
logo

MTITPK
MPDASVVYI

R
L
VRLVALVPSVHPLRYDRLTFDYRTALPTAQAGQVSRYESARALHQPVGMSRLVAR I

V
P
SFGRQRENLMIG I ILTVEKVVDHPSESVFPATDGKTFQLKAPAI ISADLLDESEQAP

NTDB id 24316 PSYR RS02065 WP 011266372.1 .....MPDA...ILRLALPSPLRRLFDYRAPAGVSRSALQPGMRLRVPFGRREMIGILVEVVDHSEVPADK..LKPAIALLDSEA 75
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQ.YERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLLDEQP 84
consensus ***** !! *** *!*!*! ! !!! * * * **! !* **!!! *!!!* ! !! !! * **!!* !!! *

logo

I
PLDPEPAQLVFLKSLCLLTWSTASQYYQFHPS ILGDETVLMQSTWALPAVLLRQGEKLPAMDESVRLQEFHRFLWHKI

V
A
TPCGADNSVDEADPLR I

L
A
KRASGPKQQRDEALYQTI

TLAKLQHPAHGTVATEHNQI
LL

NTDB id 24316 PSYR RS02065 WP 011266372.1 PLPPALFKLCLWTSQYYQHSLGDTLSWALPVLLRQGELAESRQERFWHVAPGASVDDPRIARAPKQREALTTLAQHPHGVAHQLL 160
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDV.LFHLWKITPCDNVEA.LLKRSGKQQDAYQILKLHPAGTTENIL 167
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NTDB id 24316 PSYR RS02065 WP 011266372.1 SKLMLNRDSLNLLLAKELVYVEVRSHAPSARHEHWLAQPELPLNTEQRAAYEAIRAGFDSFHAFLLAGVTGSGKTEVYLQLIRET 245
NTDB id 1072 ABD1 RS01805 WP 000156662.1 NLSGVETATLKALQKKGLVDCTLEPHDFSPS.PVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEV 251
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NTDB id 24316 PSYR RS02065 WP 011266372.1 LEAGKQALVLIPEINLGPQTLARFEQRFNARIALIHSAVNDRERLDAWLAARDGEADIIIGTRSALFTPMKNPGLIIIDEEHDGS 330
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLS 336
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NTDB id 24316 PSYR RS02065 WP 011266372.1 YKQQEGLRYHARDLALVRARQENIPIVLGSATPSLESLHNAYTGRYGLLRLNQRAGGAQQPRFMRLDVKSRPLDSGISGPMQQAI 415
NTDB id 1072 ABD1 RS01805 WP 000156662.1 YKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQI 421
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NTDB id 24316 PSYR RS02065 WP 011266372.1 GQTLAAGQQVLVFLNRRGFAPTLLCHDCGWMSGCQRCDARMTVHQR.SGELRCHHCGYVERVPRQCPSCGKVDLRPVGAGTERAE 499
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVE 506
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NTDB id 24316 PSYR RS02065 WP 011266372.1 ERLAILFPDYPVLRVDRDSTSRKDAMNQLFTTIQRGQPCILVGTQMLAKGHHFPRVTLVSILDADGGLFSGDFRASERMAQLIVQ 584
NTDB id 1072 ABD1 RS01805 WP 000156662.1 EHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQ 591
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NTDB id 24316 PSYR RS02065 WP 011266372.1 VAGRAGRAEEPGKVIIQTHLADHPLLIQLTEQGYFAFAEQALSERRSASLPPFSHLALLRAEAHKPGQAETFLDQACSDAEQLVA 669
NTDB id 1072 ABD1 RS01805 WP 000156662.1 VAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQL....R 672
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NTDB id 24316 PSYR RS02065 WP 011266372.1 QMALGGIELLGPVPAPMERRAGRYRAQLLVQSSARAPLHKLLATWLLALEQMPSGRQVRWSLDVDPVDLY 739
NTDB id 1072 ABD1 RS01805 WP 000156662.1 QIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
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