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NTDB id 74975 MRSL RS00475 WP 058649872.1 MTQLKKKRIGLYARVSTEMQ.TDGYSIQGQLNQLKDYCQFQGYEVVNEYTDRGISGKTTQRPELQRMLKDANDGKLDCIMVYKTN 84
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN 85
consensus ! !!! !!*!*! !!!!!!!*!*!!!! !!*!!*!*!! !***!! ! !!!!!!!* *!!!!!!*!!!! *! *!!*!!!!!!
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NTDB id 74975 MRSL RS00475 WP 058649872.1 RLARNTSDLLNIVEELYKINVEFFSLTEKIEIASSTGKLMLQILASFSEFERNTIVENVYNGQRQRAIEGYYQGNLPLGYDKVPD 169
NTDB id 11 SA RS00430 WP 001186602.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN 170
consensus !!!!!!!!!! !!!*!*! !!!!!!!*!**!* *!*!!!!!!!!!!!!!!!!! !!!!!* !! !! !!!!!!!!!!!!!!*!

logo SKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI ILASNPFYIGKIQFAKYKRDHWSDEKRRKGLNDEEK
NTDB id 74975 MRSL RS00475 WP 058649872.1 SKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYIISNPFYIGKIQFAKYRHWSDKRRKGLNEE 254
NTDB id 11 SA RS00430 WP 001186602.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
consensus !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!**!!*!!!!!!!*
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NTDB id 74975 MRSL RS00475 WP 058649872.1 PIIADGKHAPIIDKALWDKVQFKRQESRKKPQVHGKGTNLLTGIVKCPKCGAAMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 339
NTDB id 11 SA RS00430 WP 001186602.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
consensus !*!!*!!! !!! !!!!!! ** !!!!!!!!!!!!!!!**!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 74975 MRSL RS00475 WP 058649872.1 VCSANSIRADVLEKYVMDQILEIIKSKKVLKQLVEKINENSQIDVSSLNHDIAYKQSQCEEIKAKMHTLTKTIEDSPDLNSVLKP 424
NTDB id 11 SA RS00430 WP 001186602.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIRP 425
consensus !!!!!!*!!!!*! !!! !!!!!*!! !!* *! **! !*! !*!!!!!!! !**!* !** ! !!!!! !!! !!**!
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LEKSQRLKASLYLSTVIDR IDIKRKDHEGHNHKKQFYVTLKLNN
NTDB id 74975 MRSL RS00475 WP 058649872.1 TILSYQDELNQINNQIHQLERDKQAEAPHYDADMIANVLQAIFKDINKLEKSQLKSLYLTVIDRIDIRKHEHHKKQFYVTLKLNN 509
NTDB id 11 SA RS00430 WP 001186602.1 SIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLNN 510
consensus *! ! !! ! !!!*!! * * !**!! ! *!!*!!*!! **!!! !! !!!*!!!!!!!*!* *!!!!!!!!!!!!!
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NTDB id 74975 MRSL RS00475 WP 058649872.1 DIIKQLFDNHPLDEVLLSTSSLFFPQTLYLTI 541
NTDB id 11 SA RS00430 WP 001186602.1 EIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus *!!!!!! !**!!!!*!!!!!!! !!!!!!!!
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