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H
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NTDB id 109637 ACGHT2 RS10535 WP 003066857.1 MKKYEQIFKDLEHDITSGIYQAGDYLPTENELTQTYHMSRDTIRKALSLLAEAGLIQKIHGSGSQVIKHEQIDFPVSQLT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!!! !!! !!*!! !*!! !!!!!*! !!*!!!* !!!!*!!!! !! !! ! **! !!!*!!*! ! !!!!!!!

logo SYKQELVDKAQHLHQI
MNSVKTNVIA IDKL IVDEKLATAKLTGFEKKNKNGNLVWR I ITRQRVI

VDGTVAS IVLDI
TDYLDKAKI

L
I
VPHNMTRE IAEHQS IY

NTDB id 109637 ACGHT2 RS10535 WP 003066857.1 SYKELVDAHHINSKTNVIAIDKLIVDEKLAALTGFKKNNLVWRIIRQRVVDGTASVLDIDYLDKKIVPNMTREIAEQSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !! !!! ***! !!!!!!!!!!!!!!!! !!!! !!!!! !!!!*!! !!*!! !!!!! **!*!!!!!!!*!!!

logo DYLENQLHKLDI IAFYAQKEI IT IDQLVSTDQKRDKI
LLLDI

L
D
G
A
SEHNHVVSVKSKVYLASNKQHQQFQFTESRHKLEKFRFVDFARTRHKPRDQ

NTDB id 109637 ACGHT2 RS10535 WP 003066857.1 DYLENQLHLIIAFAQKEITIDQLTDRDKLLLDIGAEHHVVSVKSKVYLANKHQFQFTESRHKLEKFRFVDFATRKPQ 237
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus !!!!!!!*! !!*!!! !!!!!** *!!*!!!* !*!!!!!!!!!!! ! *!!!!!!!!!!!!!!!!!!!! !**
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X ≥ 50% conserved


