
logo MIRYPNGKATFYKQPKLHNSTSVSSPQNSPSKQKLRAEAPSYSNRGMTLEDDLNETNEKYYLVSTKNGQIA I
V
I
VHKKPTPVQIVKNVDHYPKRSAAVIKEAYFKQASS

NTDB id 27636 BMQ RS06860 WP 013056110.1 MIRYPNGKAYKPLNTSS.PSPKKLEASYSNRGMTLEDDLNETNEYYVSKGIAIVHKKPTPVQIVKVDYPKRSAAVIKEAYFKQAS 84
NTDB id 117 BSU 22310 NP 390112.1 MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEAYFKQSS 85
consensus !!!!!!!! * ! ** !** * ! *!!!!!!!!!!!!!!!!! !!** !!**!!!!!!!!!! !*!!!!!!!!!!!!!!!! !

logo TTDYNGI
VYKGKRHYI

LDFEAKETKRNKTSFPLQRNFHDEHQI EHMKQI
V
K
V
A
KQDNGICFVI ILMFSATFLDQEQI

VYFLFLEADQFKLFPYFYWDARKMEKKDNGRKS IPR
NTDB id 27636 BMQ RS06860 WP 013056110.1 TTDYNGVYKGKHLDFEAKETRNKTSFPLRNFHEHQIEHMKQIVKQNGICFVILMFSTLQEIYLFEAQFLFPYWDAMKKDGRKSIP 169
NTDB id 117 BSU 22310 NP 390112.1 TTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVII..SAFDQVYFLEADKLFYFWDRKEKNGRKSIR 168
consensus !!!!!!*!!!***!!!!!!!*!!!!!!! !!!*!!!!!!!!* ! !!!!!!***! *! !! !!**!! ! !!!!!*

logo KADDE I
LEEKKTAGHYFP I

M
E
SLGYAHPR IDYIKS IT IDEKQLYFSPSSGAKG

NTDB id 27636 BMQ RS06860 WP 013056110.1 KADIEKKGHFMELGYHPRIDYIKTIDKLYF........ 199
NTDB id 117 BSU 22310 NP 390112.1 KDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus ! **! **** !!!*!!!!!! !* !!!********

X non conserved

X similar

X ≥ 50% conserved


