(A) Alignment of murine lncDACH1 and human orthologue
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(B) Alignment of murine lncDACH1 and sheep orthologue
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(C) Alignment of murine lncDACH1 and Pig orthologue
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(D) Alignment of murine lncDACH1 and dog orthologue
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(E) Alignment of murine lncDACH1 and Rat orthologue
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Sequence ID: Query_64533 Length: 510 Number of Matches: 2

Range 1: 7 to 506 Graphics

¥ Next Match

Score Expect Identities Gaps Strand
408 bits(452) 9e-118 404/514(79%) 19/514(3%) Plus/Plus
Query 674  CAGGGAATTTTAGGAAACTAAAAAGTGATGCTAAAGGaaaaaaaCATTAATAAACAATIT 733
Shict T CAOAGAMTCTOAC-AAACCAAM—TGATOTTAMGOAAAMGG-TICATARACTIOCT 62
Query 734  GAGAGTGACTCAGGAAGGTAG——CAAATCCTAAAGTCGATTTAATTTGCTTGGGGCTAT 790
Shict 63 CAMOTOOCTCAOTAAGTTOOTOACAACCTTAGACTGGATTTATTTGCTTGOR0CTAT 122
Query 791  TGAATTAGTATGCTCTCTATGAAAATTAGAGTAAATGTGGAAGCCATCTGTCATTACCTC 850
Shict 123 TOCMCAGTATOCTATCTCTAMACTAGAATAMTOTIGAAGCCATCTGTCACTACEAC 162
Query 851  TAGGAGAAGAAAAAGGCACTGTCACCTTCTAGATAGTAAACCTAAATATAATACAGGTCT 910
Shict 163 MOGAGATOAMCAGAGACTATCACCTOCTTCATGOTAAMGCTOMCOTAAGA—TCT 209
Query 911  CAAAACATGAAAGAACATCTAAGGAAACCCATTTCAAAGTTGTTGAAAGACAAAGTCTGA 970
Shict 210 CMA-ATCAGIGMAKTOTCACGOMTATATITMAGTTCTCMGGATAGATCTOA 269
Query 971  CCTTGGTCAGTTTCCTACAATTATTATTTTAAAACTAAACATTAGTTGTCTGAACTTGGC 1030
Shict 299 CCTIOATOAGCTTCCTCCATTATIATTTTTAMCTAAACATTAOTIGCTIGARCTIORE 369
Query 1031 TGTTGCAGCGGAGGTCAGTTAATTAACTGCTAACCATTAAATAACAACAACAGCAACAAC 1090
Shict 359 TOOTOCAACACACOTCACTTAATTAMCTOGTAACCAVTAACAACMCAACA——AAA 413
Query 1091 AAAAAGTCATTATGTCCATGGTCAAG—TTTGTTTGTGTCAGTCAATTGCTTGTTTGCAG 1148
Shict 414 CMAAGTAATTATOTACKTOOTCMOTCTOTOTIOTATGAGTCACTOGCTIGITIOTAG 473
Query 1149 ATTTGGATTAAAGTTTGATTTTTCTGTGAATTCA 1182

Shict 474 ATTIGGOTI-ACGATICAATITICTTIGAATICA 506

Range 2: 197 to 209 Graphics

A Previous Match 4 First Match

Score

24.7 bits(26)

Expect Identities Gaps Strand

0.037 13/13(100%) 0/13(0%)
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Sequence ID: Query_18943 Length: 2228 Number of Matches: 2

Range 1: 101 to 2128 Graphics ¥ Next Match
Score Expect Identities Gaps Strand
2279 bits(2527) 0.0 1780/2112(84%) 113/2112(5%) Plus/Plus

Query 2 AATGTTTTGTTCTAACATCCTACTTCAAGCTATTCTTAGGCAGGGAAAGTGCTGACTGAC 61

FCLCL LLLLLLELEEL LT T L T LTI
Sbjet 101  AATGTCTTGTTCTAACATCCTACTTCAAGCTATTCTTCGGCAGGGAAAGTGCTGACTGAC 160

Query 62 TATCACATTTTGATTTTATATATCAACTAGAGAGCCTTTTACACTTAAATCCATGGAAAT 121

FCLETLIEEELELETEL T TE T VL L LT T
Sbjet 161  TATTAAATTTTGATTTTATAT--CAAATAAAAAGCCTGCTCAACTTAAACACATGGAAAT 218

Query 122  TCTGCTAGTTATTCTGAGAAGATTTGAATATACACCTACATAGGTTCTCCCAACACAGCC 181

LU L TEEEETE TEEETE EFT T TLLEETEILE T ]
Sbjet 219  -————-—GTTATCCCGAGAAGAGGTGAATACATACTTACCTAGGTTCTCCAAACAGCACC 271

Query 182  ATAGGCCAGGAAATGGAACTTTGCATTTGAACTTTCTCTCACCAAAAATATACAAATTGC 241

ILETEEE TECCETEE  TETECLLETELELL L L TE T TITT
Sbjet 272  ATAAGCCAAGAAATGGAAAGTTGCATTTGAACTTTCTCTTGTCACAAATATACAATTTGC 331

Query 242  ATGTTACCATATTAGCAATTTAATACTAATTATAAGGGTTATCTTTTCCGGTCTTTATIT 301

[T T T E TP TECLTTE L T T
Sbjct 332  ATATAAGCACATTACTGGTTGAATGGTAATGATAAGGGTTATGITITCATTICTTTATIT 391

Query 302  TGAAAGCAATAGCTGGAATACTTTGTTCTTTGAACTTGCAAACtattttt aT t‘ T T (‘)Ellt‘ t‘ T 361

FCPCLCTEETELELE TTELELCL TTLLLETLTE TETTTILLL]
Sbjet 392  TGAAAGCAATAGCTGGTATACTTTGTACTTTGAACTTGAAAACTATTTTI-TTITCATIT 450

Query 362 aaacct%Ttt tatTctttTTtﬁttaa?att ttgtttttattaATCTAGATTAGAGTGACA 421

L TITELLLLE TECTCLLTED T TL CTELLEEEEE TITEEL T
Sbjct 451  AAATCTGGITTATGTTTTGGTGTTAGGACTTGATTTTTATTACTCTAGATTCCAGTGACA 510

Query 422  TCTTTCACCCTAGTTTCTTTCAATTCTGGGTATTTAACAGACCAAGGGAAAATTTGTITCA 481

TCLELCECEETE LT L TLLLEEET LLEEEE T LTI
Sbjet 511  TCTTTCACCCTAATTTATCTCTGTTCTGGGTGTTTAACTGATCAAGGGAAMTITGTICA 570

Query 482  TTGTATTACTGAAAATATATAAGTAATA———ACATTTCTCATATATGATTCGTTATATAG 538

LU TEEEEECEEE T T 4T TEELLE UL T T
Sbjet 571  TTGTCCTACTGAAAATATAGAAGAAGTAGGAACATTTCTCGTATATGATTAGTCATATAG 630

DO ROOt 71 v

Sbjct 631  ATAAACATTGTGTGCTGTGTATACAATATGAG——————————""— TCTGTGATGTC 673
e O T rmepecttr prapg epreceretcTpiTY >
Sbjct 674  AAATTTTAGTATTATCAGCTGCTTAA-AGATATATATCTA-———————— ATGAGGATTCA 723

Query 659  GCAATATTTACATTTCAGGGAA-TTTTAGGAAACTAAAAA——GTGATGCTAAAGGaaaaa 715

TCCTELLLE AELCLEEE T TLLLCEEL THEETEE 1T TETTTTT
Sbjct 724  GCAATATTTAATTTTCAGGGGACTTTTAGGATGCTAAAAAAAGTAATGTTAAAGGAAAGA 783

Query 716  aaCATTAATAAACAATTT-GAGAGTGACTCAGGAAG-GTAGCAAATCCTAAAGTCGATTT 773

FLCTEECTEETE I EEETTEECTECEETE T TP DI 1] 1T
Sbjct 784  AACATTAATAAACTTTTTTGAGAGTGACTCAGGAACAGTAACAAATCTTAAGGTGGATTT 843

Query 774  AATTTGCTTGGGGCTATTGAATTAGTATGCTCTCTATGAAAATTAGAGTAAATGTGGAAG 833

FCLLLCLLLCEEETET LD CETELEEEEET AL ETEECEE T EETTTL DI
Sbjct 844  AATTTGCTTGGGGCTATTGCATTAGTATGCTTTCTATGAAAATTAGAGTAAATGTTGAAG 903

Query 834  CCATCTGTCATTACCTCTAGGAGAAGAAAAAGGCACTGTCACCTTCTAGATAGTAAACCT 893

LCLEELLEE TEEE TELCEETECECETCERCELTTL VL THTELTTITT T
Sbjet 904  CCATCTGTCACTACCACTAGGAGAAGAAAAAGGCACTGTTACCTCCTAGATAGTAAAGCT 963

Query 894  AAATATAA———TACAGGTCTCAAAACATGAAAGAACA-TCTAAGG-AAACCCATTTCAA 947

FEET T TECELLLLETCTEE  TEEEE T TELEETE T TTTTL T
Sbjet 964  AAMAAAMAAAAATACAGGTCTCAAAACACCGAAGAAAAATCTAAGGGAAATCCATTTGAA 1023

Query 948  AGTTGTTGAAAGACAAAGTCTGACCTTGGTCAGTTTCCTACAATTATTATTTTAAAACTA 1007

L TREEEETETTLLETELEEE T LT FTCT LTI
Sbjet 1024 AGTTGTTAAAAGACAAAGTCTGACCTTGATAAGTTTCCTCCAATTATTATITTAAMACTA 1083

Query 1008 AACATTAGTTGTCTGAACTTGGCTGTTGCAGCGGAGGTCAGTTAATTAACTGCTAACCAT 1067

FECLEECT TLLEEELLE LT LEE TEECELT LTI
Sbjct 1084 AACATTAGTCGTCTGAACTTGGCTGTTGCCGCGGAGGTCAGTTAATTAACTGCTAACCAT 1143

Query 1068 TAAATAACAACAACAGCAACAACAAAAAGTCATTATGTCCATGGTCAAGTTTGTTTGTGT 1127

TETTELTTTTTLT [LECCETTTTTELCLEEE TIETCEL T
Sbjet 1144 TAAATAACAACAACA——----ACAAAAAGTCATTATGTCCACGGTCAAGTCTGITTGIGT 1197

Query 1128 CAGTCAATTGCTTGTTTGCAGATTTGGATTAAAGTTTGATTTTT-—CTGTGAATTCATG 1184

CCCLEELLLELCTELE TELELEETECEEL T TEL L T
Sbjct 1198 CAGTCAATTGCTTGITIGTTGATTTGGATTAAAGTTTGATTTITITICTGTGAATTCATA 1257

Query 1185 GAATGAAAAGTGAGTCTTACATTTGTT--CTGAAATGCTTGTTTTCTTGATTATTGGAAG 1242

FCTTETCLLE TEL TEETEEEL L FEEETEEE TELTELE T
Sbjct 1258 GAATGAAAAGTGATTCTCGCATTTGTTATCTCAAATGCTTCTTTICTTGATTATIGGAGA 1317

Query 1243 AAGACGAT—-ATTTCTGtttttt T T £ tAAAAACCAGACTATGACTTGGCTTCTGTGTA 1299

PO TEL TLELEL L LELELEEEEE L AT
Sbjct 1318 AAGATGATTTTATTICTTIGITITITTTTAAGA--CAGATTATGACTTGGCTICTGTGTA 1375

Query 1300 GCCTGAGATTTCCAAAGTTTTTC————ATTTAAACAGACTACCTCATTCAATCCTTTAC 1354

LTI T ILLLCETETELLTTTELL LT [T
Sbjct 1376 GCCTGAGATTTGCAAAGTTTTTTTTTTAATTTAAACAGACTACCTCATTCAA-CCTTT-— 1432

Query 1355 ATGTATACACATAGATTCATAAACAGCATTCTTTTGTCTTTAAAGTGGATGCTATCCATG 1414

CLLCE TELEE T TEEEETLE LT LT TTHTTT LT
Sbjct 1433 -—-—--—CACATACATICAGAA-CAGCATTCTTTTGTCTTTAAAGTAGATGCTATCCATG 1484

Query 1415 GACATAAATTGGAAGATATGCCAAGCCTTTTATGTTTCAGGGTCATATCTGAATACAGTT 1474

[LLETLLLEEE T ETELCELEL LT LTI T T
Sbjct 1485 AACATAAATTGGAAGATATGCCAAGCCTTTCATGTTTCAGGGTCATATCTGAATGCAGTT 1544

Query 1475 TTACTGTAAGAACTGTAGCTTTCCCAGTAATTCTTTGCTTTATTTTTCTTGTCAAGGGTT 1534

LD LLEL EECLEEEEE ELETELEE T L TCE LTI
Sbjct 1545 TTGCTGTTAGAACTGTAGATTTCCCAGTAATTCTTTGCTTTATITITCTIGICAAGGGTT 1604

Query 1535 TTTAATAAAGATAGGATGTTGGGGCAGTATTTATTTAACATTTTCTTCGTTGTCTGCTTIT 1594

LLLCEEECEEEEEE T TEETCLLELELLELLLE T [T
Sbjct 1605 TTTAATAAAGATAGAATCCTGGGGCAGTATTTATTTAACATTTTC-CCGTTGTCTGCTCT 1663

Query 1595 GCATTGACATGGGACTTTCAACACAAATCCAGATTCCCTCACTCCTGACAGGCACTCATG 1654

CCRLCECE TUEE TILEECTETTCE TECELEE THEECL TTETTET T ] 1T
Sbjct 1664 GCATTGACAAGGGATTTTCAACACAAATACAGATTCACTCACTTCTGACAGACAGTAATG 1723

Query 1655 ATGTCTGGCTCAGAGACATTCAGGAATTATTTCATGTGAAGAAACTATGCTTTGGAAGTG 1714

[ TLEE TR T TELLEEELEEEL TP TITELTELTT T
Sbjct 1724 ACTCCTGGCACAGAGAAATTTAAGAATTATTTCATATGAAGAGACTATGCTTTTGAAGTG 1783

Query 1715 TTTGTGCTATGGTAGATTAACAATTCCTATAAAACCAAGTGCCTCATTTTATAACATTTC 1774

TLLCLE LT L TELEET TLTEE FEEECEEETEEE LTI
Sbjet 1784 TTTGTGITATGTTGGATTAATGATICCCATAAAACCAAGTGTCTCATTTTATAACATTIC 1843

Query 1775 AAACAGAAAGTGACATGATTAGATGACCAAGTCATAAAATATGGAAGCTAGTTTGGATTT 1834

LT I T LT TETLETEL LTI
Sbjct 1844 AAMAAGAGAGCGACATGATT-————--—- AGCCATGAAATATGGAAGCTAGTTTGGATTT 1894

Query 1835 ATAACTTATTTCTTTCTGGTTTACAAATGTTAGAAAATTATAGCTTAATTACTAATATAT 1894

ILECTLCLLLELELE ELETEEEEE T T LTI
Sbjct 1895 ATAACTTATTTCTTTCTGATTTACAAATGTTAGAAAATTATAGCTTAATTACTAATATAT 1954

e AT T T TSI 7>

Sbjct 1955 TA—————-ATGAGACTATCACCTGGTAGTATAGACCTTAAGTTTTTGAGTTATGTAGCT 2007
e IO AT AT e AT T 20
Sbjct 2008 AATATT——————-TGTTCCCTGTAGTTAGTTTTGAACATAATTATTGTTAAAAATGTGC 2059

ey 208 TG AT TITITTT ST CTTATIMCETTT T 207
Sbjct 2060 ATGTCTACATTTTTTTTTTACTTTTAGGAAAAAT-——TTAAGTAAATGTTACGATGAAAT 2116
Query 2073 AAACTTAATTTT 2084

[T T
!Sbjct 2117 AAATTTAATITT 2128
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Sequence ID: NG 0118493 Length: 436227 Number of Matches: 2

Range 1: 9394 to 10693 GenBank Graphics Next Match
Score Expect Identities Gaps Strand
540 bits(598) 3e-150  920/1332(69%) 124/1332(9%) Plus/Plus

Query 674 CAGGGANTTTTAGGAMMCTAMMARGTGATGCTAMGG: ssasa CATTANTAMCARTTT | 733

Shiet 9384 CAGGGATTTTGAGGAACCOAA

TGATGITACAGAMAGTAAGGTICATAAETIGET | 9450

O o O A

Shiet 9451 CARAGTGGCTCAGTAAGTTAGTAGCAMCCTTCGAGTGSTTTTAKTTTGETTAGRGCTAT 8510

Query 791 TOAKTTAGTATGCTCTCTATGAAMTTAGAGTAMTGTGGMGECKTCTGIEATTACCTE 850
O A

Shiet 9511 TGCATTAGTATGTTATCTATGAARCTAGAATAMTGTTGMGECATCTGTCATTACCAL | 85T0

B T

Shict 5T AMGGAGGTGAMMGAGACTATCACCTGCTAGACAGTAMGETARMAMTARAGSTCTCA 3630

]

Query 900

ATACAGITCTCAMMCATGAMGACATCTAN 932
LA

Shict 9531 AMACATGAAAGAMTGTAMMGCTAMMATAMGGTCTCAMACATAAGAA-ATOTAA 3633

T T

Shict 9630 GGACATATATITAAMGITGTCARGSACARAGTCTGICCTIGATCAGCTICCTCCAKTT | 8748

Query 993 ATTATTTTAMMCTAMCATTAGTTGICTGAACTIGGCTGTIGEAGCGAGGTCAGTTAN 1052
N A

Shiet 9750 ATTATTICAAMCTAAACATTAGTTGATGAACTIGGCTGTTGEAACAGAGGTCAGTTAA 3808

Query 1053 TTAACTGCTAACCATTAMTACRACACAGCAICAACAAMAGTCATIATGTCCATGGT | 1112
LA TETE T T T
AARAAC

Shiet 9810 TTAACTGCTTACCATTAMTAKCAKCA GAMMAGTAKTTATGTAZATGRT 8864

B R

Shiet 9985 CAAKICICTGITIGTATMAGICAGTTCCCTITTTGTAGKTTIGRSTT-AGGATICANTTT | 5923

B i N T

Shjet 9824 TCCACGANTTCAGGTTTTAMMAGTGACCCTGITTTATTATGTIAICTAMATATICAT 9953

0 N o

Shjet 9984 TICTTTCATTGTIGTAAGAKGATANT-TITTTCTCASGATCTTT-CAMCAGATIGTGA 10041

O N

)
Shiet 10042 TGTAGOTICTAMGTAACCCTAGKTTTGAGGGSTITITAKCTTAGTAGKTICCAGTIAGT 10101

T e

Shiet 10102 CTTATATATTTTTTAGGCACATACTATATICACAMCAGAMTTCTTTTGTCTTA

10158

OO

Shict 10158 ~~ATACCATCCATGGACAAMTATTGARG-~~TG—————-~TTTTATGITICAGTAGTA 10206
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Sequence ID: Query_32307 Length: 2085 Number of Matches: 1

Range 1: 770 to 1913 Graphics

Score

600 bits(664)

Expect Identities Gaps
6e-175 857/1189(72%) 81/1189(6%)

Strand
Plus/Plus
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Shjct
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Query
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Query
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ATTTAATTTGCTTGGGGCTATTGCATTAGTGTGCTATCTATGAACACTAGAATAAATGTT

LLLELLLCELLETCEL LT TELEE TELE TEELLEE T TETE DI
ATTTAATTTGCTTGGGGCTATTGAATTAGTATGCTCTCTATGAAAATTAGAGTAAATGTG

GAAGCCATCTGTCATTACCACAAGGAGATGAAACAGAGACTGTCACCTCCTTGATAGTAA

FCERTCELETLETEEEE L TETTEE TEE LT FLLCHEEEEL T LTI
GAAGCCATCTGTCATTACCTCTAGGAGAAGAAAAAGGCACTGTCACCTTCTAGATAGTAA

AGCTAAATAAAATAGGGGTTTCAAAACATGAAAGAAAATATAAGGAAATATATTTAAAAG

FLLEEEEE TEEE T LEEEETETEEEE T TEETTE 1T T
ACCTAAATATAATACAGGTCTCAAAACATGAAAGAACATCTAAGGAAACCCATTTCAAAG

TTGTCAAAGGACAAAATCTGACCTTGATCAGCTTCCTCCAGTTATTATTTTTAAACTAAA

LU EE TEEEEL TLEEETELE LT AL T TELELLLL TITTTIT
TTGTTGAAAGACAAAGTCTGACCTTGGTCAGTTTCCTACAATTATTATTTTAAAACTAAA

CATTAGTTGCATGAACATGGGTGTTGCAACAGAGGTCACTTAATTAACTGGTAACCATTA

FCLLECLE  TEELE LI TTLEEE T TECEET TETCLTTELLE T
CATTAGTTGTCTGAACTTGGCTGTTGCAGCGGAGGTCAGTTAATTAACTGCTAACCATTA

AACAGCAACAACA————AAAGAAAAGTAATTATGGAGATGGTCAAGTCTCTGTTTATCT

[T T [0 TP LT CHEETETE T T ] ]
AATAACAACAACAGCAACAACAAAAAGTCATTATGTCCATGGTCAAGTTT-—GTTTGTGT

GAGTC——GCTTGTTTGGAGATTTGGGTTAGGATTCGATTTT-CTGTGAATTCAGGTAA

[LEE TLELLLTTETEL TEE DL T LI 1T
CAGTCAATTGCTTGTTTGCAGATTTGGATTAAAGTTTGATTTTTCTGTGAATTCATGGAA

TGAAAAGTGACTTGGTTCTATTTTGTTATCGAAAATGAATTTTTCTTTGAATATTGCCAG

RN A N S AN e A A
TGAAAAGTGAGTC—TTACATTT-GTTCTG--AAATGCTTGTTTTCTTGATTATTGGAAG

AAGATGAT-TTTGTCTCAGAATGTTCCAAA-CCAGCTTGTGATTTGGGTCCTACATAGAC

[T T ] [LL AT T T T T ]
AAGACGATATTTCTGTTTTTTTTTTTAAAMACCAGACTATGACTTGGCTTCTGTGTAGCC

CTAGATTTGTGGAGTTTTTAACTTGAAAAGATTCC——AGTTAGT—TTTATCAT——

NN RN U A e N N A
TGAGATTTCCAAAGTTTTTCATT TAAACAGACTACCTCATTCAATCCTTTA-CATGTATA

—ACATTTATTCATAGACAGTATTCTTTTGTCTTAAAAGTCAATACCATCTATGGACAGCA

[LLCTLELTETEED TTLELLLLCLETL TELL L T T T
CACATAGATTCATAAACAGCATTCTTTTGICTTTAAAGTGGATGCTATCCATGGACA-TA

AATTGAGAGAATTTACATGTCtt £+t tGTTCAGTAGTAATATATGAATGCAAGTTTAGT

TS O A S S S N N N AN A
AATTGGAAGATATGCCAAGCCTTTTATGTTTCAG-GGTCATATCTGAATACAGTTTTACT

ATAAGAAGTATAAACTATTTTC——TAATTCTTGGCTTGCTTCTTTTTGTCAGAttttttt

FTEE DT T TE T THEL T T LT T
GTAAGAACTGT-AGCT-TTCCCAGTAATTCTTTGCTTTATTTTICTTGTCA-AGGGTTTT

11t tAACAGAAAAT————GGCAATATTTATTTAACATTTCCTTCATTGCATGCTATTC

NN CCLE TEETECLLECTTLLL TETE T T ]
TAATAAAGATAGGATGTTGGGGCAGTATTTATTTAACATITTCTTCGTTGTCTGCTTTGC

?G{?G??{??AGTTATGCCTTTATGCCTCTGTGTAGAA?GTTTCAACAC*AATACAGA**

ILLCETEET T DT
ATTGACATGG GACTTTCAACACAAATCCAGATT

——CTCACTTCTCACAGATAATTATGATACTTGGCACAGAGAAATTTAAAAAATTACTTCA

SN A A A A N N T N A
CCCTCACTCCTGACAGGCACTCATGATGTCTGGCTCAGAGACA-TTCAGGAATTATTTC-

AATGAAAAGAGACTATGCTTTTGAAGT-TTTTTGCATTACAGTTGATTAATGGCTCATAT

[ TETETTTETCELLD TECLL DL L TE T T ]
~ATGTGAAGAAACTATGCTTTGGAAGTGTTTGTGC-~TATGGTAGATTAACAATTCCTAT

AAAGCCTAATGTTTTGTTTTATAACATTTCAAAAAACATATGGCATAATTAGAAGAATAA

FEETE T TE T TLEETETTLELETTE E T 4L T T T T
AAAACCAAGTGCCTCATTTTATAACATTTCAAACAGAAAGTGACATGATTAGATGACCAA

GACCTAAAATGTGAAAGTTTGTTTGGTCTTATCACTTATTTCTGAACGCTTTTTAAATAT

[ TEEEE TETE LT T TETEL T T T
GTCATAAAATATGGAAGCTAGTTTGGATTTATAACTTATTTCTTTCTGGTTTACAAATGT

TAGTCAATTCCAGTTTAATGGCTAATACATAAATAAGATCTAAGAGTAT 1253

FEE LT T LT CTEEEE VT T ] T T
TAGAAAATTATAGCTTAATTACTAATATATTAATGAGAGATGAGACTAT 1913

160
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889
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949
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1069
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1187
570
1242
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Sequence ID: Query_58817 Length: 583 Number of Matches: 1

Range 1: 6 to 529 Graphics

Score Expect Identities Gaps Strand
492 bits(545) le-142 431/533(81%) 14/533(2%) Plus/Plus
Query 674  CAGGGAATTTTAGGAAACTAAAAAGTGATGCTAAAGGaaaaaaaCATTAATAAACAATIT 733
Shict 6 CARGOAMTCTOAGGAGC-—AAMTGATOTTAMGAAAMGOTICATARACTIOCT 62
Query 734  GAGAGTGACTCAGGAA———GGTAGCAAATCCTAAAGTCGATTTAATTTGCTTGGGGCTAT 790
Shict 63 CAMOTOOCTCAOTAACTTOOTACAMACCTTAGACTGGATTTATTTGCTIGOR0CTAT 122
Query 791  TGAATTAGTATGCTCTCTATGAAAATTAGAGTAAATGTGGAAGCCATCTGTCATTACCTC 850
Shict 123 TOCMCTOTOTOCTATCTATCAMACTAGAATAMTOTIGAAGCCATCTGTCATTACEAC 162
Query 851  TAGGAGAAGAAAAAGGCACTGTCACCTTCTAGATAGTAAACCTAAATATAATACAGGTCT 910
Shict 163 MOGAGATOAMTAGAGACTOTCACCTCCTTCAOACTAAAGCTAMTAAKTAGOOTCT 242
Query 911  CAAAACATGAAAGAACATCTAAGGAAACCCATTTCAAAGTTGTTGAAAGACAAAGTCTGA 970
Shict 243 CACAMCATOAMGMAKTOTACGOMATTATITAMAGTTCTCMAGGACARAOTCTOA 302
Query 971  CCTTGGTCAGTTTCCTACAATTATTATTTTAAAACTAAACATTAGTTGTCTGAACTTGGC 1030
Shict 303 CCTIOATOAGCTTCCTCOAITATIATTTTTAMCTAAACATCAOTIGCATARCTIORE 362
Query 1031 TGTTGCAGCGGAGGTCAGTTAATTAACTGCTAACCATTAAATAACAACAACAGCAACAAC 1090
Shict 363 TOTIOCAACAACOTCACTTAATTACTOGTAACCATTAAACAACMCA MMM 417
Query 1091 AAAAAGTCATTATGTCCATGGTCAAG—TTTGTTTGTGTCAGTCAATTGCTTGTTTGCAG 1148
Shict 415 CMAAGTAATTATOTACKTOOTCMOTCTCTOTIOTS GAGTCAGTIGETTGITIOTAG 477
Query 1149 ATTTGGATTAAAGTTTGATTTTTCTGTGAATTCATGGAATGAAAAGTGAGTCT 1201

Shict 478 ATTIGGSTTAGA-ATICAATTTICCOTGARTTCAGGTAXCAMASTGACTET 528




