
logo MASKQLWHRWHQGI
VTGHDEGHNAQDGMTLWAESRATLLLLMALQQQMRVTPLHSLKR IA INPSAQWRGDKSAEVIHQLATLLKAGLTLSEGS

NTDB id 72275 EAKF1 RS07005 WP 025237652.1 MASKQLWHWQGVTHEGHAQDGTLWAESRALLLLALQQQRVTPLHLKRIAINPAQWRGDKSAEVIHQLATLLKAGLTLSES 80
NTDB id 1437 BW25113 RS00525 WP 000157266.1 MASKQLWRWHGITGDGNAQDGMLWAESRTLLLMALQQQMVTPLSLKRIAINSAQWRGDKSAEVIHQLATLLKAGLTLSEG 80
consensus !!!!!!!*!*!*!**!*!!!! !!!!!! !!!*!!!!! !!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LALLAEQHPSKQWQALLQSLAHDLEQGIAFSNALLPWASEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLTDKVK
NTDB id 72275 EAKF1 RS07005 WP 025237652.1 LALLAEQHPSKQWQALLQSLAHDLEQGIAFSNALLPWAEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLTDKVK 160
NTDB id 1437 BW25113 RS00525 WP 000157266.1 LALLAEQHPSKQWQALLQSLAHDLEQGIAFSNALLPWSEVFPPLYQAMIRTGELTGKLDECCFELARQQKAQRQLTDKVK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SALRYP I
V I I LAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPALTQGI IMTLADFSGSEHWGSWLL IVLFGFLLAVI

VANKLLMRRPSTW
NTDB id 72275 EAKF1 RS07005 WP 025237652.1 SALRYPVIILAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPALTQGIITLADFSSHWGWLLILFGFLLVVANKLLMRRSTW 240
NTDB id 1437 BW25113 RS00525 WP 000157266.1 SALRYPIIILAMAIMVVVAMLHFVLPEFAAIYKTFNTPLPALTQGIMTLADFSGEWSWLLVLFGFLLAIANKLLMRRPTW 240
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! *! !!!*!!!!!! *!!!!!!!!*!!

logo L IVRQKLLLR IP I
VMGASL IMRGQKLTQI FTI LALTQSAGITFLQGVESVRETMRCPYWAVQLLMTQIQHLDI SNGQP IWLALKNAT

NTDB id 72275 EAKF1 RS07005 WP 025237652.1 LIVRQKLLLRIPVMGALIRGQKLTQIFTILALTQSAGITFLQGVESVRETMRCPYWAQLMTQIQLDISNGQPIWLALKNA 320
NTDB id 1437 BW25113 RS00525 WP 000157266.1 LIVRQKLLLRIPIMGSLMRGQKLTQIFTILALTQSAGITFLQGVESVRETMRCPYWVQLLTQIQHDISNGQPIWLALKNT 320
consensus !!!!!!!!!!!!*!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!*!!!!!!!!!!!!!!

logo

D
GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRDENTFMALADNLAALLEPALL IV ITGGI IGTLVVAMYLP I FHLGDAMSGMG

NTDB id 72275 EAKF1 RS07005 WP 025237652.1 DEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRDNTFALADNLAALLEPALLVITGGIIGTLVVAMYLPIFHLGDAMSGMG 400
NTDB id 1437 BW25113 RS00525 WP 000157266.1 GEFSPLCLQLVRTGEASGSLDLMLDNLAHHHRENTMALADNLAALLEPALLIITGGIIGTLVVAMYLPIFHLGDAMSGMG 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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