
logo MASKQLWRWHGITGDGNAQDGMLWAESRATLLLMALQQQMVTPLSLKR IA INSAQWRGDKSAEVIHQLATLLKAGLTLSEG
NTDB id 74339 CF58 RS03560 WP 025210192.1 MASKQLWRWHGITGDGNAQDGMLWAESRALLLMALQQQMVTPLSLKRIAINSAQWRGDKSAEVIHQLATLLKAGLTLSEG 80
NTDB id 1437 BW25113 RS00525 WP 000157266.1 MASKQLWRWHGITGDGNAQDGMLWAESRTLLLMALQQQMVTPLSLKRIAINSAQWRGDKSAEVIHQLATLLKAGLTLSEG 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LALLAEQHPSKQWQALLQSLAHDLEQGIAFSNALLPWSEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLATDKVK
NTDB id 74339 CF58 RS03560 WP 025210192.1 LALLAEQHPSKQWQALLQSLAHDLEQGIAFSNALLPWSEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLADKVK 160
NTDB id 1437 BW25113 RS00525 WP 000157266.1 LALLAEQHPSKQWQALLQSLAHDLEQGIAFSNALLPWSEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLTDKVK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo SALRYP I I I LAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPAVLTQGIMTLADFSGEWGSWLLVLFGFLLAIANKLLMRRPTW
NTDB id 74339 CF58 RS03560 WP 025210192.1 SALRYPIIILAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPVLTQGIMTLADFSGEWGWLLVLFGFLLAIANKLLMRRPTW 240
NTDB id 1437 BW25113 RS00525 WP 000157266.1 SALRYPIIILAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPALTQGIMTLADFSGEWSWLLVLFGFLLAIANKLLMRRPTW 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo L IAVRQKLLLR IP IMGSLMRGQKLTQI FTI LALTQSAGITFLQGVESVRAETMRCPYWVQLLTQIQHDI SNGHQP IWLALKKNT
NTDB id 74339 CF58 RS03560 WP 025210192.1 LIARQKLLLRIPIMGSLMRGQKLTQIFTILALTQSAGITFLQGVESVRATMRCPYWVQLLTQIQHDISNGHPIWLALKKT 320
NTDB id 1437 BW25113 RS00525 WP 000157266.1 LIVRQKLLLRIPIMGSLMRGQKLTQIFTILALTQSAGITFLQGVESVRETMRCPYWVQLLTQIQHDISNGQPIWLALKNT 320
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!!!!!!! !

logo GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRDENTLMALADNLAALLEPALL I ITGGI IGTLVVAMYLP I FHLGDAMSGMG
NTDB id 74339 CF58 RS03560 WP 025210192.1 GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRDNTLALADNLAALLEPALLIITGGIIGTLVVAMYLPIFHLGDAMSGMG 400
NTDB id 1437 BW25113 RS00525 WP 000157266.1 GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRENTMALADNLAALLEPALLIITGGIIGTLVVAMYLPIFHLGDAMSGMG 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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