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NTDB id 422489 G3G86 RS00285 WP 058649872.1 MTQLKKKRIGLYARVSTEMQ.TDGYSIQGQLNQLKDYCQFQGYEVVNEYTDRGISGKTTQRPELQRMLKDANDGKLDCIM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus ! !!! !!*!*! !!!!!!!*!*!!!! !!*!!*!*!! !***!! ! !!!!!!!* *!!!!!!*!!!! *! *!!*!
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NTDB id 422489 G3G86 RS00285 WP 058649872.1 VYKTNRLARNTSDLLNIVEELYKINVEFFSLTEKIEIASSTGKLMLQILASFSEFERNTIVENVYNGQRQRAIEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!! !!!*!*! !!!!!!!*!**!* *!*!!!!!!!!!!!!!!!!! !!!!!* !! !! !!!!!!!

logo LPLGYDKI
VPDNSKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI ILASNPFYIGKIQFAK

NTDB id 422489 G3G86 RS00285 WP 058649872.1 LPLGYDKVPDSKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYIISNPFYIGKIQFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!*! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!

logo YKRDHWSDEKRRKGLNDEEKP I
V IADEGKHASP I IDNKQADLWDKVQFMKRKRKQEQSVRSKQKPQVHGKGTNLLTGI IVHKCPKQCGAAPMAASNTTNTLKD

NTDB id 422489 G3G86 RS00285 WP 058649872.1 YRHWSDKRRKGLNEEPIIADGKHAPIIDKALWDKVQFKRQESRKKPQVHGKGTNLLTGIVKCPKCGAAMAASNTTNTLKD 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !**!!*!!!!!!!* !*!!*!!! !!! !!!!!! ** !!!!!!!!!!!!!!!**!! !!!*!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANS IVRADVI
LEDKYVMDKQI LE I IVKSDKKVI
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NTDB id 422489 G3G86 RS00285 WP 058649872.1 GTKKRIRYYSCSNFRNKGSKVCSANSIRADVLEKYVMDQILEIIKSKKVLKQLVEKINENSQIDVSSLNHDIAYKQSQCE 399
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*! !!! !!!!!*!! !!* *! **! !*! !*!!!!!!! !**
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K
RPSTI LQKSYEQDKEQLNDQINTNQIHNQLEKNRDQKQNQAEDEAKPHLFYDADKEMIASKNLVLQAHI FHKDIKNHKI

LEKSQRLK
NTDB id 422489 G3G86 RS00285 WP 058649872.1 EIKAKMHTLTKTIEDSPDLNSVLKPTILSYQDELNQINNQIHQLERDKQAEAPHYDADMIANVLQAIFKDINKLEKSQLK 479
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !* !** ! !!!!! !!! !!**!*! ! !! ! !!!*!! * * !**!! ! *!!*!!*!! **!!! !!

logo

A
SLYLSTVIDR IDIKRKDHEGHNHKKQFYVTLKLNNDE I IKQLFDNNHKPQLDEVHLLSTSSLFFLPQTLYLTI

NTDB id 422489 G3G86 RS00285 WP 058649872.1 SLYLTVIDRIDIRKHEHHKKQFYVTLKLNNDIIKQLFDNHPLDEVLLSTSSLFFPQTLYLTI 541
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!*!!!!!!!*!* *!!!!!!!!!!!!!*!!!!!! !**!!!!*!!!!!!! !!!!!!!!
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