
logo MGSALEQFLVI
VGRASGSGKSTGKL IL ILHNES IVQDEELKRRARPFRGKNAP I ILFY I

LVPDEQMTFLQMTEQQYAELAIKRSTEPDEMVGQGSMS IRAQVFSFSRLAWKRVLQEHTVG
NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 MSLQFVIGRAGSGKSGLLLHEVQEELKRRPRGNAILYIVPEQMTFQTQQALIRSEEVQSSIRAQVFSFSRLAWKVLQEVG 80
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 GASRLHIDEAGVHMLLRKIVEARKEELHVFQKAAEQNGFFEQLGSMITEFKRYNLTPSNVYTMWQELEANSSGNEQKLLA 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTA.SEYRGERVLS 159
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 NKMYDLQLLYDDFERALIGKYLDSEDYLQLLFEKIPHSEYVKDADIYIDGFHSLSPQELEIVRQLMRYGAKVKITLTLDE 240
NTDB id 120 BSU 10620 NP 388943.2 EKLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADK 239
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 QTLAMPVSELDLFHQTIVTYENVKQIAREEKMVLQPTIFMKEQPRFHSSGLAHLEAYYEARFPKEFE.GESNITLYNAVN 319
NTDB id 120 BSU 10620 NP 388943.2 PSYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAAN 319
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 LRAEVEGVAREIRRLIAEEGYRYRDIAVLLRNGESYYDLMKTLFVDYNIPHFIDQKRSMSHHPLIECIRSALEVISGNWR 399
NTDB id 120 BSU 10620 NP 388943.2 RRAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWR 399
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 YDAVFRCVKTELLYPLDVNKESMREEMDEFENYCLAYGVQGKRWTSEDPWTYRRYRSLDGGEGAQTNSEREMEEKVNRLR 479
NTDB id 120 BSU 10620 NP 388943.2 YEAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDF.AQTDQEIEMENMLNDTR 478
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 GVVRTPIIRLQKRLKRATTSMGMCEAVYLFLEELDVPKKLEELRMKAEAEGDFLFATDHDQVWEQVMSLLDTFVEMLGDE 559
NTDB id 120 BSU 10620 NP 388943.2 DWIVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDD 558
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 KMSLSMFMNVMTTGLESLQFANIPPSLDQVIIANIDRSRLSNIRAAFIVGANEGVIPAAPTEEGVLSDEEREALVAAGTL 639
NTDB id 120 BSU 10620 NP 388943.2 EISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVE 638
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 LAPTTRRKLLDEQFVIYQTVTCASDKLYLSCPLADEEGKTLLVSSFMKRMKRMFPSIKEQFLTNDVNDISIREQISYVAT 719
NTDB id 120 BSU 10620 NP 388943.2 LSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVN 718
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 PEVTMSYLTQQLQNWKRYGFEGNLSFWWDVYNFYVTSDEWKQKSSRILSSLFYRNRAEKLNNDVSRQLYGEKIKGSVSRM 799
NTDB id 120 BSU 10620 NP 388943.2 KSVAQSFTASQLRLWTREY..DISDVWWSTYNVLMSEQD.RLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRM 795
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 ELFNRCSYAHFAQHGLSLRERDIFKLDAPDIGELFHAALKKIADKLLRENRTWADLTVKECEYLSQVVIEELAPLLQRQI 879
NTDB id 120 BSU 10620 NP 388943.2 ETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEI 875
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 LLSSNRHHYLKHKLQQIIFRTSLVLREHAKASGFVPVDLEVPFGMGGADSLPPMQFELANGVKMEVVGRIDRVDKAEDES 959
NTDB id 120 BSU 10620 NP 388943.2 LLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLEL..GFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSK 953
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 GTYLRIIDYKSSAKALDLTEVYYGLALQMLTYLDVVTSNASKWMKGSGQVSPAGVLYFHIHNPIVEMKGDAGEAEIEQEI 1039
NTDB id 120 BSU 10620 NP 388943.2 GLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGM..RATPAGVLYFHIHDPMIQSNLPLGLDEIEQEI 1031
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NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 LKKFKMKGLVLGDADVVRLMDHSLTTGSSNIISAGLKKDGSFSARSSIASEQEFDVLQKYVHQKFENIGTHITDGVIDIA 1119
NTDB id 120 BSU 10620 NP 388943.2 FKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIE 1111
consensus !!!!!!!!*!!! *!!!!!!**! ! !!!! !!!!!!!! ! ! !!!*! !*!* ! ! *!!!! * !



logo PYKMGKNKTAPCTFYCANFKRSVCQFDESLEDENEYRPSLKADEMKDKSETAI LEKWI
M
K
R
E
KEADHGKNEHS

NTDB id 1032654 AB8E30 RS18305 WP 369900703.1 PYKMGNKTACTFCNFRSVCQFDESLEDNEYRSLKDMKDSEALEKMREEAHK.... 1170
NTDB id 120 BSU 10620 NP 388943.2 PYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
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