
logo MPFYITKI SATQKKNNTERFVNI FLDDEKYAFSVDALDVLVKQFHDELKKGKELDDEALDI IDE IQFYGDAEVKKGFNQQRALVDFYLSYRMRSTVKEVETDHYLKT
NTDB id 29258 BPUM RS04065 WP 012009320.1 MPYITKISAQKNNTERVNIFLDEKYAFSVDLDVLVQHDLKKGKELDEADIIDIQFGDAVKKGFQQAVDYLSYRMRSVKEVTDYLT 85
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEVEDHLK 85
consensus !!*!!!!! !! !!!! !!!!!*!!!!!!! !!!! **!!!!!!!!* !!!*!!*!! !!!!!* !*!*!!!!!!! !!! !*!

logo KKE I
T
P
S
A
PPAVIASE I

V IHKRLKNDHYKYLVNDLQEFAAEAYVSTHKRKTNGSKGPDSVLFKKRELKRALKGIDEDDHTI EKEQALSQSFYPSDFDEDLQLTEREAVKHQVEQKLLVKR
NTDB id 29258 BPUM RS04065 WP 012009320.1 KKEIPAPAISEIIHKLKHYKYVNDLEFAEAYVSTHRKTNSKGPSVLKKELKLKGIEDDHIEQALSQYPDDLQLEEAVKQVQKLVR 170
NTDB id 116 BSU 08520 NP 388733.1 KKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTREAVKHVEKLLK 170
consensus !!! **! ! !*!!*! *!!!*!! !!! !!!!!!*!!! !!! !! *!!* !!!*!!*! !!! ** * ! !!!!*! !!**

logo KDEKKNLRSTKE I
L
E
KQRAIKQLQLQRKGFSFDE I

V IDSAKALMDQEQAI EYDYEGNQDEEDEKTEEKEALLRLYHMAMEKAFKRKVYGRYDGSFYEKSAKMKVKQFLFRKGFDSLDLTI
NTDB id 29258 BPUM RS04065 WP 012009320.1 KEKNRSTKEIEQRIKLQLQRKGFSFEIIDKALQEAYDGQEEEKEEEALLYMMEKAKRKVGYDGSFEKKMKVKQFLFRKGFDLDTI 255
NTDB id 116 BSU 08520 NP 388733.1 KDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMKVKQFLFRKGFSLDLI 255
consensus !*! !!!!* !! !!!!!!!!!!**! !* **!* ! !!! * !!! !! !!!!*! !!!!!!!!!!!! !! !

logo

D
E
H
Q
L
VLDQEKEGEY

NTDB id 29258 BPUM RS04065 WP 012009320.1 DHVLDKGE. 263
NTDB id 116 BSU 08520 NP 388733.1 EQLLQEEEY 264
consensus ***! !*

X non conserved

X similar

X ≥ 50% conserved


