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NTDB id 329147 EH163 RS03825 WP 058649885.1 MKDLKKKRIGLYARVSTEMQ.TDGYSIQGQLNQLKEYCQFQGYKVIDEYTDRGISGKTTQRPALQRMLKDAKENKLDCIM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
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NTDB id 329147 EH163 RS03825 WP 058649885.1 VYKTNRLARNTSDLLSIVEKLYKLNVEFFSLTEKIEIATSTGKLMLQILASFSEFERNTIVENVYNGQRQRAIEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!! !!! !*! !!!!!!!*!**!* !!*!!!!!!!!!!!!!!!!! !!!!!* !! !! !!!!!!!

logo LPLGYDKIPDNSKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI ILASNLPFYIGKIQFAK
NTDB id 329147 EH163 RS03825 WP 058649885.1 LPLGYDKIPDSKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYIISNLFYIGKIQFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !*!!!!!!!!!!

logo YKRDYWSDEKRRKGLNDEEKP I
V IADEGKHASP I IDNKQDQLWDKVQFMKRKRKQEQSVRSKQKPQVHGKGTNLLTGI IVHKCPKQCGAAPMAASNTTNTLKD

NTDB id 329147 EH163 RS03825 WP 058649885.1 YRYWSDKRRKGLNEEPIIADGKHAPIIDKQLWDKVQFKRQESRKKPQVHGKGTNLLTGIVKCPKCGAAMAASNTTNTLKD 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !* !!*!!!!!!!* !*!!*!!! !!! !!!!!! ** !!!!!!!!!!!!!!!**!! !!!*!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADI
V
I
LEDKYVI

M
K
NQI LE I

V
I
VKSDKKNAVI

L
K
Q
Q
R
L
V
I
V
E
T
H
KVNEQEQNQI

VDGKAPASLHNHDIAYKQQSHQYDE
NTDB id 329147 EH163 RS03825 WP 058649885.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADILEKYVINQILEVIKSKNALKQLIEKVNEQNQIDKPSLNHDIAYKQSHYE 399
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**! !!* !!!!**!! * ** *!! !!*! * !*!!!!!!! *!*
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NTDB id 329147 EH163 RS03825 WP 058649885.1 DVKSKMNTLTKTIQDNPELDSILKPTILSYQDELNQINNQIHQLEQDKQAEAPHYDADAIAKVLQVIFKDIDKLEKSQLK 479
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus *! !*! ! !!! !!!*! !***!*! ! !! ! !!!*!! * * * !**!! ! !*!!*!!*!! **!!! !!
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V IDR IDIKQKDEGHNHPKKQFYVTLKLNNDE I IKQLFDNNHKQTLDEVHPFLSTSSLFLPQTLYLTI
NTDB id 329147 EH163 RS03825 WP 058649885.1 SLYLTIIDRIDIQKDEHPKKQFYVTLKLNNDIIKQLFDNHTLDEVPFSTSSLFLPQTLYLTI 541
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!**!!!!!! !! * !!!!!!!!!!!!*!!!!!! !* !!!! !!!!!!!!!!!!!!!
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