
logo MIKNKYLRSRSPVSHLAARSEQMMRGYSEQSSSSCAQTKRGFNKDYI
SHI

TRNS ITAVSRLATARSSSARLTRASGFTLVELLVAIA I FAVLS
NTDB id 37684 AOLE RS10860 WP 013198080.1 MIKNKYLRSRSPVSHLAARSEQMMRGYSEQSSSSCAQTKRGFKDSHTRNTVSRLTARSSSARLTRASGFTLVELLVAIAIFAVLS 85
NTDB id 1076 ABD1 RS08075 WP 000594585.1 MIK......................................NKYIHIRSIASRLAARSSSARLTRASGFTLVELLVAIAIFAVLS 47
consensus !!!************************************** ! ! ! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLGWKI FDYLLKVRDRNAEQHEVHQLFELQDAYQQI LRDTLQI IPLSANQGGQLHRPALE I
LDNQI

VLHRFSKAGVTDPLKQGLSPFER I E
NTDB id 37684 AOLE RS10860 WP 013198080.1 LLGWKIFDYLLKVRDRNAQHEVQLFELQDAYQQILRDTLQIIPLSANQGGQLRPALELDNQVLHFSKAGVTDPLKQGLSPFERIE 170
NTDB id 1076 ABD1 RS08075 WP 000594585.1 LLGWKIFDYLLKVRDRNAEHEVHLFELQDAYQQILRDTLQIIPLSANQGGQLHPALEIDNQILRFSKAGVTDPLKQGLSPFERIE 132
consensus !!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!*!*!!!!!!!!!!!!!!!!!!!!!

logo YRYDAPDQKKLYRLKYSTNLNTSNREQPLSSTLLSQVDEQFYQIMVLTPQEVTKWPE I
VNIDPTKPENEFLKRKLPKGIKIQLTVAGVNSYEWI

NTDB id 37684 AOLE RS10860 WP 013198080.1 YRYDPDQKKLYRLKYSNLNTSNREQPLSSTLLSQVEQFQIMVLTPQEVTKWPEINIDPTKPEEFRKLPKGIKIQLTVAGVSYEWI 255
NTDB id 1076 ABD1 RS08075 WP 000594585.1 YRYDADQKKLYRLKYTNLNTSNREQPLSSTLLSQVDQYQIMVLTPQEVTKWPEVNIDPTKPNELKKLPKGIKIQLTVAGVNYEWI 217
consensus !!!!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!!!*!!!!!!! ! *!!!!!!!!!!!!!!! !!!!

logo YSLNQGDLSLSNQEKGNVGS
NTDB id 37684 AOLE RS10860 WP 013198080.1 YSLNQGDLSLSNKGVG 271
NTDB id 1076 ABD1 RS08075 WP 000594585.1 YSLNQGDLSLSQEGNS 233
consensus !!!!!!!!!!!* !
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