
logo MPFYITKI SATQKKNNTERFVNI FLDDEKYAFSVDALDVLVKQFHDELKKGKELDDEALDI IDE IQFYGDAEVKKGFNQQRALVDFYLSYRMRSTVKEV
NTDB id 1019893 AB0R87 RS04255 WP 217012992.1 MPYITKISAQKNNTERVNIFLDEKYAFSVDLDVLVQHDLKKGKELDEADIIDIQFGDAVKKGFQQAVDYLSYRMRSVKEV 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEV 80
consensus !!*!!!!! !! !!!! !!!!!*!!!!!!! !!!! **!!!!!!!!* !!!*!!*!! !!!!!* !*!*!!!!!!! !!!

logo
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T
P
S
A
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V IHKRLKNDQYKYLVNDLQEFAAEAYVSTHKRKTNGSKGPDSVLFKKRELKRALKGIDDDNTI EKEQALSQSFYPSDFDEDLQLTERE
NTDB id 1019893 AB0R87 RS04255 WP 217012992.1 TDYLTKKEIPAPAISEIIHKLKQYKYVNDLEFAEAYVSTHRKTNSKGPSVLKKELKLKGIDDDNIEQALSQYPDDLQLEE 160
NTDB id 116 BSU 08520 NP 388733.1 EDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTRE 160
consensus !*! !!! **! ! !*!!*! !!!*!! !!! !!!!!!*!!! !!! !! *!!* !!!!!! ! !!! ** * ! !

logo AVKHQVEQKLLVKRKDEKKNLRSATKE I
L
E
KQRAIKQLQLQRKGFSFDGI

V IDSAKALMDQEQAI EYDYEGNQDEEDEKTEEKEALLRLYHMAMEKAFKRKVYGRYDGSFYEKSAKMK
NTDB id 1019893 AB0R87 RS04255 WP 217012992.1 AVKQVQKLVRKEKNRSAKEIEQRIKLQLQRKGFSFGIIDKALQEAYDGQEEEKEEEALLYMMEKAKRKVGYDGSFEKKMK 240
NTDB id 116 BSU 08520 NP 388733.1 AVKHVEKLLKKDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMK 240
consensus !!!*! !!**!*! ! !!* !! !!!!!!!!!! *! !* **!* ! !!! * !!! !! !!!!*! !!

logo VKQFLFRKGFDSLDLTIDEHQLVLDQEKEGEY
NTDB id 1019893 AB0R87 RS04255 WP 217012992.1 VKQFLFRKGFDLDTIDHVLDKGE. 263
NTDB id 116 BSU 08520 NP 388733.1 VKQFLFRKGFSLDLIEQLLQEEEY 264
consensus !!!!!!!!!! !! !***! !*
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