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TYSNRGMTLEDEDLNETNKYYLTYNNQIAVIHKKPTPVQIVHNVDHYPKRSAAVIKEA

NTDB id 267520 C0971 RS11125 WP 248891697.1 MNFHYPNGKRYIPKQNFSENIQKGKNATYSNRGMTLEEDLNETNKYYLYNNIAVIHKKPTPVQIVHVDYPKRSAAVIKEA 80
NTDB id 117 BSU 22310 NP 390112.1 .MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEA 79
consensus * *!!!!! * !!* ! * * **!!!!!!!!!*!!!!!!!!!! !*!!!!!!!!!!!!!!*!*!!!!!!!!!!!!

logo YFKQPSSTTDYNGI
VYKGKRYIDFEAKETKRNYEKTSFPLKQNFHDEHQI EQHMKNQVKLANHQDGGICFVI ILRSFSASFTDEEQI

VYFLEKADEHKLFLEYFWDE
NTDB id 267520 C0971 RS11125 WP 248891697.1 YFKQPSTTDYNGVYKGKYIDFEAKETRYETSFPLKNFHEHQIQHMKNVLNHGGICFVILRFSSTEEIYFLKAEHLLEFWE 160
NTDB id 117 BSU 22310 NP 390112.1 YFKQSSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVIIS..AFDQVYFLEADKLFYFWD 157
consensus !!!!*!!!!!!!*!!!*!!!!!!!!!* !!!!! !!!*!!! !!!*! * !!!!!!* ** * *!!! !**! !!*

logo RKMETKNGNGRKS IRSKDEE I
LEEKFTAGHYPYI

V
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LGFYARPR IDYIKS I IDEQYLVYFNLSAPSSGAKG

NTDB id 267520 C0971 RS11125 WP 248891697.1 RMTNGGRKSISKEEIEKFGHYVPIGFRPRIDYIKIIDYVYNLA...... 203
NTDB id 117 BSU 22310 NP 390112.1 RKEKNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus ! !!!!! !*!*! ******!* !!!!!! !!* *! *******
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