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MMM
TEEQLHKYLKNI

TKDINQAPNPYQPRLHQFDKETEKEKLELELAQS IKENGLVIQP I IVRKRSDP I
V
F
IGFYDELLVAGERRLKRAASKQLAGLNTEKIPAVI

V I
NTDB id 1036461 ACA346 RS10895 WP 289647064.1 ..MEELHYLKIKDIQANPYQPRLHFDEEKLLELAQSIKENGVIQPIIVRRSPVIGFELLAGERRLRASQLAGLTEIPAVI 78
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus ** ! !*!! !!!**!!!!!!!*! ! !!!!!!!!!!*!!!!!!!*!** !**!*!!!!!!*! !!!! !! *!

logo KHKI
LSDDDLSLMKYQAI I ENLQRSDLNP I EEAHKASYEQKNL I ENKRNGHLMTHDDE IAKQI

V
I
MGKSRPYITNLS ILRLLHNLPSELHS ITRSKQALVEKTGKL I STQ

NTDB id 1036461 ACA346 RS10895 WP 289647064.1 KHLSDDDLLYQAIIENLQRSDLNPIEEAHSYEKLIEK.GLTHDEIAQIMGKSRPYITNLLRLLHLSESTRKAVETGKITQ 157
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus !**!!!! * !!!!!!!!!!!!!!!!!!* ! !! ****!!!*!! **!!!!!!!!! *!!!*!* * !*! ! !*!

logo GHARLQLLVAS ILESEKQDKLQQADEKWFVQKI LQETEKDQI
LSVHRKQI

LERTAI LKSSKQKTKKETI
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R
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S
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S
D
N
I
QF ILASEEKEEKEKLASKQLSLGLTKPVI

V IHQQYKNKKNGHQSGQLKT
NTDB id 1036461 ACA346 RS10895 WP 289647064.1 GHARQLVALSE.KQQAEWVQKIQEKDISVRKLETILSSKKKKTIR.KSNQFISEEEEKLAKLLGTKVIIQQKKNGSGQLT 235
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
consensus !!!! !* * * ! ! !!! *!!* *! ! ! !! ** !* ! ! ! !! *!*!* ! * !!!

logo IHSFQSNSEI EDEFENR I
L
I
MNKSLKN

NTDB id 1036461 ACA346 RS10895 WP 289647064.1 IHFQNIEEFERIINSLK 252
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
consensus !*! !*! !**! !
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X ≥ 50% conserved


