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NTDB id 338969 EQ029 RS00210 WP 031870519.1 MTQLKKKRIGLYARVSTEIQ.TNGYSIQSQLNQLKEYCQFQGYEVVDEYTDRGISGKTTQRPELQRILKDANDGKLDCIM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus ! !!! !!*!*! !!!!!*!*! !!!! !*!!*!!!! !***!! ! ! !!!!!!!* *!!!!!!!!!!! *! *!!*!
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V
A
N
S
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NTDB id 338969 EQ029 RS00210 WP 031870519.1 VYKTNRLARNTSDLLTIVEELYKINVEFFSLTEKIEIASSTGKLMLQILASFSEFERNTIVENVYNGQRQRAIEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!! !!!*!*! !!!!!!!*!**!* *!*!!!!!!!!!!!!!!!!! !!!!!* !! !! !!!!!!!

logo LPLGYDKI
VPDNSKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI ILASNPFYIGKIQFAK

NTDB id 338969 EQ029 RS00210 WP 031870519.1 LPLGYDKVPDSKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYIISNPFYIGKIQFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!*! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!

logo YKRDHWSDEKRRKGLNDEEKP I
V IADEGKHASP I IDNKQADLWDKVQFMKRKRKQEQSVRSKQKPQVHGKGTNLLTGI IVHKCPSPKQCGAAPMAASNTTNTL

NTDB id 338969 EQ029 RS00210 WP 031870519.1 YRHWSDKRRKGLNEEPIIADGKHAPIIDKALWDKVQFKRQESRKKPQVHGKGTNLLTGIVKCPSPKCGAAMAASNTTNTL 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCP..QCGAPMAASNTTNTL 318
consensus !**!!*!!!!!!!* !*!!*!!! !!! !!!!!! ** !!!!!!!!!!!!!!!**!!** !!!*!!!!!!!!!!

logo KDGTKKR IRYYSCSNFRNKGSKVCSANSVRADVI
LEDKYVMDKQI LE I IVKSDKKVI
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VDGVASASLHNHDIAYKQQSQ
NTDB id 338969 EQ029 RS00210 WP 031870519.1 KDGTKKRIRYYSCSNFRNKGSKVCSANSVRADVLEKYVMDQILEIIKSKKVLKQLVEKVNERSQIDVSSLNHDIAYKQSQ 399
NTDB id 11 SA RS00430 WP 001186602.1 KDGTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQ 398
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!! !!!!!*!! !!* *! *!! !*! !*!!!!!!! !
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L
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NTDB id 338969 EQ029 RS00210 WP 031870519.1 CEELKIKMHTLTKTIEDSPDLDSILKPTILNYQDELNQINNQIHQLEQDKQAEAPHYDADMIANILQTIFKDIDKLEKSQ 479
NTDB id 11 SA RS00430 WP 001186602.1 YDEVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSR 478
consensus **!* !!** ! !!!!! !!! !***!*! ! !! ! !!!*!! * * * !**!! ! *!!*!!*!! **!!!

logo LKASLYLSTVIDR IDIKRKDEGHNHKKQFYVTLKLNNE I IKQLFNNHKPQLDEVHLLSTSSLFLPQTLYLTI
NTDB id 338969 EQ029 RS00210 WP 031870519.1 LKSLYLTVIDRIDIRKDEHHKKQFYVTLKLNNEIIKQLFNNHPLDEVLLSTSSLFLPQTLYLTI 543
NTDB id 11 SA RS00430 WP 001186602.1 LKALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !! !!!*!!!!!!!*!! *!!!!!!!!!!!!!!!!!!!!!!**!!!!*!!!!!!!!!!!!!!!!
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