
logo MKREKPFNSEQL IYLEELLSHQEKHLENSKLSGFSVNSDLDMQSVFRLERNRLKIAYKRLLGLMSF IAL IVLAIVL I S ILLPLQKT
NTDB id 1145663 CS894 RS00230 WP 000660557.1 MKEKPFNSEQLIYLEELLSHQEKHLESKLSGFSVNDLDMQSVFRLERNRLKIAYRLLGLMSFIALVLAIVLISILPLQKT 80
NTDB id 1216 CAA10655.1 697..1440( ) MREKPFNSEQLIYLEELLSHQEKHLENKLSGFSVSDLDMQSVFRLERNRLKIAYKLLGLMSFIALILAIVLISLLPLQKT 80
consensus !*!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!!!!!!!*!!!!!!

logo EHHFVDFLNQDKHYAI IQRADKS I SSNEALARSL IGAYVLNRES INR IDDKSRYELVRLQSSSKVWQRFEDL IKATQNS IY
NTDB id 1145663 CS894 RS00230 WP 000660557.1 EHHFVDFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKAQNSIY 160
NTDB id 1216 CAA10655.1 697..1440( ) EHHFVDFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKTQNSIY 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo

A
VQSHLEREVHIVNIA IYQQDNNP IASVS IAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYS ITE I

NTDB id 1145663 CS894 RS00230 WP 000660557.1 AQSHLEREVHIVNIAIYQQDNNPIASVSIAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYSITEI 240
NTDB id 1216 CAA10655.1 697..1440( ) VQSHLEREVHIVNIAIYQQDNNPIASVSIAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYSITEI 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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logo AP I
T
N
SRGNDO

NTDB id 1145663 CS894 RS00230 WP 000660557.1 APISRND. 247
NTDB id 1216 CAA10655.1 697..1440( ) APTNRGD* 247
consensus !! ! !
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