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NTDB id 366814 FGY92 RS00200 WP 235063213.1 MTQLKKKRIGLYARVSTEMQ.TDGYSIQGQLNQLTEYCQFQGYEVVNEYTDRGISGKTTQRPELQRMLKDANDGKLDCIM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus ! !!! !!*!*! !!!!!!!*!*!!!! !!*!!* !!! !***!! ! !!!!!!!* *!!!!!!*!!!! *! *!!*!
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NTDB id 366814 FGY92 RS00200 WP 235063213.1 VYKTNRLARNTSDLLNIVEELYKINVEFFSLTEKIEIASSTGKLMLQILASFSEFERNTIVENVYNGQRQRAIEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!! !!!*!*! !!!!!!!*!**!* *!*!!!!!!!!!!!!!!!!! !!!!!* !! !! !!!!!!!

logo LPLGYDKI
VPDNSKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI ILASNPFYIGKIQFAK

NTDB id 366814 FGY92 RS00200 WP 235063213.1 LPLGYDKVPDSKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYIISNPFYIGKIQFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!*! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!

logo YKRDHWSDEKRRKGLNDEEKP I
V IADEGKHASP I IDNQRDNLWDKVQFMKRKRKQEQSVRSKQKPQVHGKGTNLLTGI IVHKCPKQCGAAPMAASNTTNTLKD

NTDB id 366814 FGY92 RS00200 WP 235063213.1 YRHWSDKRRKGLNEEPIIADGKHAPIIDRNLWDKVQFKRQESRKKPQVHGKGTNLLTGIVKCPKCGAAMAASNTTNTLKD 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !**!!*!!!!!!!* !*!!*!!! !!! !!!!!! ** !!!!!!!!!!!!!!!**!! !!!*!!!!!!!!!!!!
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NTDB id 366814 FGY92 RS00200 WP 235063213.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVLEKYVMDQILEIIKSKKVLKQLVEKVNKKSQIDVSSLNHDIAYKQSQCE 399
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!! !!!!!*!! !!* *! *!! !*! !*!!!!!!! !**
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NTDB id 366814 FGY92 RS00200 WP 235063213.1 EIKSKMHTLTKTIEDSPDLDSVLKPTILSYQDELNQINNQIHQLEQDKQAEAPHYDADMIANILQAIFKDIDKLEKSQLK 479
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !* !** ! !!!!! !!! !!**!*! ! !! ! !!!*!! * * * !**!! ! *!!*!!*!! **!!! !!

logo

A
SLYLSTVIDR IDIKRKDHEGHNHKKQFYVTLKLNNDE I IKQLFNNHKPQLDEVHLLSTSSLFLPSQTLYLTI

NTDB id 366814 FGY92 RS00200 WP 235063213.1 SLYLTVIDRIDIRKHEHHKKQFYVTLKLNNDIIKQLFNNHPLDEVLLSTSSLFLSQTLYLTI 541
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!*!!!!!!!*!* *!!!!!!!!!!!!!*!!!!!!!!**!!!!*!!!!!!!!*!!!!!!!
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