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NTDB id 291724 DIE29 RS10385 WP 102041169.1 MARFTLQSLAVIGALLLGGC...GLLPEQIDETAGWNAQKLYSEAKASMSEGGYDRAIQLFEKLEARYPYGRFAQQAQIE 77
NTDB id 1102 NMB RS03635 WP 002244053.1 MKKIL...LTVSLGLALSACATQGTVDKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHAQQSQLD 77
NTDB id 1106 NGFG RS01495 WP 003687645.1 MKKIL...LTVSLGLALSACATQGTADKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHARQSQLD 77
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TAYAYYKSDNDEPKADLKALAAAI EDRF IRRLHPNQHPHNVMDYAYLYLKRGLVTLFNEDLQGSLFLGNAKLANSQDLWSEDRDPKGASNRESAYDQTAFKAELVTQRF

NTDB id 291724 DIE29 RS10385 WP 102041169.1 IAYAYYKSNEPALALAAADRFIRLHPNHPHVDYAYYLKGLVTFNEDLGLLGALANQDLSERDPKGSRESYDTFKELVTRF 157
NTDB id 1102 NMB RS03635 WP 002244053.1 TAYAYYKDDEKDKALAAIDRFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRF 157
NTDB id 1106 NGFG RS01495 WP 003687645.1 TAYAYYKDDEKDKALAAIERFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRF 157
consensus *!!!!!!**!***!!!!**!!*!!!!*!!**!!!*!!*!!!*!!!!***!**!!*!!*!*!!!!**!!*!**!*!!!*!!

logo PDNSRKYADADARTLARMRVYKLVNDALAGAGHNEVMHSVARYYYMRKRGAHYVIAAI
ANRAKQAKAI IAGNSYPQQNSTPRAYI

VEEASLFALI LVEKLSAYDKAKLGDMKTPDQRLRADADAT
NTDB id 291724 DIE29 RS10385 WP 102041169.1 PDSRYADDARLRMRYLVNALAAHEVHVARYYYRRGAHVAAINRAQAAIANYPQSPAIEEALFLLVKSYDALGMTDLRDDA 237
NTDB id 1102 NMB RS03635 WP 002244053.1 PNSKYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAQKIIGSYQNTRYVEESLAILELAYKKLDKPRLAADT 237
NTDB id 1106 NGFG RS01495 WP 003687645.1 PNSKYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAKKIIGSYQNTRYVEESLAILELAYKKLDKPQLAADT 237
consensus !*!*!!*!!**!!**!!*!!***!**!!!!!**!!!**!!*!!!***!**!******!!*!**!***!**!*** !**!*
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RRVMLREKTNFPDKSVPYFFLAKTGHQAGPWPQRAPSDTDRMPWWQRFYWH

NTDB id 291724 DIE29 RS10385 WP 102041169.1 ERVMRKNFPDSVYFAGG.PADTRPWWQFW. 265
NTDB id 1102 NMB RS03635 WP 002244053.1 RRVLETNFPKSPFLKQPWRSDDMPWWRYWH 267
NTDB id 1106 NGFG RS01495 WP 003687645.1 RRVLETNFPKSPFLTHAWQPDDMPWWRYWH 267
consensus *!!***!!!*!*** ** !**!!!**!*
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