
logo MKKYE I
S I FKDKLEETDKI LSKEGHVYAQI

M
D
GDFYLPPTE I

MELSKQDTYANSVSRDTI
VRKALNQLLATKAGFL IVKKTQVQGRGSTQI

V IKHREHHR I LNFP I
VSEQLTSYQEL

NTDB id 139807 SI82 RS09760 WP 003100405.1 MKKYESIFKDLETKISKEVYAIDDFLPTEIELSKDYNVSRDTIRKALNLLAKAGLVKKQQGRGTQVIKHHHILFPISELTSYQEL 85
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLTSYQEL 85
consensus !!!!! !!! !! ! ! *! * !*!!*!*!!! ! !!!!*!!!!*!! !!! *! !!!!*!*!!***! !!*! !!!!!!!

logo VKSQYFLDQMDNSVKTNVIA IDKL IVDEPKLMETKLTGFEPNTHKGSLVWR I
VTRQRVI

VDGVAS IVLDI
TDYLDKADI

L
I
VPHNMTRE IAEQHI S ILYADFYLEKNDQLKLDS

NTDB id 139807 SI82 RS09760 WP 003100405.1 VSYFDMDSKTNVIAIDKLIVDPKMEKLTGFPTHSLVWRVTRQRVVDGVASVLDIDYLDKDIVPNMTREIAQISLYAFLEKDLKLS 170
NTDB id 440 SMU RS09330 WP 002273717.1 VKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIYDYLENQLKLD 170
consensus ! ! !!!!!!!!!!!!!*!* !!!!!* * !!!!*!!!!!*!!!!!*!! !!!!! **!*!!!!!! *!*! *!! !!!

logo IADFYALQKEI IVTIDQVNSDQKRDKI LLDLDGSDEKNHVVSVKSKVYLSNNQKQQFQFTESRHKLEKFKRFVDFARRHNPRDK
NTDB id 139807 SI82 RS09760 WP 003100405.1 IDFALKEVTIDQVNDRDKILLDLGSDKHVVSVKSKVYLSNNKQFQFTESRHKLEKFKFVDFARRNPK 237
NTDB id 440 SMU RS09330 WP 002273717.1 IAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus ! *! ! *!!!!! *!!!!!!! !* !!!!!!!!!!!!!* !!!!!!!!!!!!!!*!!!!!!!**
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