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NTDB id 1006930 ABLB99 RS10125 WP 139887437.1 MIKNKNFRIQSIASHLRAQSGVIPTDYSGHSSSSYAQTKLRFREHHTRNMVSRLAARSGGVSTGYSEHCSSSCAWTKLRF 80
NTDB id 1076 ABD1 RS08075 WP 000594585.1 MIK......................................NKYIHIRSIASRLAARSS..................SAR 24
consensus !!!************************************** * *! ! * !!!!!!! ******************
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RSGFTLVELLVAIA I FAVLSLLGWKI FDYLLKVRDRNAEHEVHLFELQDAYQQI LRDSTLQI IPLSANQGGQLHPALE

NTDB id 1006930 ABLB99 RS10125 WP 139887437.1 VNPRSGFTLVELLVAIAIFAVLSLLGWKIFDYLLKVRDRNAEHEVHLFELQDAYQQILRDSLQIIPLSANQGGQLHPALE 160
NTDB id 1076 ABD1 RS08075 WP 000594585.1 LTRASGFTLVELLVAIAIFAVLSLLGWKIFDYLLKVRDRNAEHEVHLFELQDAYQQILRDTLQIIPLSANQGGQLHPALE 104
consensus * * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo IDNQI LRFSKAGVTDPLKQGLSPFER I EYRYDADQKKLYRLKYTNLNTSNNREQPLSSTLLSQVDQYQI IMVLTPQEVTKWP
NTDB id 1006930 ABLB99 RS10125 WP 139887437.1 IDNQILRFSKAGVTDPLKQGLSPFERIEYRYDADQKKLYRLKYTNLNTSNNEQPLSSTLLSQVDQYQIIVLTPQEVTKWP 240
NTDB id 1076 ABD1 RS08075 WP 000594585.1 IDNQILRFSKAGVTDPLKQGLSPFERIEYRYDADQKKLYRLKYTNLNTSNREQPLSSTLLSQVDQYQIMVLTPQEVTKWP 184
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!

logo EVNIDPTKPNELKKLPKGIKIQLTVAGVNSYEWIYSLNQGSDNLSLSPQEQGGNS
NTDB id 1006930 ABLB99 RS10125 WP 139887437.1 EVNIDPTKPNELKKLPKGIKIQLTVAGVSYEWIYSLNQSNLSLSPQGGS 289
NTDB id 1076 ABD1 RS08075 WP 000594585.1 EVNIDPTKPNELKKLPKGIKIQLTVAGVNYEWIYSLNQGDLSLSQEGNS 233
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!* ! !
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