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NTDB id 351605 E3U39 RS14075 WP 134482467.1 MKKLIKPFTISIIILSVIYVCYVAFININGIIVGTKIVENKHKVLEVAEMSKTSYGKFVGLKQGDMIVKINNKKPSLKYL 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !! !!!*!!! *!*!!**!**! *! *!!!!*!!!!* ! * * !*! *!!! !!!!*!!!*!*!!! !!! !*!
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K
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NTDB id 351605 E3U39 RS14075 WP 134482467.1 KGDTLYHVKSLDIKRNGQQIHLDDFDIVNLNGYYSYFLFVLPLVFYFLSLICIFYIVKVSQTRKSIAGYVLILFLLDISI 160
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
consensus ! ! !* !!!! ! ! !!! !!!*! !! *!!*!!!!!!! !!!!!*!!!!!!*!! !*! !*!*!!! !!!!!!
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NTDB id 351605 E3U39 RS14075 WP 134482467.1 AYMSAGGPSRGHEFNRYINLFTFIASPIFYLQFIQEYFKELGKKFANRLISFLYIIPIINLLNEPFRHIY..SYDFTTNL 238
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNR.ISFLYIIPIFNLGIEFFQDYLQVDIDFLATL 239
consensus !!*!!!!! !!! !!!!!!!!!! !!! !!!!!! ! !*!! ! !!*!!!!!!!!! !! !*! * ** !! !

logo NLVSFAFFTLVTLFYASF ISAS IVFYLYHLNYKFYKYASEHASFYI LKI
LL I LTNTLSFALPFL ILFFYVI

LP I I FLTGNSYI FLDPALAASASLLVL IPFLGLVY
NTDB id 351605 E3U39 RS14075 WP 134482467.1 NLVSFFFVTLYAFISVFYHLYKFKYSEHAYILKILILTNTLSFLPFLLFYVIPIILTGSYILDALAAASLLVLIPLGLVY 318
NTDB id 91 BSU 31690 NP 391047.2 NLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLVY 319
consensus !!!!! *!!* ! ** !! !*!! !! *!!!*!!!!!!!!! !!!*!*!*!!! !! !! *!!! !!!!!!!! !!!!

logo QFVANKI
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MFAVI
VFYFKEVMDFYKFRLKRFSEK

NTDB id 351605 E3U39 RS14075 WP 134482467.1 QFVANKIFDIEFILGRMRYYGLLALVPALFIVGISAWFESIDIQMNPAQQTVFFFIMIFVIFYFKEVMDYKFRLKRFSEK 398
NTDB id 91 BSU 31690 NP 391047.2 QFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSEK 399
consensus !!!!!!*!!!!!!!!!!!!!*!!!**! ! !!! !* *!!!!!! !!!!!!***! *!!!!!!!!*!!!!!!!!!!
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H
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NTDB id 351605 E3U39 RS14075 WP 134482467.1 FNYQDSIFKYTQLIRSITSLKQMFKELKKTILDVLLVSKAYVFEVTSEGDILYHDKRDNEPDWEMYSKEFKKVTSEIGKI 478
NTDB id 91 BSU 31690 NP 391047.2 FNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIGKI 479
consensus !!!!!!!!!!!!!*! *!!! !*!!!!! !!!!!!!!!!!! !!!!*** ****!!** !!! ! !! !!!!!!!!

logo I ELVNQRGFL IMKI
VGERGGSSYVLLCLSNS INTPRLTRDE IPSWLKTLSFYTSVSMENVI
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NTDB id 351605 E3U39 RS14075 WP 134482467.1 IELNRGFLIKIGERGGSSYVLLCLSSINTPRLTRDEIPWLKTLSFYTSVSMENVIQIEELMNHLQDLKQQGSNPVWLKKL 558
NTDB id 91 BSU 31690 NP 391047.2 IEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLKKL 559
consensus !!*! !!!*!*!!!!!!!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!!!!!!!**!!!!! !! !!!! !*!!*!!!!!



logo MFATI EEKQRSDGLARDLHDSVLQDL I SLKRQCELFLAGDFKKDDEENPCQRELEVQDKLHVQMNEQMSDVI LSMTRETCHELRPQLLY
NTDB id 351605 E3U39 RS14075 WP 134482467.1 MFTIEEKQRSDLARDLHDSVLQDLISLKRQCELFLADFKK.EEPCQLEVQDKLHQMNEQMSDVILMTRETCHELRPQLLY 637
NTDB id 91 BSU 31690 NP 391047.2 MFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLLY 639
consensus !! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!** !! !!!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!

logo DLGLVKALVSKLAVAQQQERAVPFHIRLNTGRFTAASLDLDSTQLNLYR I IQEFLSNAMVKHSQANTDEVL IML I S IQNKI
V
I
VLHYEDD

NTDB id 351605 E3U39 RS14075 WP 134482467.1 DLGLVKAVSKLAAQQQERAPFHIRLNTGRFTAALDLDTQLNLYRIIQEFLSNAMKHSQANEVLIMLISIQNKVILHYEDD 717
NTDB id 91 BSU 31690 NP 391047.2 DLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYEDD 719
consensus !!!!!!!*!!! !!!!!! !!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!*!!!!! *!!!!!!!!!!!**!!!!!!

logo GVGCFDNQEEKGNGTEGHQSMSMGLSGIKERVRALDGRLMKRIDETSEGKNGFKAVDI E I
MEL

NTDB id 351605 E3U39 RS14075 WP 134482467.1 GVGCNQEEGGGQSMSMGLSGIKERVRALDGRMKIDTSEGNGFKVDIEMEL 767
NTDB id 91 BSU 31690 NP 391047.2 GVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
consensus !!!* !! *!!!!!!!!!!!!!!!!!!!**!*!!!! !!! !!!*!!
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