
logo MPFYITKI SATQKKNNTERFVNI FLDDEKYADFSVDALDVLVKQFHDELKKGKELDDEALDI I E IQFYGDESVKKGFNQQRALVDFYLSYRMRSTVKEV
NTDB id 995219 AAYR27 RS00245 WP 284384722.1 MPYITKISAQKNNTERVNIFLDEKYDFSVDLDVLVQHDLKKGKELDEADIIEIQFGDSVKKGFQQAVDYLSYRMRSVKEV 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEV 80
consensus !!*!!!!! !! !!!! !!!!!*!! !!!! !!!! **!!!!!!!!* !!!!!!*!! !!!!!* !*!*!!!!!!! !!!

logo
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V IHKRLKNDHYKYLVNDLQEFAAEAYVSTHKRKTNGSKGPDSVLFKKRELKRALKGIDDDTI EKEQALSQSFYPSDFDEDLQLTERE
NTDB id 995219 AAYR27 RS00245 WP 284384722.1 TDYLTKKEIPAPAISEIIHKLKHYKYVNDLEFAEAYVSTHRKTNSKGPSVLKKELKLKGIDDDTIEQALSQYPDDLQLEE 160
NTDB id 116 BSU 08520 NP 388733.1 EDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTRE 160
consensus !*! !!! **! ! !*!!*! *!!!*!! !!! !!!!!!*!!! !!! !! *!!* !!!!!!!! !!! ** * ! !

logo AVKHQVELKLLVKKDEKKNLRSATKE I
L
E
KQRAIKQLQLQRKGFSFDE I

V IDSAKALMDQEQAI EYDYEGNQDEEDEKTEEKEALLRLYHMALEKAFKRKVYGRYDGSFYEKSAKMK
NTDB id 995219 AAYR27 RS00245 WP 284384722.1 AVKQVLKLVKKEKNRSAKEIEQRIKLQLQRKGFSFEIIDKALQEAYDGQEEEKEEEALLYMLEKAKRKVGYDGSFEKKMK 240
NTDB id 116 BSU 08520 NP 388733.1 AVKHVEKLLKKDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMK 240
consensus !!!*! !!*!!*! ! !!* !! !!!!!!!!!!**! !* **!* ! !!! * !!! !! !!!!*! !!

logo VKQFLFRKGFDSLDLTIDEHQLVLDQEKEGEY
NTDB id 995219 AAYR27 RS00245 WP 284384722.1 VKQFLFRKGFDLDTIDHVLDKGE. 263
NTDB id 116 BSU 08520 NP 388733.1 VKQFLFRKGFSLDLIEQLLQEEEY 264
consensus !!!!!!!!!! !! !***! !*
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