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BLAST Basic Local Alignment Search Tool

Return to current design Edit and Resubmit Save Search Strategies Formatting options Download

Nucleotide sequence (2444 letters)

Results for: | IcI| 10784 None(2444bp)
Your BLAST job specified more than one input sequence. This box lets you choose which input sequence to show BLAST
results for.

Query ID
Icl|10784
Description
None
Molecule type
nucleic acid
Query Length
2444

Database Name

htgs
Description

Unfinished High Throughput Genomic Sequences; Sequences: phases 0,1 and 2
Program

BLASTN 2.2.18+ Citation

Reference

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schéffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David J.
Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein database search programs”, Nucleic Acids Res.
25:3389-3402.

Other reports: Search Summary [Taxonomy reports] [Distance tree of results]

Search Parameters

Program blastn

Word size 11

Expect value 10

Hitlist size 100
Match/Mismatch scores 2,-3

Gapcosts 5,2

Filter string L;m;
Database

Posted date Oct 6, 2008 5:42 PM

Number of letters 229,352,945
Number of sequences 137,085
Entrez query none

Karlin-Altschul statistics

Params  Gapped Ungapped
Lambda 0.635425  0.635425
K 0.408678  0.408678
H 0.915256  0.915256
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[

Results Statistics

Length adjustment 37

Effective length of query 2407

Effective length of database 22924280800
Effective search space 55178743885600
Effective search space used 55178743885600

Graphic Summary

Distribution of 109 Blast Hits on the Query Sequence

file:///Users/sr320/Desktop/Blast.cgi.html

An overview of the database sequences aligned to the query sequence is shown. The score of each alignment is indicated by
one of five different colors, which divides the range of scores into five groups. Multiple alignments on the same database
sequence are connected by a striped line. Mousing over a hit sequence causes the definition and score to be shown in the
window at the top, clicking on a hit sequence takes the user to the associated alignments. New: This graphic is an overview of
database sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score ranges.
Multiple alignments on the same database sequence are connected by a dashed line. Mousing over an alignment shows the
alignment definition and score in the box at the top. Clicking an alignment displays the alignment detail.
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Descriptions

Legend for links to other resources: [D UniGene L=l GEO E Gene

Sequences producing significant alignments:
(Click headers to sort columns)

CU570979.19

ACl101212.1

AC219539.1

AC103546.7

AC127913.3

AC163403.3

CU640376.2

AC095363.8

AC106602.4

AL353767.14

AC114874.5

CU210908.2

CU915485.1

CU633513.2

AC217554.2

AC168093.4

AC152100.4

CU468501.2

CU467931.2

CT025922.5

CT025684.1

CR940347.1

CR450839.1

AC230488.1

AC230477.1

CU914467.1

CU856347.2

AC225013.1

Danio rerio chromosome 2 clone CH73-147D18, WORKING
DRAFT SEQUENCE, 2 unordered pieces

Mus musculus clone RP23-182G21, LOW-PASS SEQUENCE
SAMPLING

Bos taurus clone CH240-330H4, WORKING DRAFT SEQUENCE,
21 unordered pieces

Rattus norvegicus clone CH230-79A7, *** SEQUENCING IN
PROGRESS ***, 6 unordered pieces

Rattus norvegicus clone CH230-20808, *** SEQUENCING
IN PROGRESS ***, 2 unordered pieces

Mus musculus chromosome 5 clone RP23-301J3 map 5, ***
SEQUENCING IN PROGRESS ***, 12 unordered pieces

Sus scrofa chromosome 9 clone CH242-149022, WORKING
DRAFT SEQUENCE

Rattus norvegicus clone CH230-1L12, *** SEQUENCING IN
PROGRESS ***, 3 unordered pieces

Rattus norvegicus clone CH230-209I9, *** SEQUENCING
IN PROGRESS ***, 20 unordered pieces

Homo sapiens chromosome 9 clone RP11-563N7, 6
unordered pieces

Rattus norvegicus clone CH230-54D3, WORKING DRAFT
SEQUENCE, 5 unordered pieces

Sus scrofa chromosome 1 clone CH242-184P19, WORKING
DRAFT SEQUENCE, 5 unordered pieces

Sus scrofa chromosome 1 clone CH242-344M23, WORKING
DRAFT SEQUENCE, 23 unordered pieces

Sus scrofa chromosome 1 clone CH242-384I14, WORKING
DRAFT SEQUENCE, 9 unordered pieces

Zea mays chromosome 2 clone CH201-279C23;
ZMMBBc0279C23, *** SEQUENCING IN PROGRESS ***, 14
unordered pieces

Bos taurus clone CH240-234F5, WORKING DRAFT SEQUENCE,
5 unordered pieces

Bos taurus clone CH240-1A14, WORKING DRAFT SEQUENCE,
12 unordered pieces

Sus scrofa chromosome 15 clone CH242-50H16, WORKING
DRAFT SEQUENCE, 2 unordered pieces

Sus scrofa chromosome 15 clone CH242-41Cl1l, WORKING
DRAFT SEQUENCE, 2 unordered pieces

Danio rerio chromosome 23 clone DKEY-153L22, WORKING
DRAFT SEQUENCE, 5 unordered pieces

Danio rerio chromosome 5 clone DKEY-218F17, **x*
SEQUENCING IN PROGRESS ***, 3 unordered pieces

Theileria annulata strain Ankara isolate clone C9,
*** SEQUENCING IN PROGRESS ***

Danio rerio clone DKEY-126L15, WORKING DRAFT
SEQUENCE, 7 unordered pieces

Bos taurus clone CH240-508A23, WORKING DRAFT
SEQUENCE, 5 unordered pieces

Bos taurus clone CH240-507L14, WORKING DRAFT
SEQUENCE, 11 unordered pieces

Sus scrofa chromosome 13 clone CH242-352C21, ***
SEQUENCING IN PROGRESS ***, 32 unordered pieces

Danio rerio chromosome 5 clone CH73-24M4, ***
SEQUENCING IN PROGRESS ***, 19 unordered pieces

Bos taurus clone CH240-469M21, WORKING DRAFT
SEQUENCE, 33 unordered pieces
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AC224993.1

AC224713.1

AC223218.1

AC222808.1

AC216225.2

CU469365.2

AC161987.3

CU468364.2

AC193790.3

CT967301.2

AC150406.1

AC110111.4

AC109848.8

AC103061.5

AC011304.5

AL358772.24

AC212617.2

AC202346.13

CU856640.2

CU571340.2

AC157175.5

AC159695.3

AC230602.1

CU855986.2

CU914663.1

AC206313.3

AP010082.1

CU855706.2

CU861549.1

Bos taurus clone CH240-470A18, WORKING DRAFT
SEQUENCE, 3 unordered pieces

Bos taurus clone CH240-478H13, WORKING DRAFT
SEQUENCE, 7 unordered pieces

Bos taurus clone CH240-425L12, WORKING DRAFT
SEQUENCE, 10 unordered pieces

Bos taurus clone CH240-437P3, WORKING DRAFT SEQUENCE,
2 unordered pieces

Zea mays chromosome 4 clone CH201-423D12;
ZMMBBc0423D12, *** SEQUENCING IN PROGRESS ***,6 13
unordered pieces

Sus scrofa chromosome 7 clone CH242-149A19, WORKING
DRAFT SEQUENCE, 3 unordered pieces

Bos taurus clone CH240-106A14, WORKING DRAFT
SEQUENCE, 12 unordered pieces

Sus scrofa chromosome 7 clone CH242-49L12, WORKING
DRAFT SEQUENCE, 3 unordered pieces

Zea mays chromosome 4 clone CH201-141E1l5;
ZMMBBc0141E15, *** SEQUENCING IN PROGRESS ***, 7
unordered pieces

Sus scrofa chromosome 11 clone CH242-417D9, **x*
SEQUENCING IN PROGRESS ***, 5 unordered pieces

Branchiostoma floridae clone CH302-51D3, WORKING
DRAFT SEQUENCE, 5 unordered pieces

Rattus norvegicus clone CH230-297N10, *** SEQUENCING
IN PROGRESS ***, 4 unordered pieces

Rattus norvegicus clone CH230-92A10, *** SEQUENCING
IN PROGRESS ***, 6 unordered pieces

Rattus norvegicus clone CH230-166L18, *** SEQUENCING
IN PROGRESS ***, 5 unordered pieces

Homo sapiens chromosome Y clone RP11-363H7, WORKING
DRAFT SEQUENCE

Homo sapiens chromosome 10 clone RP11-722L1, 7
unordered pieces

Solanum lycopersicum chromosome 7 clone
C07HBa0048I07, *** SEQUENCING IN PROGRESS ***,6 2
ordered pieces

Medicago truncatula clone mth2-2n5, WORKING DRAFT
SEQUENCE, 16 unordered pieces

Sus scrofa chromosome 16 clone CH242-178B1, WORKING
DRAFT SEQUENCE, 11 unordered pieces

Sus scrofa chromosome 15 clone CH242-146Gl, WORKING
DRAFT SEQUENCE, 3 unordered pieces

Bos taurus clone CH240-67I19, WORKING DRAFT SEQUENCE,
9 unordered pieces

Bos taurus clone CH240-75I21, WORKING DRAFT SEQUENCE,
10 unordered pieces

Bos taurus clone CH240-503J12, WORKING DRAFT
SEQUENCE, 7 unordered pieces

Sus scrofa chromosome 1 clone CH242-171G22, WORKING
DRAFT SEQUENCE, 18 unordered pieces

Sus scrofa chromosome X clone CH242-31B7, WORKING
DRAFT SEQUENCE, 18 unordered pieces

Zea mays chromosome 6 clone CH201-147G23;
ZMMBBc0147G23, *** SEQUENCING IN PROGRESS ***, 8
unordered pieces

Lotus japonicus chromosome 6 clone LjT10I04, ***
SEQUENCING IN PROGRESS ***, 13 unordered pieces

Sus scrofa chromosome 16 clone CH242-278I11, WORKING
DRAFT SEQUENCE, 4 unordered pieces

Sus scrofa chromosome 6 clone CH242-250B15, ***
SEQUENCING IN PROGRESS ***, 23 unordered pieces
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CU466485.2

AC224991.1

AC224296.1

AC222479.1

CU694787.1

AC218818.1

AC170322.3

AC167471.4

AC168138.3

AC170145.3

AC173095.4

AC215283.2

CU638861.1

AC215978.2

AC206724.2

AC183177.2

AC207021.2

CU138566.4

AC123293.3

AC165198.2

AC009667.3

CR388142.3

CR853283.3

BX629351.9

AC068550.3

AC005505.8

CR352214.5

AC024477.1

AC024976.1

ACO021112.3

AC068005.2

Sus scrofa chromosome 13 clone CH242-441K6, ***
SEQUENCING IN PROGRESS ***, 11 unordered pieces

Bos taurus clone CH240-46H1, WORKING DRAFT SEQUENCE,

43 unordered pieces

Bos taurus clone CH240-490L21, WORKING DRAFT
SEQUENCE, 14 unordered pieces

Bos taurus clone CH240-419C20, WORKING DRAFT
SEQUENCE, 4 unordered pieces

Sus scrofa chromosome 3 clone CH242-274P2, WORKING
DRAFT SEQUENCE, 3 unordered pieces

Bos taurus clone CH240-293I7, WORKING DRAFT SEQUENCE,

6 unordered pieces

Bos taurus clone CH240-261K11, WORKING DRAFT
SEQUENCE, 2 unordered pieces

Bos taurus clone CH240-211F9, WORKING DRAFT SEQUENCE,

9 unordered pieces

Bos taurus clone CH240-203C3, WORKING DRAFT SEQUENCE,

3 unordered pieces

Bos taurus clone CH240-199C24, WORKING DRAFT
SEQUENCE, 4 unordered pieces

Bos taurus clone CH240-190C23, WORKING DRAFT
SEQUENCE, 9 unordered pieces

Zea mays chromosome 6 clone CH201-163P5;
ZMMBBc0163P05, *** SEQUENCING IN PROGRESS ***, 6

unordered pieces

Sus scrofa chromosome 6 clone CH242-450D10, ***
SEQUENCING IN PROGRESS ***, 23 unordered pieces

Felis catus clone RP86-506H22, WORKING DRAFT
SEQUENCE, 3 ordered pieces

Macaca mulatta chromosome UNKNOWN clone CH250-78L17,

WORKING DRAFT SEQUENCE,

2 unordered pieces

Bos taurus clone CH240-100Cl1, WORKING DRAFT
SEQUENCE, 4 unordered pieces

Pongo abelii chromosome UNKNOWN clone CH276-258G8,

WORKING DRAFT SEQUENCE,

2 unordered pieces

Sus scrofa chromosome 4 clone CH242-25506, WORKING
DRAFT SEQUENCE, 2 unordered pieces

Rattus norvegicus clone CH230-244N8, WORKING DRAFT
SEQUENCE, 4 unordered pieces

Oryctolagus cuniculus clone LB1-129M6, WORKING DRAFT

SEQUENCE, 3 ordered pieces

Homo sapiens chromosome 1 clone RP11-8L2 map 1,
LOW-PASS SEQUENCE SAMPLING

Danio rerio chromosome 7 clone DKEY-250G10, WORKING
DRAFT SEQUENCE, 5 unordered pieces

Danio rerio clone DKEY-152K11, *** SEQUENCING IN
PROGRESS ***, 14 unordered pieces

Danio rerio clone DKEY-63B7, WORKING DRAFT SEQUENCE,

8 unordered pieces

Homo sapiens chromosome 17 clone RP11-659P18, WORKING

DRAFT SEQUENCE, 7 unordered pieces

Plasmodium falciparum chromosome 12 clone 3D7, ***
SEQUENCING IN PROGRESS ***

Danio rerio clone CH211-256D24, 16 unordered pieces

Homo sapiens chromosome X clone RP11-770015 map X,
LOW-PASS SEQUENCE SAMPLING

Homo sapiens chromosome 4 clone RP11-620N17 map 4,
LOW-PASS SEQUENCE SAMPLING

Homo sapiens chromosome UL clone RP11-256B9, WORKING

DRAFT SEQUENCE, 31 unordered pieces

Homo sapiens chromosome 6 clone RP11-704J17 map 6,

WORKING DRAFT SEQUENCE,

12 unordered pieces
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Homo sapiens chromosome 1 clone RP11-184G21 map 1, 42.8 42.8 1% 7.4 81%
AC025122.3 WORKING DRAFT SEQUENCE, 22 unordered pieces

Rattus norvegicus clone CH230-176C2, *** SEQUENCING 42.8 42.8 1% 7.4 90%
AC135884.2 IN PROGRESS ***, 4 unordered pieces

Mus musculus clone RG-MBAC 270F3, LOW-PASS SEQUENCE 42.8 42.8 1% 7.4 84%
AC020814.2 SAMPLING

Rattus norvegicus clone CH230-unknown, *** SEQUENCING 42.8 42.8 1% 7.4 85%
AC137201.1 IN PROGRESS ***

Homo sapiens chromosome 17 clone hRPC.908_O_12 map 42.8 42.8 1% 7.4 92%
AC007933.1 17, *** SEQUENCING IN PROGRESS ***, 11 unordered

pieces

Plasmodium falciparum chromosome 12, *** SEQUENCING 42.8 42.8 1% 7.4 87%

AC005139.3 IN PROGRESS ***, 5 unordered pieces

Rattus norvegicus clone CH230-33H17, *** SEQUENCING 42.8 42.8 1% 7.4 92%
AC096075.5 IN PROGRESS #***

Oryza sativa Japonica Group chromosome 8 clone 42.8 42.8 1% 7.4 84%
AP004555.1 P0017F04, *** SEQUENCING IN PROGRESS ***

7 of 26 10/7/08 3:27 PM



NCBI Blast:Nucleotide sequence (2444 letters) file:///Users/sr320/Desktop/Blast.cgi.html

Alignments Select All Get selected sequences Distance tree of results

>emb |CU570979.19 | ) panio rerio chromosome 2 clone CH73-147D18, WORKING DRAFT SEQUENCE,
2 unordered pieces
Length=109000

Sort alignments for this subject sequence
E value Score Percent identity
Query start position Subject start pos

Score = 95.1 bits (104), Expect = le-15
Identities = 108/145 (74%), Gaps = 0/145 (0%)
Strand=Plus/Plus

Query 1255 ?I CAATTTGCTCTGGGACACTCCTTCTTTGGTCTACTACCAGGATTGTTTATGTATGGCA 1314

Sbjct 13721 AAATTTGCTGTGGGCCATGAGGCCTTTGGTCTGGTTCCAGGTTTGATAATGTATGCTA 13780
Query 1315 CAATCTGGTTACGAGAACATAACAGAGTGTGTGACATCTTGAAAAAGGAGCATCCAGAAT 1374

Sbjct 13781 CCATTTGGCTCCGTGAGCACAACCGTGTCTGTGACATCATGAAGCAGGAACATCCTGACT 13840

Query 1375 GGAATGATGAGAGATTATTTCAAAC 1399

Sbjct 13841 GGGATGATGAGAGAATCTTCCAAAC 13865

Score = 69.8 bits (76), Expect = 5e-08
Identities = 116/168 (69%), Gaps = 0/168 (0%)
Strand=Plus/Plus

Query 1418 AGGAGAGACCATTAAAATTGTTATAGAGGACTATGTAAAACATCTCAGCAACTATAATTA 1477

Sbjct 14698 AGGTGAGACCATCAAAATTGTGATCGAGGACTATGTTCAGCACTTGAGTGGATACAACTT 14757
Query 1478 TGATTTGATCTTTAATCCTGAATTGCTGTTTGGCGAGCCATTCCAGTATCAGAACAGGAT 1537

Sbjct 14758 CAAGCTCAAGTTTGACCCAGAGCTCATCTTCAGTGAGCGTTTCCAGTACCAGAACCGTAT 14817
Query 1538 TGCTTTAGAATTCAACCATCTTTATCACTGGCATCCCCTGATGCCAGA 1585

Sbjct 14818 TGCGGCCGAATTCAATACCCTGTATCACTGGCATCCACTGTTGCCGGA 14865

>gb|A0101212.1| [] Mus musculus clone RP23-182G21, LOW-PASS SEQUENCE SAMPLING
Length=59388

Sort alignments for this subject sequence
E value Score Percent identity
Query start position Subject start pos

Score = 93.3 bits (102), Expect = 5e-15
Identities = 107/144 (74%), Gaps = 0/144 (0%)
Strand=Plus/Plus

Query 1256 GCAATTTGCTCTGGGACACTCCTTCTTTGGTCTACTACCAGGATTGTTTATGTATGGCAC 1315

Sbjct 57223 GCAGTTTGCTGTGGGGCAGGAAGTCTTTGGTCTGGTGCCTGGTCTGATGATGTATGCCAC 57282
Query 1316 AATCTGGTTACGAGAACATAACAGAGTGTGTGACATC AGCATCCAGAATG 1375
et 57285 chbbllebeldob et N heteocl TR s7sec
Query 1376 GAATGATGAGAGATTATTTCAAAC 1399

Sbjct 57343 GGGTGATGAGCAACTATTCCAAAC 57366

Score = 73.4 bits (80), Expect = 4e-09
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Identities = 117/168 (69%), Gaps = 0/168 (0%)
Strand=Plus/Plus

Query 1418 AGGAGAGACCATTAAAATTGTTATAGAGGACTATGTAAAACATCTCAGCAACTATAATTA
sbict 57552 AehtAtAlTAtcAchtablehtctiadAtthcbiccidActichboarthcchetr
Query 1478 TGATTTGATCTTTAATCCTGAATTGCTGTTTGGCGAGCCATTCCAGTATCAGAACAGGA'
shyet 37612 calacholnchblololatlockebbrbeanbolbinc LML ckold
Query 1538 TGCTTTAGAATTCAACCATCTTTATCACTGGCATCCCCTGATGCCAGA 1585

sojot 57672 tbbctordihbbiiddacablotbehbibddctbibbetbbbcld 57710

>gb|AC219539.1| [] Bos taurus clone CH240-330H4, WORKING DRAFT SEQUENCE, 21

pieces
Length=181633

file:///Users/sr320/Desktop/Blast.cgi.html

1477
57611
1537
57671

unordered

Sort alignments for this subject sequence

E value Score

Query start position

Score = 87.8 bits (96), Expect
Identities = 95/126 (75%), Gaps
Strand=Plus/Minus

2e-13
0/126 (0%)

Query 1260 TTTGCTCTGGGACACTCCTTCTTTGGTCTACTACCAGGATTGTTTATGTATGGCACAATC
sbjct 9028 Hhhbtohidécthcennchibbhddithecteddnbbrehatohbbbibdebhichtn
Query 1320 TGGTTACGAGAACATAACAGAGTGTGTGACATCTTGAAAAAGGAGCATCCAGAATGGAAT
syt 8968 HebehhidothhbicAbdhbhbbiidibiratoctrhichathbibbdAbhibddoce
Query 1380 GATGAG 1385
Sbjct 8908 éAééAé 8903

Score = 66.2 bits (72), Expect = 6e-07
Identities = 116/169 (68%), Gaps = 0/169 (0%)
Strand=Plus/Minus

Query 1417 TAGGAGAGACCATTAAAATTGTTATAGAGGACTATGTAAAACATCTCAGCAACTATAATT
sbjct 8587 AAbbAbiakinhbblcAribtcitrihabibtctthccdonbehbractbhtcact
Query 1477 ATGATTTGATCTTTAATCCTGAATTGCTGTTTGGCGAGCCATTCCAGTATCAGAACAGGA
sbict 8527 reamachhachtichcddabhoctbtrtonabendacttthbbhclAdddtcleh
Query 1537 TTGCTTTAGAATTCAACCATCTTTATCACTGGCATCCCCTGATGCCAGA 1585
sbict 8467 hctoonbhetbridacabtebbclAdibbbitiddddnckbbbald sa1s

Percent identity
Subject start pos

1319
8969
1379
8909

1476
8528
1536
8468

>gb|AC103546 7| [] Rattus norvegicus clone CH230-79A7, *** SEQUENCING IN PROGRESS

**, 6 unordered pieces
Length=245916

Sort alignments for this subject sequence

E value Score

Query start position

Score = 87.8 bits (96), Expect = 2e-13
Identities = 92/121 (76%), Gaps = 0/121 (0%)
Strand=Plus/Minus

Query 1279 TC GGTCTACTACCAGGATTGTTTATGTATGGCACAATCTGGTTACGAGAACATAACA
dorer 127555 AL dcotoboddmchntou b crho kel ool
Query 1339 GAGTGTGTGACATCTTGAAAAAGG. ATCCAGAATGGAATGATGAGAGATTATTTCAAA
doret 127455 LN ebmelebdom ol Lo T LT
Query 1399 C 1399

Sbjct 127438 C 127438

Score = 73.4 bits (80), Expect = 4e-09
Identities = 117/168 (69%), Gaps = 0/168 (0%)
Strand=Plus/Minus

Percent identity
Subject start pos

1338
127499
1398
127439
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Query
Sbjct
Query
Sbjct
Query

Sbjct

Score

1418
127250
1478
127190
1538
127130

= 44.6 bits (48),
Identities = 33/39 (84%), Gaps =

AGGAGAGACCATTAAAATTGTTATAGAGGACTATGTAAAACATCTCAGCAACTATAATTA

AGGAGAGACGATCAAGATAGTGATCGAAGACTACGTGCAACACCTGAGCGGTTACCACTT

TGATTTGATCTTTAATCCTGAATTGCTGTTTGGCGAGCCATTCCAGTATCAGAACAGGAT

CAAACTCAAGTTCGACCCAGAGCTGCTTTTCAACCAGCAGTTCCAGTATCAGAACCGCA

Tl|TTTAGAATTCAACCATCTTTATCAC"GGCATCCCCTGATGCCAGA 1585

CCTCTGAATTCAACACACTCTATCACTGGCATCCGCTGCTGCCGGA

127083

Expect = 2.1
0/39 (0%)

Strand=Plus/Minus

Query
Sbjct

>gb|A0127913 3| Bl rattus norvegicus clone CH230-20808,

1010
128873

CTTTGCTCAGCACTTCACTCACATGTTCTTCAAGACTGA

CTTTGCCCAGCACTTCACTCATCAGTTTTTCAAGACAGA

1048
128835

*%% 2 unordered pieces

Length=

Score = 87.8 bits (96),
Identities = 92/121 (76%), Gaps

238837

file:///Users/sr320/Desktop/Blast.cgi.html

1477
127191
1537
127131

**%* SEQUENCING IN PROGRESS

Sort alignments for this subject sequence

E value Score

Expect = 2e-13

0/121 (0%)

Strand=Plus/Minus

Query
Sbjct
Query
Sbjct
Query

Sbjct

Score

1279
222446
1339
222386
1399
222326

= 73.4 bits (80),

TCTTTGGTCTACTACCAGGATTGTTTATGTATGGCACAATCTGGTTACGAGAACATAAC
L e b L T LT
GAGTGTGTGACATCTTGAAAAAGGAGCATCCAGAATGGAATGATGAGAGATTATTTCAAA
shbbtbbbhnitactcarhehbbAbbibbriiatibohtbhcbibcbctottctith
c 1399
C 222326

Identities = 117/168 (69%??pg§;s==487228 (0%)

Strand=Plus/Minus

Query
Sbjct
Query
Sbjct
Query
Sbjct

Score

1418
222138
1478
222078
1538
222018

= 44.6 bits (48),
Identities = 33/39 (84%), Gaps =

AGGAGAGACCATTAAAATTGTTATAGAGGACTATGTAAAACATCTCAGCAACTATAATTA

AGGAGAGACGATCAAGATAGTGATCGAAGACTACGTGCAACACCTGAGCGGTTACCACTT

TGATTTGATCTTTAATCCTGAATTGCTGTTTGGCGAGCCATTCCAGTATCAGAACAGGAT

CAAACTCAAGTTCGACCCAGAGCTGCTTTTCAACCAGCAGTTCCAGTATCAGAACCGCAT

Tl|TTTAGAATTCAACCATCTTTATCACTGGCATCCCCTGATGCCAGA 1585

CCTCTGAATTCAACACACTCTATCACTGGCATCCGCTGCTGCCGGA 221971

Expect = 2.1
0/39 (0%)

Strand=Plus/Minus

Query

Sbjct

>gb|AC163403.3| I Mus musculus chromosome 5 clone RP23-301J3 map 5,
IN PROGRESS #***%,
Length=

Score = 77.0 bits (84),
Identities = 123/172 (71%), Gaps =

1010
223761

232242

CTTTGCTCAGCACTTCACTCACATGTTCTTCAAGACTGA

CTTTGCCCAGCACTTCACTCATCAGTTTTTCAAGACAGA

1048
223723

12 unordered pieces

Expect = 4e-10
6/172 (3%)

Strand=Plus/Plus

Query
Sbjct

Query

1414
32546
1474

TTCTAGGAGAGAC

TTGTAGGAGAAAC

TATAGAGGACTATGTAAAACATCTCAGCAACTATA

CATTGAGGAGTATGTGCAGCACTTGAGTGGCTATT

ATTATG-ATTTGATCTTTAATCCTGAATTGCTGTTTGGCGAGCCA--TTCCAGTATCAGA

Percent identity
Query start position

Subject start pos

1338
222387
1398
222327

1477
222079
1537
222019

**%* SEQUENCING

1473
32605
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Sbjct 32606 -TCCTGCAGCTCAAGTTTGACCCGGAGCTGCTGTTC--CGAGCCCAGTTCCAATATCGAA 32662
Query 1531 ACAGGATTGCTTTAGAATTCAACCATCTTTATCACTGGCATCCCCTGATGCC 1582

Sbjct 32663 ACCGCATCGCCATGGAATTTAACCATCTCTATCACTGGCATCCACTCATGCC 32714

>emb |CU640376.2 | BB sus scrofa chromosome 9 clone CH242-149022, WORKING DRAFT SEQUENCE
Length=169630

Score = 73.4 bits (80), Expect = 4e-09
Identities = 160/234 (68%), Gaps = 8/234 (3%)
Strand=Plus/Minus

Query 1848 ACAGGAGAGAAGAAAATGGCCAAGCA-ACTT-GAGGATTTCTATGGTGATGTTAATGCTG 1905

Sbjct 137458 ACAGGAGAGAAGGAAATGGCT--GCAGAGTTAGAAGCGCTCTATGGTGACATTGATGCCA 137401

Query 1906 TGGAGTTTTATGTAGGATTGATAATGGAGAAAAGAAGA-CACA-ATTCTATGTTTGGTGA 1963

Sbjct 137400 TGGAGCTGTATCCTGCCCTTCTGGT--AGAAAAGCCTCGCCCAGATGCCATCTTTGGGGA 137343

Query 1964 CTCTTTGGTACAAATTGGTGCCCCGTATTCTGTGAAGGGTCTGATGGCAAATCCTATYTG 2023
sbjct 137302 caeahibthoboctbbabibddatrebontbhiabiadhnbbbonihbbbdcld 137265
Query 2024 TAGTCCCAAGTACTGGAAAYCTTCTACGTTTGGTGGAGAGGTTGGGTTCAACAT 2077

sbjt 137282 rchidrohbbibiddihecacthbrbbhdehbbibhadhabbotinhhabt 137220

>gb|AC095363 8| [] Rattus norvegicus clone CH230-1L12, *** SEQUENCING IN PROGRESS
*%%* 3 unordered pieces
Length=360260

Sort alignments for this subject sequence
E value Score Percent identity
Query start position Subject start pos

Score = 73. 4 bits (80), Expect = 4e-09
Identities = 78/101 (77%), Gaps = 4/101 (3%)
Strand=Plus/Plus
Query 1488 TTTAATCCTGAATTGCTGTTTGGCGAGCCA--TTCCAGTATCAGAACAGGATTGCTTTAG 1545

Sbjct 190154 TTTGACCCGGAGCTGCTGTTC--CGAGCCCAGTTCCAGTATCGCAACCGCATCGCCTTGG 190211
Query 1546 AATTCAACCATCTTTATCACTGGCATCCCCTGATGCCAGAT 1586

Sbjct 190212 AATTCAACCACCTCTATCACTGGCATCCGCTCATGCCTGAT 190252

Score = 69.8 bits (76), Expect = 5e-08
Identities = 67/86 (77%), Gaps = 0/86 (0%)
Strand=Plus/Plus

Query 960 GGAATTCATTCCCGAGCCGTTAGGGACGAGTGCCTTATTTCCTTACTTTGCTCAG 1019

Sbjct 185599 AGAAGGGAGTTCATTCCCGCCCCGCAGGGGACCAACGTCTTGTTTGCTTTCTTTGCACAA 185658

Query 1020 CACTTCACTCACATGTTCTTCAAGAC 1045

Sbjct 185659 CACTTCACCCACCAGTTCTTCAAGAC 185684

Score = 68.0 bits (74), Expect = 2e-07
Identities = 167/255 (65%), Gaps = 0/255 (0%)
Strand=Plus/Plus

Query 1848 ACAGGAGAGAAGAAAATGGCCAAGCAACTTGAGGATTTCTATGGTGATGTTAATGCTGTG 1907

Sbjct 196579 ACAGGAGAGAAGGAGATGGCCGCTGAGTTGGAGGAGCTATATGGTGACATCGATGCTTTA 196638
Query 1908 GAGTTTTATGTAGGATTGATAATGGAGAAAAGAAGACACAATTCTATGTTTGGTGACTCT 1967

Sbjct 196639 GAGTTCTACCCGGGGCTGATGCTGGAGAAGTGCCAGCCCAACTCCCTCTTTGGGGAGAGC 196698

Query 1968 TTGGTACAAATTGGTGCCCCGTATTCTGTGAAGGGTCTGATGGCAAATCCTATYTGTAGT 2027

Sbjct 196699 ATGATAGAGATGGGGGCTCCTTTCTCCCTCAAGGGCCTCCTAGGGAATCCCATCTGTTCC 196758
e e e

Sbjct 196759 CCAGAGTACTGGAAACCCAGCACATTCGGTGGTGATGTGGGTTTCAACATCGTTAACACA 196818
Query 2088 TCTTCACTTAAAAAA
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Sbjct 196819 GCCTCACTGAAGAAA 196833

>gb|A0106602 4| [] Rattus norvegicus clone CH230-209I9, *** SEQUENCING IN PROGRESS
*x% 20 unordered pieces
Length 319104

Sort alignments for this subject sequence
E value Score Percent identity
Query start position Subject start pos

Score = 73.4 bits (80), Expect = 4e-09
Identities = 78/101 (77%), Gaps = 4/101 (3%)
Strand=Plus/Plus

Query 1488 TTTAATCCTGAATTGCTGTTTGGCGAGCCA--TTCCAGTATCAGAACAGGATTGCTTTAG 1545

Sbjct 80623 TTTGACCCGGAGCTGCTGTTC--CGAGCCCAGTTCCAGTATCGCAACCGCATCGCCTTGG 80680
Query 1546 AATTCAACCATCTTTATCACTGGCATCCCCTGATGCCAGAT 1586

Sbjct 80681 AATTCAACCACCTCTATCACTGGCATCCGCTCATGCCTGAT 80721

Score = 69.8 bits (76), Expect = 5e-08
Identities = 67/86 (77%), Gaps = 0/86 (0%)
Strand=Plus/Plus

Query 960 AAAGGAATTCATTCCCGAGCCGTTAGGGACGAGTGCCTTATTTCCTTACTTTGCTCAG 1019

Sbjct 76168 AGAAGGGAGTTCATTCCCGCCCCGCAGGGGACCAACGTCTTGTTTGCTTTC GCACAA 76227

Query 1020 CACTTCACTCACATGTTCTTCAAGAC 1045

Sbjct 76228 CACTTCACCCACCAGTTCTTCAAGAC 76253

Score = 68.0 bits (74), Expect = 2e-07
Identities = 167/255 (65%), Gaps = 0/255 (0%)
Strand=Plus/Plus

Query 1848 ACAGGAGAGAAGAAAATGGCCAAGCAACTTGAGGATTTCTATGGTGATGTTAATGCTGTG 1907

Sbjct 87048 ACAGGAGAGAAGGAGATGGCCGCTGAGTTGGAGGAGCTATATGGTGACATCGATGCTTTA 87107

Query 1908 GAGTTTTATGTAGGATTGATAATGGAGAAAAGAAGACACAATTCTATGTTTGGTGACTCT 1967

Sbjct 87108 GAGTTCTACCCGGGGCTGATGCTGGAGAAGTGCCAGCCCAACTCCCTCTTTGGGGAGAGC 87167

Query 1968 TTGGTACAAATTGGTGCCCCGTATTCTGTGAAGGGTCTGATGGCAAATCCTATYTGTAGT 2027

Sbjct 87168 ATGATAGAGATGGGGGCTCCTTTCTCCCTCAAGGGCCTCCTAGGGAATCCCATCTGTTCC 87227

Query 2028 CCCAAGTACTGGAAAYCTTCTACGTTTGGTGGAGAGGTTGGGTTCAACATAGTAAAAACT 2087

Sbjct 87228 CCAGAGTACTGGAAACCCAGCACATTCGGTGGTGATGTGGGTTTCAACATCGTTAACACA 87287
Query 2088 TCTTCACTTAAAAAA

Sbjct 87288 GCCTCACTGAAGAAA 87302

>emb |AL353767.14 | B somo sapiens chromosome 9 clone RP11-563N7, 6 unordered pieces
Length=199985

Score = 73.4 bits (80), Expect = 4e-09
Identities = 119/169 (70%), Gaps = 2/169 (1%)
Strand=Plus/Minus

Query 1418 AGGAGAGACCATTAAAATTGTTATAGAGGACTATGTAAAACATCTCAGCAACTATAATTA 1477

Sbjct 93916 AGGGGAGACCATCAAGATTGTCATCGAGGAGTACGTGCAGCAGCTGAGTGGCTATT-TCC 93858
Query 1478 TG-ATTTGATCTTTAATCCTGAATTGCTGTTTGGCGAGCCATTCCAGTATCAGAACAGGA 1536

Sbjct 93857 TGCAGCTGAAATTTGACCCAGAGCTGCTGTTCGGTGTCCAGTTCCAATACCGCAACCGCA 93798
Query 1537 TTGCTTTAGAATTCAACCATCTTTATCACTGGCATCCCCTGATGCCAGA 1585

Sbjct 93797 TTGCCATGGAGTTCAACCATCTCTACCACTGGCACCCCCTCATGCCTGA 93749

>gb|AC114874.5| B rattus norvegicus clone CH230-54D3, WORKING DRAFT SEQUENCE, 5
unordered pieces
Length=224597

Score = 69.8 bits (76), Expect = 5e-08
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Identities = 67/86 (77%), Gaps = 0/86 (0%)
Strand=Plus/Plus

Query 960 AGAAAGGAATTCATTCCCGAGCCGTTAGGGACGAGTGCCTTATTTCCTTACTTTGCTCAG 1019

Sbjct 223926 AGAAGGGAGTTCATTCCCGCCCCGCAGGGGACCAACGTCTTGTTTGCTTTCTTTGCACAA 223985

Query 1020 CACTTCACTCACATGTTCTTCAAGAC 1045

Sbjct 223986 CACTTCACCCACCAGTTCTTCAAGAC 224011

>emb |CU210908.2 | [] Sus scrofa chromosome 1 clone CH242-184P19, WORKING DRAFT SEQUENCE,
5 unordered pieces
Length=208946

Sort alignments for this subject sequence
E value Score Percent identity
Query start position Subject start pos

Score = 68.0 bits (74), Expect = 2e-07
Identities = 160/239 (66%), Gaps = 4/239 (1%)
Strand=Plus/Minus

e M e
Sbjct 154471 AGGAGAGAAGGAGATGGC--AGCTGAGTTGGAGGAGCTGTATGGAGACATCGATGCCTTG 154414
Query 1908  GAGTTTTATGTAGGATTGATAATGGAGAAAAGAAGACACAATTCTATGTTTGGTGACTCT 1967

Sbjct 154413 GAGTTCTACCCAGGGCTGCTTCTCGAGAAGTGCCTCCCAAACTCCATCTTTGGGGAGAGT 154354
Query 1968 TTGGTACAAATTGGTGCCCCGTATTCTGTGAAGGGTCTGATGGCAAATCCTATYTGTAGT 2027

Sbjct 154353 ATGATAGAAATTGGGGCCCCTTTTTCCCTTAAGGGCCTCTTAGGGAATCCCATCTGTTCC 154294
Query 2028 CCCAAGTACTGGAAAYCTTCTACGTTTGGTGGAGAGGTTGGGTTCAACATAGTAAAAAC 2086

Sbjct 154293 CCTCAGTACTGGAAGGCGAGCACGTTTGGTGGCGAGATGGGCTTCAACCTTGTCAAGAC 154235

Score = 46.4 bits (50), Expect = 0.61
Identities = 38/45 (84%), Gaps = 1/45 (2%)
Strand=Plus/Minus

Query 1002 TTTCCTTACTTTGCTCAGCACTTCACTCACATGTTCTTCAAGACT 1046

Sbjct 167461 TTGCCTT-CTTTGCCCAACACTTCACCCACCAGTTCTTCAAGACT 167418

>emb |CU915485.1| Bl sus scrofa chromosome 1 clone CH242-344M23, WORKING DRAFT SEQUENCE,
23 unordered pieces
Length=195222

Score = 53.6 bits (58), Expect = 0.004
Identities = 46/56 (82%), Gaps = 1/56 (1%)
Strand=Plus/Plus

Query 2319 TTAGTTATGCATTATTTTCA!' ACTTTCTGAATTTAGTAGCATTTA 2374

Sbjct 186016 TTATTTATGTATTTATTTCAT ACTCAATGAATTTATTA-CATTTA 186070

>emb |CU633513.2| ) sus scrofa chromosome 1 clone CH242-384I14, WORKING DRAFT SEQUENCE,
9 unordered pieces
Length=187346

Score = 53.6 bits (58), Expect = 0.004
Identities = 46/56 (82%), Gaps = 1/56 (1%)
Strand=Plus/Minus

Query 2319 TTAGTTATGCATTATTTTCATTTTTAAAAA! CTTTCTGAATTTAGTAGCATTTA 2374

Sbjct 42314 TTATTTATGTATTTATTTCATTTTTAAAAA TCAATGAATTTATTA-CATTTA 42260

>gb|AC217554.2| Bl zea mays chromosome 2 clone CH201-279C23; ZMMBBc0279C23, ***
SEQUENCING IN PROGRESS ***, 14 unordered pieces
Length=158654

Score = 50.0 bits (54), Expect = 0.050
Identities = 39/46 (84%), Gaps = 3/46 (6%)
Strand=Plus/Plus

Query 2380 AATAATGTCT---ATTAATATTTTTATAGATGTTTTGAATTTGAAA 2422
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Sbjct 108775 AATAATGTTTTGTATAAATATTTTTATAGATATTCTGAATTTGAAA 108820

>gb|AC168093.4| Bl Bos taurus clone CH240- 234F5, WORKING DRAFT SEQUENCE, 5 unordered
pieces
Length=185148

Score = 46.4 bits (50), Expect = 0.61
Identities = 44/54 (81%), Gaps = 3/54 (5%)
Strand=Plus/Minus

Query 1844 ACTGACAGGAGAGAAGAAAATGGCCAAGCAACTTGAGGATTTCTATGGTGATGT 1897

Sbjct 152637 ACTCACAGGAGAGAAGAGACTGGAGAAGGGACTTGAGGA--TCTA-GGTGATGT 152587

>gb|AC152100 4| [] Bos taurus clone CH240-1A14, WORKING DRAFT SEQUENCE, 12 unordered
pieces
Length=207122

Score = 46.4 bits (50), Expect = 0.61
Identities = 44/54 (81%), Gaps = 3/54 (5%)
Strand=Plus/Plus

Query 1844 ACTGACAGGAGAGAAGAAAATGGCCAAGCAACTTGAGGATTTCTATGGTGATGT 1897

Sbjct 142101 ACTCACAGGAGAGAAGAGACTGGAGAAGGGACTTGAGGA--TCTA-GGTGATGT 142151

>emb | CU468501.2 | Il sus scrofa chromosome 15 clone CH242-50H16, WORKING DRAFT SEQUENCE,
2 unordered pieces
Length=190959

Score = 46.4 bits (50), Expect = 0.61
Identities = 31/35 (88%), Gaps = 0/35 (0%)
Strand=Plus/Minus

Query 2324 TATGCATTATTTTCA CTTTCTG 2358

Sbjct 207 TATGGATGATTTTAATA TTTCTG

>emb |CU467931.2| ) sus scrofa chromosome 15 clone CH242-41C11, WORKING DRAFT SEQUENCE,
2 unordered pieces
Length=174982

Score = 46.4 bits (50), Expect = 0.61
Identities = 31/35 (88%), Gaps = 0/35 (0%)
Strand=Plus/Minus

Query 2324 TATGCATTATTTTCATTTTTAAAAATCACTTTCTG 2358

Sbjct 164307 TATGGATGATTTTAATA ACTTTCTG 164273

>emb |CT025922.5| [] Danio rerio chromosome 23 clone DKEY-153L22, WORKING DRAFT SEQUENCE,
5 unordered pieces
Length=236437

Score = 46.4 bits (50), Expect = 0.61
Identities = 33/37 (89%), Gaps = 1/37 (2%)
Strand=Plus/Minus

Query 2313 AAATGCTTAGTTATGCATTATTTTCATTTTTAAAAAT 2349

L]
Sbjct 55572 AAATTCTTA-TTATGTATTAGTTTCATTTTTAAAAAT 55537

>emb |CT025684.1| BB panio rerio chromosome 5 clone DKEY-218F17, *** SEQUENCING IN
PROGRESS ***, 3 unordered pieces
Length=150835

Score = 46.4 bits (50), Expect = 0.61
Identities = 33/37 (89%), Gaps = 1/37 (2%)
Strand=Plus/Plus

Query 2313 AAATGCTTAGTTATGCATTA

TTTTCATTTTT
||||||||||||||||| L]

Sbjct 141231 AAATTCTTA-TTATGTATTAGTTTCATTTTT

2349

L
AAAAA

T 141266

>emb |CR940347.1| TANN11 I Theileria annulata strain Ankara isolate clone C9, *** SEQUENCING
IN PROGRESS ***
Length=2592520
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Features in this part of subject sequence:
hypothetical protein

Score = 46.4 bits (50), Expect = 0.61
Identities = 59/80 (73%), Gaps = 1/80 (1%)
Strand=Plus/Minus

e L e ey,
Sbjct 1191785 ATTTTTAAAAAT TTTTAAAATTAATTAAATTTAATTTTTTTAATTTTAATTAATTT 1191726
Query 2398 TTTTATAGATGTTTTGAATT 2417

Sbjct 1191725 TTTTGTAGAT-TAATGAATT 1191707

>emb | CR450839.1| ) panio rerio clone DKEY-126L15, WORKING DRAFT SEQUENCE, 7 unordered
pieces
Length=194883

Score = 46.4 bits (50), Expect = 0.61
Identities = 33/37 (89%), Gaps = 1/37 (2%)
Strand=Plus/Minus

Query 2313 AAATGCTTAGTTATGCATTATTTTCATTTTTAAAAAT 2349

Sbjct 126377 AAATTCTTA-TTATGTATTAGTTTCATTTTTAAAAAT 126342

>gb|AC230488.1| Il Bos taurus clone CH240-508A23, WORKING DRAFT SEQUENCE, 5 unordered
pleces
Length=160400

Score = 44.6 bits (48), Expect = 2.1
Identities = 29/32 (90%), Gaps = 0/32 (0%)
Strand=Plus/Plus

Query 1220 TCCAATGGGATATC GGAAAAGA 1251

Sbjct 143870 TCCAAGGGGATAT TGGAAAGGA 143901

>gb|AC230477.1| Bl 50s taurus clone CH240-507L14, WORKING DRAFT SEQUENCE, 11 unordered
pieces
Length=218350

Score = 44.6 bits (48), Expect = 2.1
Identities = 29/32 (90%), Gaps = 0/32 (0%)
Strand=Plus/Minus

Query 1220 TCCAATGGGATA! AAAAGA 1251

Sbjct 211432 TCCAAGGGGATATTC GGAAAGGA 211401

>emb|CUQl4467.1£ ) sus scrofa chromosome 13 clone CH242-352C21, *** SEQUENCING IN
PROGRESS ***, 32 unordered pieces
Length=152661

Score = 44.6 bits (48), Expect = 2.1
Identities = 31/34 (91%), Gaps = 1/34 (2%)
Strand=Plus/Minus

Query 2316 TGCTTAGTTATGCATTATTTTCATTTTTAAAAAT 2349

||
Sbjct 130884 TGCTT-GTTATGCAATATTTTCATTTTTAAAGAT 130852

>emb |CU856347.2| [] Danio rerio chromosome 5 clone CH73-24M4, *** SEQUENCING IN PROGRESS
*x% 19 unordered pieces
Length=79321

Score = 44.6 bits (48), Expect = 2.1
Identities = 33/39 (84%), Gaps = 0/39 (0%)
Strand=Plus/Minus

Query 1011 TTTGCTCAGCACTTCACTCACATGTTCTTCAAGACTGAC 1049

Sbjct 64435 TTCGCTCAGCACTTCACACACCAGTTTTTCAAGACTCAC 64397

>gb|AC225013 1| [] Bos taurus clone CH240-469M21, WORKING DRAFT SEQUENCE, 33 unordered
pieces
Length=279257
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Score = 44.6 bits (48), Expect = 2.1
Identities = 29/32 (90%), Gaps = 0/32 (0%)
Strand=Plus/Plus

Query 1220 TCCAATGGGATATCCAAAGGGAATGGAAAAGA 1251

Sbjct 186374 TCCAAGGGGATA AAAGGGAATGGAAAGGA 186405

>gb|AC224993.1| [] Bos taurus clone CH240-470A18, WORKING DRAFT SEQUENCE, 3 unordered
pieces
Length=143292

Score = 44.6 bits (48), Expect = 2.1
Identities = 38/45 (84%), Gaps = 3/45 (6%)
Strand=Plus/Minus

Query 2398 TTTTATAGATGTTTTGAATTTGAAATCT T--CCAGTATCAT 2440

Sbjct 105008 TTTTAAA-ATG AAATCTTAAATACCCAGTACCAT 104965

>gb|AC224713.1| BB Bos taurus clone CH240- -478H13, WORKING DRAFT SEQUENCE, 7 unordered
pieces
Length=199417

Score = 44.6 bits (48), Expect = 2.1
Identities = 38/45 (84%), Gaps = 3/45 (6%)
Strand=Plus/Minus

Query 2398 TTTTATAGATGTTTTGAA --CCAGTATCAT 2440

Sbjct 13605 TTTTAAA TCTTGAA! AAATACCCAGTACCAT 13562

>gb|AC223218.1| [] Bos taurus clone CH240-425L12, WORKING DRAFT SEQUENCE, 10 unordered
pieces
Length=225799

Score = 44.6 bits (48), Expect = 2.1
Identities = 38/47 (80%), Gaps = 0/47 (0%)
Strand=Plus/Plus

Query 490 ACTAGTTTCAGGTGGCCATAACCCTTGTTGTTCATACCCTTGTGAAA

Sbjct 68594 ACTTGTTTCAAGTAGCCATAACCCTGGAAGTTCTCACTCTTGTGAAA 68640

>gb|AC222808 1| [] Bos taurus clone CH240-437P3, WORKING DRAFT SEQUENCE, 2 unordered
pieces
Length=181787

Sort alignments for this subject sequence
E value Score Percent identity
Query start position Subject start pos

Score = 44.6 bits (48), Expect = 2.1
Identities = 26/27 (96%), Gaps = 0/27 (0%)
Strand=Plus/Minus

Query 2412 TGAATTTGAAATCTGAAATCCAGTATC 2438

Sbjct 42925 TGAATTTGAAATTTGAAATCCAGTATC 42899

Score = 44.6 bits (48), Expect = 2.1
Identities = 30/33 (90%), Gaps = 2/33 (6%)
Strand=Plus/Plus

Query 2412 TGAATTTGAAATCTGAAATCCAGTATCATTTTA 2444

Sbjct 44286 TGAA AAATCCAGTAT--TTTTA 44316

>gb|AC216225.2| B zea mays chromosome 4 clone CH201-423D12; ZMMBBc0423D12, ***
SEQUENCING IN PROGRESS ***, 13 unordered pieces
Length=174873

Score = 44.6 bits (48), Expect = 2.1
Identities = 32/36 (88%), Gaps = 1/36 (2%)
Strand=Plus/Minus

Query 2329 ATTATTTTCATTTTTAAAAATCACTTTCTGAATTTA 2364
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Sbjct 123533 ATTATTTTTATATT-AAAAATCCCTTTCTGAATTTA 123499

>emb | CU469365.2| Il sus scrofa chromosome 7 clone CH242-149A19, WORKING DRAFT SEQUENCE,
3 unordered pieces
Length=180171

Score = 44.6 bits (48), Expect = 2.1
Identities = 32/36 (88%), Gaps = 1/36 (2%)
Strand=Plus/Plus

Query 931 CTGAAGACATTGTGAAGGCTTTCTTCATCAGAAAGG

Sbjct 20887 CTGATGAAATT-TGTAGGCTTTCTTCATCAGAAAGG 20921

>gb|AC161987 3| [] Bos taurus clone CH240-106A14, WORKING DRAFT SEQUENCE, 12 unordered
pieces
Length=229040

Score = 44.6 bits (48), Expect = 2.1
Identities = 29/32 (90%), Gaps = 0/32 (0%)
Strand=Plus/Minus

Query 2107 TTTTGT AGAATGTCCATT 2138

Sbjct 94351 TTTTGG AATGTCCATT 94320

>emb |CU468364.2 | D Sus scrofa chromosome 7 clone CH242-49L12, WORKING DRAFT SEQUENCE,
3 unordered pieces
Length=198594

Score = 44.6 bits (48), Expect = 2.1
Identities = 30/34 (88%), Gaps = 0/34 (0%)
Strand=Plus/Minus

Query 2330 TTATTTTCATT TTTCTGAATTT 2363

Sbjct 172119 TTAATTTCTTT TTTGTGAATT 172086

>gb|AC193790.3| B zea mays chromosome 4 clone CH201-141E15; ZMMBBCO0141E15, ***
SEQUENCING IN PROGRESS ***, 7 unordered pieces
Length=152724

Score = 44.6 bits (48), Expect = 2.1
Identities = 32/36 (88%), Gaps = 1/36 (2%)
Strand=Plus/Minus

Query 2329 ATTATTTTCATTTTT TTCTGAATTTA 2364

AAAAATC.
b UL |II||||||II||

"TATATT-AAAAATCCCTTTCTGAATTTA 133678

Sbjct 133712 ATTAT

>emb |CT967301.2| Il sus scrofa chromosome 11 clone CH242-417D9, *** SEQUENCING IN
PROGRESS ***, 5 unordered pieces
Length=247000

Score = 44.6 bits (48), Expect = 2.1
Identities = 30/34 (88%), Gaps = 0/34 (0%)
Strand=Plus/Plus

Query 2369 CATTTAATGTGAATAATGTCTATTAATATTTTTA 2402

Sbjct 177320 CAATTAATCTGAATAAAGTCTATTAATATTTATA 177353

>gb|AC150406.1| [] Branchiostoma floridae clone CH302-51D3, WORKING DRAFT SEQUENCE,
5 unordered pieces
Length=181859

Score = 44.6 bits (48), Expect = 2.1
Identities = 29/32 (90%), Gaps = 0/32 (0%)
Strand=Plus/Minus

Query 1437 GTTATAGAGGACTATGTAAAACA' CAGCAA 1468

Sbjct 56716 GTTGTAGAGGACTATGTGAAACATCTCAGTAA 56685

>gb|AC110111.4| B rattus norvegicus clone CH230-297N10, *** SEQUENCING IN PROGRESS
*** 4 unordered pieces
Length 246880
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Score = 44.6 bits (48), Expect = 2.1
Identities = 30/33 (90%), Gaps = 2/33 (6%)
Strand=Plus/Minus

Query 1835 TTTTGAAGAACTGACAGGAGAGAAGAAAATGGC 1867

Sbjct 213374 TTT" TGACA--AGAGAAAAAAATGGC 213344

>gb|AC109848.8| [] Rattus norvegicus clone CH230-92A10, *** SEQUENCING IN PROGRESS
*%% 6 unordered pieces
Length=249187

Score = 44.6 bits (48), Expect = 2.1
Identities = 29/32 (90%), Gaps = 0/32 (0%)
Strand=Plus/Plus

GCACTCTTCATAACCTG

TAAAA
II||||||II|||| LI L] ]

Sbjct 205779 TAAAA AATGAACTCTTCATAACGTG 205810

Query 652

>gb|AC103061.5| B rattus norvegicus clone CH230-166L18, *** SEQUENCING IN PROGRESS
**% 5 unordered pieces
Length 236550

Score = 44.6 bits (48), Expect = 2.1
Identities = 30/33 (90%), Gaps = 2/33 (6%)
Strand=Plus/Plus

Query 1835 TTTTGAAGAACTGACAGGA AAAATGGC 1867

Sbjct 200092 TTT TGACA--AGAGAAAAAAATGGC 200122

>gb|AC011304.5|AC011304 [] Homo sapiens chromosome Y clone RP11-363H7, WORKING DRAFT SEQUENCE
Length=193653

Score = 44.6 bits (48), Expect = 2.1
Identities = 35/41 (85%), Gaps = 1/41 (2%)
Strand=Plus/Minus

Query 2375 ATGTGAATAATGTCTATTAATATTTTTATAGATGTTTTGAA 2415

Sbjct 57105 ATTTGAATA-TGTCTATTAAAATATTTATATGTGTTTTGAA 57066

>emb |AL358772.24 | [] Homo sapiens chromosome 10 clone RP11-722L1, 7 unordered pieces
Length=182408

Score = 44.6 bits (48), Expect = 2.1
Identities = 27/29 (93%), Gaps = 0/29 (0%)
Strand=Plus/Minus

Query 1410 GTGATTCTAGGAGAGA! TTAAAATTGT 1438

Sbjct 123156 GTGATTCTAGGAGAGAACATTAAACTTGT 123128

>gb|AC212617.2| [] Solanum lycopersicum chromosome 7 clone CO07HBa0048I07, *** SEQUENCING
IN PROGRESS ***, 2 ordered pieces
Length=120073

Score = 42.8 bits (46), Expect
Identities = 23/23 (100%), Gaps
Strand=Plus/Plus

7.4
0/23 (0%)

Query 2332 ATTTTCATTTTTAAAAATCACTT 2354

Sbjct 91666 ATTTTCATTTTTAAAAATCACTT 91688

>gb|AC202346.13| D Medicago truncatula clone mth2-2n5, WORKING DRAFT SEQUENCE, 16
unordered pieces
Length=158156

Score = 42.8 bits (46), Expect = 7.4
Identities = 38/48 (79%), Gaps = 0/48 (0%)
Strand=Plus/Minus

Query 2326 TGCATTATTTTCATTTTTAAAAATCAC CTGAATTTAGTAGCATTT 2373

Sbjct 22651 TGAATTTTTTTTATTTTTAAAAATTAATTTTTCAATTTTTTAGAATTT 22604
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>emb | CU856640.2 | ) sus scrofa chromosome 16 clone CH242-178B1, WORKING DRAFT SEQUENCE,
11 unordered pieces
Length=189885

Score = 42.8 bits (46), Expect = 7.4
Identities = 32/35 (91%), Gaps = 2/35 (5%)
Strand=Plus/Plus

Query 2329 ATTATTTTCATTTTTAAAAATCACTTT-CTGAATT 2362

I
"TTATTTTTAAAAA TTTACTGAATT 135558

Sbjct 135525 ATTAT

>emb |CU571340.2| [] Sus scrofa chromosome 15 clone CH242-146Gl, WORKING DRAFT SEQUENCE,
3 unordered pieces
Length=193743

Score = 42.8 bits (46), Expect = 7.4
Identities = 25/26 (96%), Gaps = 0/26 (0%)
Strand=Plus/Minus

Query 2331 TA””””CATTTTT?????T?TT C 2356
Sbjct 70854 TATTTTCATATTTAAAAA

'TC 70829

>gb|AC157175.5| Bl 50s taurus clone CH240-67I19, WORKING DRAFT SEQUENCE, 9 unordered
pieces
Length=218719

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/31 (90%), Gaps = 0/31 (0%)
Strand=Plus/Minus

Query 2369 CATTTAATGTGAA' GTCTATTAATATTT 2399

LILLLLTLL L] ||||I LLLLL TLLLLL
CA

Sbjct 207632 CATTTAATGTG TCTATCAATATTT 207602

>gb|AC159695.3 | ) Bos taurus clone CH240-75I21, WORKING DRAFT SEQUENCE, 10 unordered
pieces
Length=201422

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/31 (90%), Gaps = 0/31 (0%)
Strand=Plus/Plus

Query 2369 CATTTAATGTGAATAATGTCTATTAATATTT 2399

Sbjct 87697 CATTTAATGTGCATAATATCTATCAATATTT 87727

>gb|AC230602.1| [] Bos taurus clone CH240-503J12, WORKING DRAFT SEQUENCE, 7 unordered
pieces
Length=258453

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/31 (90%), Gaps = 0/31 (0%)
Strand=Plus/Plus

Query 2319 TTAGTTATGCATTATTTTCATTTTTAAAAAT

Sbjct 102483 TTAGTTATGCATTATATTTATTCTTAAAAAT 102513

>emb | CU855986.2 | ) sus scrofa chromosome 1 clone CH242-171G22, WORKING DRAFT SEQUENCE,
18 unordered pieces
Length=201966

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Plus

e U, o
AAATC 128640

[
Sbjct 128613 ATGT

>emb |CU914663.1| [] Sus scrofa chromosome X clone CH242-31B7, WORKING DRAFT SEQUENCE,
18 unordered pieces
Length=216249

Score = 42.8 bits (46), Expect = 7.4
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Identities = 38/45 (84%), Gaps = 2/45 (4%)
Strand=Plus/Plus

Query 2306 AGTGTGTAAATG-CTT-AGTTATGCATTATTTTCATTTTTAAAAA

Sbjct 89356 AGTGTGTTAATATCTTCAGATATACATTATTTTCAGTTTTAAAAA 89400

>gb|AC206313.3| B zea mays chromosome 6 clone CH201-147G23; ZMMBBc0147G23, ***
SEQUENCING IN PROGRESS ***, 8 unordered pieces
Length=173415

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Minus

Query 1140 AGATCTTTCAAAGATGGGAAACTCAAAT 1167

Sbjct 21244 AGATCTTTC ATGGGAAATTCCAAT 21217

>dbj|AP010082.1£ B rotus japonicus chromosome 6 clone LjT10I04, *** SEQUENCING IN
PROGRESS ***,6 13 unordered pieces
Length=73988

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Minus

Query 2328 CATTATTTTCATTTTTAAAAATCACTTT 2355

Sbjct 12072 CATTTTTTTC TTTT 12045

>emb |CU855706.2 | ) sus scrofa chromosome 16 clone CH242-278I11, WORKING DRAFT SEQUENCE,
4 unordered pieces
Length=181261

Score = 42.8 bits (46), Expect = 7.4
Identities = 37/45 (82%), Gaps = 1/45 (2%)
Strand=Plus/Plus

Query 2330 TTA””””CA”“”””AAAAATC?CTTTCTGAATTTAGTAGCATTTA 2374

Sbjct 47354 TTATTTT-ATTTTTAAAAATTACTAAATGAATTTTGTTACATTTA 47397

>emh|CU861549.1£ [] Sus scrofa chromosome 6 clone CH242-250B15, *** SEQUENCING IN
PROGRESS ***,6 23 unordered pieces
Length=171419

Score = 42.8 bits (46), Expect = 7.4
Identities = 38/46 (82%), Gaps = 4/46 (8%)
Strand=Plus/Plus

Query 2320 TAGTTATGC-ATTATTTTCAT TTTCTGAATTTA 2364

| |
Sbjct 46107 TATTTATTCTATTATTTTCA TTATGTATTTA 46149

>emb |CU466485.2 | B sus scrofa chromosome 13 clone CH242-441K6, *** SEQUENCING IN
PROGRESS ***, 11 unordered pieces
Length=177014

Score = 42.8 bits (46), Expect = 7.4
Identities = 42/51 (82%), Gaps = 5/51 (9%)
Strand=Plus/Plus

Query 2376 TGTGAATAATGTCTATTAATATTTTTATAGATGTTTTGAATTTGAAATCTG 2426

Sbjct 154856 TGTGAAAAATATC-ATTGATATTTI" AGATG--TTGCATTT--AATCTG 154901

>gb|AC224991.1| Il Bos taurus clone CH240-46H1, WORKING DRAFT SEQUENCE, 43 unordered
pleces
Length=338719

Score = 42.8 bits (46), Expect = 7.4
Identities = 31/36 (86%), Gaps = 0/36 (0%)
Strand=Plus/Minus

Query 644 GCTGTTTTTAAAACCAAGTCAAAGCACTCTTCATAA 679

Sbjct 159369 GCTGTCTTTAAAACAAAGGCACAGCACTCTTCAAAA 159334
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>gb|AC224296.1| I Bos taurus clone CH240-490L21, WORKING DRAFT SEQUENCE, 14 unordered
pieces
Length=228044

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/31 (90%), Gaps = 0/31 (0%)
Strand=Plus/Minus

Query 951 TTCTTCATCAGAAA? AATTCATTCCCGAGC 981

G
LU L UL L] L]
G

Sbjct 165271 TTCCTCTTCAGAAAGGAATTCATTCCTGAGC 165241

>gb|AC222479.1| [] Bos taurus clone CH240-419C20, WORKING DRAFT SEQUENCE, 4 unordered
pieces
Length=192863

Score = 42.8 bits (46), Expect = 7.4
Identities = 23/23 (100%), Gaps = 0/23 (0%)
Strand=Plus/Minus

Query 2330 TTATTTTCATTTT" TCAC 2352

ninaann
Sbjct 84700 TTATTTTCATTTTTAAAAATCAC 84678

>emb |CU694787.1| Bl sus scrofa chromosome 3 clone CH242-274P2, WORKING DRAFT SEQUENCE,
3 unordered pieces
Length=157162

Score = 42.8 bits (46), Expect = 7.4
Identities = 35/42 (83%), Gaps = 2/42 (4%)
Strand=Plus/Minus

e T, ==
Sbjct 50146 CTTATCTATGCTTCATTTTGAATTTTTTAAAAATCAC CT 50105

>gh|A0218818.1| [] Bos taurus clone CH240-293I7, WORKING DRAFT SEQUENCE, 6 unordered
pieces
Length=206488

Score = 42.8 bits (46), Expect = 7.4
Identities = 29/33 (87%), Gaps = 0/33 (0%)
Strand=Plus/Plus

Query 2330 TTA””””CA””””'????A CACTTTCTGAATT 2362

T
L LT
T

ACACTTACTGAATT 17381

Sbjct 17349 TTGTTTTCATTTTTAAAA

>gb|AC170322.3| [] Bos taurus clone CH240-261K11, WORKING DRAFT SEQUENCE, 2 unordered
pieces
Length=164033

Score = 42.8 bits (46), Expect = 7.4
Identities = 32/38 (84%), Gaps = 0/38 (0%)
Strand=Plus/Plus

Query 2379 GAATAATGTCTATTAATATTTTTATAGATGTTTTGAAT 2416

Sbjct 87282 GAATCATTTCTATTAATATTTTTGTTAATGTTTTCAAT 87319

>gb|AC167471.4| Bl Bos taurus clone CH240-211F9, WORKING DRAFT SEQUENCE, 9 unordered
plieces
Length=193147

Score = 42.8 bits (46), Expect = 7.4
Identities = 35/40 (87%), Gaps = 2/40 (5%)
Strand=Plus/Plus

AAAAATCA 2351

Query 2312 TAAATGCTTAGTTATGCATTA”””“??”””””|||||
'CATTTTTAAAAATCA 13677

Sbjct 13640 TAGATGCT-AGTTAA-CATTGT

>gb|AC168138.3| [] Bos taurus clone CH240-203C3, WORKING DRAFT SEQUENCE, 3 unordered
pieces
Length=151004

Score = 42.8 bits (46), Expect = 7.4
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Identities = 29/33 (87%), Gaps = 0/33 (0%)
Strand=Plus/Plus

Query 2330 TTATTTTCATTTTTAAAAATCACTTTCTGAATT 2362

Sbjct 98997 TTGTTTTCATTTTTAAAATACACTTACTGAATT 99029

>gb|AC170145 3| [] Bos taurus clone CH240-199C24, WORKING DRAFT SEQUENCE, 4 unordered
pieces
Length=187450

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Plus

Query 2324 TATGCATTATTTTCATTTTTAAAAATCA 2351

Sbjct 182759 TATGCCTTACTTTCATTTTTAAAAATCA 182786

>gb|AC173095.4| Il Bos taurus clone CH240- 190C23, WORKING DRAFT SEQUENCE, 9 unordered
pieces
Length=186609

Score = 42.8 bits (46), Expect = 7.4
Identities = 29/33 (87%), Gaps = 0/33 (0%)
Strand=Plus/Minus

Query 1373 ATGGAATGATGAGAGATTATTTCAAACTGCCAA 1405

Sbjct 102553 ATGGAATTATTAGATATTATTTCAAATTGCCAA 102521

>gb|AC215283.2| B zea mays chromosome 6 clone CH201-163P5; ZMMBBc0163P05, *** SEQUENCING
IN PROGRESS ***, 6 unordered pieces
Length=202564

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Minus

Query 1140 AGATCTTTC AAACTCAAAT 1167

Sbjct 186581 AGATCTTTC GGGAAATTCCAAT 186554

>emh|CU638861.1£ [] Sus scrofa chromosome 6 clone CH242-450D10, *** SEQUENCING IN
PROGRESS ***,6 23 unordered pieces
Length=144770

Score = 42.8 bits (46), Expect = 7.4
Identities = 38/46 (82%), Gaps = 4/46 (8%)
Strand=Plus/Plus

Query 2320 TAGTTATGC-ATTATTTTCATT TTTCTGAATTTA 2364

Sbjct 139567 TATTTATTCTATTATTTTCATT TTATGTATTTA 139609

>gb|AC215978.2| BB Felis catus clone RP86- 506H22, WORKING DRAFT SEQUENCE, 3 ordered
pieces
Length=133423

Score = 42.8 bits (46), Expect = 7.4
Identities = 37/46 (80%), Gaps = 0/46 (0%)
Strand=Plus/Minus

Query 2331 TATTTTCATTTTTAAAAATCACTTTCTGAATTTAGTAGCATTTAAT 2376

Sbjct 50752 TATTTTCATTTTTAAAAATAAGTTTTGCATTTTAGTAAAATATAAT 50707

>gb|AC206724.2| Il macaca mulatta chromosome UNKNOWN clone CH250-78L17, WORKING
DRAFT SEQUENCE, 2 unordered pieces
Length=164434

Score = 42.8 bits (46), Expect = 7.4
Identities = 25/26 (96%), Gaps = 0/26 (0%)
Strand=Plus/Minus

Query 2330 TTATTTTCATTTTTAAAAATCAC 2355

]
Sbjct 120813 TTGTTTTCATTTTTAAAAATCACTTT 120788
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>gb|AC183177.2| ) Bos taurus clone CH240-100C11, WORKING DRAFT SEQUENCE, 4 unordered
pieces
Length=183336

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/31 (90%), Gaps = 0/31 (0%)
Strand=Plus/Minus

Query 951 TTCTTCATCAGAAAGGAATTCATTCCCGAGC 981

Sbjct 6926 TTCCTCTTCAGAAA! TCATTCCTGAGC 6896

>gb|AC207021.2| D) Pongo abelii chromosome UNKNOWN clone CH276-258G8, WORKING DRAFT
SEQUENCE, 2 unordered pieces
Length=l96331

Score = 42.8 bits (46), Expect = 7.4
Identities = 29/33 (87%), Gaps = 0/33 (0%)
Strand=Plus/Plus

Query 2338 ATTTTTAAAAATCACTTTCTGAATTTAGTAGCA 2370

Sbjct 131638 ATTTTTAAAAA TCATGAAATTAATAGCA 131670

>emb |CU138566.4 | Bl sus scrofa chromosome 4 clone CH242-25506, WORKING DRAFT SEQUENCE,
2 unordered pieces
Length=165940

Score = 42.8 bits (46), Expect = 7.4
Identities = 29/32 (90%), Gaps = 2/32 (6%)
Strand=Plus/Minus

Query 1456 AACATCTCAGCAA AATTATGATTTGATC 1487

Sbjct 28742 AACATCTCA- AATAATGATTTGATC 28713

>gh|A0123293 3| [] Rattus norvegicus clone CH230-244N8, WORKING DRAFT SEQUENCE,
4 unordered pieces
Length=211699

Score = 42.8 bits (46), Expect = 7.4
Identities = 27/30 (90%), Gaps = 0/30 (0%)
Strand=Plus/Plus

Query 1097 TTCTCATGTATATGGAAAGGACAGAGRTTC 1126

Sbjct 99411 TTTTCATTTATATGGAAAGGACAGAGGTTC 99440

>gb|AC165198.2| [] Oryctolagus cuniculus clone LB1-129M6, WORKING DRAFT SEQUENCE,
3 ordered pieces
Length=188194

Score = 42.8 bits (46), Expect = 7.4
Identities = 33/38 (86%), Gaps = 1/38 (2%)
Strand=Plus/Plus

Query 2387 TCTATTAATATTTTTATAGATGTTTTG-AATTTGAAAT 2423

Sbjct 118467 TCTATTAGTATTTTTATAGGTGTTCTGTAATTTGTAAT 118504

>gb|AC009667.3| B somo sapiens chromosome 1 clone RP11-8L2 map 1, LOW-PASS SEQUENCE
SAMPLING
Length=191683

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/31 (90%), Gaps = 0/31 (0%)
Strand=Plus/Minus

Query 2407 TGTTTTGAATTTGAAATCTGAAATCCAGTAT 2437

TGAAATCTGATGTCCAGAAT 10274

Sbjct 10304 TGT

>emb |CR388142.3| [] Danio rerio chromosome 7 clone DKEY-250G10, WORKING DRAFT SEQUENCE,
5 unordered pieces
Length=206358

Score = 42.8 bits (46), Expect = 7.4
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Identities = 34/41 (82%), Gaps = 0/41 (0%)
Strand=Plus/Minus

Query 2371 TTTAATGTGAATAATGTCTATTAATATTTTTATAGATGTTT 2411

Sbjct 36431 TTTAATGTGAATTTTATTTATTTATATTTTTATTGGTGTTT 36391

>emb | CR853283.3 | BBl panio rerio clone DKEY-152K11, *** SEQUENCING IN PROGRESS ***,
14 unordered pieces
Length=227725

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Plus

Query 2385 TGTCTATTAATATTTTTATAGATGTTTT 2412

|l
Sbjct 48067 TGACTATTCATATTTTTATAGATGTTTT 48094

>emb |BX629351.9 | B panio rerio clone DKEY- 63B7, WORKING DRAFT SEQUENCE, 8 unordered
pieces
Length=203963

Score = 42.8 bits (46), Expect = 7.4
Identities = 36/44 (81%), Gaps = 3/44 (6%)
Strand=Plus/Minus

Query 2352 CTTTCTGAATTTAGTAGCATTTAATGTGAATAATGTCTATTAAT 2395

Sbjct 98277 CTTTCTG---TTAGTAGCATTTTATGTGAGTATTGTCTCTTTAT 98237

>gb|AC068550.3|AC068550 B somo sapiens chromosome 17 clone RP11-659P18, WORKING DRAFT SEQUENCE,
7 unordered pieces
Length=188167

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Plus

Query 2396 ATTTTTATAGATGTTTTGAAT

Sbjct 78902 ATATTTATAGATGA' TGAAAT 78929

>gb|AC005505.8 |AC005505 Bl p1asmodium falciparum chromosome 12 clone 3D7, *** SEQUENCING
IN PROGRESS ***
Length=192929

Score = 42.8 bits (46), Expect = 7.4
Identities = 29/33 (87%), Gaps = 0/33 (0%)
Strand=Plus/Minus

Query 2325 ATGCATTATTTTCATTTTTAAAAATCACTTTCT 2357

Sbjct 142965 ATTCATTATTTTCATTTTTTAAGATCACTATCT 142933

>emb |CR352214.5| BB panio rerio clone CH211-256D24, 16 unordered pieces
Length=163645

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/30 (93%), Gaps = 1/30 (3%)
Strand=Plus/Plus

Query 420 TAAAAGTACCGATACAGTACATTAAAAT ?

Sbjct 113114 TAAAAGTACCGATACAG TGT 113142

>gb|AC024477.1|AC024477 B somo sapiens chromosome X clone RP11-770015 map X, LOW-PASS SEQUENCE
SAMPLING
Length=56085

Score = 42.8 bits (46), Expect = 7.4
Identities = 25/26 (96%), Gaps = 0/26 (0%)
Strand=Plus/Plus

Query 2335 TTCATTTTTAAAAATCACTTTCTGAA 2360

Sbjct 49403 TTCATTTTTAAAAATCACTTGCTGAA 49428
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>gb|AC024976.1|AC024976 B somo sapiens chromosome 4 clone RP11-620N17 map 4, LOW-PASS SEQUENCE
SAMPLING
Length=79048

Score = 42.8 bits (46), Expect = 7.4
Identities = 25/26 (96%), Gaps = 0/26 (0%)
Strand=Plus/Minus

Query 2410 TTTGAATTTG. TGAAATCCAGT 2435

Sbjct 40221 TTTGAATTTGAATTCTGAAATCCAGT 40196

>gb|AC021112.3|AC021112 B somo sapiens chromosome UL clone RP11-256B9, WORKING DRAFT SEQUENCE,
31 unordered pileces
Length=178053

Score = 42.8 bits (46), Expect = 7.4
Identities = 38/47 (80%), Gaps = 3/47 (6%)
Strand=Plus/Minus

Query 2376 TGTGAATAATGTCTATTAATATTTTTATAG---ATGTTTTGAATTTG 2419

Sbjct 110589 TGTGAATAATGTCTTTTGATATTTTGAAAGAGAATGTGTTGAATATG 110543

>gb|AC068005.2|AC068005 B somo sapiens chromosome 6 clone RP11-704J17 map 6, WORKING DRAFT
SEQUENCE, 12 unordered pieces
Length=158554

Score = 42.8 bits (46), Expect = 7.4
Identities = 44/55 (80%), Gaps = 2/55 (3%)
Strand=Plus/Minus

Query 1428 ATTAAAATT-GTTATAGAGGACTATGTAAAACATCTCAGCAACTATAATTATGAT 1481

Sbjct 103756 ATTAAACTTAGTTATAGAGGATTCTTTTAAACATCTCATGACCTTTAA-TATGAT 103703

>gb|AC025122.3|AC025122 B somo sapiens chromosome 1 clone RP11-184G21 map 1, WORKING DRAFT
SEQUENCE, 22 unordered pieces
Length=188921

Score = 42.8 bits (46), Expect = 7.4
Identities = 39/48 (81%), Gaps = 1/48 (2%)
Strand=Plus/Plus

Query 2320 TAGTTATGCATTATTTTCATTTTTAAAAATCACTTTCTGAATTTAGTA 2367

Sbjct 92752 TATTTATGC-TTATTTTAATTATTCAGAATTCCTTTGTGAATTTAGTA 92798

>gb|AC135884.2| [] Rattus norvegicus clone CH230-176C2, *** SEQUENCING IN PROGRESS
*** 6 4 unordered pieces
Length 224948

Score = 42.8 bits (46), Expect = 7.4
Identities = 28/31 (90%), Gaps = 0/31 (0%)
Strand=Plus/Minus

Query 2329 ATTATTTTCATTTTTAAAAATCACTTTCTGA 2359

Sbjct 207688 ATTGTTTTAATT TTTCTGA 207658

>gb|AC020814.2|AC020814 [] Mus musculus clone RG-MBAC_270F3, LOW-PASS SEQUENCE SAMPLING
Length=28446

Score = 42.8 bits (46), Expect = 7.4
Identities = 32/38 (84%), Gaps = 0/38 (0%)
Strand=Plus/Plus

Query 1012 TTGCTCAGCACTTCACTCACATGTTCTTCAAGACTGAC 1049

Sbjct 711 TTGCTCAGCACTTCACCCGCACGCTCTTCACGACCGAC 748

>gb|AC137201.1| [] Rattus norvegicus clone CH230-unknown, *** SEQUENCING IN PROGRESS
*k*
Length=223300

Score = 42.8 bits (46), Expect = 7.4

Identities = 34/40 (85%), Gaps = 1/40 (2%)
Strand=Plus/Plus
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'—-TATAGATGTTTTGAATTT 2418

"ATATATAATTTTTAAATTT 67802

Query 2380 AATAATGTCTATT??T?'HH

Sbjct 67763 AATAATGTCTATCAATATT

>gb|AC007933.1|AC007933 [] Homo sapiens chromosome 17 clone hRPC.908 O 12 map 17, *** SEQUENCING
IN PROGRESS ***, 11 unordered pieces
Length=152224

Score = 42.8 bits (46), Expect = 7.4
Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Minus

Query 2396 ATTTTTATAGATGTTTTGAATTTGAAAT 2423

Sbjct 11768 ATATTTATAGATGATTTGAATTTGAAAT 11741

>gb|AC005139.3|AC005139 B piasmodium falciparum chromosome 12, *** SEQUENCING IN PROGRESS
**% 5 unordered pieces
Length=256172

Score = 42.8 bits (46), Expect = 7.4
Identities = 29/33 (87%), Gaps = 0/33 (0%)
Strand=Plus/Plus

Query 2325 ATGCATTATTTTCATTTTTAAAAATCACTTTCT 2357

Sbjct 81846 ATTCATTAT 'CATTTTTTAAGATCACTATCT 81878

>gb|AC096075.5| B rattus norvegicus clone CH230-33H17, *** SEQUENCING IN PROGRESS
* % %
Length=256241

Score = 42.8 bits (46), Expect = 7.4

Identities = 26/28 (92%), Gaps = 0/28 (0%)
Strand=Plus/Minus

Query 2330 TTA””””C?“””””T????
Sbjct 127078 TTATTTTTATTTTTAAAAA

TCACTTTCT 2357

|
TCACTATCT 127051

>dbj |AP004555.1 | D] Oryza sativa Japonica Group chromosome 8 clone P0017F04, ***
SEQUENCING IN PROGRESS ***
Length=146207

Score = 42.8 bits (46), Expect = 7.4
Identities = 32/38 (84%), Gaps = 0/38 (0%)
Strand=Plus/Plus

Query 2328 CATTATTTTCATTTT" TCACTTTCTGAATTTAG 2365

] W|||||| L L L]
Sbjct 26982 CATTTTTTTCATTTTTAAAAATCTATCTACGAATTTAG 27019
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