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NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus **** !* *!! !!!! ! !!*!!!!!! *!* ! ***!! !!! !!!!!!! !!!! ! * !!* ! !**!

logo VYKATNRLARNTSDLLKI
MVEDELYHQKQYNI

VEFFI SHLSTEKRFMDETVNTNTASASGKLMLQI LMASFMASEFYERNNQIVENVFI LMGQTKRRAKQENGYYNQGN
NTDB id 1093145 ACMGE3 RS00565 WP 414055558.1 VYKANRLARNTSDLLKMVEEYQKYNIEFISHTEKFDTTNAAGKLMLQIMASMAEYERNQIVENVILGQTKRAKNGYYNGN 156
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!! !!!!!!!!!!!!*!!* *! !*!! !**!* * !!!!!!!*!! !*!!!*!!!!! *!!!*!! !!!*!!

logo

L
S
L
PLGYDKIPDNDSKHKEHLKMI

VNKQHSEAENIVKRRYI FENESYAKNGHKGYRAKIANAGLNHKDKGLYRVTKKGKNPFDS IASGS IVKTYI LANNPVFYIGKQIKQFAQKQ
NTDB id 1093145 ACMGE3 RS00565 WP 414055558.1 SLLGYDKIPDDKKHLKVNKSEAEIVRRIFNEYANGKGYRAIANGLNKDGLRTKKGNPFDIAGVKYILNNVFYIGQIKFQQ 236
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus *!!!!!!! !**! *! *!! !!* !! !! !*!!! !!!*!!* ! !!!! !! ! * !!! !*!!!! ! !

logo YI
K
D
GWNSEKRRKGLYNDPKNP I

V IAEGKHESP I I ENKQDELWDKVHQMRRKMKTEQMVSKQKPQVHGKGTNLVLTGI
L IHRCPQVCGAHAPHMAASNTI

TNTLVKD
NTDB id 1093145 ACMGE3 RS00565 WP 414055558.1 YIGWNEKRRKGYNPNPIIAEGKHEPIIEKELWDKVHRRMTEMSKKPQVHGKGTNVLTGLIRCPVCGHAHAASNTINTVK. 315
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus ! ! !!!!!! !* !*!!!!!! !!! *!!!!!* ! *! !!!!!!!!!!*!!!*!*!! !!***!!!!! !!*!*

logo GETKKKR IRYYSCSNQFKRNKGASKSVCSANS IVRADLVI EDPYVLMKNQRI ILE I
V
I
V
K
N
N
SDKI

V
I
L
E
Q
K
RVVETHKAVNEQERLNQEVDQGPAIAQI

L
D
H
H
R
D
NIANI

YKKQAQEQLYD
NTDB id 1093145 ACMGE3 RS00565 WP 414055558.1 GEKKKIRYYSCSQFKNKGASVCSANSIRADLIEPYVLNRIIEVINNDKILEKVVEKANERLQEQPIQIDRNINIKKAELD 395
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
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NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQ.NEDKPLFDAKEISKLLQHIFHDIKHIEKSRL 479
consensus !* !!!!! ! !!! *!***!!* ! ** ! * !* ! * * ! !* ! *!!*!! **!!* !

logo KATLYLSVIDEER IDHFIKRKDHGKEPGNHKKKYEQFFYI
VTLKI

L
N
T
N
P
E
QI ILKEQLVFNDNKQLPDEEAVHPLSATSSLFLLPQNTLTFYYI

L
E
TI

NTDB id 1093145 ACMGE3 RS00565 WP 414055558.1 KTLYLSVIEEIHFRKHKEPGKKYEFFITLKITPQILKEVFNDKQPEEAPLSASSLFLLQNTFYIEI 541
NTDB id 11 SA RS00430 WP 001186602.1 KALYLSVIDRIDIKKDG..NHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLY.LTI 542
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