
logo MTHLNRSYKNYIKVGQRHSHKEQKTGATL IVVL I I LL IV IASVGVLAIRVAIVSLKVATNSQI
VGQLNFQSSDTP I

L
E
QL ITVQMDNPTTLTNI ST

NTDB id 167331 AL533 RS19095 WP 004711686.1 MTHLRSKYIV.QHHQKGATLIVVLIILLIVIAVGVLAIRVAIVSLKVATNSQIGQLNFQSSDTPIQLITQMDPTTLTNIS 79
NTDB id 1065 ABD1 RS15735 WP 000149372.1 MTHLNYKNIKGRSKETGATLIVVLIILLIVISVGVLAIRVAIVSLKVATNSQVGQLNFQSSDTPLELIVQMNPTTLTNIT 80
consensus !!!! ! ! * ** !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!* !! !! !!!!!!!*

logo NVI
LGAALKAEHNESHNPGASEYNFCYKPTVSTSTVSFAQTRDGASLLRAGSTANNAVVEDGGVAGFCDLTSTDYGSNRQAVVTQI

VAVS I
NTDB id 167331 AL533 RS19095 WP 004711686.1 NVLGAALKENESHPGSEYNFCYKPVSTTVSFAQTRDASLLRAGTANNAVVEDGGVAGFCDLTTDYGSNRQAVVTQIAVSI 159
NTDB id 1065 ABD1 RS15735 WP 000149372.1 NVIGAALKAHESNPGAEYNFCYKPTSTSVSFAQTRGASLLRAGSANNAVVEDGGVAGFCDLTSDYGSNRQAVVTQVAVSI 160
consensus !!*!!!!! *!!*!! !!!!!!!! !!*!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!!!!

logo PTDAMVANDI
VPGSNLPRDGI

TNALSEGTAQLPKSMLSTQR IRVI STTASFLPAYASTSLMEQNTLQAFDCLSTNSSAKI SDNFDSASLSTDNKQTL
NTDB id 167331 AL533 RS19095 WP 004711686.1 PTDAVNDVPGSNLPRGTNASEGTALPKSMLSTQRIRVISTSFLPAYASTSMQTLQADCLSTNSAKISDNFDSSLSNKQTL 239
NTDB id 1065 ABD1 RS15735 WP 000149372.1 PTDAMADIPGSNLPRDINLSEGTQLPKSMLSTQRIRVITTAFLPAYASTSLENLQFDCLSTSSAKISDNFDSALTDKQTL 240
consensus !!!!* !*!!!!!!! ! !!!! !!!!!!!!!!!!!!*! !!!!!!!!!* !! !!!!! !!!!!!!!!! !* !!!!

logo ADCLANHNVPFSTQI
VQEFNYTNKLTE I

T
M
TAPGS

NTDB id 167331 AL533 RS19095 WP 004711686.1 ADCLANHNVPFSTQIQEFNYTNKLTETMAPGS 271
NTDB id 1065 ABD1 RS15735 WP 000149372.1 ADCLANHNVPFSTQVQEFNYTNKLTEITAPGS 272
consensus !!!!!!!!!!!!!!*!!!!!!!!!!! !!!!
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