
logo MREKPFNSEQL IYLEELLSHQEKHLENKLSGFSVNSDLDMQSVFRLERNRLKIAYKLLGLMSF IAL I LA IVL I SLVLPLQKT
NTDB id 316156 D4L53 RS07235 WP 100959825.1 MREKPFNSEQLIYLEELLSHQEKHLENKLSGFSVNDLDMQSVFRLERNRLKIAYKLLGLMSFIALILAIVLISVLPLQKT 80
NTDB id 1216 CAA10655.1 697..1440( ) MREKPFNSEQLIYLEELLSHQEKHLENKLSGFSVSDLDMQSVFRLERNRLKIAYKLLGLMSFIALILAIVLISLLPLQKT 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!

logo EHHFVDFLNQDKHYAI IQRADKS I SSNEALARSL IGAYVLNRES INR IDDKSRYELVRLQSSSKVWQRFEDL IKTQNS IY
NTDB id 316156 D4L53 RS07235 WP 100959825.1 EHHFVDFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKTQNSIY 160
NTDB id 1216 CAA10655.1 697..1440( ) EHHFVDFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKTQNSIY 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VQSHLEREVHIVNIA IYQQDNNP IASVS IAAKLLTNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYS ITE I
NTDB id 316156 D4L53 RS07235 WP 100959825.1 VQSHLEREVHIVNIAIYQQDNNPIASVSIAAKLTNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYSITEI 240
NTDB id 1216 CAA10655.1 697..1440( ) VQSHLEREVHIVNIAIYQQDNNPIASVSIAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYSITEI 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo APTNRGDO
NTDB id 316156 D4L53 RS07235 WP 100959825.1 APTNRGD. 247
NTDB id 1216 CAA10655.1 697..1440( ) APTNRGD* 247
consensus !!!!!!!

X non conserved

X similar

X ≥ 50% conserved


