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NTDB id 1111713 HMPREF9319 RS09840 WP 003067028.1 .MPETLTLIKIENISPNPYQPRLEFKQEELEELARSIKANGLIQPIIVRESTVFGYELIAGERRLRASKIAGLTE 74
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNK 75
consensus *!*! ! * ! !!!!!!!! !! !!!!!! !!! !!!!!!!!!! ! *!!!*!*!!!!!!*! !*!!!

logo I PAVI IKKNI SDNDQDESMKQLQAI IVENLQRSDLNP I EEAKAYQNQL ILENKRNHQMTHDEDE I
LAKQFVI

MGKSRPYITNCS ILRLLNLPLRHS ILS
NTDB id 1111713 HMPREF9319 RS09840 WP 003067028.1 IPAIIKNISNQESMQLAIVENLQRSDLNPIEEAKAYQQLLEKNQMTHEELAQFMGKSRPYITNCLRLLNLPRSLS 149
NTDB id 382 SMU RS09895 WP 011074697.1 IPVIIKKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHIS 150
consensus !! !!! !! *!! !!*!!!!!!!!!!!!!!!!!!*!* *!*!!!***! *!!!!!!!!!**!!!!!! **!
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LERALLKPSAQKTKQKKENKRKSKTKSEKDI F ILARENKQEEKELASKQQSLG
NTDB id 1111713 HMPREF9319 RS09840 WP 003067028.1 DAVEKGDLSQGHARVLLTLKNAGEQEKWYQKILTEDLSVRKLERLLKPAKQKKNRSKKEDIFIRNQEEELAKQLG 224
NTDB id 382 SMU RS09895 WP 011074697.1 QALEKGLISQGHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKK.EKKTSKDIFLAEKEKELSQSLG 224
consensus !*!!! *!!!!!!*!!** !*!!*!!!!!! !!!* *!! !!* !* * !!!* ! !! !!

logo LPVKVIHTI
Y
N
SKTGKHTKQGDQLVKS ILSYFQSSEEDFLNR I

L
I
MNKLKN

NTDB id 1111713 HMPREF9319 RS09840 WP 003067028.1 LPVKITISKTGTKGDVSLYFQSEEDLNRIINKLK 258
NTDB id 382 SMU RS09895 WP 011074697.1 LPVVIHYNK.KHQGQLKISFSSEEDFNRLMNKLN 257
consensus !!! !* !* * ! * * ! !!!! !!**!!!
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