
logo MFSFFKRRFKKKPQAEDTEPAPLDEETAPQDVEQESTVAEAAKEVDEESEFVASEAELERQAI LVGANEIAKEDPEVEASALAPES IVHKEGQRAESAVETAVPSGVAPVEPQVKEPTVAAE
NTDB id 66027 BRPE67 RS01165 WP 045450292.1 MFSFFKRFKKPADEPLDTPQDESVEAAEDEEFSEAELERQALGAEAEPEEAAPE.IHEQA......APVAPEPVKP...A 70
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVA......QIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAE 74
consensus !!!!!*! !!* **!* *! ! * ! ******! *! !* ! *!*** !****** * !*!*!!****
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NTDB id 66027 BRPE67 RS01165 WP 045450292.1 APSTA.ESKEYWQGRTTSQWLRAPETDQASEEIVPPPMLDAAAKKSWLSRLRHGLSKTS....NNLTGIFVSAKIDEDLY 145
NTDB id 1118 NGFG RS11455 WP 003696286.1 MPSEAGEAAERVESA...KEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLY 151
consensus !! !*! ! *** !* ! * *** *! ! !!**!! !* **** ! !*! * ! !!!!

logo EELETAVL ILMTGSDAMGMVDEATEFYLLMEKDSLVREGKRVRSALEKGRLKTDAGNTEQLVKRAGALKREALL IYDL ILKRPLEKPSLMVLGPERTAKEQPFLVI
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NTDB id 66027 BRPE67 RS01165 WP 045450292.1 EELETALLMSDAGVDATEFLLESLREKVRAERLTDATQVKAALRELLIDLLRPLEKSLMLGR.AQPLVMMIAGVNGVGKT 224
NTDB id 1118 NGFG RS11455 WP 003696286.1 EELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKT 231
consensus !!!!! !* ! !**!!!*!* *! *! ! !* ***!!*! ! !!**!!!!*!*!* * ! !*!*!!*!! !!!

logo TS IGKLAKHYFLQARFQGNKQSVLLAAGDTFRAAAREQLQTAVWGEGRNNVTVIASQETSTGDASAAVCI FYDAVGQAAKRARGKIDI
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NTDB id 66027 BRPE67 RS01165 WP 045450292.1 TSIGKLAKHLQRFNQSVLLAAGDTFRAAAREQLTVWGERNNVTVIAQESGDAAAVIYDAVGAARARKIDVMMADTAGRLP 304
NTDB id 1118 NGFG RS11455 WP 003696286.1 TSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLP 311
consensus !!!!!!!!* ! !!!!!!!!!!!!!!!!!! !! !!!!!!! ! *!! !!!**!!! !!*!! !!***!!!!!!!!
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NTDB id 66027 BRPE67 RS01165 WP 045450292.1 TQLHLMEELRKVRRVIAKAMPDAPHEVLLVIDANTGQNALAQVKAFDDALGLTGLVVTKLDGTAKGGILAAIARQRPIPV 384
NTDB id 1118 NGFG RS11455 WP 003696286.1 TQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPV 391
consensus !!!!!!!!**!!*!!* !!*! !!!!***!*!!! !!!!* !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!*! !!*!!
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NTDB id 66027 BRPE67 RS01165 WP 045450292.1 YFIGVGEKVEDLQPFSAEEFADALLG 410
NTDB id 1118 NGFG RS11455 WP 003696286.1 RYIGVGEGIDDLRPFDARAFVDALLD 417
consensus *!!!!! **!! !! ! ! !!!!
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X ≥ 50% conserved


