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NTDB id 327110 EG346 RS11025 WP 073335223.1 MILDLFFPNRCIECSRIIDSDLLVCSLCFEQIHFTHFDYSGDNIIREKCKLLFPIENTYALMRFEQDSLSQKIIHELKYK 80
NTDB id 1333 RA0C RS05105 WP 004918078.1 MFLDFFLPNRCLKCNLIISSDEIVCWACKSHINFTYNDFGGKGDFYQKVVLKFPVNKAFSLMKYEKKELSQDIIHALKYH 80
consensus ! !! ! !!!!* ! !! !! *!! ! *!*!!* !* ! !* ! !!* * !!**! !!! !!! !!!*

logo SMRENRAVGKTVLAEHWTVKSENRLMDNFLNSEHEQGKI
PDI LTVNS IVPLHPKKLQKRERGYNQLHLVFTEKTLSQTFLQYHR IPFYDSHEYL ILKQRNFHYSKAPQALKDQKLQ

NTDB id 327110 EG346 RS11025 WP 073335223.1 SRENAGKTLAEWTKERLNFNEEKPDILVSVPLHPKKLKERGYNQLHVFTETLSTFYHIPFDHELIQRNHYSKAQALKDKQ 160
NTDB id 1333 RA0C RS05105 WP 004918078.1 SMERVGKVLAHWVSENMDLSHQGIDILTNIPLHPKKQRERGYNQLHLFTKTLSQLQRIPYSHYLLKRNFYSKPQALKQKL 160
consensus ! ! !! !!*! ! * * *!!! *!!!!!! *!!!!!!!!*!! !!! *!!* ! !* !!*!!!*!!!! !
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PFSLVDSEKKS I ESGKHI LL IDDVFYTTGNSTMVSKSAIAVWE I
LLKNAGGNDGNKQVSVLVLMAI

VDEV
NTDB id 327110 EG346 RS11025 WP 073335223.1 HRLETTNPFSLSKSISGKHILLIDDVFTTGSTVSSIAWEILNAGDNKVSVLVMAVDV 217
NTDB id 1333 RA0C RS05105 WP 004918078.1 DREKMQNIFSVDEKIEGKHILLIDDVYTTGNTMSKAVWELLKGNGNQVSVLVLAIDE 217
consensus *! !*!!* ! !!!!!!!!!!*!!! !*! !!*! * ! !!!!!*!*!
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X ≥ 50% conserved


