
logo MKREKPFNSEQL IYLEELLSHQEKHLENKLSGFSVNSDLDMQSVFRLERNRLKIAYKLLGLMSF IAL IVLAIVL I SLVLPLQKTEHHFV
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logo DFLNQDKHYAI IQRADKS I SSNEALARSL IGAYVLNRES INR IDDKSRYELVRLQSSSKVWQRFEDL IKTQNS IYVQSHLEREVH
NTDB id 46858 HPF30 RS06500 WP 000660530.1 DFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKTQNSIYVQSHLEREVH 170
NTDB id 1216 CAA10655.1 697..1440( ) DFLNQDKHYAIIQRADKSISSNEALARSLIGAYVLNRESINRIDDKSRYELVRLQSSSKVWQRFEDLIKTQNSIYVQSHLEREVH 170
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logo IVNIA IYQQDNNP IASVS IAAKLLMNENKNLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKI
VTRYS ITE IAPTNRGDO

NTDB id 46858 HPF30 RS06500 WP 000660530.1 IVNIAIYQQDNNPIASVSIAAKLMNENNLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKVTRYSITEIAPTNRGD. 247
NTDB id 1216 CAA10655.1 697..1440( ) IVNIAIYQQDNNPIASVSIAAKLLNENKLVYEKRYKIVLSYLFDTPDFDYASMPKNPTGFKITRYSITEIAPTNRGD* 247
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!
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