
logo

MKQSAR IKNMDQTLKNTLGICALLAFCFGAAIASGYHLEYEYGYRYSAVGALASVVFLLLLARGFPRVSSVVLL IYVGTT
NTDB id 112331 A6L47 RS06915 WP 002248605.1 ................................................................................ 0
NTDB id 1107 VT05 RS06875 WP 003693549.1 MKQSARIKNMDQTLKNTLGICALLAFCFGAAIASGYHLEYEYGYRYSAVGALASVVFLLLLARGFPRVSSVVLLIYVGTT 80
consensus ********************************************************************************

logo

ALYLPVGWLYGAPSYQIVGS I LESNPAEAREFVGNLPGSLYFVQALFF I FGLTM
V
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S
G
VGVFADVKNYKRRSKIWLTI

NTDB id 112331 A6L47 RS06915 WP 002248605.1 .....................................................MEILCIGGGVFADVKNYKRRSKIWLTI 27
NTDB id 1107 VT05 RS06875 WP 003693549.1 ALYLPVGWLYGAPSYQIVGSILESNPAEAREFVGNLPGSLYFVQALFFIFGLTVWKYCVSVGVFADVKNYKRRSKIWLTI 160
consensus ****************************************************** !* !!!!!!!!!!!!!!!!!!!

logo LLTL I LSCAVMDEKIAGSDKDLWREPDAGLLLNI FDLYYDLASAPAQYAAKRAHI LEAAKKASTWHIRHVAPKYKNYVVVIGE
NTDB id 112331 A6L47 RS06915 WP 002248605.1 LLTLILSCAVMDKIASDKDLREPDAGLLLNIFDLYYDLASAPAQYAAKRAHILEAAKKASTWHIRHVAPKYKNYVVVIGE 107
NTDB id 1107 VT05 RS06875 WP 003693549.1 LLTLILSCAVMEKIAGDKDWREPDAGLLLNIFDLYYDLASAPAQYAAKRAHILEAAKKASTWHIRHVAPKYKNYVVVIGE 240
consensus !!!!!!!!!!!*!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SARSDYMNVYGFPLPDTPFLSQRTKGLL INGYQSTAHATNLSLPQTLGLPGEPNNNIVSLAKQAGFRTAWLSNQGMLGHFA
NTDB id 112331 A6L47 RS06915 WP 002248605.1 SARSDYMNVYGFPLPDTPFLSQTKGLLINGYQSTAHATNLSLPQTLGLPGEPNNNIVSLAKQAGFRTAWLSNQGMLGHFA 187
NTDB id 1107 VT05 RS06875 WP 003693549.1 SARSDYMNVYGFPLPDTPFLSRTKGLLINGYQSTAHATNLSLPQTLGLPGEPNNNIVSLAKQAGFRTAWLSNQGMLGHFA 320
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NE I STYALRSDYPWFTQRGDYGKSAGLSDRLLLPAFKRVL ITGNAGTKPRL IVMHLMGSHSDFCTRLDKDARRFQYQTEKI
NTDB id 112331 A6L47 RS06915 WP 002248605.1 NEISTYALRSDYPWFTQRGDYGKSAGLSDRLLLPAFKRVLIGNAGTKPRLIVMHLMGSHSDFCTRLDKDARRFQYQTEKI 267
NTDB id 1107 VT05 RS06875 WP 003693549.1 NEISTYALRSDYPWFTQRGDYGKSAGLSDRLLLPAFKRVLTGNAGTKPRLIVMHLMGSHSDFCTRLDKDARRFQYQTEKI 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SCYVSTIAQTDKFLEDTVKI LNENKESWSLVYFSDHGLMHVGKGGERTLTHGAEWKRQSYGVPLVKI SSDDTRREMIKVRR
NTDB id 112331 A6L47 RS06915 WP 002248605.1 SCYVSTIAQTDKFLEDTVKILNENKESWSLVYFSDHGLMHVGKGGERTLTHGAWKRQSYGVPLVKISSDDTRREMIKVRR 347
NTDB id 1107 VT05 RS06875 WP 003693549.1 SCYVSTIAQTDKFLEDTVKILNENKESWSLVYFSDHGLMHVGKGGERTLTHGEWKRQSYGVPLVKISSDDTRREMIKVRR 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SAFNFLRGFGSWTGI ETDELPDDGYDFWGNVPDVPQGEGNNLAF IDGRLQPSDDPAPWYAGKGKSATKNTSKK
NTDB id 112331 A6L47 RS06915 WP 002248605.1 SAFNFLRGFGSWTGIETDELPDDGYDFWGNVPDVQGEGNNLAFIDGLPDDPAPWYAGKGKSTKNTSKK 415
NTDB id 1107 VT05 RS06875 WP 003693549.1 SAFNFLRGFGSWTGIETDELPDDGYDFWGNVPDVPGEGNNLAFIDRQSDDPAPWYAGKGKSAKNTSKK 548
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!! *!!!!!!!!!!!!! !!!!!!



X non conserved

X similar

X ≥ 50% conserved


