
logo MKREKPFNSEQL IYLEELLSHQEKHLENKLSGFSVNSDLDMQSVFRLERNRLKIAYKLLGLMSF IAL I LA IVL I SLLPLQKT
NTDB id 316252 D4K17 RS01315 WP 108557395.1 MKEKPFNSEQLIYLEELLSHQEKHLENKLSGFSVNDLDMQSVFRLERNRLKIAYKLLGLMSFIALILAIVLISLLPLQKT 80
NTDB id 1216 CAA10655.1 697..1440( ) MREKPFNSEQLIYLEELLSHQEKHLENKLSGFSVSDLDMQSVFRLERNRLKIAYKLLGLMSFIALILAIVLISLLPLQKT 80
consensus !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EHHFVDFLNQDKHYAI IQRADKS I SSNEALARSL IGAYVLNRES INR IDDKSRYELVRLQSSSKVWQRFEDL IKTQNS IY
NTDB id 316252 D4K17 RS01315 WP 108557395.1 EHHFVDFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKTQNSIY 160
NTDB id 1216 CAA10655.1 697..1440( ) EHHFVDFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKTQNSIY 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

A
VQSHLEREVHIVNIA IYQQDNNP IASVS IAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYS ITE I

NTDB id 316252 D4K17 RS01315 WP 108557395.1 AQSHLEREVHIVNIAIYQQDNNPIASVSIAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYSITEI 240
NTDB id 1216 CAA10655.1 697..1440( ) VQSHLEREVHIVNIAIYQQDNNPIASVSIAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYSITEI 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo APTNRGNDO
NTDB id 316252 D4K17 RS01315 WP 108557395.1 APTNRND. 247
NTDB id 1216 CAA10655.1 697..1440( ) APTNRGD* 247
consensus !!!!! !
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