: hypothetical protein )
616352 bp at 3' side: vesicular nenbrane protein p24

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 14376443 EE#%E#%Ek%#Ek 14376455

Features flanking this part of subject sequence:
2149 bB at 5 side: hypothetical protein LOC285830
76715 bp at 3' side: major histoconpatibility conplex, class |, G precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Sbj ct 20577158 kk%k#k&#hk##k 20577146

Features flanking this part of subject sequence: )
12348 bp at 5 side: tripartite motif protein 31 isoformbeta
11872 bp at 3' side: tripartite notif-containing 40

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 20951193 Ekk#h##hk##&k 20951181

Features in this part of subject sequence:
testis expressed sequence 27

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Shjct 28710803 E&#E##Ek##kk% 28710791

444
0/ 13 (0%

Features flanking this ﬁart of subiect seguence:
13612 bp at 5 side: hypothetical protein LOC401263
1349477 bp at 3' side: nethyl mal onyl Coenzyne A nutase precursor
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Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 38908195 CCJTLI'CJTJT JT]T 38908183

Features in this part of subject sequence:
hypot heti cal protein LOC55166

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 8 CCTTCTTCATT 20

Sbj ct 40307010 GACCJTJTCJTJT ]TIT 40306998

Feat ur es flank|ng this part of subject sequence:
82211 bB at 5 'side: defensin, beta 112 )
583182 bp at 3' side: transcrlptlon factor AP-2 beta-like 1

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 2 CTTTCGACCTTC

Shj ct 40956806 #c###lllcc## 40956818

Feat ur es flank|ng this part of subject sequence:
543289 bp at 5 side: transcription factor AP-2 beta (activating enhancer bi ndi
129473 bp at 3' side: polyductin isoformil

444
0/13 (0%

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 42212625 CC%#C## ## 42212637

>ref | NT_016354. 18| Hs4_ 16510 Bl Homo sapi ens chronosone 4 genonic contig, reference i
Lengt h=92123751

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
sodi um dependent organi ¢ ani on transporter

Score = 30. 2 bits (15), Expect
Identities = 15/15 (100@@ Gaps
St rand=PI us/ Pl us

Query 9 CfTTCTTCATTCAC

Shjct 12292643 ACC##C## ##Ekk 12292657

Features flanking this part of subject sequence:
33289 bp at 5' side: endothelin receptor type A
42035 bp at 3' side: transmenbrane protein 34

28
0/ 15 (0%

Score = 30. 2 bits (15), Expect
Identltles = 15/ 15 (100@6 Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCAC 23
Shj ct 73045206 ACC#%C## ##Ekk 73045220

28
0/ 15 (0%
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Features flanking this part of subject sequence:
44377 bp at 5' side: ankyrin repeat domain 56
7665 bp at 3' side: septin 11

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query ACCTTCTTCATTCA 22

r 9
Sbjct 2411113 !Alclchll'lclT#lC,lA#lTIOIA 2411100

112
0/ 14 (0%

Features in this part of subject sequence: )
fam |y with sequence similarity 13, nenber Al isoforma
famly with sequence simlarity 13, nenber Al isoformb

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 14277489 |(3|CJT1F|CZJTI1'|C)|A[|'II'|CI!°\|CZ 14277476

Features in this part of subject sequence:
gl utamate receptor, ionotropic, delta 2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shjct 18191066 |(3|CJT1F|CZJTI1'|C)|A[|'II'|CI!°\|CZ 18191053

Features in this part of subject sequence:
gl utamate receptor, ionotropic, delta 2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 18908993 |C|ClF1F|CIIT1F|C!°\1FlF|C!°\|CI 18908980

Features in this part of subject sequence: _ _
protein phosphatase 3 (fornmerly 2B), catalytic subunit, a...

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shjct 26674486 l’-\lClclflfllelflCL\lflflC!A 26674499

Features flanking this part of subject sequence:
5970 bB at 5 side: Smprotein F
p

112
0/ 14 (0%

21314 at 3" side: sinmlar to stromal cell derived factor receptor 2
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/14 (0%
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Sbjct 71664938 l(':‘ulAlClC,JTlfHTJ'flC!A\lFlflc 71664925

Features flanking this part of subject sequence: )
489418 bp at 5 side: acidic nuclear phosphoprotein 32C
256148 bp at 3' side: simlar to nascent polypeptide-associ ated conpl ex al pha p.
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Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTCA 22

Sbjct 90156428 kkk##k##kk##hk 90

Features flanking this part of subject sequence:

138395 bp at 5 side: betacellu
596 bp at 3' side: DKFZP56400823

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shj ct 405663 ELE%##E##Ek## 40565

Features flanking this part of subject sequence:
i al protein LOC84803
100844 bp at 3' side: NK6 transcription factor

787666 bp at 5" side: hypothetic

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 1 ATCTTTCGACCTT 13

Shjct 9861307 k#k###kk%kk&# 9861

Features in this part of subject s

Rho GIPase activating protein 24 isoform1l

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 11080746 E%&#E##Ek##&k 110

Features flanking this ﬁart of sub
45513 bB at 5' side: yPothetica
430993 bp at 3' side: a

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shj ct 14764506 E#%E##Ek##hkk 147

Features flanking this part of subject sequence:
737051 bp at 5" side: hYpothetlca
g

242388 bp at 3' side: ut amat e

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 9 ACCTTCTTCATTC 21

Shict 17531140 ACOTTOTTCATTE 175

Features in this part of subject s
glutamate receptor, ionotropic,

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

112
0/ 14 (0%

156441
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protein

444
0/13 (0%
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444
0/13 (0%
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444
0/13 (0%

80758
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0/ 13 (0%

64494

recept or,
444

0/ 13 (0%

31128
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444
0/13 (0%
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St r and=Pl| us/ M nus

Query 9 ACCTTCTTCATTC 21
Shj ct 17938179 l’-\lClclflflclflflCL\lflflC 17938167

Features in this part of subject sequence: )
al cohol dehydrogenase 1B (class 1), beta pol ypeptide

Score = 26.3 bits (13), Expect = 444
Identities = 19/21 (90%, Gaps = 0/21 (0%
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTTCTTCATTC 21

Shj ct 24779559 lAjTlCITlflfl(ZClAlollellefll'lC!All'lfl(Z 24779579

Features flanking this ﬁart of _subi' ect sequence:
51090 bp at 5' side: hypothetical protein isoform?2
62889 bp at 3' side: hypothetical protein LOC54790

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbjct 30640345 ,lAlch/JTlflc,JTlflCL\lFlFlC 30640357

Features flanking this part of subject sequence:

47442 bp at 5 side: glutanyl am nopeptidase (ami nopeptidase A)

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

9109 bp at 3' side: paired-like honeodomain transcription factor 2 isoformb

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCTTCATT 20

Sbjct 36078318 1F1F1F|CT/|A|CHT1FICIT1F|C!A1FIF 36078302

Features flanking this part of subi' ect sequence:
1967324 bp at 5' side: N-deacety

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=PIl us/ M nus

Query TTCGACCTTCTTCAT 19

3 CT
Sbj ct 42513678 lCJTj'I'J'I'lcl(XllclclT]TICII'ITHA 42513662

Features flanking this part of subject sequence:

512628 bp at 5 side: translocation associ ated nenbrane
455877 bp at 3' side: N-deacetyl ase/ N-sul fotransferase (

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 43067322 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 43067334

Features flanking this part of subject sequence:
54423 bp at 5' side: annexin 5 .
9270 bp at 3' side: hypothetical protein LOC132332

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%

. ase/ N-sul f ot ransf erase (heparan
39907 bp at 3' side: translocation associ ated nenbrane protein 1-

rotein 1-like 1
eparan glucosam nyl) 3

P! ucosam nyl) 4
i ke
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Query 11 CITCTTCATTCAC 23
Shj ct 47220326 lCJ'flfllelf&lflflCL\lC 47220314

Features in this part of subject sequence:
sper mat ogenesi s associ ated factor SPAF

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 48765336 l(ZlCIlflfllelflCL\lflflCL\ 48765324

Features flanking this part of subject sequence:
332485 bp at 5" side: hyEot hetical protein isoforml
671929 bp at 3' side: ankyrin repeat domain 50

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 49466348 |C|CJT1F|C,JT1F|C!°\1F1FIC!A 49466360

Features flanking this part of subject sequence:
772194 bB at 5° side: hypothetical protein
2579399 bp at 3' side: protocadherin 10 isoform 1 precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATT 20

Sbjct 56040032 l(':‘ulAlClC,JTlfHTJ'flC!A\lFlF 56040044

Features flanking this part of subject sequence: ) ) ) .
153019 bp at 5" side: simlar to poly(A) binding protein, cytoplasmic 4 (induci.
590255 bp at 3' side: simlar to Ubiquinol-cytochrome ¢ reductase conpl ex ubiqu.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23

Sbj ct 59823340 lCJTll'lchjTlOlAJTJTIC!AIC 59823352

444
0/ 13 (0%

Features flanking this part of subject sequence:
490186 bp at 5" side: hypothetical protein o
767664 bp at 3' side: simlar to Teloneric repeat-binding factor 1 (TTAGGG repe.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 61057029 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 61057041

444
0/ 13 (0%

Features flanking this part of subject sequence:
112999 bp at 5" side: nuclear receptor subfamly 3, group C, menber 2
964825 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

vy Ak

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Shj ct 74019158 ACCTTCTTCATTC 74019170

Features flanking this part of subject sequence:
487215 bp at 5" side: PET112-1ike
74672 bp at 3' side: F-box protein FBW isoform 2

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ M nus

Query 2 CTTTCGACCTTC 14

Sbjct 77717508 #C#%%|||CC## 77717496

Features flanking this part of subject sequence:
750758 bp at 5" side: hypothetical protein
300960 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
Strand=Pl us/ M nus

Query 4 TTTCGACCTTCTTCATT 20

Shict 88277163 TTTCANCOTTOTTCATT 88277147

Features flanking this part of subject sequence:
23615 bp at 5 side: tolloid-like 1

Score = 26.3 bits (13 ) Expect
Identities = 13/13 (100%, Gaps

444
0/13 (0%
St r and=Pl us/ M nus

Query 9 CCTTCTTCATTC 21
Sbj ct 91593802 ACC#%C%# ## 91593790
>ref | NT_022517. 17| Hs3_22673 E Hormo sapi ens chronpbsone 3 genomic contig, reference :

Lengt h=66080833

Sort alignments for this s
E val ue Score Percent
Query start position Sul

Features flanking this part of subject sequence:
585726 bp at 5" side: 3-oxoacyl-ACP synthase, mnitochondria
242536 bp at 3' side: hypothetical protein

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=Pl us/ M nus

Query 8 CCTTCTTCATTCA 22

Sbjct 26361729 GACC%#C&# ## 26361715

Feat ur es flank|ng this part of subject sequence:
98085 bp at 5 side: simlar to zinc finger ﬁroteln 611
17635 bp at 3' side: glycerol-3-phosphate dehydrogenase 1-1ike

28
0/ 15 (0%

Score = 30. 2 bits (15), Expect
Identities = 15/15 (1009@ Gaps
St rand=PI us/ Pl us

Query 8 CCTTCTTCATTCA 22

Sbj ct 32070559 GACC%#C&# ## 32070573

Features in this part of subject sequence:
speci al AT-rich sequence binding protein 1

28
0/ 15 (0%

Score = 28.2 bits (14), Expect = 112
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Identities = 14/14 (100%, Gaps = 0/14 (09
St rand=Pl us/ M nus ( " P (0%

Query 10 CCTTCTTCATTCAC 23
Sbj ct 18354668 l(Zl(?JTj'I'lclTJ'I'lCJAJ'IJl'I(Z!AI(: 18354655

Features flanking this part of subi' ect sequence:
249479 bp at 5 side: shugoshin-like 1 isoformCl ) )
412731 bp at 3' side: simlar to Mediator of DNA damage checkpoint protein 1 (N

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 7 CGACCTTCTTCATT 20
Shj ct 20415002 |C|G|A|C|CJTI'I'|CJ'I'I'I'|O|°\ITIT 20415015

Features flanking this ﬁart of _subi' ect sequence:
14549 bp at 5' side: hypothetical protein o
70811 bp at 3' side: leucine rich repeat containing 3B

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shjct 26620357 ,lA|C|CJTJ'I'|CJTI'I'|O|AITIT|O|A 26620344

Features flanking this part of subLect sequence: )
128744 bp at 5" side: chol ecystokinin preproprotein
4878 bp at 3' side: lysozyne-like 4

112
0/ 14 (0%

112

Score = 28.2 hits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 42373883 |C|ClF1F|CIIT1F|C!°\1FlF|C!°\|CI 42373870

Features flanking this g)(art of subject sequence:
32054 bB at 5 side: XC chenokine receptor 1
p

149231 at 3' side: chenokine (GC notif) receptor 1
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/14 (0%

St r and=Pl us/ Pl us
Query 11 CTTCITCATTCACG 24
. lclrlrlc,Jrlrl | lrlrl [ 1]
Shjct 46035497 CATTCACG 46035510

Features in this part of subject sequence:
protein tyrosi ne phosphatase, receptor type, G precursor

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Sbjct 61906580 |C|CJT1F|(',JT1F|C!°\1FIFIC!A|C 61906593

Features in this part of subject sequence:
contactin 6

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
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Query 9 ACCTTCTTCATTC 21

Shj ct 1352908 !AlclclflflClTlflC:L\lflflC 1352896

Features in this part of subject sequence:
inositol 1,4,5-triphosphate receptor, type 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 7 CGACCTTCTTCAT 19

Shj ct 4577432 |C|G|A|C|ClF1F|CIT1F|C!°\ 4577420

444
0/ 13 (0%

Features flanking this part of subject sequence:
650199 bp at 5" side: hypothetical protein

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

24623 bp at 3' side: simlar to Retinoic acid receptor beta (RAR-beta) (RAR-ep..

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbjct 25131270 |G||A|C|CJT1F|C,JTJT|C!°\1F1F 25131258

Features flanking this part of subject sequence: _
516929 bp at 5" side: 3-oxoacyl-ACP synthase, mnitochondrial
311335 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 26292918 llelflc,JTlflClAjTLFIC!AlC 26292930

Features flanking this ﬁart of subject sequence:
78736 bp at 5' side: hypothetical protein o
6625 bp at 3' side: leucine rich repeat containing 3B

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Sbj ct 26684543 lCJTll'lchjTlOlAJTJTIC!AIC 26684531

444
0/ 13 (0%

Features flanking this part of subject sequence:
702231 bp at 5" side: hyBot hetical protein LOC285322
3112 bp at 3' side: RNA

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 29260065 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 29260053

Features flanking this part of subject sequence:
106613 bp at 5 side: glutamate decarboxyl ase-like 1

444
0/13 (0%

inding notif, single stranded interacting protein 3 ...

497262 bp at 3' side: sinilar to Thyroid hornone receptor-associated protein 3 .

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

v Ak

444
0/ 13 (0%
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Shj ct 30938215 ACCTTCTTCATTC 30938203

Feat ures flanki ng this part of subject sequence. . _
1349229 bp at 5' side: progranmmed cell death 6 interacting protein
420579 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 6 TCGACCTTCTTCA 18

Sbjct 35197250 1F|C|C:‘»|A|C|CJT1F|CIT1FIC!A 35197262

444
0/ 13 (0%

Features flanking this part of subject sequence: ) )
50034 bB at 5 side: cyclic AMP-regul at ed Plhosphopr otein, 21 kD isoform1
p

536640 at 3" side: SH3 and cysteine rich domain
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23
- ke
Sbj ct 35825500 CATTCAC 35825488

Features in this part of subject sequence:
integrin, alpha 9 precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 37591275 LrHTATIEAC 37591287

Features flanking this part of subject sequence: )
25378 bp at 5' side: voltage-gated sodi um channel type V al pha isoformb
38652 bp at 3' side: sodiumchannel, voltage-gated, type X, alpha

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbj ct 38640192 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 38640180

Features in this part of subject sequence:
natural killer-tunor recognition sequence isoforma

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 42623581 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 42623593

Features flanking this part of subject sequence:
11374 bp at 5 'side: zinc finger protein 502
584 bp at 3' side: zinc finger protein 501

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 44715334 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 44715322

444
0/13 (0%
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Features flanking this part of subject sequence: )
17929 bp at 5 side: chenmpkine (C-C motif) receptor-like 2
9140 bp at 3' side: lactotransferrin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shj ct 46408550 lCJTll'lchll'lCJAll'll'l(:!Al(: 46408538

Features in this part of subject sequence:
huntingtin interacting protein B

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 47069533 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 47069545

Features flanking this ﬁart of subject sequence:
7247 bp at 5 side: chondroitin sulfate proteoglycan 5 (neuroglycan C)
2257 bp at 3' side: SW/SNF-related matri x-associ ated acti n-dependent regul at...

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 47567434 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 47567446

Features flanking this Par_t of subject sequence: )
65888 bp at 5 side: tamily with sequence sinilarity 3, nenber D
20997 bp at 3' side: hypothetical protein LOC200844

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shj ct 58647230 EL%L&%E##Ek## 58647218

Features in this part of subject sequence:
fragile histidine triad gene

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20

Sbjct 60377141 l(':‘ulAlClC,JTlfHTJ'flC!Alflf 60377153

Features in this part of subject sequence:
protein tyrosi ne phosphatase, receptor type, G precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Shict 61969557 THUMTCATIOAGS 61969545

Features flanking this part of subject sequence:
133066 bp at 5" side: hypothetical protein ) )
480001 bp at 3' side: nenbrane associ ated guanyl ate ki nase, WV and PDZ donmin c.
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Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ M nus

444
0/ 13 (0%

Query 8 CCTTCTTCATT 20
Sbj ct 64802092 GACC&#C&# ## 64802080
>ref| NT_004487. 18| Hs1_4644 E Hormo sapi ens chronpbsone 1 genonmic contig, reference a:

Lengt h=56413061

Sort alignments for this s
E val ue Score Percent
Query start position Sul

Features in this part of subject sequence:
GA repeat binding protein, beta 2

Score = 30. 2 bits (15), Expect = 28
Identities = 18/19 (949@ Gaps = 0/19 (0%
St rand=Pl us/ Pl us

Query 4 CGACCTTCTTCATTCA 22

Sbjct 1570801 ###l||CC#AC## ## 1570819

Features flanking this part of subject sequence:
25395 bp at 5 side: CDID antigen, d polypeptide
45107 bp at 3' side: CD1A antigen precursor

Score = 30.2 bits (15), Expect = 28
Identities = 18/19 (949@ Gaps = 0/19 (0%
Strand=Pl us/ M nus

Query 3 CEACCTTCTTCATTC 21

Sbjct 8669708 C### ACC##C## ## 8669690

Features in this part of subject sequence:
famly with sequence simlarity 5, menber C

Score = 30. 2 bits (15), Expect = 28
Identities = 18/19 (949@ Gaps = 0/19 (0%
St rand=PIl us/ M nus

Query 3 CGACCTTCTTCATTC 21

Shjct 40667119 C&##l||CCk#C# ## 40667101

Features in this part of subject sequence:
LI M honeobox transcription factor 1, al pha isoforma

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@@ Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22

Shjct 15723567 ACC##C## ## 15723554

Features in this part of subject sequence:
Est 1p-li ke protein B

112
0/ 14 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shjct 6720454 CC%#C## ## 6720442

Features flanking this part of subject sequence:
316874 bp at 5" side: dermatopontin precursor

444
0/13 (0%

331 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

59452 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 19505641 lCJ'flfllelf&lFlflC!AlC 19505653

444
0/ 13 (0%

Features in this part of subject sequence:
ki nesi n-associ ated protein 3

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTCTTCA 18

Sbjct 20406642 1fllelflflCC|A|C|ClFlFlC'TlflClA 20406626

Features in this part of subject sequence:
ki nesi n-associ ated protein 3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 20458654 lCJTlflc,JTlflclAlflflC!AlC 20458666

Features in this part of subject sequence:
ring finger and WD repeat domain 2 isoform d24
ring finger and WD repeat domain 2 isoforma

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 26407401 |C|CIF1F|CJT1F|C!°\JT1FIC!A 26407413

Features flanking this part of subject sequence: ) .
267818 bp at 5" side: ring finger and WD repeat donmain 2 isoforma
81518 bp at 3' side: pappalysin 2 isoform1l

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 11 CTTCTTCATTCAC 23

Sbj ct 26934298 lCJTll'lchjTlCJAJTJTIC!AIC 26934286

444
0/ 13 (0%

Features flanking this part of subject sequence:
225750 bp at 5" side: similar to protein tyrosine phosphatase 4al
21742 bp at 3' side: astrotactin isoformil

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 27302032 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 27302020

444
0/ 13 (0%

Features flanking this part of subject sequence: ) )
121499 bp at 5" side: regucalcin gene pronptor region related protein
5055 bp at 3' side: RAS protein activator like 2 1soform?2
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

Shj ct 28548981 C#%C&% #%Ekk 28548969

Features flanking this part of subject sequence:
21790 bB at 5 'side: 1mmediate early response 5
p

444
0/ 13 (0%

206451 at 3' side: hypothetical proteln
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 31571166 C##C%% %%Ekk 31571178

Features in this part of sub%ect sgquence

chronosone 1 open reading frane

Score = 26.3 bits (13 ) Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 8 CCTTCTTCATT 20

444
0/ 13 (0%

Sbjct 35058890 GACC#%C#% ## 35058878

Features flanking this Eﬁrt of subj ect sequence:

69216 bp at 5' side:

DP- Gal : bet ad cNAc beta 1,

2977434 bp at 3' side: pota55|un1channel subfan1?

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 8 CCTTCTTCATT 20

444
0/ 13 (0%

Sbjct 43710274 GACC#%C#% ## 43710262

Features flanking this EEkﬁvng%ugject sequence:
omai n containin
protei n LOC388722

47333 bB at 5' side:
119668 bp

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 12 TTCTTCATTCACG 24

at 3' side: hypothetica

444
0/ 13 (0%

Sbj ct 48242454 ##C## ##Ekkh 48242466

Features in this part of sub%ect sequence:
65

hypot heti cal protein LOC55

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 5 TTCGACCTTCTITC 17

444
0/ 13 (0%

Shjct 51351367 ##|||CE%#C*# 51351379

Feat ur es flank|ng this part of subject sequence:

3523 bB at 5' side: hypothetica
68247 bp at 3' side: SRY-box 13

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

protein LOC284573

444
0/ 13 (0%

alactosyltransferase 2

1B
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Query 10 CCTTCITCATTCA 22
Sbj ct 54504151 |C|CJTJ'I'|CJTJ'I'|C4|AJ1JTIC!A 54504139

Features flanking this part of subject sequence: o )
110197 bp at 5" side: phosphoinositol 3-phosphate-binding protein-3
22156 bp at 3' side: proteln phosphatase 1, regul atory subunit 15B

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 54843418 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 54843406

>ref | NW 926584. 1| HsCr aAADB02_571 E Hormo sapi ens chronpbsone 17 genonic contig, alter
(based on Cel era assenbly)
Lengt h=15369037

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
net hyl transferase 10 domai n cont ai ni ng

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shjct 2317631 lClchlflClTlflClAlflflCL\lC 2317618

Features in this part of subject sequence:
kinesin fanmily nenber 1C

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Sbj ct 4859098 !Alchlflflc,JTlflC!A\JTlflC 4859086

Features in this part of subject sequence:
syntaxin 8

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 12 TTCTTCATTCACG 24

Shict 9184523 TrCMTCATIOAGS 9184535

Features in this Part of SUbi ect s_eguenc_e:
dynei n, axonemral, heavy pol ypeptide 9 isoform 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Sbjct 11724615 lCJTlflc,JTlflclAjTJTIC!O\lC 11724603

>ref | NW 926462. 1| HsCr aAADB02_560 I Hormo sapi ens chronpbsone 16 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=23685799
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Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

800976 bp at 5" side: sal-like
73295 bp at 3' side: hypothetlcal protein isoform4

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@@ Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23

Shjct 5567301 CC*#C## ##Ekk 5567314

Features in this part of subject sequence:

112
0/ 14 (0%

T-cell imunonodul atory protein
Score = 26. 3 bits (13), Expect = 444
Identltles = 13/13 (100@@ Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shjct 1032859 C##C%# ##Ekk 1032871

Features in this part of subject sequence:
hypot heti cal protein LOC23322

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 6 TCEACCTTCTTCA 18

Shj ct 7312747 #lllcc%#c## 7312735

Features in this part of subject sequence:
simlar to fatso isoform5

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC

Shj ct 7673483 C##C%% %#Ekk 7673471

Features flanking this part of subject sequence:
71798 bp at 5 side: calpain small subunit 2
17368 bp at 3' side: solute carrier famly 6 nenber 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC

Sbjct 9252235 C##C%% %%Ekk 9252247

Features in this part of subject sequence:
guani ne nucl eoti de binding protein, alpha activating poly..
guani ne nucl eoti de bi nding protein, al pha activating poly..

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbj ct 9811975 ACC##C&# ## 9811987

444
0/ 13 (0%
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Features in this part of subject sequence:
cirhin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Sbj ct 22759708 kk%k#k&#hk##k 22759720

>ref | NW 926528. 1| HsCr aAADB02_566 I Hormo sapi ens chronosone 16 genonic contig, alter
(based on Cel era assenbly)
Lengt h=13777636

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
446487 bp at 5 side: M phase phosphoprotein 6
9703 bp at 3' side: cadherin 13 preproprotein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shj ct 8188956 k&k#%k&%hk##hk 8188943

Features in this part of subject sequence:
hypot heti cal protein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCACG 24

Shjct 12741126 E#%E##Ek#%kkk% 12741113

112
0/ 14 (0%

Features flanking this part of subject sequence: )
196658 bp at 5" side: simlar to LSM3 honmol og, U6 small nuclear RNA associ at ed
659856 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 4126408 EE#%E##Ek#%Ek 4126420

Features flanking this part of subject sequence: )
815483 bp at 5" side: simlar to LSM3 hormol og, U6 snall nuclear RNA associ ated
41031 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 12 TTCTTCATTCACG

Sbj ct 4745233 ##k##kk##kk&h 4745245

444
0/ 13 (0%

Features in this part of subject sequence:
cadherin 13 preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

444
0/ 13 (0%
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Query 10 CCTTCTTCATTCA 22

Shj ct 8415819 EE##E#%Ek%%Ek 8415807

Features in this part of subject sequence: ]
menbr ane- bound transcription factor site-1 protease isofo..
menbr ane- bound transcription factor site-1 protease isofo..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

444
0/ 13 (0%

Query 9 ﬁFFTTFTTFﬁTTF 21
Shjct 9667673 ACC#%C##CA%#C 9667685
Features in this part of subject sequence:
coactosin-like 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 11 CTTCITCATTCAC 23

Sbjct 10161222 E#%E##Ek#%kkk 10161234

Features flanking this part of subject sequence: )
9169 bB at 5' side: cytochrone c oxidase subunit IV isoform1 precursor
86878 bp at 3' side: interferon regulatory factor 8

Score = 26.3
Identities =
St r and=PI us/ Pl

Query 9 ACCTTCTTCATTC 21
Shjct 11392641 k&k#%k##&k##k 11392653

>ref | NW 925851. 1| HsCr aAADB02_505 E Hormo sapi ens chronpbsone 15 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=42577

444
0/ 13 (0%

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTCTTCAT 19

Sbict 18208 TOTTTCAACCTTOTTEAT 18101

>r ef | NW 925840. 1| HsCr aAADB02_504 I Hormo sapi ens chronpbsone 15 genonic contig, alter
(based on Cel era assenbly)
Lengt h=10907654

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
fibrous sheath interacting protein 1

112

Score = 28.2 hits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21

Shj ct 7021238 ELEE##E#%Ek##E 7021251

Features flanking this ﬁart of subiect sequence:
38219 bB at 5 side: ﬁpothetlpa protein LOC400359
509836 bp ypot heti cal protein LOC400360

at 3' side:
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 6078739 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 6078751

Features in this part of subject. seguence:
spectrin, beta, non-erythrocytic

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

r
Shj ct 9202982 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 9202970

Features in this part of subject sequence: )
simlar to StAR-related lipid transfer protein 9 (StARD9)...

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 7 CGACCTTCTTCAT 19

Shj ct 10036479 |C|G|A|C|ClF1F|ClF1F|C!°\ 10036491

444
0/ 13 (0%

>ref | NW 925506. 1| HsCr aAADBO2_474 Bl Hono sapi ens chronosone 13 genomic contig, altel
(based on Cel era assenbly)
Lengt h=22380413

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
197176 bp at 3" side: protocadherin 9 isoform 1 precursor

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCAC 23
Sbj ct 2272560 |C|CJT1|'|CJTJ1'|C4|AJ'IJ1'IC!AIC 2272573

Feat ures fl anki ng this part of subject sequence:
2012208 bp at 3' side: protocadherin 9 isoform1 precursor

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shj ct 457541 |G|A|C|CJTJ'I'|CJTI'I'|O|AI'I'IT 457529

Features in this part of subject sequence:
dachshund honmolog 1 isoformc
dachshund honolog 1 isoforma

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Shjct 7881702 lCIll'JTleTJ'IJC!AI'I'I'I'lCIJAlC 7881714

444
0/13 (0%
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Features flanking this ﬁart of subiect seguence:
73990 bB at 5' ‘side: Kpothetlpa protein
215970 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 10373490 E*#Ek#kk##hkk 10373478

Features flanking this part of subject sequence:
73085 bB at 5 'side: endothelin receptor type B isoforml
604987 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shjct 14153014 E&#E##Ek##kkk 14153026

444
0/13 (0%

Features flanking this part of subject sequence:
237816 bp at 5" side: hypothetical protein
25541 bp at 3' side: sprouty 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTT 13
Shjct 16476381 lAlrlclrlrlrlcldAlolclrlr 16476393

>ref | NW 925473. 1| HsCr aAADB02_471 Bl Homo sapi ens chronosone 13 genomic contig, altel
(based on Cel era assenbly)
Lengt h=33583425

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: )
42694 bp at 5' side: doublecortin and CaM ki nase-like 1 ) )
494 bp at 3' side: spermatogenesis and oogenesis specific basic helix-Ioop-h..

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbj ct 17545072 EE%#E&#EL##EkE 17545059

Features flanking this part of subject sequence:
194390 bp at 5" side: simlar to Protein C2lorf70 honol og
108204 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Shjct 272024 ##E&#Ek##hkk& 272012

444
0/13 (0%

Features flanking this part of subject sequence:
741687 bp at 5 side: fibroblast growh factor 9 precursor )
360126 bp at 3' side: simlar to 60S ribosonal protein L7a (Surfeit |ocus prote.

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ Pl us ( " P (0%

Query TTCGACCTTCT 15

3 CT
Sbj ct 3814882 lCJTll'll'lchlAlch,JT#IClT 3814894

Features flanking this part of subject sequence: )
72827 bp at 5 side: ubiquitin specific peptidase like 1 )
3398 bp at 3' side: arachidonate 5-1ipoxygenase-activating protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 3 CTTTCGACCTTCT 15

Shjct 12110532 lCle'J'I'JTlClGlAlclcll'lTlCll' 12110544

Features flanking this Eart of subject sequence:
26919 bp at 5 side: klotho isoformb )
17998 bp at 3' side: START domain containing 13 isoform al pha

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

- IR
Shj ct 14463785 CATTCAC 14463797
Features in this part of subject sequence:

START domain containing 13 isoforn1aIPha
START dormai n containing 13 isoformdelta

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 14578555 EE%%%#%Ek##Ek 14578543

Features in this part of subject sequence:
doubl ecortin and CaM ki nase-1ike 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 17182901 EE%%%#%Ek##Ek 17182913

Features in this part of subject sequence:
FRAS1 rel ated extracellular matrix protein 2

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 20150311 E#%E#%Ek%%kkk 20150323

Features flanking this part of subject sequence: )
402526 bp at 5 side: 5-hydroxytryptam ne (serotonin) receptor 2A
643728 bp at 3' side: succinate-CoA |igase, ADP-formng, beta subunit

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
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Query 10 CCTTCTTCATTCA 22
Shj ct 28663757 EE%%%#%Ek##Ek 28663745

Features flanking this part of subject sequence: )
506221 bp at 5 side: 5-hydroxytryptam ne (serotonin) receptor 2A
540029 bp at 3' side: succinate-CoA |ligase, ADP-formng, beta subunit

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTTCTITC

17
Shict 28767440 ArOTHTEOACCTTETTE 2876756

Feat ur es flanking this part of subject sequence: )
1006193 bp at 5' side: 5-hydroxytryPtan1ne x§eroton|n) receptor 2A

40061 bp at 3' side: succinate-CoA |igase, ADP-form ng, beta subunit
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 29267424 EE##E#%Ek%#Ek 29267412

>ref | NW 925517. 1| HsCr aAADB02_475 E Hormo sapi ens chronpbsone 13 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=28042733

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
glypican 5

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 1 ATCTTTCGACCTTCTTCA 18

Sbjrt 5375428 k#kk##EAkEE##E##Ek 5375411

Features flanking this part of subject sequence:
2656110 bp at 5 side: similar to CXXC finger 6
853876 bp at 3' side: glypican 5

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shj ct 4297557 E##E#%Ek%%kkk 4297545

444
0/ 13 (0%

Feat ur es flanking this part of subject sequence:
2735728 bp at 5' side: simlar to CXXC finger 6
774258 bp at 3' side: glypican 5

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 4377163 EE##E#%Ek%%Ek 4377175

Features in this part of subject sequence:
G protein-coupl ed receptor 180 precursor

444
0/ 13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 8356609 leTjTlC]TlflclAlflflC!AlC 8356597

444
0/ 13 (0%

Features flanking this part of subject sequence:
1720 bB at 5 side: DAZ interactl nﬂ protein 1 isoform?2
p 0

33498 at 3' side: DnaJ (Hsp40) nmol og, subfamly C, nenmber 3
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 12 TTCTTCATTCACG 24

Sbjct 9397008 lflflCJTlflC;lAlflflC!AICIG 9396996

Features in this part of subject sequence:
fibroblast growth factor 14 isoform 1B
fibroblast growth factor 14 isoform 1A

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Sbjct 15522001 AOCTTOMTCATTE 15521089

Feat ures fl anki ng this part of subject sequence:
1177701 bp at 5 side: hypothetical protein )
1007096 bp at 3' side: D-amno acid oxidase activator

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 18209090 |C|CJTJ'|'|CJTJ'I'|C4|AJ'IJTIC!A 18209102

Features in this part of subject sequence:
ephrin B2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 20264778 |C|CJTJ'|'|CJTJ'I'|C4|AJ'IJTIC!A 20264790

Features flanking this part of subject sequence: )
316603 bp at 5" side: tunpr necrosis factor gl i gand) superfam |y, nmenber 13b
42356 bp at 3' side: nyosin heavy chain Myr

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 22373849 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 22373837

Features flanking this part of subject sequence:
150487 bp at 5" side: nyosin heavy chain Myr 8
398754 bp at 3' side: insulin receptor substrate 2

444
0/13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 23107378 l(ZlCIlflfllelflCL\lflflCL\ 23107366

Features flanking this part of subject sequence:
509205 bp at 5" side: myosin heavy chain Mr 8
40036 bp at 3' side: insulin receptor substrate 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbjct 23466084 JAlch/JTlFlCJTlFlCL\lFlHC 23466096

Features flanking this Bzrt of subject sequence: )
20132 bp at 5' side: B20, nenmber RAS oncogene famly
34002 bp at 3' side: hypothetical protein L 5739

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 2 TTCTTCATTCACG 24

r 1
Sbj ct 24333257 1r1r|c,JT1r|c|A1rlrlc!A|c|G 24333269

444
0/ 13 (0%

Features in this part of subject sequence:
ankyrin repeat domain 10

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbjct 24638262 ,lAlch/JTlFlCJTlFlC!AlFlFlC 24638274

>ref | NW 925295, 1| HsCr aAADB02_455 E Hormo sapi ens chronpbsone 12 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=12881912

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
179580 bp at 5" side: hypothetical protein
64571 bp at 3' side: neurotrophin 3 precursor

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shj ct 5363108 !AlclclflflC[FlflCuflflCL\ 5363121

Features in this part of subject sequence:
beta 1, 4-N-acetyl gal act osani nyl transferase-transferase-111

112
0/ 14 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 TTCGACCTTCITC 17

Shj ct 431157 I'I'IT|C|G|A|C|CIT1FlCIlflfl(Z 431169
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Features in this part of subject sequence:
beta 1, 4-N-acetyl gal act osam nyltransferase-transferase-I11I

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 TTCGACCTTCTTC 17

Sbict 431453 TTOGACOTTOTTE 431465

Features in this part of subject sequence:
beta 1, 4-N-acetyl gal act osani nyl transferase-transferase-|11I

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 TTCGACCTTCITC 17

Sbj ct 431491 ITl|'|C|G|A|C|CJTJ1'|CJTJ1'|C 431503

Features in this part of subject sequence:
beta 1, 4-N-acetyl gal act osani nyl transferase-transferase-|11I

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 TTCGACCTTCITC 17

Shjct 431793 I'I'I'I'|C|G|A|C|CJT1|'l(ZJ'I'll'lCZ 431805

Features in this part of subject sequence:
beta 1, 4-N-acetyl gal act osani nyl transferase-transferase-1I11

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 5 TTCGACCTTCITC 17

Shjct 431936 I'I'I'I'|C|G|A|C|CJT1|'l(ZJ'I'll'lCZ 431948

Features flanking this part of subject sequence:
101037 bp at 5" side: rl\%_pot hetical protein
24250 bp at 3' side: HMIL hnRNP nethyltransferase-like 4

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 7 CGACCTTCTTCAT 19

Shj ct 3393905 |C|G|A|C|ClF1F|CIT1F|C!°\ 3393893

444
0/ 13 (0%

Features flanking this part of subject sequence:
8519 bB at 5 side: RAD51 associated protein 1
p

23649 at 3' side: dual-specificity tyrosine-(Y)-phosphorylation regul ated k..
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23
Shict 4502317 CrrrrTioac 4502305

Features in this part of subject sequence:
mcrofibrillar associated protein 5

Score = 26.3 bits (13), Expect = 444
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ldentities = 16/17 (94%, Gaps = 0/17 (09
St rand=Pl us/ Pl us (94% P (0%

Query 1 ATCTTTCGACCTTCTTC

17
Sbict 8542710 ATCTTTCTACOTTETTE 8542726

Features flanking this ﬁart of subiect seguence:
26460 bp at 5' side: hypothetical protein
46708 bp at 3' side: simlar to cDNA sequence BC048546

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 7 CGACCTTCTTCAT 19

Shjct 9256031 |C|G|A|C£JTJ'I'|CJTI'I'|O|A 9256043

444
0/ 13 (0%

>ref | NW 925006. 1| HsCr aAADBO2_429 E Hormo sapi ens chronpbsone 11 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=46519059

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
329504 bp at 5 side: inscuteable o ]
397315 bp at 3' side: SRY (sex determining region Y)-box 6 isoforml

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTCT 15

Shj ct 11224601 #E#%%k%%kh##k# 11224588

Features flanking this Part of subject sequence:
80457 bp at 5 side: lin-7 honplog Cc ) _ _
70998 bp at 3' side: brain-derived neurotrophic factor isoformb preproprotein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbjct 23254788 Ekkk#%k#%kk##k 23254801

Features flanking this part of subject sequence:
194207 bp at 5" side: olfactory receptor, famly 4, subfamly C, nenber 45

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCAC 23
Sbict 45901115 OOTTOTTCATTCAC 45901102

Features flanking this Part of subject sequence: .
2878 bB at 5' side: olfactory receptor, fan1|r 51, subfanllr S, menber 1
p y y

112
0/ 14 (0%

29721 at 3' side: olfactory receptor, fam 51, subfam T, nmenber 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 4 TTTCGACCTTCTT 16

Sbjct 497452 TTTOGACOTTENT 497440
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Features flanking this part of subject sequence:
11436 bp at 5' side: synaptotagmn |X
7676 bp at 3' side: olfactonedin-like 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 3118873 EE#%E##Ek#%Ek 3118885

Features in this part of subject sequence:
SET bi ndi ng factor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 9 ACCTTCTTCATTC 21

Shict 5689561 ACLTTOTTCATIC 5689573

Features in this_Part of subject sequence:
ubi quitin specific protease 47

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

r
Shict 7550322 LLMTOTTATIEA 7550310

Features in this part of subject sequence:
phosphodi est erase 3B, cGwP-i nhi bited

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbj ct 10353225 EE##E##Ek##Ek 10353213

Features in this part of subject sequence: )
phosphoi nosi ti de- 3-ki nase, class 2, al pha pol ypepti de

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

r
Sbjct 12747284 k##k&#kk##&kk 12747272

444
0/ 13 (0%

Features in this part of subject sequence:
nel -1i ke 1 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22
Sbj ct 16802941 EE##E##Ek##Ek 16802929

Features flanking this part of subject sequence:
40369 bB at 5' side: ganma-butyrobetai ne hydroxyl ase
170751 bp at 3' side: coiled-coil domain containing 34 isoforml

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 22834355 EE%%%#%Ek##Ek 22834367

Features in this part of subject sequence:
pai red box gene 6 isoforma
pai red box gene 6 isoformb

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 27470608 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 27470620

Features in this part of subject sequence:
F-box only protein 3 isoform1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 29412321 lCJTlflc,JTlflclAlflflC!G\lC 29412333

Features flanking this part of subject sequence:
117977 bp at 5" si de:ngr uvat e dehydrogenase conpl ex, conponent X
26131 bp at 3' side: 4 antigen i1soform1 precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 30782345 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 30782357

Features flanking this part of subject sequence: ) o
6071 bB at 5 side: simlar to zinc finger, CCHC domain containing 9
24314 bp at 3' side: netrin-GlL |igand

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Sbj ct 35765477 lCJTll'lchjTlCJAJTJTIC!AIC 35765465

444
0/ 13 (0%

Features flanking this part of subject sequence:
170379 bp at 5" side: hypothetical protein LOC399886
107292 bp at 3' side: carbohydrate (keratan sulfate Gal-6) sulfotransferase 1

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 8 |G|A|O|CT T|CT TlolATTlC:iAlOlG 24
Shjct 41211624 GACI:JTJTCJTLI'OACJTCAOG 41211608
Features flanking this part of subject seguence:

19340 bp at 5 side: solute carrier famly 35, nenber Cl
16821 bp at 3' side: cryptochrone 2 (photol yase-like)

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps

444
0/ 13 (0%
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St r and=Pl| us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 41500153 l(ZlCIlflfllelflCL\lflflCL\ 41500141

Features flanking this part of subject sequence: _ .
67675 bp at 5' side: simlar to mtochondrial carrier protein M3C4399
55388 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbj ct 45174489 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 45174477

>ref | NW 925173. 1| HsCr aAADBO2_444 Bl Hono sapi ens chronosone 11 genomic contig, altel
(based on Cel era assenbly)
Lengt h=44976370

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
6474 bp at 5 side: KDEL (Lys-Asp-QG u-Leu) containing 2
4678 bp at 3' side: exophilin 5

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbj ct 18399391 gAl(ZlchJ'IJCJTJ'I'lC»IA\]lJTIC 18399404

Feat ures fl anki ng this part of subject sequence: . o .
1129091 bp at 5' side: cysteine and histidine-rich domain (CHORD)-containing, zi
872720 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 1254637 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 1254649

Features in this part of subject sequence:
masterm nd-1ike 2

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Shjct 6136176 leTjTlC]TlflclAlflflC!AlC 6136164

444
0/ 13 (0%

Features flanking this part of subject sequence:
871493 bB at 5 side: jerky honol og-1ike
2299194 bp at 3' side: contactin 5 isoformshort

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 7165993 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 7165981

444
0/ 13 (0%
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Features flanking this part of subject sequence: o )
31756 bp at 5' side: caspase-1 dom nant-negative inhibitor pseudo-ICE isoform2
22309 bp at 3' side: inhibitory caspase recruitnent domain (CARD) protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbj ct 14980853 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 14980865

Features flanking this part of subject sequence: . ]
5712 bB at 5 side: inhibitory caspase recruitnment donain (CARD) protein
31675 bp at 3' side: | CEBERG caspase-1 inhibitor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

444
0/13 (0%

Query 10 |C|CTTlCTTlolb\TTlC,lO\ 22
Shjct 15010937 CCJTII'CJTH'OALI'ITCA 15010949
Feature is part of subject sequence:

sin th
ataxia telangiectasia nutated protein isoforml
ataxia tel angi ectasia nutated protein isoform?2

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us

Query TTCGACCTTCITCA 18

2 TCT
Shj ct 18204720 JTllelflfAlGlAlolCIlFlfllelflC!A 18204736

Features in this part of subject sequence:
hypot heti cal protein LOC160140

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 18278155 lCJ'flfllelf&lFlflC!AlC 18278167

444
0/ 13 (0%

Features flanking this part of subject sequence: _
147537 bp at 5" side: DEAD (Asp-Qd u-Al a-Asp) box pol ypeptide 10
335011 bp at 3' side: hypothetical protein LOC399947

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 18982448 |C|CJT1F|C,JT1F|C!°\1F1FIC!A 18982460

Features in this part of subject sequence:
DI X domain containing 1 isoforma
DI X donmain containing 1 isoformb

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 21878303 l(.?lCJTJ'IJCJTJ'I'lCalAJ'IJTIC!A 21878315

Features flanking this part of subject sequence: .
34278 bp at 5' side: succinate dehydrogenase conpl ex, subunit D precursor

444
0/ 13 (0%
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14381 bp at 3' side: interleukin 18 proprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 22022064 EE%%%#%Ek##Ek 22022076

Features flanking this part of subject sequence:
466283 bp at 5" side: hypothetical protein
234721 bp at 3' side: neural cell adhesion nolecule 1 isoforml

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 22619486 EE#%E#%Ek%#Ek 22619498

Features flanking this part of subject sequence: o
171645 bp at 5 side: sortilin-related receptor containing LDLR class A repeats.
316722 bp at 3' side: BRCC2 protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 6 TCGACCTTCTTCA 18

Sbjct 31699150 #Ehkkk##kkkkk 31699162

Features in this part of subject sequence:
kin of IRRE Iike 3

Score = 26.3 bits (13), Expect = 444

Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 36766151 EE##E##Ek##Ek 36766139

Features flanking this part of subject sequence:
550747 bp at 5 side: proline rich 10 ) )
906853 bp at 3' side: v-ets erythroblastosis virus E26 oncogene honolog 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shj ct 37460596 E&#E##Ek##kkk 37460608

444
0/13 (0%

Features flanking this part of subject sequence:
1082738 bp at 5' side: proline rich 10 ) )
374862 bp at 3' side: v-ets erythroblastosis virus E26 oncogene honolog 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 2 TCTTTCGACCTTC 14
Shj ct 37992587 #k&##k%kkk##k 37992599

Features flanking this part of subject sequence:
89274 bp at 5' side: v-ets erythroblastosis virus E26 oncogene honol og 1
82894 bp at 3' side: Friend |l eukemia virus integration 1

444
0/13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 1 ATCTTTCGACCTT 13
Sbj ct 38516332 JA\J'I'HTJT#J(ZlGlAlCIClTIT 38516320

Features in this part of subject sequence: ) )
opi oid binding protein/cell adhesion nolecule-like isofor...

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shj ct 43093870 gA'C'CJT#'lCJTll'lGIA]lJT 43093858

Features in this part of subject sequence:
KI AAOO56 protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbj ct 44128750 gAlclchj'l'lCJTj'l'lGIA\]T]T 44128738

>ref | NW 924796. 1| HsCr aAADBO2_410 E Hormo sapi ens chronposone 10 genonic contig, alter
(based on Cel era assenbly)
Lengt h=28940744

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence: .
64048 bB at 5 'side: receptor expression enhancing protein 3
p

485822 at 3' side: simlar to activator of S phase ki nase
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 12906417 |C|CIF1F|CJT1F|C!°\JT1FIC!A|C 12906404

Features flanking this part of subject sequence:
86226 bp at 5' side: discs |arge honolog 5 ) )
22041 bp at 3' side: polymerase (RNA) Il (DNA directed) pol ypeptide A 155kDa

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 27196030 |C|CIF1F|C,JT1F|C!ALF1FIC!A|C 27196017

Feat ures fl anki ng this part of subject sequence:
1757335 bp at 5 side: ZWO interactor isoformc
79587 bp at 3' side: inositol polyphosphate nultikinase

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

Sbj ct 7335747 |C|CJT1|'|CJTJT|C4|AJ1J1'IC!A 7335735

444
0/ 13 (0%
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Features flanking this part of subject sequence: o
111810 bp at 5" side: Rho-related BTB dommin containing 1
387201 bp at 3' side: transmenbrane protein 26

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20
Shjct 10244107 lG'Alclc,JTlrlc,JrlrlclAlrlr 10244119

Features flanking this part of subject sequence: o
250240 bp at 5" side: Rho-related BTB domain containing 1
248771 bp at 3' side: transnmenbrane protein 26

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 10382549 EE##E#%Ek%#Ek 10382537

Features in this part of subject sequence:
catenin, alpha 3

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 8 GACCTTCTTCATT 20

Sbjct 15172603 Ekkk##k#%kk## 15172615

Features in this part of subject sequence:
catenin, alpha 3

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTITCATTCAC 23
Shjct 16416707 E*#E&#EL##EkE 16416719

>ref | NW 924606. 1| HsCr aAADBO2_393 E Hormo sapi ens chronosone 10 genonic contig, alter
(based on Cel era assenbly)
Lengt h=3630937

Features flanking this ﬁart of subiect seguence:
83596 bB at 5' side: Kpothetlpa protein
349654 bp ypot hetical protein

at 3' side:

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Shj ct 1843481 Ekkk##k##kk##k 1843468

>ref | NW 924584. 1| HsCr aAADB02_391 B Hono sapi ens chronosonme 10 genomic contig, altel
(based on Cel era assenbly)
Lengt h=38429485

112
0/ 14 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

167610 bp at 5" side: netalloprotease 1
438236 bp at 3' side: Kruppel-like factor 6
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Score:282b|ts (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23

Shj ct 3328360 CCJT1FCJT1F 1F1F|C!°\|C 3328373

Features flanking this ﬁart of SUbi ect sequence:
49110 bp at 5' side: hypothetical protein
97704 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 28.2 bhits (14), Expect = 112
Identities = 17/18 (94% Gaps = 0/18 (0%
Strand=Pl us/ M nus

Query 3 CGACCTTCTTCATT

S v o

Features in this part of subject sequence:
G protein-coupl ed receptor 158

Score = 28.2 bits (1 ) Expect = 112
Identities = 14/14 ( O% Gaps = 0/ 14 (0%
St rand=Pl us/ Pl us

Query 8 CCTTCTTCATTC 21

Sbjct 25481192 GACC,JTlféTJT lflf 25481205

Features flanking this part of subject sequence:
334744 bp at 5 side: netalloprotease 1
271103 bp at 3' side: Kruppel-like factor 6

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 3 CTTTCGACCTTCT

15
Sbj ct 3495494 CJTlflfl e CJTJTCIT 3495506

Features in this part of subject sequence:
simlar to Al do-keto reductase famly 1 nenber C3 (Trans-.

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbj ct 4875026 CCJTJTCJTJT JTJT 4875038

Features fl anki ng this part of subject sequence:
201217 bp at 5 side: hypothetical protein
381666 bp at 3' side: Scmlike with four nmbt donains 2

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 12 TTCT TCATTC‘ACG

Shjct 6749767 I'I'J'I'CJTJ'I' I'I'I'|'|CL|°\|C|G 6749755

444
0/ 13 (0%

Features in this part of subject sequence:
hypot heti cal protein LOC221061

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps

444
0/13 (0%
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St r and=Pl us/ Pl us
Query 11 CTTCTTCATTCAC 23

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Shj ct 15268556 lCJ'flfllelf&lFlflC!AlC 15268568

Features flanking this part of subject sequence:

488780 bp at 5 side: chronpsone 10 open readin
135256 bp at 3' side: phosphotriesterase relate

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

444
0/ 13 (0%

Sbjct 16324335 |C|CJT1F|C,JT1F|C!°\1F1FIC!A 16324323

Features flanking this part of subject sequence:

354364 bp at 5" side: plexin domain containing 2 precursor

152173 bp at 3' side: nebulette

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

sarconeric isoform

444
0/ 13 (0%

Sbjct 20609204 lCJTlflc,JTlflclAlfJTIC!AlC 20609192

Features flanking this part of subject sequence:

4762 bp at 5 side: COW donai n

containing 3

1694 bp at 3' side: polyconb group ring finger 4

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

444
0/ 13 (0%

Sbj ct 22301410 |C|CJT1I'|CJTJ'I'|C4|AJ'IJI'|(3!A 22301398

Features flanking this part of subject sequence:
16917 bp at 5 side: arnadill o repeat containing 3

41147 bp at 3' side: nethionine

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 6 TCGACCTTCTTCA 18

sul f oxi de reductase B2

444
0/13 (0%

Shjct 23030971 J'I'|C|G|A|C|CJ'I'I'I'lCJTlTlQlO\ 23030983

Features in this part of subject sequence:

abl -interactor 1 isoformb
abl -interactor 1 isoformc

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

444
0/13 (0%

Shjct 26810961 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 26810949

Features flanking this part of subject sequence:
73740 bp at 5 side: patched dommin containing 3
16285 bp at 3' side: B18, nenmber RAS oncogene fanmily

Score = 26.3 bhits (13), Expect =

444

Identities = 16/17 (94%, Gaps = 0/17 (0%

St r and=Pl us/ Pl us

g frane 97
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Query 3 CEACCTTCTTCAT 19

Sbj ct 27540610 C%##lllTC##C## 27540626

Features flanking this part of subject sequence:
49966 bp at 5 side: armadillo repeat containing 4
8945 bp at 3' side: palmtoylated nenbrane protein 7

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 28097439 CCJTJTCJTIT I'I'IT 28097451

Features flanking this part of subject sequence:
232981 bp at 5 side: simlar to ribosomal protein L21
156728 bp at 3' side: |ysozyme-like 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 12 TTCTTCATTC‘ACG 24

Shjct 29186956 J'I'J'I'CJTJ'I' I'I'I'I'lCLlO\lClG 29186968

444
0/13 (0%

Features flanking this part of subject sequence:
36548 bp at 5' side: PAP associated domain containing 1
53093 bp at 3' side: mitogen-activated protein kinase kinase kinase 8

Score = 26. 3 bits (13), Expect = 444
| dent i t| es = 16/ 17 (94% Gaps = 0/ 17 (0%
St rand=Pl us/ M nus

Query 4 CGACCTTCTTCATT 20

Shj ct 30439697 JTjTlf ClelfClFlf ll'll' 30439681

Features in this part of subject sequence:
Rho GTPase activating protein 12

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 8 CCTTCTTCATT 20

Shj ct 31960685 GACCIT#lelf lflf 31960673

Features flanking this part of subject sequence:
32682 bB at 5 side: neuropilin 1 isoformc
p

444
0/ 13 (0%

744125 at 3' side: partitioning-defective protein 3 honol og
Score = 26.3 bits (13), Expect = 4
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 33421337 CCJT1FC,JT1F JTlF 33421349

>ref | NW 924573. 1| HsCr aAADB02_390 E Hormo sapi ens chronpbsone 9 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=25070985

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
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4522 bp at 5' side: uridine-cytidine kinase 1
9770 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Shj ct 18439106 lGlAlCl(IlflflClFlflC!AlFlflC 18439093

Features flanking this part of sub+ ect sequence: ) _
58801 bB at 5 side: regulator of Gprotein signalling 3 isoformi4
p

112
0/ 14 (0%

380307 at 3' side: zinc finger protein 618
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus
Query 8 GACCTTCTTCATT 20

Shict 553461 GACLTTOTTOATT 553449

Features in this part of subject sequence:
tenasci n C (hexabrachi on)

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shict 1931443 COMTOTTEATICA 1931431

Features flanking this part of subject sequence:
828346 bp at 5 side: toll-like receptor 4 precursor
624113 bp at 3' side: deleted in bladder cancer 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Sbj ct 5440882 lCJTll'lchll'HA##lC»IAIC 5440870

444
0/ 13 (0%

Features fl anki ng this part of subject sequence:
1165209 bp at 5" side: toll-like receptor 4 precursor
287250 bp at 3' side: deleted in bladder cancer 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Sbjct 5777733 lCZlFJ'FlCJTJTlC!AI'I'I'I'lCJAlC 5777745

Features flanking this part of subject sequence: )
75957 bp at 5' side: DENN MADD dommi n containing 1A isoform2
6471 bp at 3' side: LIM homeobox protein 2

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 10903242 l(ZlCIlflfllelflC!O\lflflCL\ 10903230

Features in this part of jsubL_ect sequence: )
m t ogen-activated protein kinase associated protein 1
nm t ogen-activated protein kinase associated protein 1

444
0/ 13 (0%

i so...
iso...
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 12465844 lCJ'flfllelf&lFlflC!AlC 12465856

444
0/ 13 (0%

Features in this part of subject sequence:
v-abl Abel son nurine | eukenia viral oncogene honol og
v-abl Abel son murine | eukenia viral oncogene honol og

Y
»won

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 17775531 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 17775543

>ref | NW 924539. 1| HsCr aAADB0O2_387 Bl Hono sapi ens chronosone 9 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=15704581

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
hypot heti cal protein LOC552891

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbj ct 14617598 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!AIC 14617585

Features flanking this part of subLect seqguence: ) )
1018300 bp at 5' side: protein phosphatase 3 regulatory subunit B, beta isoform

372577 bp at 3' side: cylicin 2
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23
Shjct 5599471 lCZlFJ'FlCJTJTlC!AI'I'I'I'lCJAlC 5599483

Features flanking this part of subject sequence: .
52851 bp at 5 side: olfactory receptor, family 13, subfamnil
23042 bp at 3' side: olfactory receptor, famly 13, subfam|l

y C, nenber 9
y D, nenber 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shj ct 7648665 !AlclclflflClTlflC:L\lflflC 7648653

Features flanking this part of subject sequence:
340989 bp at 5 side: hypothetical protein LOC644602
521389 bp at 3' side: zinc finger protein 462

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

444
0/ 13 (0%

05-01-2008 17:08
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Sbj ct 9378197 !°\|C|CJT1|'|CJTJ1'|C4|AJ1JTIC 9378209

Features in this part of subject sequence:
hypot heti cal protein LOC401546

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Sbj ct 13177360 /lAl(.?lCJTJ'IJCJTJ'I'lclAl]JTIC 13177372

>ref | NW 923873. 1| HsCr aAADBO2_327 I Hormo sapi ens chronobsone 8 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=3916416

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul
Features flanking this part of subject sequence:
43902 bp at 5 side: retinitis P|gnentpsa 1-like 1
5702 bp at 3' side: hypothetical protein LOC203076

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shj ct 2439649 !AlclclflflC[FlflCuflflCL\ 2439662

Features in this part of subject sequence: _
tankyrase, TRFl-interacting ankyrin-related ADP-ribose po..

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

r
Shj ct 1400960 EE##E#%Ek%%Ek 1400972

>ref | NW 923984. 1| HsCr aAADB0O2_337 Bl Hono sapi ens chronosone 8 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=55887796

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
281696 bp at 5" side: TSPY-like 5
84689 bp at 3' side: LYR C/3D3

112

Score = 28.2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query TTCGACCTTCT 15

2 TCT
Shjct 11723351 #E&##EELEE##E# 11723364

Features flanking this part of subject sequence:
196034 bp at 5" side: netastasis suppressor 1
51849 bp at 3' side: zinc finger protein 572

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23

112
0/ 14 (0%
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Sbjct 39089676 |C|CJT1|'|CJTJ1'|C4|AJ1JTIC!AI(3 39089689

Features in this part of subject sequence:
hypot heti cal protein LOC401478

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCAC 23
Sbj ct 52117054 |C|CJTJ'I'|CJTJ1'|C4|AJ1JTIC!AIC 52117067

Features flanking this part of subject sequence: ) o
195045 bp at 5" side: cyclic nucleotide binding domain containing 1
23606 bp at 3' side: simlar to mtochondrial 1soleucine tRNA synthetase

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shjct 1749962 lCIll'JTleTJ'IJC!AI'I'I'I'lCIJAlC 1749950

Features flanking this part of subject sequence:
131454 bp at 5" side: OTU domain containing 6B .
32359 bp at 3' side: solute carrier famly 26, nenber 7 isoforma

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shj ct 5388906 |G|A|C|CJTJ'I'|CJTI'I'|O|AITIT 5388894

Features flanking this part of subject sequence:
392902 bp at 5" side: neurocalcin delta
11117 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 16275002 lCJ'flfllelf&lFlflC!AlC 16274990

444
0/13 (0%

Features in this part of subject sequence:
oxi dation resistance 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 20878353 |C|CJT1F|CJT1F|C!°\JT1FIC!A 20878365

Features in this part of subject sequence:
CUB and Sushi nultiple domains 3 isoforml
CUB and Sushi nultiple domains 3 isoform3

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbjct 26981056 JAlcl('/JTlFlC,JTlFlC!AlFlFlC 26981044

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Features in this part of subject sequence:
exostosin 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us
Query 12 TTCTTCATTCACG 24

r
Shj ct 32211516 ##E#%Ek%%hkhg 32211528

444
0/ 13 (0%

Features flanking this part of subject sequence: ]
108225 bp at 5" side: sterile alpha notif domain containing 12
31843 bp at 3' side: simlar to 40S ribosonal protein S26

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 32895888 E#%E#%Ek#%kkk 32895900

Features flanking this part of subject sequence: )
98109 bp at 5 side: mal, T-cell differentiation protein 2
74954 bp at 3' side: nov precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 8 GACCTTCTTCATT 20

Sbj ct 33508553 Ekkk#%k##&k## 33508541

Features in this part of subject sequence:
DEP donmain containing 6

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 34171001 E*#E&#EL##EkE 34170989

Features flanking this part of subject sequence: )
730604 bp at 5 side: breast cancer membrane protein 101
448535 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 41445560 kkk##k##kk##k 41445572

Features flanking this part of subject sequence: )
846801 bp at 5 side: breast cancer mermbrane protein 101
332338 bp at 3' side: hypothetical protein

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shjct 41561769 E&#E##Ek##kk% 41561757

444
0/13 (0%

Features flanking this part of subject sequence:
679572 bp at 5" side: hypothetical protein LOC641384
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588199 bp at 3' side: hypothetical protein

444

Score = 26.3 bhits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 42785962 EE%%%#%Ek##Ek 42785974

Features flanking this part of subject sequence:
915770 bp at 5" side: hypothetical protein LOC641384
352001 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 43022160 E#%E#%Ek%%kkk 43022172

Features flanking this part of subject sequence: )
7393 bB at 5 side: simlar to Goconin 90 precursor (CQc90) (Phospholipase A2..
71974 bp at 3' side: potassiumvoltage-gated channel KQT-11ke protein 3

Score = 26
Identities
Strand=Pl u

Query 11 CITCTTCATTCAC 23

Shict 46210543 CNrOTTATIOAC 46210831

.3 bits (13), Expect
= 13/13 (100%, Gaps
/M nus

444
0/ 13 (0%
S

Features in this part of subject sequence: )
pot assi um vol t age-gat ed channel KQT-like protein 3
Score = 26.3 bits (13), Expect 444

Identities = 13/13 (100%, Gaps 0/13 (0%

St rand=Pl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbjct 46490866 EE##E##Ek##Ek 46490854

Features flanking this part of subject sequence:
318235 bp at 5 side: collagen, type XXI'I, alpha 1
417880 bp at 3' side: potassiumchannel, subfamly K nenber 9

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 53346140 Ekk#h##hk##&k 53346152

Features in this part of subject sequence:
NI K and | KK(beta) binding protein

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shj ct 54438799 Ekk%##h##&k## 54438787

Features flanking this part of subject sequence: ]
97493 bp at 5 side: simlar to Proton—a5500|ated sugar transporter A isoformi4
16997 bp at 3' side: hypothetical protein
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Shj ct 55469309 E#%E##Ek%#kkk 55469297

444
0/ 13 (0%

>ref | NW 923796. 1| HsCr aAADB02_320 Bl Homo sapi ens chronosonme 7 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=5180218

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
692472 bp at 5 side: sonic hedgehog preproprotein
102626 bp at 3' side: hypothetical protein

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbj ct 2341951 EE##E##Ek##EkE 2341938

Features in this part of subject sequence:
protein tyrosine phosphatase, receptor type, N polypepti
protein tyrosi ne phosphatase, receptor type, N polypepti

d...
d...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

Sbj ct 4315416 EE##E##Ek##Ek 4315404

>ref | NT_079595. 2| Hs7_79660 E Hormo sapi ens chronobsone 7 genonic contig, alternate a
(based on CRA TCACGchr7v2)
Lengt h=25815644

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence: _
nmenbr ane associ at ed guanyl ate ki nase, WV and PDZ domain c. .

112

Score = 28.2 hits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shj ct 3424482 EE#%E##Ek%%EkE 3424495

Features in this part of subject sequence: ]
simlar to opposite strand transcription unit to Stag3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query ACCTTCTTCATTC 21

r 9
Svjct 83040 AOOTTOTTEAMTE 83052

Features in this part of subject sequence: )
nmenbr ane associ at ed guanyl ate ki nase, WV and PDZ domain c. .

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ Pl us ( " P (0%

Query 10 CCTTCITCATTCA 22

Sbj ct 3292252 |C|CJTJ'I'|CJTJ'I'|O|AJTJT|C!A 3292264

Features in this part of subject sequence: ) )
guani ne nucl eoti de binding protein (G protein), alpha inh...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG

Sbj ct 5034692 lI'll'lC?JTll'HA\JTJT|C|A|C|G 5034680

444
0/ 13 (0%

Features in this part of subject sequence: .
cal ci um channel , vol tage-dependent, al pha 2/delta subunit 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

Sbjct 7046358 |C|CJTJ'I'|CJTJT|C4|AJTJTIC!A 7046346

Features in this part of subject sequence:
Rap2- bi ndi ng protein 9

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATT 20
Shjct 12492171 |G|A|C£JTJ'I'|CJ'I'I'I'|O|AITIT 12492183

Features flanking this part of subject sequence: ) )
32626 bB at 5 'side: simlar to Inportin al pha-2 subunit (Karyopherin alpha-2 ..
161905 bp at 3' side: hypothetical protein LOC219578

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 13459705 l(ZlCIlflfllelflCL\lflflCL\ 13459693

Features in this part of subject sequence:
hypot heti cal protein LOC219578

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 3 CTTTCGACCTTCTTCAT 19
Shjct 13695128 lCJ'flflflCITlAHCIlflfl('llleCZ!A 13695112

Features flanking this part of subject sequence:
810964 bp at 5 side: hypothetical protein LOC219557
553530 bp at 3' side: six transmenbrane epithelial antigen of the prostate

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

vy (TR

444
0/ 13 (0%
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Shj ct 14467551 TTTCGACCTTCIT 144

Features in this part of subject s
par aoxonase 2 isoform1l
par aoxonase 2 isoform 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shict 20281761 ACOTTOTTCATTE 202

Features in this part of subject s
solute carrier famly 25, nenber

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query 10 CCTTCITCATTCA 22

Shict 21169879 LOTTOTTCATTER 211

Features flanking this ﬁart of sub
11358 bB at 5' side: hypothetica
p

181261 at 3' side: candidate
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shict 21367057 ACOTTOTTCATTE 213

Features in this part of subject s
Smad ubiquitination regulatory f
Smad ubi quitination regulatory f

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22

Sbjct 23894891 |C|CJT1|'|CJTJT|C4|AJ1JTIC!A 238

Features in this part of subject s

opposite strand transcription unit to STAG3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shjct 25116371 /lAlchZJTj'I'lCZJTI'I'lCJAlTlTlC 251

Features flanking this ﬁart of subject seguence:
protein

57221 bp at 5' side: hypothetica

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Shj ct 25811546 lCll'J'I'lchjTlCZ!AI'I'I'IJCJAlCI 258

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

67539

equence:
444
0/ 13 (0%

81749

equence:

13 (citrin)

444
0/13 (0%
69891
for split

444
0/13 (0%
67069

equence:

actor 1 isofor
actor 1 isofor

444
0/ 13 (0%

94903

equence:
444
0/ 13 (0%

16383

444
0/ 13 (0%

11558

ect sequence:
protein LOCA01388 )
hand/ f oot mal formation type 1

m1l
m 2

>ref | NW 923240. 1| HsCr aAADB0O2_270 E Hormo sapi ens chronmpbsone 7 genonmic contig, alteri
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(based on Cel era assenbly)
Lengt h=37175744

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
403779 bp at 5" side: hypothetical protein LOC79783
425414 bp at 3' side: inhibin beta A precursor

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ Pl us

Query 6 TFF?FFTTFTTF?TTF?F 23
Sbjct 34465471 #CGACCC#C##CA##CAC 34465488

Features in this part of subject sequence:
sorting nexin 13

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 4 TTTCGACCTTCTT

16
Sbjct 11055234 ##%Egkkk##kkk 11055222

Features in this part of subject sequence:
simlar to Rap guani ne nucl eoti de exchange factor 5 (Guan..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23
Shjct 15421510 E*#E&#EL##EkE 15421522

Features flanking this part of subject sequence: .
28556 bB at 5' side: src famly associ ated phosphoprotein 2
p

444
0/ 13 (0%

201500 at 3' side: honeobox Al isoforma

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Shjct 20092361 E&#E##Ek##kk% 20092349

444
0/13 (0%

Features in this part of subject sequence: )
BMP- bi ndi ng endot helial regul ator precursor protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shj ct 27144856 E&#E##Ek##kk% 27144844

444
0/13 (0%

>ref | NW 923707. 1| HsCr aAADB02_312 B Hono sapi ens chronosonme 7 genomic contig, alteri
(based on Cel era assenbly)
Lengt h=5539637

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
10816 bp at 5 side: rho guani ne nucl eoti de exchange factor 5
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8055 bp at 3' side: sinmlar to O& honeobox

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22

r
Shj ct 28199 !AlClCJTJ'flclflflclAlflflC!A 28186

Features in this part of subject sequence:
cell recognition nolecule Caspr2 precursor

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 2549682 |C|CLF1F|CJT1F|C|A1FLFIC!°\ 2549694

>ref | NW 923640. 1| HsCr aAADB02_306 Bl Hono sapi ens chronosone 7 genomic contig, alteri
(based on Cel era assenbly)
Lengt h=39238468

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
conponent of oli1gomeric golgi conplex 5 isoform?2
conponent of oligoneric golgi conplex 5 isoform1

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCAC 23
Sbict 4499111 COTTCTTEATTEAE 4499124

Features flanking this part of subject sequence:
158584 bp at 5" side: forkhead box P2 isoforml|| o )
73936 bp at 3' side: MyoD fanily inhibitor donmain containing isoformp40

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shjct 12053838 ,lA|C|CJTJ'I'|CJTI'I'|O|AITIT|O|A 12053825

Features in this part of subject sequence:
i poma HMA C fusion partner-like 3

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 1730900 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 1730888

Features flanking this part of subject sequence: _
14043 bp at 5 side: cAWMP-dependent protein kinase, regulatory subunit beta 2
6267 bp at 3' side: HMG box transcription factor 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

444
0/ 13 (0%
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Sbj ct 4378108 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJ1'|C!A 4378120

Features flanking this part of subject sequence:
1443065 bp at 5' side: hypothetical protein LOC154907 )
335683 bp at 3' side: IMP2 inner mtochondrial nenbrane protease-like

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

r
Shjct 7539358 !A|C|CJTJ'I'|CJTII'|O|AI'I'IT|C 7539346

Features in this part of subject sequence: )
| MP2 inner mtochondrial nenbrane protease-like

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shjct 8202386 |G|A|C|CJTJ'I'|CJTI'I'|O|AITIT 8202374

Features flanking this part of subject sequence: o )
87097 bB at 5' side: MyoD fanily inhibitor domain containing isoformp40
p

444
0/13 (0%

838279 at 3' side: transcription factor EC isoformb
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 12308453 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 12308441

Features flanking this part of subject sequence: )
89724 bB at 5 'side: capping protein (actin filament) nuscle Z-line, alpha 2
271231 bp at 3' side: wngless-type MMIV integration site fanmily nmenber 2 precu.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 2 TCTTTCGACCTTC 14
Shjct 14213895 1rlclrlrlrlclelAlolclrlrlc 14213907

Features flanking this part of subject sequence: _ ) ]
49696 bp at 5 side: ankyrin repeat, SAM and basic |eucine zipper domain conta..
2920 bp at 3" side: cystic fibrosis transmenbrane conductance regul ator, ATP-...

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Sbjct 14684159 llelflc,JTlflclAjTlflC!AlC 14684147

Features flanking this Part_ of subj ect sequence:
54951 bp at 5 side: |leptin precursor )
904 bp at 3' side: RNA binding notif protein 28

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Sbj ct 25511815 lCJTll'lchjTlOlAJTJTIC!AIC 25511803

444
0/ 13 (0%
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Features flanking this part of subject sequence: . )
111081 bp at 5" side: CCR4-NOT transcription conplex, subunit 4 isoformb
8523 bp at 3' side: nucleoporin 205kDa

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 32730344 kkk##k##kk##k 32730356

Features flanking this part of subject sequence: . )
586325 bp at 5 side: simlar to transient receptor potential cation channel, s.
23686 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shj ct 34030155 Ekk%##h##&k## 34030143

Features in this part of subject sequence:
m tochondrial ribosomal protein S33
m tochondrial ribosonmal protein S33

444
0/ 13 (0%

535

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 38187125 EE%%%#%Ek##Ek 38187113

Features flanking this ﬁart of subiect sequence:
25300 bB at 5' side: hypothetical protein LOC401410
p

444
0/ 13 (0%

113806 at 3' side: multiple substrate |ipid kinase
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shjct 38621841 k&%#%k##&k##k 38621829

>ref | NT_079592. 2| Hs7_79657 Bl Hono sapi ens chronosone 7 genonmic contig, alternate a:
(based on CRA TCAGchr7v2)
Lengt h=58008433

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:

403784 bp at 5 side: hypothetical protein LOC79783
425418 bp at 3' side: inhibin beta A precursor

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=PI us/ Pl us

Query 6 TFF?FFTTFTTF?TTF?F 23
Shjct 41293679 #CGACCC#C&#CA##CAC 41293696

Features in this part of subject sequence:
sorting nexin 13
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCTT 16

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

Shjct 17907690 JTjTlflClGlAlclchlfllelf 17907678

Features in this part of subject sequence:

simlar to Rap guani ne nucl eoti de exchange factor 5 (CGuan..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23

444
0/ 13 (0%

Shj ct 22266298 E#%E##Ek%#kkk 22266310

Features flanking this part of subject sequence: .
28554 bB at 5' side: src fanmily associated phosphoprotein 2
p at 3' side: honmeobox Al isoforma

201440
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 11 CTTCITCATTCAC 23

444
0/ 13 (0%

Sbjct 26933772 E#%E#%Ek%#&kk 26933760

Features in this part of subject sequence:

BMP- bi ndi ng endot hel i al regul at or precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

444
0/ 13 (0%

Sbjct 33987170 E#%E#%Ek%%kkk 33987158

Features flanking this part of subject sequence:
protein LOC285877

239365 bB at 5 side: thothetipal protein

1369559 bp at 3' side: hypothetica
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 51689214 EE##E##Ek##Ek 51689226

Features flanking this part of subject sequence:
protein LOC285877

358479 bB at 5 side: hxpothetipal protein
1250445 bp at 3' side: hypothetica
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shjct 51808328 E&#E##Ek##kk% 51808340

Features flanking this part of subject sequence:
23746 bp at 5 side: simlar to zinc finger
26957 bp at 3' side: hypothetica

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

444
0/ 13 (0%

. protein 678
protein
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Query 11 CTTCTITCATTCAC 23

- IR
Shjct 56782276 CATTCAC 56782288
Features flanking this part of subject sequence:

284929 bp at 5 side: simlar to zinc finger protein 682
1195 bp at 3' side: simlar to zinc finger protein 679

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=PI us/ Pl us
Query 4 TTTCGACCTTCTTCATT 20

Shjct 57472586 J'I'J'I'J'I'lOAJA\lCJCJTI'I'leTll'lC!AIl'IT 57472602

>ref | NW 923574. 1| HsCr aAADB0O2_300 E Hormo sapi ens chronobsone 7 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=23851963

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence: _
nmenbr ane associ at ed guanyl ate ki nase, WV and PDZ domain c. .

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shj ct 1430873 EE#%E##Ek%%EkE 1430886

Features in this part of subject sequence: _
nmenbr ane associ at ed guanyl ate ki nase, WV and PDZ domain c. .

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 1298657 EE##E##Ek%%Ek 1298669

Features in this part of subject sequence: ) )
guani ne nucl eoti de binding protein (G protein), alpha inh..

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 12 TTCTTCATTCACG 24

Sbjct 3041681 ##E%%EL#%&%EE 3041669

Features in this part of subject sequence:
cal ci um channel , vol tage-dependent, al pha 2/delta subunit 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbjct 5051887 EE#%E##Ek%%Ek 5051875

Features in this part of subject sequence:
Rap2- bi nding protein 9

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps =
St rand= Plus/P us

Query 8 CCTTCTTCATT 20

Sbjct 10503296 GACC%#C&# ## 105

Features fl anking thls part of subject sequence:

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

0/ 13 (0%

03308

32625 bB at 5' side: sinlar to Inportin al pha-2 subunit (Karyopherin al pha-2 ..
161909 bp at 3' side: hypothetical protein LOC219578
Score = 26. 3 bits (13), Expect = 444
Identities = 13/13 (100@@ Gaps = 0/ 13 (0%
St rand=Pl us/ M nus
Query 10 CCTTCTTCATTCA 22
Sbjct 11471232 CC##C## ## 11471220
Features in this part of subject sequence:
hypot heti cal protein LOC219578
Score = 26. 3 bits (13), Expect = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=Pl us/ M nus
Query 3 CGACCTTCTTCAT
Sbjct 11706622 C### ACC##C## 11706606

Features flanking this part of subject sequence:
al protein LOC219557
553486 bp at 3' side: simlar to Six transnenbrane epithelial

810792 bp at 5 side: hypothetic

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCTT 16

Shjct 12478908 ###lllcc%#c## 124

Features in this part of subject s
par aoxonase 2 isoform1l
par aoxonase 2 isoform 2

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shj ct 18289290 ACC#%C#% ## 182

Features in this Part of subject s
solute carrier famly 25, nenber

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 10 CCTTCTTCATTCA 22

Sbjct 19178704 CC#%C#% %# 191

Features flanking this ﬁart of subj
11359 bB at 5 side: hypothetica
p

181242 at 3' side: candidate
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=PI us/ Pl us

i

444
0/ 13 (0%

78896

eqguence:

444
0/ 13 (0%

89278

equence:

13 (citrin)

444
0/ 13 (0%

78716

for split

444
0/ 13 (0%

ect sequence:
protein LOC401388
hand/ f oot mal formation type 1

antigen of prosta.
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Query 9 ACCTTCTTCATTC 21
Shj ct 19376034 l’-\lClclflflclflflCL\lflflC 19376046

Features in this part of subject sequence:
Smad ubiquitination regulatory factor 1 isoforml
Smad ubi quitination regulatory factor 1 isoform2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 21905527 |C|CJT1F|CJT1F|C!°\JT1FIC!A 21905539

Features in this part of subject sequence:
opposite strand transcription unit to STAG3

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbjct 23129446 ,lAlch/JTlflc,JTlflCL\lFlFlC 23129458

>ref | NT_079596. 2| Hs7_79661 Bl Hono sapi ens chronobsone 7 genonmic contig, alternate a:
(based on CRA TCAGchr7v2)
Lengt h=58365407

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
conponent of oligomeric golgi conmplex 5 isoforml
conponent of oligoneric golgi conplex 5 isoform2

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23

r
Shjct 6331740 |(3|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\|C 6331753

Features flanking this part of subject sequence:
158587 bp at 5" side: forkhead box P2 isoforml|| o )
73925 bp at 3' side: MyoD family inhibitor domain containing isoformp40

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shj ct 13919382 l’-\lClclflfllelflCL\lflflCL\ 13919369

Features flanking this part of subject sequence:
10815 bp at 5 side: rho guanine nucl eotide exchange factor 5
8055 bp at 3' side: sinmlar to O& honeobox

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shj ct 43461804 l’-\lClclflfllelflCL\lflflCL\ 43461791

Features flanking this part of subject sequence:
236635 bp at 5" side: hypothetical protein

112
0/ 14 (0%
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102620 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 55560737 |C|ClF1F|CIIT1F|C!°\1FlF|C!°\|CI 55560724

Features in this part of subject sequence:
i poma HM3 C fusion partner-like 3

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 3562212 |C|CIF1F|CJT1F|C|AJT1FIC!°\ 3562200

Features flanking this part of subject sequence: )
14043 bp at 5' side: cAWVP-dependent protein kinase, regulatory subunit beta 2
6267 bp at 3' side: HMG box transcription factor 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shict 6210715 CLMTOTTATIEA 6210727

Feat ures fl anki ng this part of subject sequence:
1443229 bp at 5' side: rl\%pot hetical protein LOC154907 )
335672 bp at 3' side: IMP2 inner mtochondrial nenbrane protease-like

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

r
Sbj ct 9370697 !°\|C|CJTJ'I'|CJTJT|O|AJ1JTIC 9370685

Features in this part of subject sequence: )
| MP2 inner mtochondrial nenbrane protease-like

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 10034011 gA'C'CJT#'lCJTll'lGIA]lJT 10033999

Features flanking this part of subject sequence: o )
87106 bB at 5' side: R/yoD fam |y inhibitor domain containing isoformp40
p

444
0/ 13 (0%

837605 at 3' side: transcription factor EC i soforma
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 14173980 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 14173968

Features in this part of subject sequence:
suppression of tunprigenicity 7 isoformb
suppression of tunorigenicity 7 isoforma
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 2 TCTTTCGACCTTC 14
Shjct 16078084 1rlclrlrlrlclelAlolclrlrlc 16078096

Features flanking this part of subject sequence: . _ _
49696 bp at 5' side: ankyrin repeat, SAM and basic |eucine zipper domain conta..
2920 bp at 3' side: cystic fibrosis transmenbrane conductance regul ator, ATP-..

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shict 16548231 CICHTCATIOAC 16548219

Features flanking this Part_of subj ect sequence:
55107 bp at 5 side: leptin precursor )
904 bp at 3' side: RNA binding notif protein 28

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Sbjct 27368624 E#%E#%Ek%#&kk 27368612

Features flanking this part of subject sequence: _ )
111058 bp at 5" side: CCR4-NOT transcription conmplex, subunit 4 isoformb
8521 bp at 3' side: nucleoporin 205kDa

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Sbj ct 34614059 kk%k#k&#hk##k 34614071

Features flanking this part of subject sequence: . )
584369 bp at 5" side: simlar to transient receptor potential cation channel, s.
23755 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 35912039 Ekk%##h##&k## 35912027

Features in this part of subject sequence:
m tochondrial ribosomal protein S33
m tochondrial ribosonmal protein S33

444
0/13 (0%

55

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 40080240 Ekk#h##hk##&k 40080228

Features flanking this ﬁart of subiect seguence:
25295 bB at 5 'side: hypothetical protein LOC401410
113803 bp at 3' side: nultiple substrate Iipid kinase

444
0/13 (0%

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

Query 9 ACCTTCTTCATTC 21
Sbj ct 40514750 /|°\|C|CJTJ'I'|CJTJ'I'|C|A11JTIC 40514738

Features in this part of subject sequence:
cell recognition nolecule Caspr2 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 45984049 |C|CJTJ'I'|CJTJ'I'|C4|AJ1JTIC!A 45984061

Features flanking this part of subject sequence: )
444288 bp at 5 side: actin-related protein 3-beta isoforml
114560 bp at 3' side: hypothetical protein LOC346547

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 52358586 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 52358574

Features in this part of subject sequence:
protein tyrosine phosphatase, receptor type, N polypept
protein tyrosi ne phosphatase, receptor type, N pol ypept

444
0/13 (0%

id...
id...

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 57511440 Ekk#h##hk##&k 57511428

>ref | NW 923184. 1| HsCr aAADB02_265 Bl Homo sapi ens chronosonme 6 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=103786604

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
311289 bp at 5" side: simlar to ribosomal protein S14
35865 bp at 3' side: RNA guanylyltransferase and 5'-phosphatase

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCAC 23
Sbjct 21773094 EE%#E&#EL##EkE 21773081

Features flanking this part of subject sequence: ) . ) )
306033 bB at 5 side: mtogen-activated protein kinase kinase kinase 7 isoformC
p

112
0/ 14 (0%

2350659 at 3' side: ephrin receptor EphA7
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Sbj ct 24091807 kk%k#k&#hk##hk 24091794
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Feat ur es flanking this part of subject sequence: _ . _ _
1638182 bp at 5' side: mitogen-activate ﬁroteln ki nase kinase kinase 7 isoform
1018510 bp at 3' side: ephrin receptor EphA7

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 25423956 EE##E#%Ek%#EkE 25423943

Features flanking this part of subject sequence:
113712 bp at 5" side: activator of cAVP-responsive el ement nodul ator (CREM in
68932 bp at 3' side: G protein-coupled receptor 63

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Sbjct 29888066 Ekkk#%k#%kk##k 29888053

Features in this part of subject sequence: ) )
gl utam nyl -t RNA synt hase (gl utam ne-hydrol yzing)-like 1

112
0/ 14 (0%

Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/14 (0%
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Sbjct 39802953 k&k#%k%%kk##kk 39802940

Features in this part of subject sequence:
gl utamate receptor, netabotropic 1

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbj ct 79298671 E%EE&#E&#Ek##E 79298684

Features flanking this part of subject sequence:
89623 bB at 5' side: regulating synaptic nmenbrane exocytosis
131835 bp

1
at 3' side: potassiumvoltage-gated channel, KQT-like subfam |y, nenb.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shjct 5662087 k&%&#k##hk##k 5662075

Features in this Part of subject sequence:
solute carrier famly 17 (anion/sugar transporter), nenber 5

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shjct 6781617 k&#h##hk##kk& 6781605

Features flanking this part of subject sequence: ) )
101464 bp at 5 side: inhibitor of Bruton's tyrosine kinase
33195 bp at 3' side: 5T4 oncofetal trophoblast glycoprotein

444
0/13 (0%
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 8 CCTTCTTCATT 20

Shj ct 15543163 GACC##C#% ## 15543175

Features flanking this part of subject sequence:
131704 bB at 5° side: mitogen-activated protein kinase kinase kinase 7 isoformC
p

444
0/ 13 (0%

2524989 at 3" side: ephrin receptor EphA7
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St rand=Pl us/ M nus
Query 8 CCTTCTTCATT 20

Sbjct 23917477 GACC#%C#% ## 23917465

Features flanking this part of subject sequence:
768467 bB at 5 side: mitogen-activated protein kinase kinase kinase 7 isoformC
p

1888226 at 3" side: ephrin receptor EphA7
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%

St rand= PIus/M nus
Query 8 GACCTTCTTCATT 20

Sbj ct 24554240 GACC#%C#% ## 24554228

Feat ur es flank|ng this part of subject sequence:
1423860 side: mtogen-activate Eroteln ki nase ki nase kinase 7 isoform
1232833 bp at 3' side: ephrin receptor EphA

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Sbj ct 25209633 ##C%# ##ELEE 25209621

Features flanking this part of subject seguence
2247317 bp at 5 side: mitogen-activated protein kinase kinase kinase 7 isoform
409376 bp at 3 side: ephrin receptor EphA7

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shjct 26033090 CC%#C## ## 26033078

Feat ur es flank|ng this part of subject sequence:
219403 bp at 5" side: simlar to nann05|dase endo- al pha
378415 bp at 3' side: fucosyltransferase 9 (alpha (1,3) fucosyltransferase)

444
0/13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus

Query 8 CCTTCTTCATT 20

Shj ct 28983297 GACC##C## ## 28983285

Features flanking this part of subject seguence:
572795 bp at 5" side: similar to nann03|dase endo- al pha
25019 bp at 3' side: fucosyltransferase 9 (alpha (1,3) fucosyltransferase)

444
0/13 (0%
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Score = 26.3 bits (13), Expect =
Identities = 16/17 (94%, Gaps = 0
St rand=PI us/ Pl us

Query 5 TTCGACCTTCTTCATTC

Sbj ct 29336677 1F1F|(3|(3T|(3|(31T11'|C1Tll'|(3!0\ll']1'|C3 29336693

Features in this part of subject s
cyclin-dependent ki nase (CDC2-I

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query TTCGACCTTCT 15

3 CT
Sbjct 43801554 E*##Ehkkkk#kk 438

Features flanking this part of subject sequence:

29483 bp at 5 side: TSPY-like 1
89937 bp at 3' side: squanous ce

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Shj ct 49442123 Ekkk##&##kk## 494

Features in this ﬁart of subject s
karyopherin alpha 5 (inportin a

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATT 20

Shj ct 49851009 Ekkk##&##kk## 498

Features flanking this part of subject sequence:
557 bp at 5' side: HD domain containing 2
| protein

67831 bp at 3' side: hypothetica

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shj ct 58437289 E#%E##Ek##hkk 584

Features flanking this ﬁart of sub
30646 bB at 5 side: ﬁpothetlpa
128265 bp at 3' side: hypothetic

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 63027982 EE#%E#%Ek%#Ek 630

Features in this part of subject s
A- ki nase anchor protein 7 isofor

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

|

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
117 (0%

21
equence:
ke) 11

444
0/ 13 (0%

01542

Il carcinoma antigen recognized by T cells 2

444
0/13 (0%

42111
equence:
pha 6)

444
0/13 (0%

51021

444
0/ 13 (0%

37277

444
0/ 13 (0%

27970

equence:
m ganmma

444
0/13 (0%

ect sequence:
protein LOC253582
al protein
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Query 4 TTTCGACCTTCIT 16

Sbj ct 64352492 J'I'J'I'J'I'lcl(.?»lAl(ZUTJ'I'IClT]T 64352504

Features flanking this part of subject sequence:
354097 bp at 5" side: eyes absent 4 isoformb
6320 bp at 3' side: transcription factor 21

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 67013891 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 67013879

444
0/ 13 (0%

Features flanking this part of sub{)ect sequence:
32551 bp at 5 side: v-nyb nyelo
35113 bp at 3' side: jouberin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 68380636 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 68380624

444
0/13 (0%

Features flanking this part of subject sequence:
746274 bp at 5" side: utrophin
28473 bp at 3' side: laforin isoformb

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 78727310 l’-\lClCIITlfgflflCL\lflflC 78727322

Features in this part of subject sequence:
laforin isoformb

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20
Shjct 78756147 EL%L&%E##Ek## 78756159

Features flanking this part of subject sequence:

444
0/ 13 (0%

675498 bp at 5 side: hypothetical protein LOC389432
103550 bp at 3' side: SAM and SH3 dommin containing 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shict 81370153 ACLHTOTTATTE 81370165

Features flanking this ﬁart of _subi' ect sequence:
83438 bB at 5 side: hypothetical protein LOC80129
106311 bp at 3' side: estrogen receptor 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

444
0/ 13 (0%

| astosis viral oncogene honol og

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Sbj ct 84825198 1I'll'l(?JTll'HA\JTJTlC»IA\ICIG 84825186

Features flanking this part of subject sequence:

535168 bp at 5 side: simlar to 60S ribosomal protein L27a
221436 bp at 3' side: opioid receptor, mu 1 isoform MOR-10

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shjct 86942124 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 86942112

Features flanking this part of subject sequence:
28757 bp at 5 side: sorting nexin 9
10330 bp at 3' side: synaptojanin 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 91110132 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 91110120

444
0/ 13 (0%

this part of subject sequence:
form 3
form2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 94630830 l(ZlCIlflfllelflC!O\lflflCL\ 94630842

Features flanking this ﬁart of subi’ ect sequence:
21168 bB at 5 side: Kpot hetical protein
p y

444
0/ 13 (0%

904170 at 3' side: pot heti cal protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 97578883 |C|CJT1F|CJT1F|C!°\JT1FIC!A 97578895

Features flanking this part of subject sequence:
356 bp at 5 side: phosphodi esterase 10A
412758 bp at 3' side: hypothetical protein LOC441177

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 9 ACCTTCTTCATTC 21

Sbjct 98796986 JAlcl('/JTlFlC,JTlFlC!A\lFlFlC 98796998

Features flanking this part of subject sequence:
49264 bB at 5' side: phosphodi esterase 10A
363850 bp at 3' side: hypothetical protein LOC441177

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

wery 1 ikl

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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381 de 444

Shj ct 98845894 CCTTCTTCATTCA 98845906

>ref | NW 923095. 1| HsCr aAADB02_257 Bl Homo sapi ens chronosonme 6 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=6269147

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this EFrt of subject sequence: . )
2698 bp at 5' side: K donaln—conta|n|ng, RNA- bi ndi ng, signal transduction-as..
258850 bp at 3' side: simlar to 40S ri bosomal protein S17

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Sbict 1687026 ACCTTOTTCATTCA 1687013

Features flanking this part of subject sequence: ) )
197092 bp at 5 side: simlar to Al cohol dehydrogenase class 3 chi chain (Al coh

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 4 TTTCGACCTTCIT 16

Sbj ct 5454487 ###EEkEE##E## 5454499

>ref | NW 922607. 1| HsCr aAADBO2_ 213 E Hormo sapi ens chronobsone 5 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=11134560

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: )
193106 bp at 5" side: simlar to poly (ADP-ribose) polynerase fanmily, nenber 8
343886 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22

Shj ct 892915 kkk##h#%kk#%kk 892902

Features in this ﬁart of subject sequence:
cAMP- speci fi c phosphodi est erase 4D

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Sbjct 8872215 k&k#%k##hk%#kk 8872202

Features flanking this part of subject sequence: )
1751 bp at 5' side: mesoderminduction early response 1, famly nmenber 3
219387 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 1 ATCTFFCGACCTF 13
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Shj ct 6819286 ATCTTTCGACCTT 6819298

Features flanking this part of subject sequence:
474266 bp at 5 side: hypothetical protein LOC345651
141155 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 7823042 lclrlrlc,JrlrlclAlrlrlc!AIC 7823054

444
0/ 13 (0%

>ref | NW 922596. 1| HsCr aAADB02_212 Bl Hono sapi ens chronosone 5 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=12039450

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
287611 bp at 5" side: h?/pot hetical protein LOC202151 o
20641 bp at 3' side: solute carrier famly 1 (glial high affinity glutamate tr..

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Sbj ct 2185327 !Axl(.?lCJTJ'IJCJTJ'IJCJAJ'IJTIC!A 2185314

Features flanking this part of subject sequence:
36051 bp at 5' side: disabled hompblog 2
1249520 bp at 3' side: hypothetical protein

112

Score = 28.2 bits (14), Expect
0/ 14 (0%

Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 5028440 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\|C 5028427

Features flanking this ﬁart of _subi' ect sequence:
58880 bp at 5' side: hypothetical protein LOC133558
13066 bp at 3' side: Conplenent component 6 precursor

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shj ct 6728942 |C|CJT1F|ClF1F|CZ!A1F1F|C!0JC 6728955

Features in this part of subject sequence:
KPL2 protein isoform1l

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shj ct 1399950 !AlclclflflClTlflC:L\lflflC 1399962

Features in this part of subject sequence:
hypot heti cal protein LOC133584 isoform1

444
0/ 13 (0%
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shj ct 3907416 ACC%%C%% ## 3907428

Features flanking this part of subject sequence:
481372 bp at 5 side: disabled homol og 2
804200 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 11 CTTCTTCATTCAC

Sbjct 5473748 C##C%% %%Ekk 5473760

Features flanking this part of subject sequence:
287305 bp at 5" side: F-box only protein 4 isoform?2
345385 bp at 3' side: growth hornobne receptor precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 8 GACCTTCTTCATT 20

Sbjct 7820549 GACC#%C%% ## 7820561

Features flanking this part of subject sequence: )
463047 bp at 5" side: sinmlar to 60S ribosomal protein L29 (Cell surface hepari.
174577 bp at 3' side: fibroblast growmh factor 10 precursor

444
0/ 13 (0%

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATT 20

Sbjct 9733300 GACC%#C&# ## 9733312

>ref | NW 922784. 1| HsCr aAADB02_229 E Hormo sapi ens chronpbsone 5 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=48999907

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
345518 bp at 5 side: simlar to Probable phospholipid-transporting ATPase VB
251159 bp at 3' side: gamma-am nobutyric acid (GABA) A receptor, beta 2 isoform

Score = 28. 2 bits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21

Shj ct 34129793 GACC#%C## ## 34129780

Features in this part of subject sequence:
RAN bi ndi ng protein 17

112
0/ 14 (0%

Score = 28. 2 bits (14), Expect = 112
Identltles = 20/ 22 (90@6 Gaps = 0/22 (0%
St rand=Pl us/ M nus

Query 2 TTCEACCTTCTTCATTCAC 23

Shj ct 44167576 #C%#%T CE##T## ##Ekk 44167555
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Features in this part of subject sequence: )
ADAM net al | opepti dase with thronbospondin type 1 notif, 1...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23

Sbj ct 2814571 lCJTll'UTlI'HAH'#lCL\IC 2814583

444
0/ 13 (0%

Features flanking this part of subject sequence:
402646 bp at 5 side: chondroitin sulfate synthase 3 )
570971 bp at 3' side: histidine triad nucleotide binding protein 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shjct 3682563 !A|C|CJTJ'I'|CJTII'|O|AI'I'IT|C 3682551

Features in this Part of subject sequence:
solute carrier famly 22 nenber 4

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shjct 5396327 !A|C|CJTJ'I'|CJTII'|O|AI'I'IT|C 5396315

Features flanking this part of subject sequence:
18074 bp at 5' side: SMAD, nothers agai nst DPP honol og 5
17874 bp at 3' side: putative capacitative cal ci um channel

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 9284002 leTjTlC]TlflclAlflflC!AlC 9283990

444
0/ 13 (0%

Features flanking this part of subject sequence:
280516 bp at 5" side: putative capacitative cal ci um channel

340878 bp at 3' side: sparc/osteonectin, cwv and kazal -1i ke domai ns proteoglyc.
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ Pl us
Query 9 ACCTTCTTCATTC 21

r
Sbjct 9726362 !Alchlflflc,JTlflC!AJTlFIC 9726374

Features in this part of subject sequence: o
pot assi um channel tetranerisation domai n containing 16

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 9 ACCTTCTTCATTC 21

Sbjct 17337650 JAlch/JTlFlCJTlFlC!AlFlFlC 17337638

Features in this part of subject sequence: o
pot assi um channel tetranerisation domain containing 16
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23
Shjct 17411951 CjTlflelf 1F1F|C!°\|C 17411963

Features flanking this Part of subject sequence:
10737 bB at 5 side: | -t RNA synt het ase
p

444
0/ 13 (0%

145876 at 3' side: PQU domain, class 4, transcription factor 3
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 11 CTTCTTCATTCAC 23

Sbjct 19280733 lelfc,JTlf 1flflC!&lC 19280745

Features in this part of subject sequence:
beta isoformof regulatory subunit B55, protein phosphata..
beta i sof orm of regulatory subunit B55, protein phosphata..

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
Strand=Pl us/ Pi us

Query 11 CTTCTTCATTCAC 23

Sbjct 19984679 C#%C%% %%Ekk 19984691

444
0/ 13 (0%

Features flanking this part of subject sequence:
544829 bp at 5 side: neuronedin U receptor 2
541106 bp at 3' side: glutamate receptor, ionotropic, AMPA 1

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St r and=Pl us/ M nus
Query CTTCTTCATTCAC 23

Sbj ct 26032891 C##C&# ##Ekk 26032879

Feat ur es flank|ng this part of subject sequence:
149944 bp at 5" side: glutamate receptor, ionotropic, AMPA 1
31829 bp at 3' side: hypothetical prote|n LOC1082

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 8 CCTTCTTCATT 20

Shj ct 27044245 GACC##C## ## 27044257

Feat ur es flank|ng this part of subject sequence:
652796 bB at 5 side: methionine adenosyltransferase Il, beta isof
3404700 bp at 3' side: simlar to odd Oz/ten-m honol og 2 isoform5

444
0/13 (0%

orml

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=Pl us/ M nus
Query 12 TTCTTCATTCACG 24

Shjct 37260288 ##C%# ##Ekk% 37260276

444
0/13 (0%

Feat ur es flank|ng th|s part of subject sequence: )
3112802 bp at e: met hi oni ne adenosyltransferase I, beta isoform1l
944694 bp at 3' S|de simlar to odd Oz/ten-m honol og 2 i soform5
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 39720282 |C|CJTJ'|'|CJTJ'I'|C4|AJ'IJTIC!A 39720294

Features in this part of subject sequence:
slit honolog 3

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 1 ATCTTTCGACCTT 13
Sbj ct 42173768 k#kk##khkkh## 42173780

Features in this part of subject sequence:
fibroblast growth factor 18 precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Sbict 44515099 ACCTTOTTCATTC 44515087

>ref | NW 922562. 1| HsCr aAADB0O2_209 E Hormo sapi ens chronpbsone 5 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=12667399

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
451160 bp at 5" side: hypothetical protein
28083 bp at 3' side: threonyl-tRNA synt hetase

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCITCATTC 21

Shict 11856889 MHTCTACCTTCTTEATTE 11856872

Features flanking this part of subject sequence: )
975005 bp at 5" side: cadherin 12, type 2 preproprotein
272010 bp at 3' side: simlar to protein tyrosi ne phosphatase, non-receptor typ.

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 12 TTCTTCATTCACG 24

Shict 1483411 TrCMTCATIOAGS 1483309

Features flanking this Bart of subject sequence:
87068 bB at 5 'side: PR domain containing 9 )
868456 bp at 3' side: cadherin 10, type preproprotein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCITCATTCAC 23

Sbjct 2066915 E##E##Ek##hkk 2066903

444
0/ 13 (0%
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Features flanking this part of subject sequence: _
121336 bB at 5 side: cadherin 9, type 2 preproprotein
1814571 bp at 3' side: sinmilar to Striatin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query CCTTCTTCATTCA 22

10
Sbj ct 5557778 EE#%E##Ek%#Ek 5557790

>ref | NW 922518. 1| HsCr aAADB0O2_205 Bl Hono sapi ens chronosone 5 genonmic contig, alter
(based on Cel era assenbly)
Lengt h=16646378

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
52626 bp at 5 side: AKAP-associated sperm protein
44756 bp at 3' side: simlar to ankyrin repeat domain 33

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 9658223 EE##E##Ek##EkE 9658210

Features in this part of subject sequence:
catenin (cadherin-associated protein), delta 2 (neura

pl...

Score = 28.2 bits (14), Expect 112

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTCA

Sbict 10566493 hOCHTOrTATE

0/ 14 (0%

22
10566480

Features in this part of subject sequence:

catenin (cadherin-associated protein), delta 2 (neural pl..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 10443548 Ekk#h##hk##&k 10443560

>ref | NW 922729. 1| HsCr aAADB02_224 B Hono sapi ens chronosonme 5 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=28665942

444
0/13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: )
217210 bp at 5" side: simlar to RAS related protein 1b )
14848 bp at 3' side: 1Q notif containing GIPase activating protein 2

Score = 28
Identities
Strand=Pl u

Query 9 ACCTTCTTCATTCA 22
Shict 4978031 hCLTTrTATEs 4978044

b
1

2 112
sfH

0/ 14 (0%

its
4/ 14
us
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Features flanking this ﬁart of subiect sequence:
99601 bB at 5' side: Kpothetlpa protein LOC153396
173810 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shict 16955797 LTTOTTCATTEAE 16985810

Features in this part of subject sequence:
phosphodi est erase 8B i soform 3
phosphodi esterase 8B i soform 5

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

r
Shict 5861412 ACLHTOTTATTE 5861400

Feat ur es flanking this part of subject sequence: o _ ) )
1279507 bp at 5' side: EG--1like repeats and discoidin |I-1ike domai ns-contai ning
940983 bp at 3' side: cytochrome c oxidase subunit VIIc precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 14264679 EL##E&#EL##Ek 14264691

Features flanking this part of subject sequence:
171268 bp at 5 side: cytochrome c oxidase subunit VIIc precursor
258935 bp at 3' side: hypothetical protein LOC645261

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 15378355 Ekk#h##hk##&k 15378367

Features flanking this part of subject sequence:
8544 bB at 5 side: arrestin domain containing 3
85102 bp at 3' side: simlar to Ras-related protein Rab-5C (RAB5L) (L1880)

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shjct 19989363 E&#E##Ek##kkk 19989351

444
0/13 (0%

Features flanking this part of subject sequence:
505470 bp at 5 side: hypothetical protein LOC134187
273228 bp at 3' side: hypothetical protein LOC285600

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shj ct 22842760 kk%##%#%hk##k 22842772

444
0/ 13 (0%
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Features in this Part of subjbect_ sequence:
chronodonai n helicase DNA binding protein 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Sbj ct 27523594 lCJT1|'|C1T1T|C4|AJ1J1'IC!AIC 27523582

444
0/ 13 (0%

>ref | NW 922073. 1| HsCr aAADBO2_165 I Hormo sapi ens chronosone 4 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=39674885

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence: .
peroxi sonme proliferative activated receptor gamm coactiv...

112

Score = 28.2 hits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 8 GACCTTCTTCATTC 21
Shj ct 14419439 lGlAlCl(IlflflClFlflC!AlFlflC 14419452

Features fl anki ng this part of subject sequence:
1770011 bp at 5" side: hypothetical protein )
988795 bp at 3' side: simlar to ribosomal protein L31

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCACG 24

Shj ct 23547423 lCJ'flflClFlf&lflflC!Alch 23547410

112
0/ 14 (0%

Features flanking this part of subject sequence: ]
229992 bp at 5" side: WD repeat-containing protein 1 isoforml
78860 bp at 3' side: hypothetical protein LOC85460

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query CCTTCTTCATTCA 22

r 10
Sojct 957403 OOrrOrrEhrrth os7301

Features in this part of subject sequence:
mast cell inmunoreceptor signal transducer

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG

Sbjct 1113949 lI'll'lCJTll'HA\JTJTlClAICIG 1113937

444
0/ 13 (0%

Features flanking this part of subject sequence:
352320 bB at 5" side: hxpot hetical protein
p

1208936 at 3' side: heat shock protein HSP 90-beta
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
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Query 9 ACCTTCTTCATTC 21

Shj ct 2719058 !AlclclflflClTlflC:L\lflflC 2719046

Features flanking this part of subject sequence:
794849 bp at 5" side: hypothetical protein
67119 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 2 TCTTTCGACCTTC

14
Shict 5527930 rErrrobacdrt ss27918

Features flanking this part of subject sequence:
51494 bp at 5' side: CD38 antigen o _
35732 bp at 3' side: fibroblast growh factor binding protein 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 6493093 |C|CJT1F|CJT1F|C|AJTJTIC!°\ 6493105

Feat ures fl anki ng this part of subject sequence:
1302392 bp at 5" side: hypothetical protein
107025 bp at 3' side: slit honolog 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTCACG 24

Sbict 10732271 GACCTTCTTTATTEAGE 10732255

Features flanking this part of subject sequence: ) .
1406385 bp at 5' side: Kv channel interacting protein 4 isoform3
124762 bp at 3' side: simlar to Probable G protein coupled receptor 125 precurs

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 12841887 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 12841899

Features flanking this part of subject sequence: )
10354 bp at 5 side: solute carrier famly 34 (sodium phosphate), nenber 2
61302 bp at 3' side: hypothetical protein LOC23231

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 16263538 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 16263550

444
0/ 13 (0%

Feat ures fl anki ng this part of subject sequence: . )
1836503 bp at 5' side: simlar to mesoderm specific transcript isoformb
64497 bp at 3' side: protocadherin 7 isoformc precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...
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Sbj ct 21238875 lCJTll'lchjTlOlAJTJTIC!AIC 21238863

Features flanking this part of subject sequence:

si de:

125915 bp at 5" si
si de:

187002 bp at 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9

ACCTTCTTCATTC 21

hypot heti ca
NCL1/ NOP2/ Sun domain famly

protei n LOC54502
menber 7

444
0/ 13 (0%

Shjct 31135081 kkk##k##kk##k 31135093

Features flanking this part of subject sequence:

si de:

473107 bp at 5'
si de:

394740 bp at 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query

CITCTTCATTCAC 23

simlar to glutaredoxin cysteine-rich 1 protein
simlar to NADH dehydrogenase (ubi quinone) 1 beta subconp.

444
0/13 (0%

Shj ct 34080252 E&#E##Ek##kkk 34080264

Features flanking this part of subject sequence:

si de:

133949 bp at 5
si de:

140959 bp at 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query CTTCTTCATTCAC 23

simlar to NADH dehydrogenase (ub
pot assi um channe

444
0/ 13 (0%

Shj ct 34610098 E#%E##Ek%#kkk 34610086

Features flanking this part of subject sequence:

si de:

si de:

227336 bB at 5
1093637 bp at 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

gl ucosanmi ne- 6- phosphat e deani nase 2
gamma- ani nobutyric acid A receptor,

444
0/ 13 (0%

Sbjct 35526337 E#%E#%Ek%%kkk 35526325

( guinpne) 1 beta subconp.
tetranmeri sati on domain containing 8

gamma 1 precursor

>ref | NW921751. 1| HsCr aAADB0O2_136 Bl Hono sapi ens chronosone 3 genonmic contig, alter

(based on Cel era assenbly)
Lengt h=15218730

Sort alignments for this s

E value Score

Percent i

Query start position Sul

Features flanking this part of subject sequence:

si de:

433181 bB at &' (
p si de:

2765965 at 3

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=PI us/ Pl us

Query CCTTCTTCATTCAC 23

gl ucan (1,
hypot heti ca

4- al pha-),
protein

112
0/ 14 (0%

10
Shjct 6675346 k%k#h##hk##kkk 6675359

Features flanking this ﬁart of subiect seguence:

42807 bp at 5' side:

391 de 444

ypot heti ca

protein

branchi ng enzyme 1 (gl ycogen branchi

05-01-2008 17:08
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392 de 444

15365 bp at 3' side: hypothetical protein LOC642198

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23
Shj ct 198221 lClTjTlclflflclAlflflCL\lC 198233

Features in this part of subject sequence:
roundabout, axon gui dance receptor, honolog 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 1899101 |C|CJT1F|CJT1F|C|ALF1FIC!°\ 1899113

Features in this part of subject sequence:
roundabout, axon gui dance receptor, honolog 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 2070609 llelfl('/JTlflClAlfJ'flc!AIC 2070621

Features in this part of subject sequence:
roundabout 1 isoforma

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23
Sbjct 3997839 lCJTlflC/JTlflClAlfJ'HC!AIC 3997851

Features flanking this part of subject sequence:
791841 bp at 5 side: hypothetical protein LOC285237 .
453 bp at 3' side: sinmlar to NVDA receptor regulated 2 isoforma

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 13440220 lCJTll'lchll'lCJAll'll'l(:!Al(: 13440208

>ref | NW 921807. 1| HsCr aAADBO2_141 E Hormo sapi ens chronpbsone 3 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=101945515

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:

980769 bp at 5 side: simlar to synovial sarcoma, X breakr)oi nt 2 interacting p.
848215 bp at 3' side: activated | eukocyte cell adhesion nol ecul e

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 3 CTTTCGACCTTCTTCATT 20

Shj ct 10822104 lCJ'flflflCITlAlCJHFlfl('llTlflC!All'll' 10822087

05-01-2008 17:08
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Features flanking this part of subject sequence:
3952 bp at 5' side: hypothetical protein
126144 bp at 3' side: testes devel opnent-rel ated NYD- SP17

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shjct 13552295 ,lA|C|CJTJ'I'|CJ'I'I'I'|O|AlTl|'|O|°\ 13552308

Features flanking this part of subject sequence:
2076 bp at 5' side: urocanase dommin containing 1
4521 bp at 3' side: carbohydrate (chondroitin 4) sul fotransferase 13

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 32849155 Ekk#k##hk##&kk 32849142

Features in this part of subject sequence:
nmonogl yceride || pase isoforml
nonogl yceride |ipase isoform?2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 34106451 EE%%%##Ek%#EkE 34106438

Feat ur es flanking this part of subject sequence:
1500772 bp at 5' side: hypothetical protein LOC205428 ) ]
573609 bp at 3' side: procollagen-1lysine, 2-oxoglutarate 5-di oxygenase 2 isofor.

112
0/ 14 (0%

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94%, Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCITCATTC 21

Shict 51817904 MHTCTACCTTCTTEATTE 51817887

Features flanking this part of subject sequence:
178150 bp at 5" side: NOL1/NOP2/Sun domain fanmily, menber 3
202237 bp at 3' side: sinmlar to SVH protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 11 CTTCTTCATTCAC 23

Sbjct 592812 E##E%%EL#%EkE 592800

Features flanking this part of subject sequence: ) ) )
540488 bB at 5 side: simlar to synovial sarcoma, X breakpoint 2 interacting p
1288501 bp at 3' side: activated | eukocyte cell adhesion nolecul e

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 4 TTTCGACCTTCIT 16

Sbj ct 10381818 ###EEkEE##E## 10381806

444
0/ 13 (0%

393 de 444 05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Features flanking this part of subject sequence:
399229 bp at 5" side: hypothetical protein
89594 bp at 3' side: growth associated protein 43

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbj ct 21846491 |C|CJT1F|C,JT1F|C!AIFIF|C!A 21846503

Features in this part of subject sequence:
DNA pol ymer ase theta

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 1 ATCTTTCGACCTT 13

Sbjct 27859460 k#k#%%kgkkkkk 27859448

Features flanking this part of subject sequence:
120834 bp at 5" side: CD86 antigen isoform2 precursor
13768 bp at 3' side: cal ciumsensing receptor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 7 CGACCTTCTTCAT 19

Sbjct 28554573 EEkEE#%E#%Ek 28554561

Features in this part of subject sequence:
simlar to Integrin beta-5 precursor

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Sbict 31144293 ACCTTOTTCATTC 31144281

Features flanking this part of subject sequence:
241267 bp at 5" side: hypothetical protein LOC389152
54811 bp at 3' side: mtochondrial ribosomal protein S22

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 45616681 Ekk#h##hk##&k 45616669

Features in this part of subject sequence:
cal syntenin 2

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 46405020 Ekk#h##hk##&k 46405008

Features in this part of subject sequence: )
simlar to Serinel/threonine-protein kinase ATR (Ataxia te..

394 de 444 05-01-2008 17:08
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23

Sbj ct 48820019 lCJTll'lchjTlOlAJTJTIC!AIC 48820031

444
0/ 13 (0%

Features flanking this part of subject sequence:
604044 bp at 5 side: hypothetical protein isoform3
713367 bp at 3' side: angiotensin Il receptor, type 1

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 54341467 Ekk#h##hk##&k 54341455

Features flanking this part of subject sequence:
837747 bp at 5 side: hypothetical protein isoform3
479664 bp at 3' side: angiotensin Il receptor, type 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 7 CGACCTTCTTCAT 19

Shj ct 54575170 Ekkkkkkk%#kk 54575158

444
0/13 (0%

Features in this part of subject sequence:
hypot heti cal protein

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 56660641 Ekk#h##hk##&k 56660629

Features flanking this part of subject sequence:
120410 bp at 5" side: hypothetical protein ] )
12425 bp at 3' side: simlar to A-kinase anchor protein 5 (A-kinase anchor pro.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23

Shj ct 66484890 E#%E##Ek%#kkk 66484902

444
0/ 13 (0%

Features flanking this part of subject sequence:
178519 bp at 5" side: hyPo;hetlca! protein ) )
171222 bp at 3' side: cal ciumactivated potassi um channel beta 2 subunit

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 84940625 EE##E##Ek%#Ek 84940637

Features flanking this part of subject sequence: _ )
702111 bp at 5" side: translocase of the inner nitochondrial menbrane 14 isoform

21883 bp at 3' side: sex-determ ning region Y-box 2

Score = 26.3 bits (13), Expect = 444

395 de 444 05-01-2008 17:08
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396 de 444

Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ Pl us ( " P (0%

Query 9 ACCTTCTTCATTC 21
Sbj ct 88027609 /lAl(.?lCJTJ'IJCJTJ'I'lClAllJTIC 88027621

Features in this part of subject sequence:
Yer protein short isoform
Yner protein long isoform
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 97666602 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 97666590

Features flanking this part of subject sequence:
146505 bp at 5" side: hypothetical protein LOC151963
180569 bp at 3' side: HRAS-1i ke suppressor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 99393799 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 99393811

>ref | NW 921585. 1| HsCr aAADB02_121 B Hono sapi ens chronosonme 2 genonmic contig, alteri
(based on Cel era assenbly)
Lengt h=63105981

444
0/13 (0%

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
RAB3 GTPase-activating protein

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Sbjct 3752207 |C|CJT1F|C,JT1F|C|ALFJTIC!°\|C 3752220

Features flanking this part of subject sequence:
289798 bp at 5" side: h?/pot heti cal protein LOC401013
444435 bp at 3' side: alpha-1, 3(6)-nmannosyl gl ycoprotein beta-1, 6-N-acetyl -gl uco.

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbj ct 2469944 !°\|C|CJT1|'|CJTJ1'|C4|AJ1JTIC 2469956

Features flanking this part of subi' ect sequence: ) ) )
442484 bp at 5 side: ADP-ribosylation-like factor 6 interacting protein 6
275809 bp at 3' side: reprinp, TP53 dependant G2 arrest nedi ator candi date

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbj ct 21863191 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 21863203

05-01-2008 17:08
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Features flanking this part of su_ll)_jpect sequence: . )
201383 bp at 5 side: reprino, 53 dependant G2 arrest mnediator candidate
264623 bp at 3' side: UDP-N-acetyl-al pha-D- gal act osani ne: pol ypepti de N-acetyl ga.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Sbjct 22340736 lCJTlflc,JTlflClAlflflC!G\lC 22340724

444
0/ 13 (0%

Features flanking this part of subject sequence: ) )
597232 bp at 5" side: %Ipycer ol - 3- phosphat e dehydrogenase 2 (mitochondrial)
77818 bp at 3' side: UDP-N acetyl -al pha- D gal act osami ne: pol ypepti de N-acetyl ga..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCITCATTCAC 23

Sbjct 25839730 lCJTlflc,JTlflClAlflflC!AlC 25839742

444
0/ 13 (0%

Features in this part of subject sequence:
| ynphocyte antigen 75

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Sbjct 28494538 lCJTlflc,JTlflclAlflflC!AlC 28494550

Features in this part of subject sequence:
phosphol i pase A2 receptor 1 isoform 1l precursor
phosphol i pase A2 receptor 1 isoform 2 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23

Sbjct 28695201 lCJTll'lchjTlOlAJTJTIC!AIC 28695213

444
0/ 13 (0%

Features in this part of subject sequence:
phosphol i pase A2 receptor 1 isoform 1l precursor
phosphol i pase A2 receptor 1 isoform 2 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 28700877 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 28700865

444
0/ 13 (0%

Features in this part of subject sequence: .
pot assi um vol t age- gat ed channel, subfam |y H nenber 7 is...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 31076408 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 31076420

Features in this part of subject sequence: .
pot assi um vol t age- gat ed channel, subfanmily H nenber 7 is...

444
0/13 (0%

397 de 444 05-01-2008 17:08
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pot assi um vol t age-gat ed channel, subfamly H nenber 7 is..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 31184991 EE%%%#%Ek##Ek 31185003

Features flanking this part of subject sequence:
158 bp at 5 side: longevity assurance homolog 6
32820 bp at 3' side: nitric oxide synthase trafficking isoform 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shjct 37424448 CPrCTTATIOAC 37424436

Features flanking this part of subject sequence:
12626 bp at 5 side: |ongevity assurance honolo?_6 )
20352 bp at 3' side: nitric oxide synthase trafficking isoform 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 10 CCTTCTTCATTCA 22

Sbjct 37436916 EE##E##Ek%#Ek 37436904

Features flanking this part of subject sequence: )
286549 bp at 5 side: simlar to pePt|dyIpronI i sonerase A isoforml
108176 bp at 3' side: simlar to Cliary dynein heavy chain 11 (Axonenal beta d.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 42440772 k%##k&#kk##kk 42440784

Features in this part of subject sequence:
hypot heti cal protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 45301871 Ekk#h##hk##&k 45301859

Features flanking this ﬁart of subiect seguence:
71104 bB at 5 'side: hypothetical protein LOC285025
160650 bp at 3' side: SECl4 and spectrin domains 1

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shjct 47598176 kkk##k##kk##k 47598164

Features in this part of subject sequence:
hypot heti cal protein

444
0/13 (0%

398 de 444 05-01-2008 17:08
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 8 CCTTCTTCATT 20

Shj ct 49824480 GACC##C#% ## 49824468

Features in this part of subject sequence: )
phosphodi est erase 1A, cal nodul i n-dependent isoform1
phosphodi est er ase 1A cal modul i n- dependent isoform 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 50834236 CC%#C## %# 50834224

Features flanking this part of subject sequence:
195605 bp at 5" side: simlar to E74-1ike factor 2 (ets dommin transcription fa.
2408 bp at 3' side: fibrous sheath interacting protein 2

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand= PIus/PIus

Query 4 TTTCGACCTTCIT 16

Sbj ct 54393439 ##%|||CC#%C## 54393451

Features flanking this part of subject sequence:
392682 bp at 5 side: tissue factor pathway inhibitor (lipoprotein-associated c.
580133 bp at 3' side: GIULP, engul fnent adaptor PTB dommin containing 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query CTTCTTCATTCAC 23

Sbj ct 56547106 C*#Ck# ##Ekk 56547094

444
0/ 13 (0%

>ref | NW927719. 1| HsCr aAADBO2_69 E Hormo sapi ens chronpbsone 2 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=86821413

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features in this part of subLect sequence:
thym dyl ate kinase fanmily LPS-induci bl e nenber

Score = 28. 2 bits (14), Expect = 112
Identltles = 17/ 18 (94@6 Gaps = 0/ 18 (0%
St rand=Pl us/ Pl us

Query 2 TTCEACCTTCTTCAT

Shj ct 6846791 #C### ACC##C## 6846808

Features flanking this part of subject sequence:
117513 bp at 5" side: hypothetical protein LCI339789

241509 bp at 3' side: inhibitor of bi ndi ng 2
Score = 28. 2 bits (14), Expect = 112
Identltles = 14/ 14 (100@6 Gaps = 0/ 14 (0%

St r and=Pl| us/ M nus

Query 11 CTTCTTCATTCACG 24
Shj ct 8426512 C##C%# #%Ekhg 8426499

399 de 444 05-01-2008 17:08
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Features flanking this part of subject sequence:
749 bp at 5' side: hyﬁot hetical protein LOC388939
40182 bp at 3' side: hypothetical protein

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCAC 23
Sbj ct 29074222 |(3|CJT1F|CZJT1|'|C)|ALI'11'|CI!°\|CZ 29074209

Features in this part of subject sequence:
EH donai n binding protein 1

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shjct 62978716 |(3|CJT1F|CZJTI1'|C)|A[|'II'|CI!°\|CZ 62978729

Features flanking this part of subject sequence: .
11557 bB at 5' side: sinlar to hepatona-derived growmh factor-related protein 2
p

112
0/ 14 (0%

385989 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us
Query 10 CCTTCTTCATTCA 22

r
Shjct 2729178 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 2729190

Features flanking this part of subject sequence:
566325 bp at 5 side: hypothetical protein LOC400940
181280 bp at 3' side: hypothetical protein LOC400941

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query TTCGACCTTCT 1

3 Cr 5
Shj ct 6535896 leTjTlfl(ZlCilAlchIlFlFlCIlf 6535908

Features in this part of subject sequence:

444
0/ 13 (0%

lipin1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23
- e
Sbjct 11771589 CATTCAC 11771577

Features in this part of subject sequence:
hypot heti cal protein LOC81553

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 16556632 |C|CIF1F|CJT1F|C|AJT1FIC!A 16556644

Features flanking this part of subject sequence: ) o )
131174 bp at 5 side: simlar to Zinc finger FYVE domai n-containing protein 9 (.
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94862 bp at 3' side: hypothetical protein

Score = 26.3 bhits (13), Expect
Identltles = 13/13 (100@6 Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 17408958 CC##C## ## 17408946

Features flanking this ﬁart of subiect sequence:
45302 bB at 5' side: hypothetical protein )
253000 bp at 3' side: nuclear receptor coactivator 1 isoform?2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us
Query 3 TCGACCTTCTTCAT 19

Sbjct 24401325 C#%% ACC&#C## 24401341

Features in this part of subject sequence:
spastin isoforml
spastin i soform 2

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 32108481 CC%#C## %# 32108493

Feat ur es flank|n% this part of subject sequence:
1868392 bp at si de: hypothetical protein LOC25940
893376 bp at 3' side: cysteine-rich notor neuron 1

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 35463331 CC##C&# ## 35463319

Feat ur es flank|ng this part of subject sequence:
2107024 bp at si de: hypothetical protein LOC25940
654744 bp at 3' side: cysteine-rich notor neuron 1

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 2 TCTTTCGACCTTC 14

Shjct 35701951 #C###lllCﬁ*# 35701963

Feat ur es flank|ng this part of subject sequence:
3116 bp at 5 side: sterolin 2 o .
7566 bp at 3' side: leucine-rich PPR notif-containing protein

444
0/13 (0%

Score = 26. 3 bits (13), Expect
Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 43878836 CC##C## ## 43878824

Features in this part of subject sequence:
| ut ei ni zi ng hor none/ chori ogonadot ropi n receptor precursor

444
0/ 13 (0%
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Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=PI us/ Pl us

Query 1 ATCTTTCGACCTTCTTC

17
Sbj ct 48735703 ,lALFlCJTJ'I'J'I'AlG»lAl(ZIClT]TICJTITE 48735719

Features in this part of subject sequence:
neurexin 1 isoform al pha precursor
neurexin 1 isoformbeta precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shj ct 49926337 Ekk%##h##&k## 49926325

Features flanking this part of subject sequence:
208830 bp at 5" side: hypothetical protein )
855382 bp at 3' side: B-cell CLL/Iynphoma 11A isoform 3

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 59599842 Ekk#h##hk##&k 59599854

Features flanking this part of subject sequence:
605058 bp at 5" side: hypothetical protein ]
459150 bp at 3' side: B-cell CLL/Iynphona 11A isoform 3

444
0/13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 1 ATCTTTCGACCTTCTTC 17

Shj ct 59996086 k#k%%%AE%EE##E##E 59996070

Features flanking this part of subject sequence:
6049 bp at 5 side: pellino protein )
234066 bp at 3' side: simlar to 60S ribosomal protein L23a

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 64118690 k&k#%k##&k##k 64118702

Features flanking this part of subject sequence:
856566 bp at 5" side: hypothetical protein LOC440867
89132 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 5 TTCGACCTTCTTC 17

Sbjct 66345483 ##Ehkkk#%kkkk 66345471

Features flanking this part of subject sequence:
128435 bp at 5" side: hypothetical protein isoform?2
53731 bp at 3' side: ETAAl6 protein
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 67351514 lelAlclclrlrlclrlrlc!Alrlr 67351502

Features flanking this part of subEgct sequence: )
51835 bp at 5' side: simlar to Exocyst conpl ex component Secl5B isoform 3
10492 bp at 3' side: sepiapterin reductase (7, 8-dihydrobiopterin: NADP+ oxi dore.

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 72886838 EE##E##Ek##Ek 72886850

Features in this part of subject sequence:
empty spiracles hormolog 1 1soform?2
enpty spiracles honolog 1 isoform1l

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 72939791 k&%#%k##&k##k 72939803

Features flanking this part of subject sequence: )
13060 bp at 5' side: RAB1l1 family interacting protein 5 (class I)
76800 bp at 3' side: simlar to notochord

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22
Sbj ct 73135755 EL##E&#EL##Ek 73135743

Features flanking this ﬁart of subiect seguence:
56686 bB at 5 'side: hypothetical protein LOC6936
p

491957 at 3' side: sinilar to Purine nucl eoside phosphoryl ase (Inosine phosp.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 75757884 Ekk#h##hk##&k 75757896

Features flanking this part of subject sequence:
644203 bp at 5 side: simlar to Leucine-rich repeat transmenbrane neuronal pro.
125096 bp at 3' side: leucine rich repeat transnenbrane neuronal 4

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 77382585 Ekk#h##hk##&k 77382597

Feat ur es flanking this part of subject sequence:
1155107 bp at 5' side: leucine rich repeat transmembrane neuronal 1
124346 bp at 3' side: hypothetical protein LOC647291

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

Query 9 ACCTTCTTCATTC 21
Sbj ct 81446636 /|°\|C|CJTJ'I'|CJTJ'I'|C|AII']1'IC 81446624

Features flanking this part of subject sequence:
94255 bp at 5 side: sialyltransferase 9 )
69784 bp at 3' side: polynerase (RNA) | pol ypeptide A 194kDa

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

Shj ct 85944878 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 85944866

444
0/ 13 (0%

>ref | NW921618. 1| HsCr aAADBO2_124 E Hormo sapi ens chronpbsone 2 genonic contig, alteri
(based on Cel era assenbly)
Lengt h=47628048

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
158948 bp at 5" side: phospholipase C-like 1
966054 bp at 3' side: SATB family menber 2

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shj ct 3840930 k&k%%k&%kk%#hk 3840943

Features in t
amyotrophic
anyot r ophi c

112
0/ 14 (0%

his part of subject sequence:
| ateral sclerosis juvenile) chromosone reg..
I a

teral sclerosis J uvenile) chronmosome reg..

NN
—_~

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Shict 10153516 GACLTTOTTEATTE 10153503

Features flanking this part of subject sequence:
201128 bp at 5" side: hypothetical protein
96231 bp at 3' side: phospholipase Clike 1

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Sbj ct 3522602 E##E##Ek##hkk 3522590

444
0/ 13 (0%

Features flanking this part of subject sequence:
402475 bp at 5 side: phospholipase Clike 1
722528 bp at 3' side: SATB fam |y nenber 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 4084469 k%k#h##hk##&k 4084457

444
0/13 (0%
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Features flanking this part of subject sequence:
46585 bp at 5' side: nucleolar protein NOP5/ NOP58

27312 bp at 3' side: bone norphogenetic protein receptor type Il precursor
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus
Query 10 CCTTCTTCATTCA 22

r
Shjct 7881193 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 7881181

Features flanking this part of subject sequence: )
86596 bp at 5' side: amyotrophic lateral sclerosis 2 (juvenile) chronpsone reg..
61980 bp at 3' side: neurobeachin-like 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 4 TTTCGACCTTCTT 16

Shjct 8606041 ###khkkk##k## 8606053

Features flanking this part of subject sequence:
4709 bp at 5' side: hypothetical protein . ) ]
742 bp at 3' side: simlar to cytotoxic T-lynphocyte-associated protein 4 is..

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us

Query TTCGACCTTCTITCA 18

2 TCT
Shj ct 9401259 #E#%#GELEE##E##Ek 9401275

Features flanking this part of subLect sequence; . _
28528 bB at 5' side: carbanpyl -phosphate synthetase 1, mitochondria
677196 bp at 3' side: v-erb-a erythroblastic | eukeni a viral oncogene honol og 4

444

Score = 26.3 bhits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 16253662 EE#%E#%Ek##Ek 16253650

Features in this part of subject sequence:
hypot heti cal protein

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 10 CCTTCTTCATTCA 22

Sbjct 21241301 EE#%E#%Ek##Ek 21241313

Features flanking this part of subject sequence: ) )
480020 bB at 5 side: solute carrier fanmly 4, anion exchanger, menber 3 isoform
1302451 bp at 3' side: ephrin receptor EphA4

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbj ct 25670979 EE##E##Ek##Ek 25670967

444
0/ 13 (0%
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Features in this part of subject sequence:
hypot heti cal protein LOC56947

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shj ct 32888129 gA'(:'CJT#JCJTll'lGIAITIT 32888117

Features in this part of subject sequence:
SP140 nucl ear body protein isoforml

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbj ct 35824954 |C|CJTJ'|'|CJTJ'I'|C4|AJ'IJT|C!A 35824942

Features flanking this part of subject sequence:
139128 bp at 5" side: nuclear antigen Spl00 ) .
70425 bp at 3' side: simlar to barrier to autointegration factor 1

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 36210398 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 36210386

444
0/ 13 (0%

Features in this part of subject sequence:
neur onal guani ne nucl eoti de exchange factor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shj ct 38488033 ,lAlchZJTj'I'leTI'I'lCJAITITE 38488021

Features in this part of subject sequence: _
transi ent receptor potential cation channel, subfamly M...

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 7 CGACCTTCTTCAT 19

Shj ct 39521518 |C|G|A|C|ClF1F|ClF1F|C!°\ 39521530

444
0/ 13 (0%

Features flanking this part of subject sequence:
27177 bp at 5 side: alpha 3 type VI collagen isoformb5 precursor
5165 bp at 3" side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCITCATTCAC 23

Sbjct 42960901 llelflc,JTlFlClAlfJTIC!AlC 42960889

444
0/ 13 (0%

>ref | NW 922017. 1| HsCr aAADBO2_16 Bl Hono sapi ens chronmosone 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=4472039

Features in this part of subject sequence:
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407 de 444

netrin Gl
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us
Query 3 CTTTCGACCTTCTT 16

Sbjrt 3439974 leTjTlfl(ZlCilAlchIlFlFlCIlflf 3439987

>ref | NW 923572. 1| HsCr aAADBO2_3 I Homo sapi ens chronosone 1 genonic contig, alternal
(based on Cel era assenbly)
Lengt h=9603050

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
935652 bp at 5" side: transmenbrane protein SHREW
156099 bp at 3' side: nephroretinin

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCITCATTCAC 23
Sbj ct 2451371 EE##E##Ek##EkE 2451384

Features in this part of subject sequence:
cal nodul i n-bi nding transcription activator 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 11 CTTCITCATTCAC 23

Sbj ct 4457126 E##E##Ek##hkk 4457138

444
0/ 13 (0%

Features in this part of subject sequence:
vacuol ar protein sorting 13D isoform 2
vacuol ar protein sorting 13D isoform1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shj ct 9039980 k##h##hk##&kk 9039992

444
0/13 (0%

>ref | NW 921351. 1] HsCr aAADB02_10 B Hono sapi ens chronmosonme 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=57745789

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
1153 bB at 5 side: coiled-coil donmmin containing 23 _
12797 bp at 3' side: erythroblast menbrane-associated protein

112
0/ 14 (0%

Score = 28.2
Identities =
St r and=Pl us/ Pl

Query 9 ACCTTCTTCATTCA 22
Shict 17426150 ACOMTOTTATICA 17426163

Features flanking this part of subject sequence:

), Expect
00%, Gaps

its (14
4/ 14 (1
us
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2482 bB at 5' side: zinc finger protein 393
p

80334 at 3' side: DNA nethyltransferase 1 associated protein 1
Score = 28.2 bits (14), Expect = 112
Identities = 14/14 (100%, Gaps = 0/ 14 (0%

St r and=Pl| us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 18743273 |C|ClF1F|CIIT1F|C!°\1FlF|C!°\|CI 18743260

Features in this part of subject sequence:
ATP/ GTP binding protein-like 4

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query TTCGACCTTCTT 16

3 CT
Sbjct 23326616 E#%%EEkEE##E## 23326603

Features in this part of subject sequence: ) )
AMP- acti vated protein kinase al pha 2 catalytic subunit

112
0/ 14 (0%

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Shict 31314832 ACOMTOTTEATICA 31314845

Features in this part of subject sequence: ) )
AMP- acti vated protein kinase al pha 2 catal ytic subunit

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Sbjct 31314888 k&k#%k%#kk##kk 31314901

Features flanking this ﬁart of subiect seguence:
69672 bp at 5 side: hypothetical protein
24290 bp at 3' side: AP&A aut ophagy 4 honolog C

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATTC 21
Sbj ct 37394857 E%EE&#E&#Ek##E 37394870

Features flanking this part of subject sequence:
3839 bB at 5' side: zinc finger protein 31
p

112
0/ 14 (0%

20156 at 3' side: CUB and Sushi nultiple donains 2
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23
Shjct 8097595 k&#h##hk##kk& 8097607

Features in this part of subject sequence:
CUB and Sushi nultiple donmains 2

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus
Query 11 CTTCITCATTCAC 23

Sbjct 8130914 lCJTll'UTlI'HAH'#lCL\IC 8130902

Features in this part of subject sequence:

CUB and Sushi nultiple donmains 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22

444
0/ 13 (0%

Sbj ct 8364305 EE##E##Ek##Ek 8364317

Features flanking this part of subject sequence:
388908 bp at 5" side: hypothetical i
151239 bp at 3' side: gap junction protein,

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

444
0/13 (0%

Shjct 9206275 ##k&#hk##kkk& 9206263

Features in this part of subject sequence:

arginine/proline rich coiled-coi

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shjct 10771816 E##E##Ek##kkk 107

Features flanking this ﬁart of sub
12242 bp at 5' side:

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

Shj ct 19346061 kk%#%k#%hk##k 193

Features in this part of subject s
hypot heti cal protein LOC199920

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

|

ypot heti ca

1

444
0/ 13 (0%

71804

444
0/ 13 (0%

46073

equence:

444
0/ 13 (0%

Shj ct 31419948 EE#%%&%Ek##Ek 31419960

Features flanking this part of subject sequence:
132565 bp at 5" side: hypothetica
99252 bp at 3' side: hypothetica

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCAC 23

444
0/ 13 (0%

protei n LOC84970
beta 5 (connexin 31.1)

ect sequence:
, f ! al protein LOC339541
3287 bp at 3' side: kinesin fanmly nmenber 2C

protein
protein
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Sbj ct 33648149 CJTJTCJTJT JTJ'I'CAC 33648137

Features in this part of subject sequence:
nucl ear factor |/A

Score = 26. 3 bits (13), Expect = 444
Identities = 19/21 (90% Gaps = 0/21 (0%
St rand=PI us/ Pl us

Query 2 TTCGACCTTCTTCATTCA 22

Sbj ct 35917061 J'I'CJTJ'I'J'I'T CCITITGJTI]' ITI'I' 35917081

Features in this part of subject sequence:
InaD-1ike protein isoforml
InaD-li ke protein isoform3

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTC‘ACG 24

Shjct 36496192 J'I'J'I'CJTJ'I' I'I'I'I'lCLlO\lClG 36496180

444
0/13 (0%

Features in this part of subject sequence:
WD repeat domain 78 isoforml
WD repeat domain 78 isoform 2

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 12 TTCT TCATTCACG 24

Shjct 41502610 J'I'J'I'CJTJ'I' I'I'I'I'lCLlO\lClG 41502622

Features flanking this part of subject sequence:
700812 bp at 5 side: DEP dommin containing 1
562043 bp at 3' side: leucine rich repeat containing 7

Score—263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 43814572 CjTlijTlf 1F1F|C!°\|C 43814584

444
0/13 (0%

Features in this part of subject sequence:
prostagl andin E receptor 3, subtype EP3 isoform6
prostagl andin E receptor 3, subtype EP3 isoform?7

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbj ct 45644955 ClelfCJTlf JTlF 45644967

Features in this part of subject sequence:
neuronal growth regulator 1

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus

Query 11 CTTCTTCATTCAC 23

Sbjct 46218674 lelfc,JTlf 1flflC!&lC 46218662
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Features flanking this part of subject sequence: . )
55792 bB at 5 'side: interferon-induced, hepatitis C associated mcrotubular a.
170268 bp at 3' side: similar to EGF, latrophilin and seven transnenbrane donai

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbj ct 53285661 |C|ClF1F|CJT1F|C!°\JTlF|C!A 53285673

>ref | NW 927128. 1| HsCr aAADB0O2_62 Bl Hono sapi ens chronosone 1 genonic contig, altern:
(based on Cel era assenbly)
Lengt h=18989345

444
0/ 13 (0%

Sort alignments for this s
E value Score Percent
Query start position Sul

Features in this part of subject sequence:
ryanodi ne receptor 2

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Sbj ct 13790594 EE%#E&#EL##EkE 13790607

Features in this part of subject sequence:
ryanodi ne receptor 2

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Sbj ct 13790630 EE%#E&#EL##EkE 13790643

Features flanking this part of subject sequence: o
135232 bp at 5" side: cholinergic receptor, nuscarinic 3
385918 bp at 3' side: hypothetical protein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 8 GACCTTCTTCATTC 21
Shjct 15521473 Ekkk##&##&k##k 15521486

Features flanking this ﬁart of subiect seguence:
66048 bp at 5' side: pot hetical protein LOC126731
22967 bp at 3' side: alpha 1 actin precursor

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

r
Shj ct 5393749 k&k%%k&#hk##k 5393761

Features flanking this part of subject sequence: _
384774 bp at 5 side: disrupted i1n schizophrenia 1 isoformEs )
295738 bp at 3' side: signal-induced proliferation-associated 1 |like 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps

444
0/ 13 (0%
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St r and=Pl| us/ M nus
Query 9 ACCTTCTTCATTC 21

Shj ct 8089053 !AlclclflflClTlflC:L\lflflC 8089041

Features flanking this part of subject sequence:
285798 bp at 5 side: hypothetical protein ]
299387 bp at 3' side: similar to solute carrier fanmly 35, nenber F3

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbjct 9903522 |C|CIF1F|CJT1F|C|AJT1FIC!°\ 9903534

Features flanking this part of subject sequence: )
88708 bB at 5' side: zona pellucida glycoprotein 4 preproprotein
p

506634 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 13973319 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 13973307

Features flanking this part of subject sequence:
158793 bp at 5" side: thot hetical protein o
742606 bp at 3' side: cholinergic receptor, nuscarinic 3

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us
Query 7 CGACCTTCTTCAT 19

Sbj ct 14643018 |C|G|A|C|CJTJT|CJTJTIC!A 14643030

Features flanking this part of subject sequence:
284217 bp at 5" side: phospholipase D famly, nmenber 5

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23

Sbj ct 18632283 lCJTll'lchjTlCJAJTJTIC!AIC 18632295

444
0/ 13 (0%

>ref | NT_079573. 3| HsX 79638 I Hormo sapi ens chronobsone X genonic contig, reference a:
Lengt h=12096764

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
73796 bp at 5' side: ornithine carbanpyltransferase precursor
66656 bp at 3' side: tetraspanin 7

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCITCATTCAC 23
Sbict 1205898 OOTTOTTCATTEAC 1205911

Features flanking this part of subject sequence:

412 de 444 05-01-2008 17:08
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413 de 444

78954 bB at 5 side: hépot hetical protein
283050 bp at 3' side:

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 2480067 |C|CJT1F|C]T1F|C!A1FlF|C!°\ 2480079

Features flanking this part of subject sequence:
161281 bp at 5 side: h;(/:Eot hetical protein
200723 bp at 3' side: BCL-

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23
Sbjct 2562394 lCJTlflc/JTlflClAlFJ'HC!AIC 2562406

Features flanking this part of subject sequence:
306337 bp at 5" side: g{pot hetical protein
55667 bp at 3' side: BCL-

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTITCATTCAC 23
Shjct 2707450 lCZJT1F|CJT1I'|C‘JAJ1'J1'|G|A|(3 2707462

Features flanking this ﬁart of subi' ect sequence:
89410 bB at 5 'side: hypothetical protein
329791 bp at 3' side: ATPase, H+ transporting, |ysosonal

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG

Shjct 2962294 I'I'J'|'|CJTJ'I'lC!A\I'I'I'I'|C4|°\|C|G 2962282

444
0/ 13 (0%

Features flanking this part of subject sequence:
306274 bp at 5 side: hypothetical protein
112927 bp at 3' side: ATPase, H+ transporting, |ysosonal

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23
Shjct 3179146 lCIll'JTleTJ'IJC!AI'I'I'I'lCIJAlC 3179158

Features flanking this ﬁart of subject seguence:
43378 bp at 5' side: hypothetical protein
1689108 bp at 3' side: nonoam ne oxi dase A

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shj ct 4678249 leTj'FllelflCllAlleC!AlC 4678237

Features in this Part. of subject sequence:
anmi ne oxi dase (flavin-contai ning)

444
0/ 13 (0%

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

CL-6 interacting corepressor isoforml

6 interacting corepressor isoforml

6 interacting corepressor isoforml

accessory protein 2

accessory protein 2
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Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTT 13

Shj ct 6505112 A#C#%#l||CC## 6505124

Features in this part of subject sequence:
ornithine am notransferase-like 1 isoform
ornithine am notransferase-like 1 isoform

444
0/ 13 (0%

Score = 26.3 bits (13 ) Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 8 CCTTCTTCATT 20

Sbjct 11265025 GACC#%C#% ## 11265037

2
1

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

>ref | NT_010783. 14| Hs17_10940 Bl Hono sapi ens chronosone 17 genomic contig, reference

Lengt h=24793602

Features flanking this part of subject sequence:
293572 bp at 5" side: hypothetical protein

72522 bp at 3' side: hypothetical protein

Score = 28.2 hits (14), Expect
Identltles = 14/ 14 (100@6 Gaps
Strand=Pl us/ M nus

Query 3 CTTTCGACCTTCTT 16

Shj ct 10011544 c###lllcc##c## 10011531

Features in this part of subject sequence:
hypot heti cal protein LOC284058

112
0/ 14 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us
Query 11 CTTCTTCATTCAC

Sbjct 2792927 C##C%% %%Ekk 2792939

Features flanking this part of subject sequence:

4820 bB at 5 side: C EBP-induced protein
19916 bp

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Sbj ct 6499547 CC%#C&# ##II 6499559

Features in this part of subject sequence:
car boni ¢ anhydrase X

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbj ct 8864533 CC%#C&# ## 8864521

444
0/ 13 (0%

at 3' side: MYST histone acetyltransferase 2

Sort alignnments for this s
E value Score
Query start position Sul

Percent i

05-01-2008 17:08
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Features in this part of subject sequence:

ankyrin-repeat and fibronectin type Il domain containing 1
Score = 26. 3 bits (13), Expect = 444
Identltl es = 13/13 (100% Gaps = 0/ 13 (0%

St r and=Pl us/ Pl us
Query 9 ACCTTCTTCATTC 21

Shjct 13191120 AClelfCIITlF lflf 13191132

Features in this part of subj ect sequence:
protein kinase C, al pha

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100% Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 12 TTCTTCATTCACG 24

Shj ct 23333883 JTJTCJTlf 1F1F|C!°\|C|G 23333871

>ref | NT_010498. 15| Hs16_10655 Bl Hono sapi ens chronosone 16 genomi c contig, reference
Lengt h=42003582

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subj ect sequence:
801788 bp at 5" side: sal-like
73327 bp at 3' side: hypot het i cal protein isoform1l

Score = 28. 2 bits (14), Expect
| dent i t| es = 14/ 14 (100% Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23

Shj ct 5601139 CCJT1FCJT1F 1F1F|C!°\|C 5601152

Features flanking this part of subject sequence:
447202 bp at 5 side: M phase phosphoprotein 6
9703 bp at 3" side: cadherin 13 preproprotein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 9 CCTTCTTCATTCA 22

Sbjct 36265194 ACCJT1FCJT1F lflfll 36265181

Features in this part of subject sequence:
hypot heti cal protein

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100% Gaps
Strand=Pl us/ M nus

Query 11 CTTCTTCATTCACG 24

Sbj ct 40815571 CJTJTCJTJT JTJTIC.‘JA\ICIG 40815558

112
0/ 14 (0%

Features in this part of subject sequence:
T-cel | rrmm nmodul at ory protei

=)

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

ik -

444
0/ 13 (0%
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Shjct 1074315 CTTCTTCATTCAC 1074327

Features in this part of subject sequence:
hypot heti cal protein LOC23322

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 6 TCGACCTTCTTCA 18
Shjct 7347556 #E&ka&#&#%kk 7347544

Features in this part of subject sequence:
simlar to fatso isoform1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 7708414 leTjTlC]TlflclAlflflC!AlC 7708402

Features flanking this part of subject sequence:
71805 bp at 5' side: calpain small subunit 2
17375 bp at 3' side: solute carrier famly 6 nenber 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTITCATTCAC 23
Shict 9287419 CrrUrTATIoAC 9287431

Features in this part of subject sequence:

444
0/ 13 (0%

guani ne nucl eoti de binding protein, alpha activating poly...
guani ne nucl eoti de binding protein, al pha activating poly...

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

r
Sbjct 9864564 !°\|C|CJT1|'|CJTJ1'|C4|AJ1JTIC 9864576

Features in this part of subject sequence:
cirhin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Sbj ct 22799784 /lAl(.?lCJTJ'IJCJTJ'I'lclAl]JTIC 22799796

444
0/ 13 (0%

Features flanking this part of subject sequence:
196920 bp at 5" side: similar to LSM3 honol og,
659977 bp at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 32200850 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 32200862

444
0/ 13 (0%

Features flanking this part of subject sequence:

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

RNA associ at ed

05-01-2008 17:08
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815882 bp at
41015 bp at

Score = 26.3 b
ldentities = 1
St r and=Pl us/ Pl

Query 12
Sbjct 32819812

Features in th
cadherin 13

Score = 26
Identities
Strand=Pl u

Query 10
Shj ct 36492055

.3 b
=1
/

s/ M

Features in th

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

5 side: simlar to LSM3 honol og,
3" side: hypothetical protein

its (13), Expect = 444
3/ 13 (100%, Gaps = 0/13 (0%
us

TTCTTCATTCACG 24

TrEr T ek kb 32810824

is part of subject sequence:
preproprotein

, Expect

its (13)
(100%, Gaps

3/13
nus

CCTTCTTCATTCA 22

COrrErTEhT Tt 36492043

is part of subject sequence:

444
0/ 13 (0%

U6 smal |l nucl ear RNA associ at ed

menbr ane- bound transcription factor site-1 protease isofo..
menbr ane- bound transcription factor site-1 protease isofo..

Score = 26
Identities
Strand=Pl u

Query
Sbjct 37740043

3b
=1
s/ Pl

Feat ur es
coact os

th
li

in
in-

Score = 26.3 b
ldentities =1
St r and=Pl us/ PI

Query 11
Sbj ct 38233731

Features flanking this part of subject sequence:

9168 bB at 5
86962 bp at

Score = 26.3 b
Identities = 1
St r and=Pl us/ Pl

Query

its 444
3/13 0/ 13 (0%
us

ACCTTCTTCATTC 21

ALTTERTERTE 37740055

is part of subject sequence:
ke 1

its (13), Expect = 444
3/13 (100%, Gaps = 0/13 (0%
us

CITCTTCATTCAC 23

CrrErrEhTrth 38233743

' side: cytochrome c oxidase subunit |V isoform1 precursor

3" side: interferon regulatory factor 8

its (13), Expect = 444
3/13 (100%, Gaps = 0/13 (0%
us

ACCTTCTTCATTC 21

9
Shj ct 39463847 kkk##k##kk##k 39463859

>ref | NT 009952b14|F513_10109 E Hormo sapi ens chronosone

Lengt h=2544367

Features in th
glypican 5

Score = 28.2 bits (14),

is part of subject sequence:

Expect = 112

Identities = 17/18 (94%, Gaps = 0/18 (0%

St rand=Pl us/ M
Query 1

417 de 444

nus

AT

13 genomic contig, referenct

Sort alignments for this s
E value Score Percent
Query start position Sul
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Shj ct 5364703 ATCTTTCAACCTTCTTCA 5364686

Feat ures fl anki ng this part of subject sequence:
2645874 bp at side: simlar to CXXC finger 6
852442 bp at 3' side: glypican

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 11 CTTCTTCATTCAC
Shjct 4288535 clrlrc,Jrlr #lrlcklc 4288523

Feat ures fl anki ng this part of subject sequence:
2725486 bp at side: simlar to CXXC finger 6
772830 bp at 3' side: glypican 5

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ Pi us

Query 10 CCTTCTTCATTCA 22

Sbjct 4368135 Clelfc,JTlf 1fJT 4368147

Features in this part of subject sequence:
G protein-coupled receptor 180 precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100% Gaps
Strand=Pl us/ M nus

Query 11 CTTCTTCATTCAC
Sbjct 8345114 OrrerTa HEE ssesio:

Features flanking this part of subject sequence:
1720 bB at 5 side: DAtheractmg protein 1 isoform?2
33495 bp at 3' side: DnalJ (Hsp40) honol og, subfamly C, nenber 3

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 12 TTCT TCATTCACG

Sbjct 9385691 I'I'J'I'CJTJ'I' JTjTlClAICIG 9385679

444
0/ 13 (0%

Features in this part of subject sequence:
fibroblast growth factor 14 isoform 1B
fibroblast growh factor 14 isoform 1A

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

Shjct 15515682 ACCJTJTCJTIT ITIT 15515670

Features flanking this part of subject sequence:
1177124 bp at 5' side: hypothetical protein
1007484 bp at 3' side: D-anmino acid oxidase activator

444
0/13 (0%

Score:263b|ts (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 18200818 ClelfClTlf 1Flf 18200830

444
0/ 13 (0%

418 de 444 05-01-2008 17:08
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419 de 444

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Features in this part of subject sequence:

ephrin B2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10

CCTTCTTCATTCA 22

444
0/ 13 (0%

Shj ct 20257020 lclclflflC]Tlf&lflflC!ﬁ\ 20257032

Features flanking this part of subject sequence:

316610 bp at 5
42364 bp at 3

si de:
si de:

t unor

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22

Dr necrosis factor
nmyosi n heavy chain Mr

gl i gand) superfamly, menber 13b

444
0/ 13 (0%

Sbjct 22365584 |C|CJT1F|C,JT1F|C!°\JT1FIC!A 22365572

Features flanking this part of subject sequence:

150471 bp at 5" side:

398984 bp at 3' side:
Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus
Query 10 CCTTCITCATTCA 22

nyosi n heavy chain Myr 8
insulin receptor substrate 2

444
0/ 13 (0%

Sbjct 23099343 |C|CIF1F|C,JT1F|C!°\1F1FIC!A 23099331

Features flanking this part of subject sequence:

si de:

509428 bp at 5"
si de:

40027 bp at 3'

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query

ACCTTCTTCATTC 21

_nyosin heavy chain Myr 8
insulin receptor substrate 2

444
0/ 13 (0%

9
Sbj ct 23458288 JA\|(Z|CJT1F|CJT1F|C|A\]1']1'I(3 23458300

Features flanking this
20126 bp at 5' side:
34018 bp at 3' side:

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 12 TTCTTCATTCACG 24

Pezrt of subj ect sequence:
B20, nenber
hypot heti cal

RAS oncogene fanily
protein LgD55739

444
0/13 (0%

r
Shj ct 24323668 J'I'J'I'lCZJTJ'I'lC!A\I'I'I'I'lCLlA\lClG 24323680

Features in this part of subject sequence:

ankyrin repeat domain 10

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query

ACCTTCTTCATTC 21

444
0/13 (0%

9
Shj ct 24628530 ,lAlchZJTj'I'leTI'I'lCJAITITE 24628542

>ref | NT_024524. 13| Hs13_24680 B Hono sapi ens chronosonme 13 genomi c contig, reference

Lengt h=67740325
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Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: ]
42390 bp at 5' side: doublecortin and CaM ki nase-like 1 ) )
494 bp at 3' side: spermatogenesis and oogenesis specific basic helix-Ioop-h..

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shjct 17722677 LOTTOTTCATTEAE 17722664

Feat ur es flankin% this part of subject sequence:
2275666 bp at 5 side: hypothetical protein
195982 bp at 3' side: protocadherin 9 isoform 2 precursor

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Sbj ct 47662793 EE%#E&#EL##EkE 47662806

Features flanking this part of subject sequence:
3166 bB at 5 side: hypothetical protein o )
65707 bp at 3' side: simlar to telonmeric repeat binding factor 1 isoform?2

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22

Sbict 168910 OOTTOTTCATTEA 168922

Features flanking this ﬁart of subiect seguence:
66792 bB at 5' side: Kpothetlpa protein
108469 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus
Query 12 TTCTTCATTCACG 24

Shj ct 454687 ##E&#Ek##hkk& 454675

444
0/ 13 (0%

Features flanking this part of subject sequence:
741617 bp at 5 side: fibroblast growth factor 9 precursor )
360265 bp at 3' side: similar to 60S ribosomal protein L7a (Surfeit |ocus prote.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 3 CITTCGACCTTCT 15

r
Shj ct 3997191 E##%kk%k%##k# 3997203

Features flanking this part of subject sequence: _
72839 bp at 5' side: ubiquitin specific peptidase like 1 )
3399 bp at 3" side: arachidonate 5-1ipoxygenase-activating protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 3 CTTTCGACCTTCT 15
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Sbj ct 12286332 lCJTJ'I'J'I'|C|G»|A|C|CJTITICl|' 12286344

Features flanking this Eart of subject sequence:
26895 bp at 5 side: klotho isoformb )
18003 bp at 3' side: START domain containing 13 isoform al pha

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us
Query 11 CTTCTTCATTCAC 23

Shjct 14641715 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 14641727

Features in this part of subject sequence:
START domain containing 13 isoform al Pha
START dormai n containing 13 isoformdelta

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 14756773 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 14756761

Features in this part of subject sequence:
doubl ecortin and CaM ki nase-1ike 1

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 17360778 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 17360790

Features in this part of subject sequence:
FRASL rel ated extracellular matrix protein 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 20341391 lCJ'flfllelf&lFlflC!AlC 20341403

444
0/ 13 (0%

Features flanking this part of subject sequence: )
402745 bp at 5 side: 5-hydroxytryptam ne (serotonin) receptor 2A
644708 bp at 3' side: succinate-CoA |ligase, ADP-form ng, beta subunit

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 28852799 |C|CIF1F|C,JT1F|C!ALF1FIC!A 28852787

Features flanking this part of subject sequence: )
506460 bp at 5" side: 5-hydroxytryptam ne (serotonin) receptor 2A
540989 bp at 3' side: succinate-CoA |igase, ADP-form ng, beta subunit

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us

Query 1 ATCTTTCGACCTTCTTC

17
Sbjct 28956502 ,lAlrlc,JrlrlrlcclAlolclrlrlclrlrlc 28956518
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Feat ures fl anki ng this part of subject sequence:
1007390 bp at b5'

40063 bp at 3' side: succinate-CoA |igase,

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 29457444 |C|C1F1F|CJT1F|C!°\JT1F|C!A 29457432

Feat ures fl anki ng this part of subject sequence:
1884675 bp at 5' side: ol factonedin 4 precursor
2205846 bp at 3' side: hypothetical protein LOC122183

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 36489582 |C|CIF1F|C,JT1F|C!ALF1FIC!A 36489594

Feat ures fl anki ng this part of subject sequence:
2288293 bp at 5' side: olfactomedin 4 precursor
1802228 bp at 3' side: hypothetical protein LOC122183

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCITCATTCA 22
Sbj ct 36893200 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 36893212

Features flanking this part of subject sequence:
3682816 bp at 5 side: ol factonedin 4 precursor
407705 bp at 3' side: hypothetical protein LOC122183

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 38287735 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 38287723

Features flanking this part of subject sequence:
689603 bB at 5 side: protocadherin 17
1359260 bp at 3' side: diaphanous honol og 3

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 39969032 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 39969044

444
0/13 (0%

Features fl anki ng this part of subject sequence:
1067747 bp at 5" side: protocadherin 17
981116 bp at 3' side: diaphanous honol og 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 40347176 l(ZlCIlflfllelflC!O\lflflCL\ 40347188

444
0/ 13 (0%

side: 5-hydr oxytryPt am ne E\ser otonin) receptor 2A

DP-form ng, beta subunit
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Features flanking this part of subject sequence:
1284392 bp at 5' side: protocadherin 17
764471 bp at 3' side: diaphanous honolog 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 40563833 lCJTll'lchll'lCJAll'll'l(:!Al(: 40563821

Features flanking this part of subject sequence:
460306 bB at 5 side: hypothetical protein
2011343 bp at 3' side: protocadherin 9 isoform2 precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shj ct 45847445 Ekk%##h##&k## 45847433

Features in this part of subject sequence:
dachshund honolog 1 isoformb
dachshund homol og 1 isoforma

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23

Shj ct 53270354 E#%E##Ek%#kkk 53270366

444
0/ 13 (0%

Features flanking this ﬁart of subiect sequence:
73964 bB at 5' side: Kpothetlpa protein
216025 bp at 3' side: hypothetical protein

444

Score = 26.3 bhits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Sbjct 55764436 E#%E##Ek%#&kk 55764424

Features flanking this part of subject sequence:
73103 bB at 5' side: endothelin receptor type B isoforml
p

604464 at 3' side: hypothetical protein
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ Pl us

Query 11 CTTCITCATTCAC 23

Sbj ct 59545812 E#%E#%Ek%%kkk 59545824

Features flanking this part of subject sequence:
237789 bp at 5" side: hypothetical protein
25542 bp at 3' side: sprouty 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 1 ATCTTTCGACCTT 13
Sbj ct 61865340 k&k###kk%kk## 61865352

444
0/ 13 (0%
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>ref | NT_029419. 11| Hs12_29578 E Hormo sapi ens chronpbsone 12 genomic contig, reference
Lengt h=38648979

Sort alignments for this s
E val ue Score Percent
Query start position Sul

Features flank|ng this part of subject sequence
24 bp at 5' e: olfactory receptor, famly 6, subfamily C nenber 2
16011 bp at 3' side: olfactory receptor famly 6, subfamly C, nenber 70

112

Score = 28. 2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (1009@ Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23

Sbj ct 17990279 CC%#C&# ##Ekk 17990266

Features flanking this ﬁart of subiect seguence:
35939 bp at 5' side: pot hetical protein LOC283461
2824 bp at 3' side: solute carrier famly 2 (facilitated glucose transporter).

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=PI us/ Pl us

Query 8 CCTTCTTCATT 20

Sbj ct 2294298 GACC%#C&# ## 2294310

Features flanking this part of subLect sequence:
559550 bp at 5" side: pr|ckle li
322128 bp at 3' side: a disintegrin-like and netall oprotease (reprolysin type)

444
0/ 13 (0%

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 1 AT CTTTCEACCTTCTTC

Shjct 5569174 A#Ck##T CC##C## 5569190

Features in this part of subject sequence
AT rich interactive domain 2 (AR D, RFX-1ike)

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC
Shjct 8365273 clrlrclrlr 1rlrlc:!fxlc 8365285

Features flanking this part of subject sequence:
234207 bp at 5 side: simlar to heat shock 70kD protein binding protein
653627 bp at 3' side: leucine-rich repeats and i mmunogl obulin-I1ke domains 3

444
0/ 13 (0%

Score = 26.3 bhits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shj ct 20756033 CC##C## ## 20756021

Features flanking this part of subject sequence:
282394 bp at 5" side: leucine-rich repeats and i munogl obulin-Ilike domains 3

502161 bp at 3' side: solute carrier famly 16, menber 7

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand= PIus/PIus
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Query 8 GACCTTCTTCATT 20
Shjct 21739716 gA'C'CJT#'lCJT#"GIAITIT 21739728

Features in this part of subject sequence:
car boxypept i dase M precursor
car boxypepti dase M precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Shjct 31406210 |(3|CJT1F|CZJTI1'|C)|A1|'11'|CI!°\ 31406198

Features flanking this part of subject sequence:
182392 bp at 5" side: carboxypepti dase M precursor o
124406 bp at 3' side: cleavage and pol yadenyl ati on specific factor 6, 68 kD sub.

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shjct 31652327 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 31652315

444
0/13 (0%

Features flanking this part of subject sequence: )
297803 bp at 5" side: protein tyrosine phosphatase, receptor type, R isoform?2
73326 bp at 3' side: transnmenbrane 4 superfamly nmenber 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 33589094 l(ZlCIlflfllelflCL\lflflCL\ 33589082

>ref | NT_025741. 14| Hs6_25897 Bl Homo sapi ens chronosonme 6 genonic contig, reference :
Lengt h=61645385

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence: .
113754 bp at 5" side: activator of cAMP-responsive el ement nodulator (CREM in .
68933 bp at 3' side: G protein-coupled receptor 63

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21

Shj ct 1346872 |G|A|C|ClF1F|CIT1F|C!°\lFlF|C 1346859

Features in this part of subject sequence: _ _
gl ut am nyl -t RNA synt hase (gl utani ne-hydrolyzing)-like 1

112
0/ 14 (0%

112

Score = 28.2 bhits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ M nus

Query 9 ACCTTCTTCATTCA 22
Shj ct 11282883 l’-\lClclflfllelflCL\lflflC!A 11282870

Features in this part of subject sequence:
gl utamate receptor, metabotropic 1

05-01-2008 17:08
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Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (100@6 Gaps
St rand=Pl us/ Pl us

Query 8 CCTTCTTCATTC 21

Shj ct 50594108 GACC##C#% ##l 50594121

Features flanking this part of subject sequence:
219188 bp at 5" side: nmannosi dase, endo-al pha
377551 bp at 3' side: fucosyltransferase 9 (al pha (1,3) fucosyltransferase)

112
0/ 14 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbjct 442938 GACC%#C#% %# 442926

Features flanking this part of subject sequence:
572745 bp at 5" side: nmannosi dase, endo-al pha
23990 bp at 3' side: fucosyltransferase 9 (al pha (1,3) fucosyltransferase)

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
Strand=Pl us/ Pi us

Query 5 TTCGACCT TCT TCATTC 21

s ot roosss b HELILE oeess

Features in this part of subject sequence:
cycl i n-dependent ki nase (Cbcz like) 11

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus
Query 3 CTTTCGACCTTCT

15
Sbj ct 15155795 C#%#lllCC%#C# 15155783

Feat ur es flank|ng this part of subject sequence:
29526 bp at 5 side: TSPY-like 1 ) .
89883 bp at 3' side: squanpus cell carcinona antigen recognized by T cells 2

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 8 CCTTCTTCATT 20

Sbj ct 20799960 GACC%#C&# ## 20799948

Features in this ﬁart of subj ect sequence
karyopherin alpha 5 (inportin al pha 6)

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100@@ Gaps
St rand=PI us/ Pl us

Query 8 CCTTCTTCATT 20

Shjct 21208773 GACC##C## ## 21208785

Feat ur es flank|ng this part of subject sequence:
557 bp at 5' side: HD domain containing 2
67833 bp at 3' side: hypothetical protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ M nus ( " P (0%

Query 11 CTTCTITCATTCAC 23

- IR
Sbhj ct 29728082 CATTCAC 29728070
Features flanking this ﬁart of subi' ect sequence:

30644 bB at 5' side: Kpot hetical protein LOC253582
p

128242 at 3' side: hypothetical protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 34317418 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 34317406

Features in this part of subject sequence:
A- ki nase anchor protein 7 iIsoform gamm

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 4 TTTCGACCTTCTT 16

Shjct 35641682 J'I'J'I'J'I'|C|G|A\|C|CJ'I'I'I'lCll'lT 35641694

Features flanking this part of subject seguence:
354258 bp at 5 side: eyes absent 4 isoformb
6323 bp at 3' side: transcription factor 21

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Shj ct 38308642 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 38308630

Features flanking this part of subject seguence:
32573 bp at 5 side: v-nyb nyel obl astosis viral oncogene honol og
35080 bp at 3' side: jouberin

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 39676132 lCJ'flfllelf&lFlflC!AlC 39676120

444
0/ 13 (0%

Features flanking this part of subject sequence:
746212 bp at 5" side: utrophin
28474 bp at 3' side: laforin isoformb

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbjct 50022774 ,lAlch/JTlFlCJTlFlC!AlFlFlC 50022786

Features in this part of subject sequence:
laforin isoformb

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
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Query 8 CCTTCTTCATT 20

Shj ct 50051612 GACC##C#% ## 50051624

Features flanking this part of subject sequence:
675032 bp at 5 side: hypothetical protein LOC389432
103568 bp at 3' side: SAM and SH3 domain containing 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100@6 Gaps
Strand=Pl us/ Pi us

Query 9 CCTTCTTCATTC 21

Sbjct 52665053 ACC#%C%# ## 52665065

Features flanking this ﬁart of subiect sequence:
83468 bB at 5' side: hypothetical protein LOC80129
p

444
0/ 13 (0%

106286 at 3' side: estrogen receptor 1
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (1009@ Gaps = 0/13 (0%

St rand= PIus/M nus

Query 12 TTCTTCATTCACG 24
L

Sbjct 56127191 CACG 56127179

Features flanking this part of subject sequence: )
535187 bp at 5" side: simlar to 60S ribosomal protein L27a
145160 bp at 3' side: hypothetical protein

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query CTTCTTCATTCAC 23

Sbj ct 58243496 C*#C&# ##ELE 58243484

>ref | NT_005612. 15| Hs3_5769 E Hormo sapi ens chronpbsone 3 genonic contig, reference a:
Lengt h=100530253

Sort alignments for this s
E val ue Score Percent
Query start position Sul

Features flanking this part of subject sequence:
979823 bp at 5" side: simlar to synovial sarcoma, X breakP0|nt 2 interacting p.
847892 bp at 3' side: activated | eukocyte cell adhesi on nol ecul e

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (949@ Gaps = 0/18 (0%
St rand=Pl us/ M nus

Query 3 CEACCTTCTTCATT 20

Sbj ct 10733507 C### ACC##C## ## 10733490

Feat ur es flank|ng this part of subject sequence:
3951 bp at 5' side: hypothetical protein
128448 bp at 3' side: testes devel opnent-rel ated NYD- SP17

112

Score = 28. 2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100@@ Gaps
St rand=PI us/ Pl us

Query 9 CfTTCTTCATTCA 22

Shjct 13463120 ACC##C## ## 13463133

Feat ur es flank|ng this part of subject sequence:
2076 bp at 5' side: urocanase donamin containing 1
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4525 bp at 3' side: carbohydrate (chondroitin 4) sul fotransferase 13

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
Strand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Shj ct 32733797 EE%%%##Ek%#EkE 32733784

Features in this part of subject sequence:
nonogl yceride |ipase isoforml
nmonogl yceride |ipase isoform?2

112
0/ 14 (0%

Score = 28.2 bits (14), Expect
Identities = 14/14 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCAC 23
Sbjct 33989083 EE#%E#%Ek##EkE 33989070

Feat ur es flanking this part of subject sequence:
1501785 bp at 5' side: hypothetical protein LOC205428 ) )
578019 bp at 3' side: procollagen-1lysine, 2-oxoglutarate 5-di oxygenase 2 isofor.

112
0/ 14 (0%

Score = 28.2 bits
Identities = 17/18
St r and=Pl us/ M nus

Query 4 TTTCGACCTTCITCATTC 21

Shict 51708631 HICTACOTICTTEATTE 51705614

Features flanking this part of subject sequence:
178150 bp at 5" side: NOL1/NOP2/Sun domain famly, nenber 3
202114 bp at 3' side: simlar to SVH protein

Expect = 1

(14), 12
(94%, Gaps = 0/18 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 11 CTTCTITCATTCAC 23
Shjct 518642 E##Ek#kk##kkk 518630

Features flanking this part of subject sequence: ) ) )
539655 bB at 5" side: sinlar to synovial sarcoma, X breakpoint 2 interacting p
p

444
0/ 13 (0%

1288065 at 3' side: activated | eukocyte cell adhesi on nolecul e
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ M nus
Query 4 TTTCGACCTTCTT 16

Shjct 10293334 ###EELL%&#E## 10293322

Features flanking this part of subject sequence: .
1182219 bp at 5' side: zinc finger and BTB domai n containing 20
89601 bp at 3' side: growth associated protein 43

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 21748070 EE%%%#%Ek##Ek 21748082

Features in this part of subject sequence:
DNA pol ynerase theta

444
0/ 13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 1 ATCTTTCGACCTT 13

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

444
0/ 13 (0%

Sbj ct 27759488 L\J'I'UTJ'I'J'IJClGlAl(ZIClT]T 27759476

Features flanking this part of subject sequence:
120900 bp at 5" side: CD86 antigen isoform 2 precursor
13744 bp at 3' side: cal ciumsensing receptor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 7 CGACCTTCTTCAT 19

444
0/13 (0%

Shj ct 28454439 |C|G|A|C|CJ'I'I'I'lCZJ'I'I'I'lCI!O\ 28454427

Features in this gart of subj ect sequence:

integrin, beta

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21

444
0/13 (0%

Shjct 31047292 ,lAlchIJTJ'IJCJTI'I'HAITI]JC 31047280

Features flanking this part of subject sequence:
244581 bp at 5" side: hypothetica
54814 bp at 3' side: mtochondrial

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

444
0/13 (0%

Shj ct 45503201 Ek##k##hk##&k 45503189

Features in this part of subject sequence:

cal syntenin 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

444
0/ 13 (0%

Shj ct 46291069 EE#%%&%Ek##Ek 46291057

Features in this part of subject sequence:

ataxi a tel angi ectasi a and d3 related protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CITCTTCATTCAC 23

444
0/ 13 (0%

Shj ct 48705965 E#%E##Ek%#kkk 48705977

Features flanking this part of subject sequence:
602322 bp at 5" side: hypothetica
717200 bp at 3' side: angiotensin

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ M nus

444
0/ 13 (0%

protein LOC389152

ri bosomal protein S22

rotein isoforml
receptor,
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Query 10 CCTTCITCATTCA 22

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Sbj ct 54236769 |C|CJTJ'I'|CJTJ1'|C4|AJ1JTIC!A 54236757

Features flanking this part of subject sequence:
836038 bp at 5" side: hypothetical
483484 bp at 3' side: angiotensin ||

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 7 CGACCTTCTTCAT 19

444
0/ 13 (0%

Shj ct 54470485 |C|G|A|C|CJ'I'I'I'lCZJ'I'I'I'lCI!O\ 54470473

Features in this part of subject sequence:

hypot heti cal protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

444
0/13 (0%

Shjct 56557090 |(3|CJT1F|CZJTI1'|C)|A1|'11'|CI!°\ 56557078

Features flanking this part of subject sequence:
120785 bp at 5" side: hypotheti cal

protein isoform1l
receptor,

protein

12425 bp at 3' side: simlar to A-kinase anchor protein 5 (A-kinase anchor pro..

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 11 CITCTTCATTCAC 23

444
0/ 13 (0%

Shjct 66373002 lCll'J'I'leTJ'I'lCZ!AI'I'I'I'lOlAlC 66373014

Features flanking this part of subject sequence:
178536 bp at 5" side: hypothetical _
171746 bp at 3' side: calciumactivated potassi um channel

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

444
0/ 13 (0%

Shj ct 84848590 lclclflflC]Tlf&lflflC!ﬁ\ 84848602

Features flanking this part of subject sequence:
700883 bp at 5" side: translocase of the inner
21864 bp at 3' side: sex-determ ning region Y-box 2

Score = 26.3 bits (13), Expect =
Identities = 13/13 (100%, Gaps =
St rand=Pl us/ Pl us

Query 9 ACCTTCTTCATTC 21

444
0/ 13 (0%

Sbjct 87903423 JAlch/JTlfl(',JTlFlC!Alflflc 87903435

[
Ymer prote

Features in t
i
Yner protei

hi s _
n short isoform
n long isoform

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 10 CCTTCTTCATTCA 22

part of subject sequence:

444
0/ 13 (0%

protein )
beta 2 subunit

m t ochondri al

menbrane 14 i sof orm
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Sbj ct 97547290 |(3|(31T1F|C1T11'|CJAJ1']1'|(3!A 97547278

Features flanking this part of subject sequence:
147142 bp at 5 side: hypothetical protein LOC151963
190663 bp at 3' side: HRAS-1i ke suppressor

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 99277915 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 99277927

>ref | NT_022459. 14| Hs3_ 22615 E Hormo sapi ens chronosone 3 genomic contig, reference
Lengt h=24211711

Sort alignments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence: )
155163 bp at 5" side: RINGL and YY1l binding protein
148485 bp at 3' side: SHQL honol og

112

Score = 28.2 bits (14), Expect
0/14 (0%

Identities = 14/ 14 (100%, Gaps
St rand=Pl us/ M nus
Query 11 CTTCTTCATTCACG 24

Sbjct 6357807 E##E##Ek##kk&h 6357794

Features flanking this part of subject sequence: )
433547 bB at 5 side: glucan (1, 4-al pha-), branching enzyne 1 (gl ycogen branchi
p

2761927 at 3' side: hypothetical protein
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC 23
Shjct 15951072 Ekk#k##hk##&kk 15951085

Features flanking this part of subject sequence:
113588 bp at 5" side: T-cell activation kelch repeat protein )
253759 bp at 3' side: succinate-CoA |ligase, GDP-form ng, beta subunit

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 1 CCTTCTTCATTCA 22

r 0
Sbjct 879254 EE##E#%kk%#Ek 879266

Features flanking this ﬁart of subiect sequence:
15959 bB at 5' side: ¥pothet|ca protein LOCA01072
327660 bp at 3' side: forkhead box Pl isoform1l

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 16/ 17 (94%, Gaps
St rand=Pl us/ Pl us

Query TTCGACCTTCTTCAT 19

3 CT
Shict 4387579 CHHrCANCOTTOTTEAT 4387595

Features in this part of subject sequence:
forkhead box Pl isoform1l

= 444
= 0/17 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbict 4779105 AQOTTOTTCATTE 4779117

Features in this part of subject sequence:
SHQL honvol og

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTITCATTCAC 23

Sbjct 6593845 lCJTll'lchll'HAJTJTlGIAIC 6593833

444
0/ 13 (0%

Features flanking this part of subject sequence: )
583406 bp at 5" side: PDZ domain containing RING finger 3
56158 bp at 3' side: contactin 3

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 7964239 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 7964251

Features flanking this part of subject sequence:
696713 bp at 5 side: contactin 3 .
155472 bp at 3' side: simlar to Protein C2lorf63 precursor

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

r
Shjct 8973833 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 8973845

Features flanking this ﬁart of subject sequence:
42962 bp at 5' side: hypothetical protein
15371 bp at 3' side: hypothetical protein LOC642198

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 9472841 leTjTlC]TlflclAlflflC!AlC 9472853

444
0/ 13 (0%

Features in this part of subject sequence:
roundabout, axon gui dance receptor, honolog 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbjct 11175003 |C|C1F1F|C,JT1F|C|AJT1FIC!A 11175015

Features in this part of subject sequence:
roundabout, axon gui dance receptor, honolog 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

( SUE21)
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05-01-2008 17:08



NCBI Blast:3 sequences (BorrProbe) file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

Query 11 CTTCTTCATTCAC 23
Sbj ct 11346709 CJTJTCJTJT J'I'J'I'I(.‘,!A\IC 11346721

Features in this part of subject sequence:
roundabout 1 isoforma

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23
Shjct 13272327 CJTll'CJTJT JTJTIC_‘,,IA\I(.‘, 13272339

Features fl anki ng this part of subject sequence:
791772 bp at 5" side: ?/pot hetical protein LOC285237
453 bp at 3' side: sinmlar to NVMDA receptor regulated 2 isoforma

444
0/ 13 (0%

Score = 26. 3 bits (13), Expect
Identities = 13/13 (100% Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23
Shjct 22704426 ClI'JTCJTJT I'I'I'|'|CL|°\|C 22704414

444
0/13 (0%

>ref | NT_005334. 15| Hs2_ 5491 E Hormo sapi ens chronpbsone 2 genonic contig, reference a
Lengt h=11088087

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features in this part of subject sequence:
thym dyl ate kinase fanily LPS-induci bl e nmenber

Score = 28.2 bits (14), Expect = 112
Identities = 17/18 (94% Gaps = 0/18 (0%
St rand=PI us/ Pl us

Query 2 CTTTCGACCTTCTTCAT 19

Sbj ct 1836041 I'I'CJTJ'I'JT ACCJT]TCll'IT 1836058

Features fl anki ng this part of subject sequence:
117193 bp at 5" side: hypothetical protein LC£339789
240328 bp at 3' side: inhibitor of DNA binding 2

112

Score = 28. 2 bits (14), Expect
0/ 14 (0%

Identities = 14/ 14 (100% Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCACG 24
Shjct 3416103 ClI'JTCJTJT I'I'I'I'lCLlA\lClG 3416090

Features flanking this part of subject sequence:
311753 bp at 5 side: hypothetical protein
181276 bp at 3' side: hypothetical protein LOC400941

Score = 26. 3 bits (13), Expect
| dent i t| es = 13/13 (100% Gaps
St rand=Pl us/ Pl us

Query 3 CTTTCGACCTTCT 15

Shj ct 1525127 CJTJTlF| ¢ Clelfle 1525139

Features in this part of subject sequence:
lipin 1

444
0/ 13 (0%
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PIl us/ M nus

Query 11 CTTCITCATTCAC 23

Sbjct 6756651 lCJTll'UTlI'HAH'#lCL\IC 6756639

444
0/ 13 (0%

>ref | NT_005403. 16| Hs2_5560 E Hormo sapi ens chronpbsone 2 genonic contig, reference a:
Lengt h=84213157

Sort alignments for this s
E value Score Percent i
Query start position Sul

Features flanking this part of subject sequence:
159001 bp at 5" side: phospholipase Clike 1
966234 bp at 3' side: SATB fam |y nenber 2

Score = 28.2 bits (14), Expect
Identities = 14/ 14 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTCA 22
Sbj ct 49380104 /lAl(.?lCJTJ'IJCJTJ'I'lClAITITIC!A 49380117

112
0/ 14 (0%

Features in this part of subject sequence:
anyotrophic lateral sclerosis 2 E] uveni | eg chronosone reg. ..
anyotrophic lateral sclerosis 2 (juvenile) chronbsone reg...
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (100%, Gaps = 0/ 14 (0%

St rand=Pl us/ M nus

Query 8 GACCTTCTTCATTC 21
Sbjct 55693334 gAlclchj'l'lCJTj'l'lC»IAIlJTIC 55693321

Features flanking this part of subi' ect sequence: ) ) ]
442477 bp at 5 side: ADP-ribosylation-like factor 6 interacting protein 6
275907 bp at 3' side: reprino, TP53 dependant & arrest nedi ator candi date

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shj ct 4268249 |C|ClI'J'I'|CJTJ'I'|C!AI'I'I'I'|O|°\ 4268261

Features flanking this part of su_l:l)_jpect seguence: . )
201604 bp at 5" side: reprino, 53 dependant 2 arrest medi ator candidate
264316 bp at 3' side: UDP-N-acetyl-al pha-D- gal act osani ne: pol ypepti de N-acetyl ga.

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23
Shjct 4746113 lclrlrlclrlrlclAlrlrlclAlc 4746101

Features flanking this part of subject sequence: ) ]
597319 bp at 5" side: glycerol-3-phosphate dehydrogenase 2 (nmitochondrial)
77834 bp at 3' side: UDP-N acetyl -al pha- D gal act osami ne: pol ypepti de N-acetyl ga..

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 ICTFCT?—CATFCAC 23

05-01-2008 17:08
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Shj ct 8246167 CTTCTTCATTCAC 8246179

Features in this part of subject sequence:
| ynphocyte antigen 75

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shj ct 10902300 lCJ'flfllelf&lFlflC!AlC 10902312

444
0/ 13 (0%

Features in this part of subject sequence:
phosphol i pase A2 receptor 1 isoform 1 precursor
phosphol i pase A2 receptor 1 isoform 2 precursor

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 11 CTTCTTCATTCAC 23

Shjct 11103312 CrrCrraTrthe 11103324

Features in this part of subject sequence:
phosphol i pase A2 receptor 1 isoform 1 precursor
phosphol i pase A2 receptor 1 isoform 2 precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Sbjct 11109001 lCJTlflc,JTlflclAlflflC!AlC 11108989

444
0/ 13 (0%

Features in this part of subject sequence:
VO

is p
| tage-gated channel, subfamly H nenber 7 is...

pot assi u
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbj ct 13485691 |C|CJTJ'I'|CJTJ'I'|C4|AJ'IJTIC!A 13485703

Features in this part of subject sequence: .
pot assi um vol t age- gated channel, subfamly H nmenber 7 is...
pot assi um vol t age-gat ed channel, subfam |y H nenber 7 is...

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 13594257 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 13594269

Features flanking this part of subject sequence:
158 bp at 5 side: longevity assurance homplog 6 .
32815 bp at 3' side: nitric oxide synthase trafficking isoform2

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 19835760 lClll'J'FlCZJTJ'I'lCZ!AI'I'I'I'lC)lAlCZ 19835748

444
0/13 (0%
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Features flanking this Part of subject sequence:
12626 bp at 5 side: |ongevity assurance honol o?. 6 .
20347 bp at 3' side: nitric oxide synthase trafficking isoform 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCITCATTCA 22
Sbj ct 19848228 |C|CJTJ'|'|CJTJ'I'|C4|AJ'IJTIC!A 19848216

Features flanking this part of subject sequence: )
286556 bp at 5 side: simlar to pe[:)tl dyl prolyl isomerase A isoforml
108072 bp at 3' side: simlar to Cliary dynein heavy chain 11 (Axonenal beta d.

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 24847064 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 24847076

Features in this part of subject sequence:
hypot heti cal protein

444
0/13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 27718702 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 27718690

Features flanking this part of subject sequence:
71102 bB at 5 'side: hypothetical protein LOC285025
160648 bp at 3' side: SECl4 and spectrin domains 1

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shj ct 30023395 l’-\lClCIITlfgflflCL\lflflC 30023383

Features in this part of subject sequence:
hypot heti cal protein

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbjct 32247984 l(':‘ulAlClC,JTlfHTJ'flC!A\lFlF 32247972

Features in this part of subject sequence: )
phosphodi est erase 1A, cal nodul i n-dependent isoforml
phosphodi est erase 1A, cal nodul i n-dependent isoform 2

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22

Sbjct 33258117 |C|CJT1F|CJT1F|C!°\JT1FIC!A 33258105

Features flanking this part of subject sequence: ) o
195573 bp at 5" side: simlar to E74-1ike factor 2 (ets domain transcription fa.
2410 bp at 3' side: fibrous sheath interacting protein 2

437 de 444 05-01-2008 17:08
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ Pl us

Query 4 TTTCGACCTTCTT 16

Shj ct 36817280 JTjTlflClGlAlclchlfllelf 36817292

Features flanking this part of subject sequence: . _ _
393023 bp at 5 side: tissue factor pathway inhibitor (lipoprotein-associated c.
580900 bp at 3' side: GULP, engul fnent adaptor PTB dommin containing 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
Query 11 CTTCTTCATTCAC 23

Sbj ct 38970947 E#%E#%Ek%%kkk 38970935

Features flanking this part of subject sequence:
201125 bp at 5" side: hypothetical protein
96234 bp at 3' side: phospholipase Clike 1

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ M nus

Query 11 CITCTTCATTCAC 23

Shict 49061719 LrrHTATHEAC 49061707

Features flanking this part of subject sequence:
402437 bp at 5 side: phospholipase Clike 1
722799 bp at 3' side: SATB fam |y nenber 2

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbj ct 49623552 EE##E##Ek##Ek 49623540

Features flanking this part of subject sequence:
46716 bp at 5' side: nucleolar protein NOP5/ NOP58
27311 bp at 3' side: bone norphogenetic protein receptor type Il precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 53424304 Ekk#h##hk##&k 53424292

Features flanking this part of subject sequence: )
86349 bp at 5' side: amyotrophic lateral sclerosis 2 (juvenile) chronpsone reg..
61978 bp at 3' side: neurobeachin-like 1

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 4 TTTCGACCTTCTT 16

Shjct 54147971 ###EELL%&#E## 54147983

Features flanking this part of subject sequence:
4709 bp at 5' side: hypothetical protein ) . _
742 bp at 3' side: cytotoxic T-1ynphocyte-associated protein 4 isoforma pre..

444
0/ 13 (0%

438 de 444 05-01-2008 17:08
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439 de 444

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=PI us/ Pl us

Query 2 TCTTTCGACCTTCTTCA 18

Sbj ct 54941325 1I'lC?JTll'll'(.‘ul(.?»lﬁxl(.‘,lcll'ITIClI'IT|C!A 54941341

Features flanking this part of subLect sequence;
28526 bB at 5' side: carbanoyl-p
p

677093 at 3' side: v-erb-a erythroblastic |eukenia viral
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St r and=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 61780664 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 61780652

Features in this part of subject sequence:
hypot heti cal protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 66766762 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 66766774

Features flanking this part of subject sequence:

444
0/13 (0%

480107 bB at 5 side: solute carrier fanily 4, anion exchanger,
p

1304179 at 3' side: ephrin receptor EphA4
Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/ 13 (0%

St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 71195985 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 71195973

Features in this part of subject sequence:
hypot heti cal protein LOC56947

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 78413878 EL%L&%E##Ek## 78413866

Features in this part of subject sequence:
SP140 nucl ear body protein isoforml

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 81343702 l(ZlCIlflfllelflC!O\lflflCL\ 81343690

Features flanking this part of subject sequence:
139052 bp at 5" side: nuclear antigen Spl00

444
0/ 13 (0%

osphate synthetase 1, mitochondri al
oncogene honol og 4

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

nmenber 3 isoform

70439 bp at 3' side: simlar to barrier to autointegration factor 1

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PIl us/ M nus
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Query 11 CTTCTTCATTCAC 23
Sbj ct 81728835 C##Ck# ##Ekk 81728823

Features in this part of subject sequence:
neur onal guani ne nucl eoti de exchange factor

Score = 26. 3 bits (13), Expect
Identities = 13/13 (1009@ Gaps
St rand=Pl us/ M nus

Query 9 CCTTCTTCATTC 21

Sbj ct 84018628 ACC##C&# ## 84018616

>ref | NT_022184. 14| Hs2_ 22340 I Hormo sapi ens chronosone 2 genonic contig, reference i
Lengt h=68373980

444
0/ 13 (0%

Sort alignnments for this s
E value Score Percent
Query start position Sul

Features flanking this part of subject sequence:
749 bp at 5' side: hyﬁothetlcal rotein LOC388939

40173 bp at 3' side ypot hetic protein
Score = 28.2 bits (14), Expect = 112
Identities = 14/ 14 (1009@ Gaps = 0/ 14 (0%

St rand= Plus/M nus
Query 10 CCTTCTTCATTCAC 23

Sbj ct 8113822 CC%#C&# ##Ekk 8113809

Features in this part of subject sequence:
EH domai n binding protein 1

Score = 28. 2 bits (14), Expect
Identities = 14/ 14 (1009@ Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 23

Sbj ct 42018161 CC%#C&# ## 42018174

Feat ur es flank|ng this ﬁart of subiect seguence:
75426 bB at 5 side: hypothetical protein )
252562 bp at 3' side: nuclear receptor coactivator 1 isoform?2

112
0/ 14 (0%

Score = 26.3 bits_(13), Expect =~ 444
Identities = 16/ 17 (94@6 Gaps = 0/ 17 (0%
St rand=PI us/ Pl us

Query 3 CGACCTTCTTCAT

Shj ct 3444902 Ck## ACC%#C## 3444918

Features in this part of subject sequence:
spastin isoform1
spastin isoform 2

444

Score = 26. 3 bits (13), Expect
0/13 (0%

Identltles = 13/13 (100@6 Gaps
St rand=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22

Shjct 11147593 CC##C## ## 11147605

Feat ur es flanklng this part of subject sequence:
1868994 bp at si de: hypothetical protein LOC25940
890142 bp at 3' side: cysteine-rich nmotor neuron 1
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Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shj ct 14509227 EE%%%#%Ek##Ek 14509215

Feat ur es flanking this part of subject sequence:
2107682 bp at 5' side: hypothetical protein LOC25940
651454 bp at 3' side: cysteine-rich notor neuron 1

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 2 TCTTTCGACCTTC 14

Sbjct 14747903 #E##%Ehkkkkkk 14747915

Features flanking this part of subject sequence:
3116 bp at 5 side: sterolin 2 ) o _
7559 bp at 3' side: leucine-rich PPR notif-containing protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Sbjct 22924113 EE##E#%Ek%#Ek 22924101

Features in this part of subject sequence:
| ut ei ni zi ng hor none/ chori ogonadot ropi n receptor precursor

444
0/ 13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ Pl us
Query 1 ATCTTTCGACCTTCTTC

17
Sbict 27779404 WrCTHTAGAGCTTERTE 27779420

Features in this part of subject sequence:
neurexin 1 isoform al pha precursor
neurexin 1 isoformbeta precursor

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20
Shjct 28970130 E%EE##E##Ek## 28970118

Features flanking this part of subject sequence:
208955 bp at 5" side: hypothetical protein )
855489 bp at 3' side: B-cell CLL/Iynmphoma 11A isoform 3

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shj ct 38640132 Ekk#h##hk##&k 38640144

Features flanking this part of subject sequence:
605228 bp at 5 side: hypothetical protein ]
459212 bp at 3' side: B-cell CLL/Iynphona 11A isoform 3

444
0/ 13 (0%
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Score = 26.3 bits (13), Expect = 444
Identities = 16/17 (94%, Gaps = 0/17 (0%
St rand=Pl us/ M nus

Query 1 ATCTTTCGACCTTCTTC 17

Shj ct 39036421 k#k%%%AE%EE##E##E 39036405

Features flanking this part of subject sequence:
6045 bp at 5' side: pellino protein _
232899 bp at 3' side: similar to 60S ribosomal protein L23a

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us
Query 9 ACCTTCTTCATTC 21

Sbjct 43157422 k&k#%k%#&k##k 43157434

Features flanking this part of subject sequence:
128452 bp at 5" side: hypothetical protein isoform?2
53725 bp at 3' side: ETAA16 protein

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 8 GACCTTCTTCATT 20

Sbjct 46386789 Ek%k##&#%kk## 46386777

Features flanking this part of SUbE§Ct sequence: )
50786 bp at 5' side: simlar to Exocyst conplex conponent Secl5B isoforml
10494 bp at 3' side: sepiapterin reductase (7, 8-di hydrobi opterin: NADP+ oxi dor e.

444
0/ 13 (0%

444

Score = 26.3 bits (13), Expect
0/13 (0%

Identities = 13/13 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCA 22
Sbj ct 51919993 EE##E##Ek##Ek 51920005

Features in this part of subject sequence:
enpty spiracles homolog 1 1soform?2
enpty spiracles honolog 1 isoforml

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21
Shjct 51972950 kkk##k##kk##k 51972962

Features flanking this part of subject sequence: )
13060 bp at 5 side: RABll family interacting protein 5 (class I)
76818 bp at 3' side: simlar to notochord

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 10 CCTTCTTCATTCA 22
Shjct 52168914 Ekk#h##hk##&k 52168902

Features flanking this part of subiect seguence:
56696 bB at 5 'side: hypothetical protein LOC6936 ]
490801 bp at 3' side: sinmilar to Purine nucl eoside phosphorylase (1nosine phosp.

444
0/13 (0%

Score = 26.3 bhits (13), Expect = 444
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Identities = 13/13 (100%, Gaps = 0/13 (09
St rand=Pl us/ Pl us ( " P (0%

Query 10 CCTTCITCATTCA 22
Sbj ct 54810614 |C|CJTJ'I'|CJTJ'I'|C4|AJ1JTIC!A 54810626

Features flanking this part of subject sequence:
644244 bp at 5 side: simlar to Leucine-rich repeat transnenbrane neuronal pro.
125140 bp at 3' side: leucine rich repeat transnenbrane neuronal 4

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=PI us/ Pl us

Query 10 CCTTCTTCATTCA 22
Shjct 56436223 |(3|CJT1F|C11FI1'|C)|A1|'II'|CI!°\ 56436235

Features flanking this part of subject sequence:
1154918 bp at 5' side: leucine rich repeat transmembrane neuronal 1
124351 bp at 3' side: hypothetical protein LOC647291

444
0/ 13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shjct 60501814 ,lAlchZJTj'I'leTI'I'lCJAITITlc 60501802

Features flanking this part of subject sequence:
94248 bp at 5 side: sialyltransferase 9 )
69764 bp at 3' side: polynerase (RNA) | pol ypeptide A 194kDa

444
0/13 (0%

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 11 CTTCTTCATTCAC 23

Shj ct 65000722 lCJ'flfllelf&lFlflC!AlC 65000710

444
0/ 13 (0%

Features in this part of subject sequence:
RANBP2- | i ke and GRI P donmain containing 2

Score = 26.3 bits (13), Expect
Identities = 13/13 (100%, Gaps
St rand=Pl us/ M nus

Query 9 ACCTTCTTCATTC 21
Shj ct 66028576 l’-\lClCIITlfgflflCL\lflflC 66028564

Features in this Bart_ of subject sequence: o ]
simlar to RANBP2-I|ike and GRI P domain containing 2 isofo...
simlar to RANBP2-1i ke and GRIP domain containing 2 isofo

444
0/13 (0%

Score = 26.3 bits (13), Expect = 444
Identities = 13/13 (100%, Gaps = 0/13 (0%
St rand=PI us/ Pl us

Query 9 ACCTTCTTCATTC 21

Sbjct 66827473 ,lAlch/JTlflc,JTlflCL\lFlFlC 66827485

>ref | NT_022135. 15| Hs2_22291 E Hormo sapi ens chronpbsone 2 genonmic contig, reference :
Lengt h=38390280

Features in this part of subject sequence:
RAB3 GTPase-activating protein

Score = 28.2 bhits (14), Expect = 112
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Identities = 14/ 14 (100%, Gaps
St r and=Pl us/ Pl us

Query 10 CCTTCTTCATTCAC

Sbjct 24557396 CCTTCTTCATTEAE

file:///C:/Documents%20and%20Settings/u07210/0s%20meus%20d...

= 0/ 14 (0%

23
24557409

reference and alternate assenblies

1, 663, 010, 206

46, 285

Dat abase: human build 36 RNA,
Posted date: Aug 28, 2007 9:42 AM
Nurmber of letters in database
Nunber of sequences in database:
Lanmbda K H
1.37 0.711 1.31
Gapped
Lanmbda K H
1.37 0.711 1.31
Matrix: blastn matrix:1 -3
Gap Penalties: Existence: 5, Extension: 2
Nunber of Sequences: 46285
Nurmber of Hits to DB: 8841127
Nurmber of extensions: 3425664
Nunber of successful extensions: 466
Nunber of sequences better than 1000: 34
Nunber of HSP's better than 1000 wi t hout gapping: O
Nunber of HSP's gapped: 466
Nunber of HSP's successfully gapped: 466
Lengt h of database: 5957977502
A 0O
X1: 11 (21.8 bits)
X2: 15 (29.7 bits)
X3: 25 (49.6 bits)
S1: 13 (26.3 bits)
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