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NTDB id 324042 EEB07 RS05175 WP 123117417.1 MKKFIRNFSIVLLFVSLFYVVHIIYFTQNGVLVGTYVVENNNHELQVVKLSKSTYGKYMGLKEGDRIIEISGKTPTEENI 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !! !* !*! ** *!* !* * ! * !!***!! ** ! * * *! !*!! **!!* !! !* ! !** **
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NTDB id 324042 EEB07 RS05175 WP 123117417.1 RGQYLAKAEHMKIIRGNSKIDLHNTEFISLNSSYSFFIYIIPCILFALSMLCIFYIYKVNRVKDTYSAYILIIFLLCTSI 160
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
consensus * !! * ** !*! !!*!* * **!! *!!!!****!* * !!**!!!!! !!!* * ** !!!!!* !!* !!

logo AYI
LSAGGPVFTRGHYEI INRYINLFTF ILNSSVP I

VLYFLHQF ILQYQRYFLGKE I
L
G
K
K
L
K
TFLSANGYRVI

VSFTLYI ILP I
V
F
INI

L
G
I I EFI FQDKHYFLAQFVDQIDF

L
L
V
A
T
N
T

NTDB id 324042 EEB07 RS05175 WP 123117417.1 AYLSAGGVTRGYEINRYINLFTFLNVPVLYFHFLYQYFKELKLKFSAGYVVSTLYILPVINIIIEIFQKHFAFQ..LVTN 238
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLN..RISFLYIIPIFNLGIEFFQDYLQVDIDFLAT 238
consensus !!*!!!!* !!* !!!!!!!!!!* !*!! *!* ! !* ! ** *! !!!*!* !* !! !! * ** *
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NTDB id 324042 EEB07 RS05175 WP 123117417.1 INLVTFFLEMMVVYTSIIFYGLVYRKKDHFYLLKVLLISNTIAFFPFTVFYIIPEVLFGQYIYSAIVTAPFLIIIPLALV 318
NTDB id 91 BSU 31690 NP 391047.2 LNLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLV 318
consensus *!!!*! * ** ! * !* *! **!!*!***!!* ! !! *!***! * !*!!**!* *!* !**!! *!!
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NTDB id 324042 EEB07 RS05175 WP 123117417.1 YQFVVNKIYDIDFLLGRIRYYGFLSIIPTIGVVWLNILFDSKGNNFNIIQITVYVFLIFLAVFYIKELLDYKFRLKRFSE 398
NTDB id 91 BSU 31690 NP 391047.2 YQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSE 398
consensus !!!! !!**!!*!*!!!*!!!* ! *!!!* *! *!!! * !** !!* !** !!!! !!**!*!!!!!!!!!
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NTDB id 324042 EEB07 RS05175 WP 123117417.1 KYNYQDSIYKYTQLLKSVSALNQVFMNLKKTILDVLPVSKAYIFEINSDGDILYFDKQNSEPNWQPYKKEFVKVTSEIGK 478
NTDB id 91 BSU 31690 NP 391047.2 KFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIGK 478
consensus !*!!!!!!*!!!!!** !* !*!!! !! !!!!!!*!!!!! !!* *!* *** !!* ! !**! !! !!!!!!!
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NTDB id 324042 EEB07 RS05175 WP 123117417.1 IFEVNQGFLMKIGERGANSYVLLCLSSINTPRLTRDEISWLKTLSFYTSVSMENILQIEELMNHLQDLKQQGSNPVWLKK 558
NTDB id 91 BSU 31690 NP 391047.2 IIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLKK 558
consensus ! !!!!!!!!!*!!!!* !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!! !! !!!! !*!!*!!!!



logo LMFATI EEKQRSDGLARDLHDSVLQDL I SLKRQCELFLAGDFKKDDEENPCQRELEVQDKLHVQMNEQMSDVI LSMTRETCHELRPQLL
NTDB id 324042 EEB07 RS05175 WP 123117417.1 LMFTIEEKQRSDLARDLHDSVLQDLISLKRQCELFLADFKK.EEPCQLEVQDKLHQMNEQMSDVILMTRETCHELRPQLL 637
NTDB id 91 BSU 31690 NP 391047.2 LMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLL 638
consensus !!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!** !! !!!!!!*!!!!!!!!!! !!!!!!!!!!!!!!
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NTDB id 324042 EEB07 RS05175 WP 123117417.1 YDLGLVKAVSKLAAQQQERAPFHIRLNTGRFTAALDLDTQLNLYRIIQEFLSNAMKHSQANEVLIMLISIQNKVILHYED 717
NTDB id 91 BSU 31690 NP 391047.2 YDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYED 718
consensus !!!!!!!!*!!! !!!!!! !!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!*!!!!! *!!!!!!!!!!!**!!!!!
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NTDB id 324042 EEB07 RS05175 WP 123117417.1 DGVGCNQEKGGGQSMSMGLSGIKERVRALDGRMKIDTSEGNGFKVDIEMEL 768
NTDB id 91 BSU 31690 NP 391047.2 DGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
consensus !!!!* !!! *!!!!!!!!!!!!!!!!!!!**!*!!!! !!! !!!*!!
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