
logo MDNPKFLLEQSAEFYRRRYHNFATLVL IVPLVCI L I IVF ILV I
VFLCFAKKE I

VTVI SQTGEVAPTEKVLVADI
V IQSGYSDASS IAIKQNKNLDDNNATAK

NTDB id 1067687 ACFSN5 RS08940 WP 398600665.1 MNPKLLESAEFYRRRYHNFATVLIVPLVILIVFIVVFLCFAKKEVTVISQGEVAPTEVLAIIQSGSDASIAQNKLDDNTK 80
NTDB id 359 SMU RS01430 WP 002263524.1 MDPKFLQSAEFYRRRYHNFATLLIVPLVCLIIFLVIFLCFAKKEITVISTGEVAPTKVVDVIQSYSDSSIIKNNLDNNAA 80
consensus ! !! ! !!!!!!!!!!!!!!*!!!!!!*!!*!*!*!!!!!!!!*!!!! !!!!!! !* *!!! !! !! ! !! !

logo VEKKGDLVL IVERYNSEENATSTPANQRKQNTESQKENAI IKERNQKRELDEKEI EKEKKHKEQKKSKTKKKKNKKSKLSKKARSKKAEKKADKKKKDKASKDKKEKRSDSESDKDEKKN
NTDB id 1067687 ACFSN5 RS08940 WP 398600665.1 VKKGDLLVRYNEETTPAQKNSQKEAIKERNKRLDKIEEKKEKKTKKKNKKLSKKARKKAEKKAKKKKDAKKKKRDEKDKK 160
NTDB id 359 SMU RS01430 WP 002263524.1 VEKGDVLIEYSENASPNRQTEQKNIIKERQKREEKEKKKHQKSKK.KKKSKSKKASK......DKKKKSKDKESSSDDEN 153
consensus ! !!!*!* ! ! *! !! !!!!*!! *! !* ! !*! ! !!!! !****** !!! ! ! !

logo ETAKHKVS ILFAPSDEDNGI IHTNPKYDEGAHNI
V IPKQQWSTE IAQIYPDIQKTKRKTVL ITYYAVSSDDVVSMEKEKGQKTATRLSTLVEKKGNDKMVI

V I
NTDB id 1067687 ACFSN5 RS08940 WP 398600665.1 ETAHVSLFAPDNGIIHTNPKYEGAHVIPQWSEIAQIYPDIQKTKTVLITYYVSSDDVVSMEEGQKTRLTVEKKGNDKMII 240
NTDB id 359 SMU RS01430 WP 002263524.1 ETKKVSIFASEDGIIHTNPKYDGANIIPKQTEIAQIYPDIQKTRKVLITYYASSDDVVSMKKGQTARLSLEKKGNDKVVI 233
consensus !! *!!*!!** !!!!!!!!!*!!**!! *!!!!!!!!!!!!* !!!!!! !!!!!!!! !! !!**!!!!!!!**!

logo EGKINTKNVASSATSTTKKGNLFKVTAKAVKLVSKKDNSKL IVKYGMTGKTVTVIDKKTYFDYFKDKLLHKMDEN
NTDB id 1067687 ACFSN5 RS08940 WP 398600665.1 EGKITKVASSATSTKKGNLFKVTAKAKLSKKDSKLVKYGMTGKTVTVIDKKTYFDYFKDKLLHKMEN 307
NTDB id 359 SMU RS01430 WP 002263524.1 EGKINNVASSATTTKKGNLFKVTAKVKVSKKNSKLIKYGMTGKTVTVIDKKTYFDYFKDKLLHKMDN 300
consensus !!!! !!!!!!*!!!!!!!!!!!! !*!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!
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