
logo MPFYITKI SATQKKNNETERFVNI FLDDEKYAFSVDALDVLVKFDELKRKGKELDDELDI I E IQYGDDEVKKGFKNKRALDFYLSYRMRSTKEV
NTDB id 1092364 ACL9SD RS04725 WP 080131560.1 MPYITKISAQKNNEERVNIFLDEKYAFSVDLDVLVKFDLRKGKELDELDIIEIQYGDDVKKGFKKALDYLSYRMRSTKEV 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEV 80
consensus !!*!!!!! !! ! !! !!!!!*!!!!!!! !!!!!!*!*!!!!!!*!!!!!!!!!!*!!!!! *!!!*!!!!!!!!!!!

logo

E
KDHLKKKDETVASDPPSAVIATE I

V
I
LHMRLKNDGYKYLDNDQREFAAAYVSTHKRKTNSGKGPDVLFRELKRALKGIDDDELTIKQEALSSFSFESDQTVERAE

NTDB id 1092364 ACL9SD RS04725 WP 080131560.1 KDHLKKKDVADSAITEILHMLKGYKYLDDREFAAAYVSTHRKTSGKGPDVLFRELKLKGIDDELIQEALSSFSFSDQVEA 160
NTDB id 116 BSU 08520 NP 388733.1 EDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTRE 160
consensus !!!!!!* ** ! !**! ! !!!! ! !!!!!!!!!!*!! !!!!!!!!!!!* !!!!!* ! !!!!!!!! !!

logo AVKHAVEKLVLKKDEKKLSSTKEVLTKQARAI EQLQHQLQVRKGFSFDVI SAALMDQEQI
T
D
EYENDDEDSATEKREALERKLHQAGEKAFMKRKRCYGRYDGSYESTAKMK

NTDB id 1092364 ACL9SD RS04725 WP 080131560.1 AVKHAEKVLKKEKKLSSKVTKQAIEQHLVRKGFSFDVISAALQETDYENDDSAEREALEKQGEKAMKRCGYDGSYETKMK 240
NTDB id 116 BSU 08520 NP 388733.1 AVKHVEKLLKKDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMK 240
consensus !!!! !!*!!!*!!!!*! !! *! !!!!!!!!!!!!* *!!!!* !*!!! **!!! *** !!!!!!* !!

logo VKQFHLFRKGFS ILDLMIDEQFLLDQEEKEGY
NTDB id 1092364 ACL9SD RS04725 WP 080131560.1 VKQHLFRKGFSIDMIDQFLDEKG. 263
NTDB id 116 BSU 08520 NP 388733.1 VKQFLFRKGFSLDLIEQLLQEEEY 264
consensus !!!*!!!!!!!*!*!*! ! ! *
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