
logo MPF ITKI STTQKKNTTERFNI FLDDNKYAFSVDADVLVKFDELKKGKELDDLDI IVE IQYGDEVKKGFNRALDEFLSYRMRSTKEV
NTDB id 38743 BATR1942 RS01725 WP 004430590.1 MPFITKITTQKKTTERFNIFLDNKYAFSVDADVLVKFDLKKGKELDDLDIVEIQYGDEVKKGFNRALEFLSYRMRSTKEV 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEV 80
consensus !!!!!!!*!!!! !!!!!!!!! !!!!!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!!!!!!!!!!!

logo

E
TDHLKKKE I

TSDPPAVIATE I
V IHKRLNDYKRYLNDKQEFAAEAYAVSTHKKTNGKGPDVLFYKRELRASKGIDDDTIKEATLSSTFSFEDEQTERE

NTDB id 38743 BATR1942 RS01725 WP 004430590.1 TDHLKKKEISDPAITEIIHKLNDYRYLNDKEFAEAYASTHKKTNGKGPDVLYKELRSKGIDDDTIKETLSTFSFEEQTEE 160
NTDB id 116 BSU 08520 NP 388733.1 EDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTRE 160
consensus !!!!!!! !*! ! !*!!*!!!!*!!!! !!! !! !!!!!!!!!!!!!!**!!! !!!!!!!!!! !!*!!!!*!! !

logo ALVKHI
V
E
GKI

LLKKDEKKLSTKE I
LKQRAQLML

QLQRKGFSFDVI STAALMDEQI
TEYAENDEDTEKREALRLQHAEKAFLRKYRYDGSYESAKMK

NTDB id 38743 BATR1942 RS01725 WP 004430590.1 ALKHIGKILKKEKKLSTKEIKQRAQMLLQRKGFSFDVITAALEQTEYANDEDTEREALRQHAEKALRKYRYDGSYESKMK 240
NTDB id 116 BSU 08520 NP 388733.1 AVKHVEKLLKKDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMK 240
consensus !*!!* !*!!!*!!!!!!!*!!!!!* !!!!!!!!!!!*!!**! !! !!!!!!*!!!! !!!!! !!!!!!!!!!! !!

logo VKQFYLFRKGFSLDLMIDEQFLLQEEEY
NTDB id 38743 BATR1942 RS01725 WP 004430590.1 VKQYLFRKGFSLDMIDQFLQEEE. 263
NTDB id 116 BSU 08520 NP 388733.1 VKQFLFRKGFSLDLIEQLLQEEEY 264
consensus !!!*!!!!!!!!!*!*! !!!!!*

X non conserved
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X ≥ 50% conserved


