
logo MTHLNRSYKNYIKVGQRHSHKEQKTGATL IVVL I I LL IV IASVGVLAIRVAIVSLKVATNSQI
VGQLNFQSSDTP I

L
E
QL ITVQMDNPTTLTNI STNVI

LGA
NTDB id 99592 AL533 RS19095 WP 004711686.1 MTHLRSKYIV.QHHQKGATLIVVLIILLIVIAVGVLAIRVAIVSLKVATNSQIGQLNFQSSDTPIQLITQMDPTTLTNISNVLGA 84
NTDB id 1065 ABD1 RS15735 WP 000149372.1 MTHLNYKNIKGRSKETGATLIVVLIILLIVISVGVLAIRVAIVSLKVATNSQVGQLNFQSSDTPLELIVQMNPTTLTNITNVIGA 85
consensus !!!! ! ! * ** !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!* !! !! !!!!!!!*!!*!!

logo ALKAEHNESHNPGASEYNFCYKPTVSTSTVSFAQTRDGASLLRAGSTANNAVVEDGGVAGFCDLTSTDYGSNRQAVVTQI
VAVS IPTDAMVANDI

VPG
NTDB id 99592 AL533 RS19095 WP 004711686.1 ALKENESHPGSEYNFCYKPVSTTVSFAQTRDASLLRAGTANNAVVEDGGVAGFCDLTTDYGSNRQAVVTQIAVSIPTDAVNDVPG 169
NTDB id 1065 ABD1 RS15735 WP 000149372.1 ALKAHESNPGAEYNFCYKPTSTSVSFAQTRGASLLRAGSANNAVVEDGGVAGFCDLTSDYGSNRQAVVTQVAVSIPTDAMADIPG 170
consensus !!! *!!*!! !!!!!!!! !!*!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!!!* !*!!

logo SNLPRDGI
TNALSEGTAQLPKSMLSTQR IRVI STTASFLPAYASTSLMEQNTLQAFDCLSTNSSAKI SDNFDSASLSTDNKQTLADCLANHNVPFSTQI

V

NTDB id 99592 AL533 RS19095 WP 004711686.1 SNLPRGTNASEGTALPKSMLSTQRIRVISTSFLPAYASTSMQTLQADCLSTNSAKISDNFDSSLSNKQTLADCLANHNVPFSTQI 254
NTDB id 1065 ABD1 RS15735 WP 000149372.1 SNLPRDINLSEGTQLPKSMLSTQRIRVITTAFLPAYASTSLENLQFDCLSTSSAKISDNFDSALTDKQTLADCLANHNVPFSTQV 255
consensus !!!!! ! !!!! !!!!!!!!!!!!!!*! !!!!!!!!!* !! !!!!! !!!!!!!!!! !* !!!!!!!!!!!!!!!!!!*

logo QEFNYTNKLTE I
T
M
TAPGS

NTDB id 99592 AL533 RS19095 WP 004711686.1 QEFNYTNKLTETMAPGS 271
NTDB id 1065 ABD1 RS15735 WP 000149372.1 QEFNYTNKLTEITAPGS 272
consensus !!!!!!!!!!! !!!!
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