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TEQLKTYLNS ITKSDE INYPNPFYQPRLKQFKSDTEKELEVELASQS IKSENGL IQP I IVRKSDI FIGYDEL IVAGERRLKRAACKLRALGLMNTEKIPAVI
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NTDB id 166331 AVT04 RS05000 WP 011226714.1 .MSEQLKTLSISEIYPNPFQPRLKFSDEELVELSQSISENGLIQPIIVRKSDIIGYELIAGERRLRACKRLGMTEIPAVV 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!*!!!! ! *! !!!*!!!! ! !! !! !!! !!!!!!!!!!!!!!! !!*!*!!!!!!*!*! !* !! **
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TDDQDESMRKQAI I ENLQRSDNLNP I EEAKAYQRNL IDNERLNHTMYSTHDEDE I

LAKAVI
MGKSRPYI STNAS ILRLLNQLPLREHIQSQTAS ILEKNGLS ILSQ

NTDB id 166331 AVT04 RS05000 WP 011226714.1 KEVTDQESRKQAIIENLQRSNLNPIEEAKAYRNLIDELTYSHEELAKAMGKSRPYISNALRLLQLPREIQTSIENGSLSQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! **! *! !!!!!!!!!!! !!!!!!!!!! !!! * *!***!! *!!!!!!!*! *!!!*!! *! *! ! *!!
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NTDB id 166331 AVT04 RS05000 WP 011226714.1 GHARALLAIEDSRKQLTIFQQVVAERWSVRTLEKKLQELPR.KQKSKKDIHVKDKEKELERLLGLPITLRYHKNHSGTIQ 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
consensus !!!! !! !! ! !! ** ! !!* *!* ! *** !* !!!** *!!!!! !!!!* **!*! ! ! *

logo IHSFSSTEEDFNR I
L
I
MNKL IN

NTDB id 166331 AVT04 RS05000 WP 011226714.1 IHFSTEEDFNRIINKLI 255
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
consensus !*!!*!!!!!!**!!!
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X ≥ 50% conserved


