
logo MASKQLWRWHGITGDGNAQDGMLWAESRATLLL IMALQQQMVTPLSLKR IA INSAQWRGDKSAEVIHQLATLLKAGLTLSEG
NTDB id 47848 H7R21 RS19660 WP 001550605.1 MASKQLWRWHGITGDGNAQDGMLWAESRALLLIALQQQMVTPLSLKRIAINSAQWRGDKSAEVIHQLATLLKAGLTLSEG 80
NTDB id 1437 BW25113 RS00525 WP 000157266.1 MASKQLWRWHGITGDGNAQDGMLWAESRTLLLMALQQQMVTPLSLKRIAINSAQWRGDKSAEVIHQLATLLKAGLTLSEG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LALLAEQHPSKQWQALLQSLAHDLEQGI
VAFSNALLPWSEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLTDKVK

NTDB id 47848 H7R21 RS19660 WP 001550605.1 LALLAEQHPSKQWQALLQSLAHDLEQGVAFSNALLPWSEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLTDKVK 160
NTDB id 1437 BW25113 RS00525 WP 000157266.1 LALLAEQHPSKQWQALLQSLAHDLEQGIAFSNALLPWSEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLTDKVK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SALRYP I I I LAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPALTQGIMTLADSFSGEWGSWLLVLFGFLLAIANKLLMRHRPTRW
NTDB id 47848 H7R21 RS19660 WP 001550605.1 SALRYPIIILAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPALTQGIMTLASFSGEWGWLLVLFGFLLAIANKLLMRHPTR 240
NTDB id 1437 BW25113 RS00525 WP 000157266.1 SALRYPIIILAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPALTQGIMTLADFSGEWSWLLVLFGFLLAIANKLLMRRPTW 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!*!!

logo L IAVRQKLLLR IP IMGSLMRGQKLTQI FTI LALTQSAGITFLQGVESVRETMRCPYWVQLLTQIQHDI SNGQP IWLALKNAT
NTDB id 47848 H7R21 RS19660 WP 001550605.1 LIARQKLLLRIPIMGSLMRGQKLTQIFTILALTQSAGITFLQGVESVRETMRCPYWVQLLTQIQHDISNGQPIWLALKNA 320
NTDB id 1437 BW25113 RS00525 WP 000157266.1 LIVRQKLLLRIPIMGSLMRGQKLTQIFTILALTQSAGITFLQGVESVRETMRCPYWVQLLTQIQHDISNGQPIWLALKNT 320
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRDENTLMALADNLAALLEPALL I ITGGI IGTLVVAMYLP I FHLGDATMSGMG
NTDB id 47848 H7R21 RS19660 WP 001550605.1 GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRDNTLALADNLAALLEPALLIITGGIIGTLVVAMYLPIFHLGDTMSGMG 400
NTDB id 1437 BW25113 RS00525 WP 000157266.1 GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRENTMALADNLAALLEPALLIITGGIIGTLVVAMYLPIFHLGDAMSGMG 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!
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