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I LDFLFFLPNRC I

L
H
KCNLR I IDSGSDNEL ILVCSWAICFKESHQIHNFTHYFNDFYGLGSEKGNDSFLKYEQKCVKVLKLFP I

V
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N
K
NAFYASLMKQFYEKQEKENLSQRDKI IHAQLKYHR

NTDB id 321169 EAG08 RS14850 WP 129536116.1 MILDLFFPNRCIHCNRIIDGNLLVCSICFEQIHFTHFDYLSENSLKEKCKLLFPIENAYALMQFEQENLSRKIIHQLKYR 80
NTDB id 1333 RA0C RS05105 WP 004918078.1 MFLDFFLPNRCLKCNLIISSDEIVCWACKSHINFTYNDFGGKGDFYQKVVLKFPVNKAFSLMKYEKKELSQDIIHALKYH 80
consensus ! !! ! !!!!**!! !! *!! ! *!*!!* !* !* ! !!* !* !! *! !! !!! !!!*

logo SMREKRTVGKTVLVADHWVSTENRLMDFLKSHSEQGKI
PDI

VLTVNS IVPLHPKKEQKRERGYNQLHLFTKTLSDQLSQYGR IPFYESHHYLLKRNFHYSKAPQALKDQKLQ
NTDB id 321169 EAG08 RS14850 WP 129536116.1 SREKTGKTVADWVTERLDFKSEKPDVLVSVPLHPKKEKERGYNQLHLFTKTLSDSYGIPFEHHLLKRNHYSKAQALKDKQ 160
NTDB id 1333 RA0C RS05105 WP 004918078.1 SMERVGKVLAHWVSENMDLSHQGIDILTNIPLHPKKQRERGYNQLHLFTKTLSQLQRIPYSHYLLKRNFYSKPQALKQKL 160
consensus ! !* !! *!*!!*! *! * *!*! *!!!!!! *!!!!!!!!!!!!!!! !!* !*!!!!!*!!!*!!!! !

logo

D
HRELEKMTQNI

TFSLVDTEKKI ESGNKQHI LL IDDVFYTTGNTLMASKTAIAVWE I
LLKEGGNGNNKQVS IVLVLMAI

MDE
NTDB id 321169 EAG08 RS14850 WP 129536116.1 HRLETQNTFSLTKKISNQHILLIDDVFTTGNTLATIAWEILKEGNNKVSILVMAMDE 217
NTDB id 1333 RA0C RS05105 WP 004918078.1 DREKMQNIFSVDEKIEGKHILLIDDVYTTGNTMSKAVWELLKGNGNQVSVLVLAIDE 217
consensus *! !! !!* !! !!!!!!!!*!!!!!* !!*!! ! !!*!!*!*!!
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X ≥ 50% conserved


