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Dot Matrix View

=

Descriptions
Sequences producing significant alignments:

Description = Max score Total Query cover E value Ident Accession
score
None provided 141 3662 8% 1e-35 72% Query_167589
Alignments

Sequence ID: Query_167589 Length: 5763 Number of Matches: 98
Range 1: 1 to 261
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Range 2: 1222 to 1310

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

cosee 1222 1obbor Mcbaotrtdddd e T e il 120
cosee 128 Ihiollbbsooldrlabat . 1310

Range 3: 1222 to 1310

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

aoser 1222 dbhdddand Ll I R e e 22
aoser 1262 hdabdbacel MG Lo
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Range 4: 1222 to 1310

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

Query 10969 CGA TC TGGTAGTCAGGCCAGTGA AAGACTCAGACACA 11028
soser 1222 lbbortlbckasl MM UL er e 16
Query 11029 CAGTCAGTGTC CCACGGACAGGC 11057

soset 1252 Dbl brcohidr ot 1310

Range 5: 1975 to 2063

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

Query 5134 AGGGTCCAGTGGTAGCCA! TGA A AAGAGTCAGACACA 5193
soscr 1575 SHbsriAbchachr MMM ek Macce 203
Query 5194 CAGTCAGTGTCAGCCCACGGACAGG 5222

Sbjct 2035 iLIGiLﬂAGGLIiTiLiAZGiLETﬂIi 2063

Range 6: 1975 to 2063

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

Query 7081 AGGGTCCAGTGGTAGTCAI AGTGACAGTGAGGGACAT AAGACTCAGACACA 7140
soscr 1575 SbdsriAbchacl A MMt Kbt M accc 2034
Query 7141 CAGTCAGTGTCAGCCCACGGACAGG 7169

Sbjct 2035 LIGELI1AGGLIETiLiAZGiLETﬂIi 2063

Range 7: 1975 to 2063

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

Query 10969 AGGGTCCAGTGGTAGTCA! TGA AT AAGACTCAGACACA 11028
soser 1975 AMbhertctast e M3 cHdlerrttidlucoc 2050
Query 11029 CAGTCAGTGTCAGCCCACGGACAGG 11057

Sbjct 2035 EAIGiLﬂAGGLIETELEAIGELITEHI 2063

Range 8: 3463 to 3551

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

Query 5134 CGAGGGTCCAGTGGTAGCCAGGCCAGTGACAGCGAGGGACACTCAGAAGAGTCAGACACA 5193
sbjct 3463 CohseseTiAdciachiTihlihdcthihbliAbacthtrhertetthihacee 3522
Query 5194 CAGTCAGTGTCAGCCCACGGACAGGCTGG 5222

Sbjct 3523 CAbechblaccAdrihiabatAdiitds 3ss1
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Range 9: 3463 to 3551

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

Query 7081 CGAGGGTCCAGTGGTAGTCAGGCCAGTGACAGTGAGGGACATTCAGAAGACTCAGACACA 7140
sojct 3463 ChAGGeaTCACchachetiAsiAdciAbcbhstctActireherritthihnase 3522
Query 7141 CAGTCAGTGTCAGCCCACGGACAGGCTGG 7169

Sojct 3523 CAbschGTacehetrihladachérttes 3ss1

Range 10: 3463 to 3551

Score Expect Identities Gaps Strand Frame
48.2 bits(52) 2e-07() 64/89(72%) 0/89(0%) Plus/Plus

Features:

Query 10969 CGAGGGTCCAGTGGTAGTCAGGCCAGTGACAGTGAGGGACATTCAGAAGACTCAGACACA 11028
sojct 3463 (ohetaTChbctachitihsiihbcihthiciAstbcthctirtherrittiihucsc 3522
Query 11029 CAGTCAGTGTCAGCCCACGGACAGGCTGG 11057

Sojct 3523 CAGclAGTacaAGLTEALadalAGTLTGE 3551

Range 11: 2725 to 2812

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 5134 CGAGGGTCCAGTGGTAGCCAGGCCAGTGACAGCGAGGGACACTCAGAAGAGTCAGACACA 5193
sojct 2725 hbbdorihictachireAsdchicahihédehisielhticbherrctiAthcec 2784
Query 5194 CAGTCAGTGTCAGCCCACGGACAGGCTG 5221

Sojct 2785 ChoatAdtaceAbTehlatalhénttd 2812

Range 12: 2725 to 2812

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 7081 iIAIIITCiAZTZGTAZTiAZIiiAZTEAiAZTIAZIZAi 1 ZAAGAITEAZACACA 7140
Sbjct 2725 L GT L C AGL + L L C L L C L L * LCTT + L LAGGC 2784
Query 7141 AITEAITGTCAZECiAiGIAiAZGiTI 7168

Sbjct 2785 L G L +AGGL T L AGG L T + 2812

Range 13: 2725 to 2812

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 10969 iIAIIITCi ITIGTAZTEAZIEE ITI i z I ZZZAi 1 IAAGAlTiAIACACA 11028
Sbjct 2725 L GT C AGL + L C L * LCTT + L LAGGC 2784
Query 11029 iAITiAZ GTCA ZiCiAiGIAiAiGiTI 11056

Sbjct 2785 L G L AGG T L AGG L T + 2812

Range 14: 4213 to 4300

Score Expect Identities Gaps Strand Frame
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46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 5134 CGAGGGTCCAGTGGTAGCCAGGCCAGTGACAGCGAGGGACACTCAGAAGAGTCAGACACA 5193
sbjct 4213 CohosseTiAdceachirihbblihicthihbliAddcthtchertctthihacee 4272
Query 5194 CAGTCAGTGTCAGCCCACGGACAGGCTG 5221

Sbjct 4273 ChoeihbtacohblTiAlabolhdrdts  azee

Range 15: 4213 to 4300

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 7081 A TCCAGTGGTAGTCA AGTGACAGTGA Al AAGACTCAGACACA 7140
soser s215 el ST Hedlere il asee 27
Query 7141 AGTCAGTGTCAGCCCACGGACAGGCT 7168

Sbjct 4273 LIGILEJFAGGLZiTiLiAZGiLZTiJFI 4300

Range 16: 4213 to 4300

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 10969 A TCCAGTGGTAGTCA AGTGACAGTGA ACA AAGACTCAGACACA 11028
soser a215 Mlhertldchasld MM ST et ere i asee 27
Query 11029 AGTCAGTGTCAGCCCACGGACAGGCT! 11056

Sbjct 4273 ELEGELZ AGG ZiTiLiAEGiLZTiJFI 4300

Range 17: 4951 to 5038

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 5134 A TCCAGTGGTAGCCA AGTGACA Al ACT AAGAGTCAGACACA 5193
soser ass1 PobbderiMcbaonr s et cllcrrehMlucoc  seso
Query 5194 AGTCAGTGTCAGCCCACGGACAGGCT 5221

Sbjct 5011 ELIGELIJFAGGLZETELEAIGELITEJFI 5038

Range 18: 4951 to 5038

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus

Features:

Query 7081 CGAGGGTCCAGTGGTAGTCAGGCCAGTGACAGTGAGGGACATTCAGAAGACTCAGACACA 7140
sojct ass1 (ohosssrehiceachitihsldhsceAthécehébicthcticiherrttthihasec  sere
Query 7141 CAGTCAGTGTCAGCCCACGGACAGGCTG 7168

Sojct se11 Chbathstacshelrihlasethdrdts soss

Range 19: 4951 to 5038

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 8e-07() 63/88(72%) 0/88(0%) Plus/Plus
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el i 1 M
Rl rinaernaa B

Range 20: 1222 to 1310

ACACA 11028
LAGGC 5010

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 3e-06() 63/89(71%) 0/89(0%) Plus/Plus

Features:

Query 8053 AGGGTACAGTGGTAGTCA AGTGACAAT AAGACTCAGACACA 8112
soser 1222 LAderiMcbsm b Nc el Hrdlerrt hdlacoc 1261
Query 8113 CAGTCAGTGTCAGCCCACGGACAGG 8141

Sbjct 1282 LIGiLﬂAGGLIiTiLiAEGiLETﬂIi 1310

Range 21: 1222 to 1310

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 63/89(71%) 0/89(0%) Plus/Plus

Features:

Query 9025 AGGGTACAGTGGTAGTCA AGTGACAAT AAGACTCAGACACA 9084
soser 1222 LAkl e e MUt Hrdlerrt hdlacoc 1261
Query 9085 CAGTCAGTGTCAGCCCACGGACAGG 9113

Sbjct 1282 iLIGiLﬂAGGLIiTiLiAiGiLETﬁIi 1310

Range 22: 1225 to 1277

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 43/54(80%) 1/54(1%) Plus/Plus

Features:

Query 1245 GGGGTCTAGCGGTAGTCAGGCCAGTGACAGTGAGGGACATTCAGAAAACTCAGA 1298
sbjct 1225 cooote-Abldachitihbblihdcthihbcihéddcthctirihertttthdd 1277
Range 23: 1975 to 2063

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 63/89(71%) 0/89(0%) Plus/Plus

Features:

Query 8053 CGAGGGTACAGTGGTAGTCAGGCCAGTGACAATGAGGGACATTCAGAAGACTCAGACACA 8112
sbjct 1975 CohostaTiAbciachitiAbblihdcihihactAddicthctirbherrtithihncec 2034
Query 8113 CAGTCAGTGTCAGCCCACGGACAGGCTGG 8141

Sbjct 2035 CAeihbtacoAdlTeAiabalAdTLtds 2063

Range 24: 1975 to 2063

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 63/89(71%) 0/89(0%) Plus/Plus

Features:

Query 9025 CGAGGGTACAGTGGTAGTCAGGCCAGTGACAATGAGGGACATTCAGAAGACTCAGACACA 9084
oger 2975 ML erilciaan I sl e el e 20ms

Query 9085 CAGTCAGTGTCAGCCCACGGACAGGCTGG 9113

https://blast.ncbi.nim.nih.gov/Blast.cgi
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sojct 2035 ChbadAbtacaldlrthadolhbrdidd 2063

Range 25: 1978 to 2030

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 3e-06() 43/54(80%) 1/54(1%) Plus/Plus
Features:

Query 1245 TCTA
coser 1978 DLLIL]

Range 26: 2728 to 2780

NIV TV T e

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 43/54(80%) 1/54(1%) Plus/Plus
Features:

coser 2720 LS LN eI e

Range 27: 3463 to 3551

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 3e-06() 63/89(71%) 0/89(0%) Plus/Plus

Features:

Query 8053 EIAIIITAEAITIGTAIHAIIEEAITIAIAATI III i H IAAGAEHAZACACA 8112
Sbjct 3463 L GT A C AGL L L C L LGC L l ACTT L LAGGC 3522
Query 8113 AITiAﬂGTCAIiCiAiGIAiAEGﬂIi 8141

Sbjct 3523 L G L AGGL T L AGG L T 3551

Range 28: 3463 to 3551

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 63/89(71%) 0/89(0%) Plus/Plus

Features:

Query 9025 EIAIIITAEAITIGTAIHAIIEEAITIAEAATI III i H IAAGAEHAZACACA 9084
Sbjct 3463 l GT L C AGL L L C L LGC L l ACTT l LAGGC 3522
Query 9085 iAITiAIFTCAIECEAEGIAEAIGﬂﬁ 9113

Sbjct 3523 L G L AGGL T L AGG L T 3551

Range 29: 3466 to 3518

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 43/54(80%) 1/54(1%) Plus/Plus

Features:

Query 1245 T GT T T ACATTCAGAAAA 1298

ot suse QLI

Range 30: 4216 to 4268

Score Expect Identities Gaps Strand Frame
44 .6 bits(48) 3e-06() 43/54(80%) 1/54(1%) Plus/Plus
Features:
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Query 1245 T AGTGAGGGACATTCAGAAAACT

coset sz16 WALN-

Range 31: 4954 to 5006

GT. T

T I T Tl soes

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 3e-06() 43/54(80%) 1/54(1%) Plus/Plus
Features:

Query 1245 TCTA
coser sasa DALLIL]

Range 32: 5694 to 5740

L A AR s

5006

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 3e-06() 38/47(81%) 0/47(0%) Plus/Plus

Features:

Query 5134 EIAIIITCEAITIGTAICiAIIﬁAITIAiAzizAzzzAiAﬂiAIA 5180

Sbjct 5694 L GTLCAGLTL LCLL L CL CL 5740

Range 33: 5697 to 5749

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 3e-06() 43/54(80%) 1/54(1%) Plus/Plus

Features:

coser soor QLS HHE IRl <

Range 34: 1222 to 1277

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus

Features:

Query 6109 AGGGTACAGTGGTAGTCAI AGTGACAGTGAGGGACAT AAGACTCA 6164
SO )1y o 1Y Ml i}
Range 35: 1975 to 2030

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus

Features:

Query 6109 CGAGGGTACAGTGGTAGTCAGGCCAGTGACAGTGAGGGACATTCAGAAGACTCAGA 6164
sbjct 1975 CehdddorihiciashiteAtadthcbhdhdcihdbbctActirherrdithid 2030
Range 36: 2725 to 2812

Score Expect Identities Gaps Strand Frame
42 .8 bits(46) 9e-06() 62/88(70%) 0/88(0%) Plus/Plus

Features:

Query 8053 CGAGGGTACAGTGGTAGTCAGGCCAGTGACAATGAGGGACATTCAGAAGACTCAGACACA 8112
sbjct 2725 CehaddorihdciashiteAtadthiciAthacihbbbcthcticbherrithbhncsc 2784
Query 8113 CAGTCAGTGTCAGCCCACGGACAGGCTG 8140

Sbjct 2785 CAGotAGTaGGAGLTCACAGGLAGTETS 2812

https://blast.ncbi.nim.nih.gov/Blast.cgi

8/19



11/14/2018

Range 37: 2725 to 2812

NCBI Blast:Nucleotide Sequence (12186 letters)

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 62/88(70%) 0/88(0%) Plus/Plus

Features:

Query 9025 CGA TACAGTGGTAGTCAGGCCAGTGACAATGA ACATTCAGAAGACTCAGACACA 9084
SOUl A  A VADAV0 O 11
uer 9085 CAGTCAGTGTCAGCCCACGGACAGGCT 9112

St ) 01 O 120 0 1

Range 38: 2725 to 2780

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus

Features:

coser z72s. dbhdddard Ll el e

Range 39: 3463 to 3518

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus

Features:

cosee saes dbhdddard Ll e

Range 40: 4213 to 4300

Score Expect Identities Gaps Strand Frame
42 .8 bits(46) 9e-06() 62/88(70%) 0/88(0%) Plus/Plus

Features:

Query 8053 AGGGTACAGTGGTAGTCAI AGTGACAATGAGGGACATTCAGAAGACTCAGACACA 8112
soser 215 LAderiMcban e Ml Hcllert M ucoc 4272
Query 8113 CAGTCAGTGTCAGCCCACGGACAGG 8140

Sbjct 4273 ELIGiLﬂAGGLIiTELEAIGELITEH 4300

Range 41: 4213 to 4300

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 62/88(70%) 0/88(0%) Plus/Plus

Features:

Query 9025 CGAGGGTACAGTGGTAGTCAGGCCAGTGACAATGAGGGACATTCAGAAGACTCAGACACA 9084
sbjct 4213 CeAaddorihictashitiAddddhcbhdhacihibbcthctcherrtithbacse 4272
Query 9085 CAGTCAGTGTCAGCCCACGGACAGGCTG 9112

Sbjct 4273 CAbothsTaccAelTeAlabatASTETS 4300

Range 42: 4213 to 4268

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus

Features:

https://blast.ncbi.nim.nih.gov/Blast.cgi
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Query 6109 TA TGGT. TGACAGTGAGGGACATTCAGAAGAC GA 6164

SO 1 BV ADF3RAYW BV SR Y 11

Range 43: 4951 to 5038

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 62/88(70%) 0/88(0%) Plus/Plus

Features:

Query 8053 CGA TACAGTGGTAGTCAGGCCAGTGACAAT ACATTCAGAAGACTCAGACACA 8112
soser assn Siberihicent M e Hedlerr i acec soue
Query 8113 CAGTCAGTGTCAGCCCACGGACAGGCT 8140

S 91011 0 81V 1 1)

Range 44: 4951 to 5038

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 62/88(70%) 0/88(0%) Plus/Plus

Features:

Query 9025 A TACAGTGGTA A AGTGACAAT AAGA AGACACA 9084
soser asss Aot A M Hedlerrti e soze
Query 9085 AGTCAGTGTCAGCCCACGGACAGG 9112

Sbjct 5011 LIGililAGGLIiTiLiAIGiLITilI 5038

Range 45: 4951 to 5006

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus
Features:

coser a1 AOLLor b TSI N s

Range 46: 5694 to 5749

Score Expect Identities Gaps Strand Frame
42 .8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus
Features:

coser sooa AOLLor b HHE TSI Nl o

Range 47: 5694 to 5749

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus

Features:

Query 7081 TC TGGT T T ACATTCAGAAGA 7136

NSO 1111 1V VTV TV VTV Tl

Range 48: 5694 to 5749

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 9e-06() 43/56(77%) 0/56(0%) Plus/Plus
Features:

https://blast.ncbi.nim.nih.gov/Blast.cgi

10/19



11/14/2018 NCBI Blast:Nucleotide Sequence (12186 letters)

Query 10969 C TC TGGT TGACAGTGAGGGACATTCAGAAGAC

AGA 11024

(
SO ) A0 A0 TA TSRV T T

Range 49: 5694 to 5749

Score Expect Identities Gaps Strand Frame
39.2 bits(42) 1e-04() 42/56(75%) 0/56(0%) Plus/Plus

Features:

Query 8053 CIAIIITACAI IGTAITCAIICCAITIACAATIAIIIACATTCAZAAGACTCAIA 8108
Sbjct seoa CohsstaTiAbceachitiAbblihbcohihaciAdticthcticbherttithih  s7as
Range 50: 5694 to 5749

Score Expect Identities Gaps Strand Frame
39.2 bits(42) 1e-04() 42/56(75%) 0/56(0%) Plus/Plus

Features:

Query 9025 EIAIZITAEAITIGTAIHAIIﬁAETIAiAATIAzzzAiATH IAAGAEHAI 9080
Sbjct 5694 L GT L C AGL L L C L LGC L L LCTT L L 5749
Range 51: 1225 to 1268

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

oot 1225 LA Mclrclb A AT 22cs

Sbjct 1225 A A A L LL L X TL 1268

Range 52: 1225 to 1268

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

oot 1225 Q- McbrelbPA AT s2es

Sbjct 1225 A L L L LL L XC TL 1268

Range 53: 1978 to 2021

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 3192 GGGGTCCAGTGGTAGTCAGGCCAGTGATAGTGAGGGACATTCAGA 3236

Sbjct 1978 cooote-AbctachitihbbidAdcihehbcbhéddcthctirdh 202

Range 54: 1978 to 2021

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 9999 CAGTGGT TGATAGT ACATTCA 10043

aree 100 WL AN ALY o

Range 55: 2728 to 2771
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Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus
Features:

aosee e MLALAOMML AN AN e

Range 56: 2728 to 2771

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 9999 CAGTGGT TGATAGT ACATTCA 10043

e e WCALLMOMM AN AN e

Range 57: 3466 to 3509

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 3192 CAGTGGT TGATAGT ACATTCA 3236

R 1)1 1 X TV TV T T

Range 58: 3466 to 3509

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 9999 CAGTGGT TGATAGT ACATTCA 10043

ree swce W ALMMUAM AN o

Range 59: 4216 to 4259

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus
Features:

aoser azso ML MLMOMMLAMAUANY s

Range 60: 4216 to 4259

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus
Features:

cosee amo ML A ALY s

Range 61: 4954 to 4997

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus
Features:
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aoser sssa b el HTHTT ST ooy

Range 62: 4954 to 4997

NCBI Blast:Nucleotide Sequence (12186 letters)

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 9999 GGGGTCCAITIGTAZTCAIICCAITIATAITIAIIIACATTCAZA 10043

sbjct 4954 Gooote-Abctachitihbblihicihehbcihédbcthcticth  aser

Range 63: 5697 to 5740

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 3192 IIIZHCAITIGTAIHAIIiiAITIATAITEAIIIAEATHAIA 3236

Sbjct 5697 —L C AGL L L C LCL C L C )\C C L 5740

Range 64: 5697 to 5740

Score Expect Identities Gaps Strand Frame
33.7 bits(36) 0.005() 35/45(78%) 1/45(2%) Plus/Plus

Features:

Query 9999 IZIIHCAITIGTAIHAIIﬁAITIATAITIAIIIAEATHAIA 10043

Sbjct 5697 —L C AGL L L C LCL C L C XC C l 5740

Range 65: 970 to 987

Score Expect Identities Gaps Strand Frame
28.3 bits(30) 0.21() 17/18(94%) 0/18(0%) Plus/Plus

Features:

Query 5149 AIﬁAzGﬁAﬂIAiAﬁ 5166

Sbjct 970 L L T L L L 987

Range 66: 1723 to 1740

Score Expect Identities Gaps Strand Frame
28.3 bits(30) 0.21() 17/18(94%) 0/18(0%) Plus/Plus

Features:

Query 5149 AGCCAGGCCAGTGACAGC 5166

Sbjct 1723 AGCCAGTLAGIAALAS 1740

Range 67: 2473 to 2490

Score Expect Identities Gaps Strand Frame
28.3 bits(30) 0.21() 17/18(94%) 0/18(0%) Plus/Plus

Features:

Query 5149 AGCCAGGCCAGTGACAGC 5166

Sbjct 2473 AGCCAGTLAGIRALAR 2400

Range 68: 3211 to 3228

https://blast.ncbi.nim.nih.gov/Blast.cgi
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Score Expect Identities Gaps Strand Frame
28.3 bits(30) 0.21() 17/18(94%) 0/18(0%) Plus/Plus
Features:

coser o1 OGHITIL .o

Range 69: 4699 to 4716

Score Expect Identities Gaps Strand Frame
28.3 bits(30) 0.21() 17/18(94%) 0/18(0%) Plus/Plus

Features:

Query 5149 G 5166

coree aooo MULILOANL e

Range 70: 5442 to 5459

Score Expect Identities Gaps Strand Frame
28.3 bits(30) 0.21() 17/18(94%) 0/18(0%) Plus/Plus

Features:

Query 5149 G 5166

coree saer WHGIOATL oo

Range 71: 1295 to 1307

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 8610 8622

B 111111111 e

Range 72: 1295 to 1307

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus
Features:

cosee 1205 UHLHINT 1o

Range 73: 1542 to 1557

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 15/16(94%) 0/16(0%) Plus/Plus
Features:

RO 111 1)1V e

Range 74: 2048 to 2060

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus
Features:
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Query 8610 8622

coret zoan AL 2oco

Range 75: 2048 to 2060

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 9582 CTCACAGGCAGTC 9594

Sbjct 2048 CICACAGGLAGH 2060

Range 76: 2113 to 2130

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 16/18(89%) 0/18(0%) Plus/Plus

Features:

Query 5476 IIAlCiCAﬂAlIAIiAA 5493

Sbjct 2113 L A TL L L LL 2130

Range 77: 2292 to 2307

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 15/16(94%) 0/16(0%) Plus/Plus

Features:

Query 5007 ﬁAIIAAiAIICAAIZ 5022

Sbjct 2292 L LL A GAL 2307

Range 78: 2798 to 2810

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 8610 iHAiAinAIH 8622

Sbjct 2798 l L L 2810

Range 79: 2798 to 2810

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 9582 CTCACAGGCAGTC 9594

Sbjct 2798 CICACAGGUAGIL 2810

Range 80: 2863 to 2880

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 16/18(89%) 0/18(0%) Plus/Plus

Features:

Query 5476 GGATCCC A 5493

oo soss SOLLATIIT ceee

Range 81: 3030 to 3045
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Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 15/16(94%) 0/16(0%) Plus/Plus
Features:

coser o0 LONRRILIITT o

Range 82: 3536 to 3548

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 8610 8622

S 111111111

Range 83: 3536 to 3548

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 9582 9594

e 1111111111 e

Range 84: 3601 to 3618

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 16/18(89%) 0/18(0%) Plus/Plus
Features:

Query 5476 G CcC A 5493

oree soon WA S

Range 85: 3780 to 3795

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 15/16(94%) 0/16(0%) Plus/Plus
Features:

R 1)) 1111111

Range 86: 3961 to 3978

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 16/18(89%) 0/18(0%) Plus/Plus
Features:

cosee soo1 MULGLLLLEH

Range 87: 4286 to 4298

0 Sor

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus
Features:
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Query 8610 8622

cosee azne AT Gog

Range 88: 4286 to 4298

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 9582 9594

cosee azne AT og

Range 89: 4351 to 4368

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 16/18(89%) 0/18(0%) Plus/Plus
Features:

coser a1 WAL e

Range 90: 4518 to 4533

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 15/16(94%) 0/16(0%) Plus/Plus
Features:

coser asno LOOQILIIIT oo

Range 91: 5024 to 5036

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus
Features:

cvser soan UUUIT e

Range 92: 5024 to 5036

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 13/13(100%) 0/13(0%) Plus/Plus

Features:

Query 9582 9594

Bt 111111111 e

Range 93: 5089 to 5106

Score Expect Identities Gaps Strand Frame
24.7 bits(26) 2.5() 16/18(89%) 0/18(0%) Plus/Plus
Features:

Query 5476 GGATCCC A 5493

AN 1 by 1111 131 1Y

Range 94: 1425 to 1436
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Score Expect Identities Gaps Strand Frame
22.9 bits(24) 8.8() 12/12(100%) 0/12(0%) Plus/Plus
Features:

I e

coser w25 LU

Range 95: 2169 to 2180

Score Expect Identities Gaps Strand Frame
22.9 bits(24) 8.8() 12/12(100%) 0/12(0%) Plus/Plus

Features:

Query 1158 1169

11111111

Range 96: 2913 to 2924

Score Expect Identities Gaps Strand Frame
22.9 bits(24) 8.8() 12/12(100%) 0/12(0%) Plus/Plus

Features:

Query 1158 1169

et 201> WUULLLEL 2o

Range 97: 4401 to 4412

Score Expect Identities Gaps Strand Frame
22.9 bits(24) 8.8() 12/12(100%) 0/12(0%) Plus/Plus

Features:

Query 1158 1169

RO 1111111111

Range 98: 5145 to 5156

Score Expect Identities Gaps Strand Frame
22.9 bits(24) 8.8() 12/12(100%) 0/12(0%) Plus/Plus
Features:

1111111 g
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