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VYRVRVAVPVHLYDTFDYSTLVSTQAQQYEQRAHQAVGASRVAL IVSFGRQNSL IG I
V ITEKLVADPDSELPSFIDTGPRTFQLKATIRSDEL ILDEQAQP

NTDB id 23402 ACIAD RS01900 WP 004920370.1 MPLTPPQPSTEIYRVRVAVPVHLYDTFDYSVSQQQYEQAQAGARVLVSFGRQSLIGVITEKLAPDLPIDPRFQLKTIRELIDQAP 85
NTDB id 1072 ABD1 RS01805 WP 000156662.1 .MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLLDEQP 84
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logo I LDETKQVLSTLLTWSAHQYYQFP IGEVI
MQTALPASLLRQGKPSMQDVLFTHYI

LWKITAPCHDPENAVEASKLLKRSGQKQQYDAYQI LKLHPATGTTENTI LNL
NTDB id 23402 ACIAD RS01900 WP 004920370.1 ILDTKVLTLLTWSAHYYQFPIGEVIQTALPSLLRQGKSQDVLTYIWKITAHPEAESKLKRSQKQYDAYQILKLHPTGTTETILNL 170
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPAGTTENILNL 169
consensus !!! !!*!!!!!!*!!!!!!!!!*!!!!! !!!!!!* !!! **!!!!* * ! !!!! !! !!!!!!!!!! !!!! !!!!

logo SGVETATLKRALAQKKEGLVADCTLQE I
P
H
QDFSTPMSPVQLAQMPLTLPNEPDQHKKNAI

TQRYVLVKNASLQHHQYQAFLLDGLTGSGKTEVYLHQIMHEVLKQ
NTDB id 23402 ACIAD RS01900 WP 004920370.1 SGVETATLRALAKKELVACTQEIQDFTPMPVQLAQMPLTPNPDQHNAIQRVLKSLHHYQAFLLDGLTGSGKTEVYLQIMHEVLKQ 255
NTDB id 1072 ABD1 RS01805 WP 000156662.1 SGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQ 254
consensus !!!!!!!!*!! !! !! !! !**!!*! !!!!!!!!!!*!*!!* ! ! !* !*!!!!!!!!!!!!!!!!!!!*!!!!!!!!

logo GKQVLVLVPE IGLTPQTI SRFKSRFHNCDI
VALLHSGLNDSKRLQAWQQAKQMTGKAS I I LGTRSAIYTPLPRLGL I I LDEEHDLSYKQ

NTDB id 23402 ACIAD RS01900 WP 004920370.1 GKQVLVLVPEIGLTPQTISRFKSRFHCDVALLHSGLNDSKRLQAWQQAKMGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQ 340
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQ 339
consensus !!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QEGFRYHARDVALYRGHYLEQGQCPVI
LLGSATPS IDSYHLVEQTGNKLETALLQLNQRAGHVALLPKMHL IDLKI
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NTDB id 23402 ACIAD RS01900 WP 004920370.1 QEGFRYHARDVALYRGYLEQCPVILGSATPSIDSYHLVEQNKLELLQLNQRAGVALLPKMHLIDLKVAKKNEGLSQILIDQIQHT 425
NTDB id 1072 ABD1 RS01805 WP 000156662.1 QEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNT 424
consensus !!!!!!!!!!!!!!!!*! !!!*!!!!!!!!!!!!!!! !! !!!!!!!!*!!!!!!!!!!!!* !!**!*!!*!!*!! *!

logo LADRKQEQVL I FLNRRGYAPVLVCESCGWQANCPHNCDAHFTLHTQPYGSYLHCHHCGTI
VHRLPDEHTCPECHQHQHKSTLKTLGAMGTAKVEEHL

NTDB id 23402 ACIAD RS01900 WP 004920370.1 LDRQEQVLIFLNRRGYAPVLVCESCGWQANCPNCDAHFTLHTQPYGYLHCHHCGTIHRLPETCPECHHHTLKTLGMGTAKVEEHL 510
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHL 509
consensus ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!*!!!!**!!!!****!!!!! !!!!!!!!!
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TLFPDEHDVIRVDRDSTSRVGSWQKIYDR IQHQNKPMS I LLGTQMLAKGHHFPHYVTLVAI LDIDAGLLSVDI

VRAPERTAQL IVQVAG
NTDB id 23402 ACIAD RS01900 WP 004920370.1 KTLFPEHDVIRVDRDSTSRVGSWQKIYDRIQHNKPMILLGTQMLAKGHHFPYVTLVAILDIDAGLLSVDVRAPERTAQLIVQVAG 595
NTDB id 1072 ABD1 RS01805 WP 000156662.1 QELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAG 594
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logo RAGRGEHKGHVYLMQTLRPDHPLMLTTL I EKDYRAVAKDQMTLAEERKAVALRLPPYRYASVL IRACESKRDRDYSTLQAHFLNQEAIAEQMQLQRHQI
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NTDB id 23402 ACIAD RS01900 WP 004920370.1 RAGRGEHKGHVYMQTLRPDHPMLTTLIEKDYRAVAKDMLEERKAARLPPYRYSVLIRCESRDRDYSQAFLQEIAQMLQHQAGDSI 680
NTDB id 1072 ABD1 RS01805 WP 000156662.1 RAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIV 679
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NTDB id 23402 ACIAD RS01900 WP 004920370.1 EIWGPIPAPMERKAGRYRAHMVILAQDRARLHFFLRPWWAEVIQLPRQHQLRLSIDVDPQEFN 743
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
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