logo

NTDB id 26 SA RS04860 WP 000959282.1

NTDB id 266766 RK65 RS08525 WP 000959287.1
NTDB id 42 MW RS04740 WP 000959293.1
consensus

logo

NTDB id 26 SA RS04860 WP 000959282.1

NTDB id 266766 RK65 RS08525 WP 000959287.1
NTDB id 42 MW RS04740 WP 000959293.1
consensus

logo

NTDB id 26 SA RS04860 WP 000959282.1

NTDB id 266766 RK65 RS08525 WP 000959287.1
NTDB id 42 MW RS04740 WP 000959293.1
consensus

logo

NTDB id 26 SA RS04860 WP 000959282.1

NTDB id 266766 RK65 RS08525 WP 000959287.1
NTDB id 42 MW RS04740 WP 000959293.1
consensus

AR ATILATT R AR LA PG WL LA A

MLVALNEEKERVLATTALRKTQYFCPVCGKQVILKRGLKVISHFAHKHLAEQKCFNNETIKHYKSKLILAQMIQQQGCKVEIEPF
MLVALNEEKERVLATTALRKTQYFCPVCGKQVILKRGLKVISHFAHKHLAEQKCEFNNETIKHYKSKLILAQMIQQQGCKVEIEPF

MLVALNEEKERVLATTALRKTQYFCPVCGKQVILKRGLKVISHFAHKHLAEQKCFNNETIKHYKSKLILAQMIQQQGKVEIEPF
PELLL L ettt

WL DIRYELYSHOLGTE A S LA NOREGE,F RLTELE

LKEIKQIPDILINNKYVIELQYSPIPYKQILQRTEGLKKMGYKVSWLLNDVDYCHNKVKFNHFSIHF INPITRKLHTFNLEKKQI
LKEIKQIPDILINNKYVIELQYSPIPYKQILQRTEGLKKMGYKVSWLLNDVDYCHNKVKFNHFQSMFINPFTRKLHTFNLEKKQI
LKEIKQIPDILINNKYVIELQYSPIPYKQILQRTEGLKKMGYKVSWLLNDVDYCHNKVKFNHFQSMFINPFTRKLHTFNLEKKQI

L AR b DANRLYEA AT ROLELE TSH VLCTNRGM

MMFQQIQYLGGHKYVAEKRNAKIBELFNEAPCDYHAVYKLSKFAINQYIKYCRWONSVLEPTLSAMYQLQLTDQEVVYNYGYIFP
MMFQQIQYLGGHKYVAEKRNAKISELFNEAPCDYHAVYKLSKFAINQYIKYCRWQNSVLEPTLSAMYQLQLTDQEVVHNYGYIFP
MMFQQIQYLGGHKYVAEKRNAKISELFNEAPCDYHAVYKLSKFAINQYIKYCRWQNSVLEPTLSAMYQLQLTDQEVVHNYGYIFP

AETH R SR DG

SN 6 AL LACEROLNRY

EQIYIJMNHPIEWQLQVDLWLKNGKSKLVNDNLNYFKLKKFIVALESKTAIIEKLINNYLNICSDRGNDVQILF 328
EQIYIKNHPIEWQLQVDLWLKNGKSKLVNDNLNYFKLKKFIVALESKTAIIEKLINNYLNICSD GNDVQILF 328
EQIYIKNHPIEWQLQVDLWLKNGKSKLVNDNLNYFKLKKFIV LESKTAIIEKLINNYLNICSDRGNDVQILF 328
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