
logo MNIKDEHIDSVVCSLLDQLVGNVSTFSKRNLFTGYGLFHKEGETMFAIWQNKKLYLRGEGEVLAI
S
Q
YL ITKRLGCEPFTTNELVNKRFVL

NTDB id 275946 C3V42 RS04355 WP 106013805.1 MNIKDEHIDVVCSLLDQLVGNVTSRNLFTGYGLFHKGETMFAIWQNKKLYLRGEGELASYLIRLGCEPFTTNEVNKRFVL 80
NTDB id 1375 HI 0601 AAC22258.1 MNIKDEHIDSVCSLLDQLVGNVSFKNLFTGYGLFHKEETMFAIWQNKKLYLRGEGVLAIQLTKLGCEPFTTNELNKRFVL 80
consensus !!!!!!!!! !!!!!!!!!!!!* *!!!!!!!!!!! !!!!!!!!!!!!!!!!!! !! ! *!!!!!!!!!!*!!!!!!

logo SQYYALSDNQI
V
I
L
G
R
D
SNRTLCRKL IV I LS IKQI LQEKQKLEKCR I

TLNRKLNRLKDLPVNLTIKRHERAL IKAVGI LTDNVAKMLRE IGAENALMVERL
NTDB id 275946 C3V42 RS04355 WP 106013805.1 SQYYALSNQVIGDNTLCRKLVILSIKQIQKQKLKRILNKLNRLKDLVNLTIRHERALIKAGILDVKMLREIGAENAMVRL 160
NTDB id 1375 HI 0601 AAC22258.1 SQYYALSDQILRSNRLCRKLIILSIKQILEQKLECTLRKLNRLKDLPNLTIKHERALIKVGITNVAMLREIGAENALVEL 160
consensus !!!!!!! !** ! !!!!!*!!!!!!! !!! * ! !!!!!!!!*!!!!*!!!!!!! !! ! !!!!!!!!!!*! !

logo KKASGSGATLDFYWKLVCGALLQNKNSQMF
L
S
T
K
QAEKEQARLLKKLNEVLWRAKNGLKGYRKLDDE

NTDB id 275946 C3V42 RS04355 WP 106013805.1 KKAGSGATLDFYWKLVGALLNKNSQMFTKAEKQALLKKLNEVLRANGLKGYRKLDDE 217
NTDB id 1375 HI 0601 AAC22258.1 KKSGSGATLDFYWKLVCALQNKNSQMLSQAEKERLLKKLNEVWRKNGLKGYRKLDDE 217
consensus !! !!!!!!!!!!!!!*!! !!!!!! * !!! !!!!!!!! ! !!!!!!!!!!!!
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X ≥ 50% conserved


