
logo MPTDI LTPTKSAPDSASPVVFYR I
VRVAVPVHYLYDSTFDYMTLSTEQAQDQYEQKRAHQPVGASRVAL IVSFGRQNL ITGI IVTEKI

V
A
DPDSAEPSFLSTGSETFKQLKAYI STDELL

NTDB id 313875 CDG61 RS15510 WP 087550442.1 MPDLTSASAPVFRIRVAVPVYLYDSFDYMLSEQDYQKAQPGARVLVSFGRQNLTGIVTEKIAPDAPLSSEFKLKYITELL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
consensus !* * * *!*!*!!!!!!*!!!*!!! !* ! *!**! !! *!!!!!!! !!*!!!* ! * * ! !! !**!!

logo DDEEQP I
LLDETQTVLNSLLTWSAQYYQFP IGEVMHQTALPALLRQGKPMYDNLVLAFHRLMWKI
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EALRLKRSEGKRQQDEAYKQI LKLHPAS

NTDB id 313875 CDG61 RS15510 WP 087550442.1 DDEPLLDTQTLNLLTWSAQYYQFPIGEVMHTALPALLRQGKPYNLLARMWKLLDE.HADARLKRSERQQEAYKILKLHPS 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
consensus !* !*!! ! ! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!! *! **!!* **** *! !!!! *!!*!! !!!!!!

logo GTATENI LNLASGVETATLKALEQKKGI
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ECTVLEAPHQDNFSPQSAPVQSLAQMPLTALNEDQKKATVQSYI

V
L
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K
NAQHKKQYQAFLLDGLTGSGK

NTDB id 313875 CDG61 RS15510 WP 087550442.1 GTAENILNLAGVETATLKALEKKGICECVLEAQNFSPQAVSLAQMPLTANEDQKKAVQSILKAQKKYQAFLLDGLTGSGK 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
consensus !! !!!!!! !!!!!!!!!! !!!***! !!** !!! *! !!!!!!! !!!!!!! ! ** !!* !!!!!!!!!!!!!!

logo TEVYLHQI
VMHQEVLKQGKQVLVLVPE IGLTPQTI SRFKQSRFHNCDIALMLHSGLNDSKRRLQAWQAQAQTGKAS I I LGTRSAI FYTP

NTDB id 313875 CDG61 RS15510 WP 087550442.1 TEVYLQVMQEVLKQGKQVLVLVPEIGLTPQTISRFQSRFHCDIAMLHSGLNDSRRLQAWQAAQTGKASIILGTRSAIFTP 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
consensus !!!!!**!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!*!!!!!!!!*!!!!!! !!!!!!!!!!!!!!!!*!!

logo LPRLGL I IVLDEEHDLSFYKQQEGFRYHARDVALYRAGHLQGNCPVI
LLGSATPS IDSYAHLVDEQTGKLMTAVLEQLNQRAGHSALQLMPKI

MH
NTDB id 313875 CDG61 RS15510 WP 087550442.1 LPRLGLIVLDEEHDLSFKQQEGFRYHARDVALYRAHLQNCPVILGSATPSIDSYALVDQGKMTVLELNQRAGSAQMPKIH 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
consensus !!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!*!!! !!!*!!!!!!!!!!!*!!* !!*! ! !!!!!!*! *!!*!

logo
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I
LDLKIAVKQKEQHGI SKQI

PL ILAEEQI
MKKNRTLADKRKEQVL IVFLNRRGYAPVL IVCESCAGWQANRCPHCDAHNFTLVHTYQPYSHYLHCHHCGTI

V

NTDB id 313875 CDG61 RS15510 WP 087550442.1 ILDLKIAQKEHGISKILLAEMKKRLDKKEQVLVFLNRRGYAPVLICESCAWQARCPHCDANFTVHYQPYSHLHCHHCGTI 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
consensus **!!!! ! !!!! *!* *! ! *!!!!!*!!!!!!!!!!!*!!!!*!!! !!!!!!*!!*! !!!!*!!!!!!!!*

logo HRLPDEHCPAECQHQKTESLKSTI
LGAMGTAKVEEHSLNQESLFPDHDEVIRVDRDSTSRVGSWQKIYDKR IHQKQNSEKPSVI LLGTQMLAKGHHFP

NTDB id 313875 CDG61 RS15510 WP 087550442.1 HRLPEHCPACQHTELKSIGMGTAKVEESLNSLFPDHEVIRVDRDSTSRVGSWQKIYDKIHKSEPVILLGTQMLAKGHHFP 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
consensus !!!!*!!! !!* !!**! !!!!!!!*!* !!!!!*!!!!!!!!!!!!!!!!!!!!*!* ! !!!!!!!!!!!!!!!



logo

H
YVTLVAI

VLDIDAGLLSVDFIRAPERTAQL IVQVASGRAGRGEHKGDHVYLQTLRPDHPLLLTTL IVENEKDNYRAFVAKQQTLATERKNVAL
NTDB id 313875 CDG61 RS15510 WP 087550442.1 YVTLVAVLDIDAGLLSVDFRAPERTAQLIVQVSGRAGRGEHKGDVYLQTLRPDHPLLLTLVNENYRAFAQQTLTERKNAL 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
consensus *!!!!!*!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!! !!* !!! ! !!! !!! !!

logo LPPYRYAAVL IRACESKSDSQRDQQYNTLQDHFLNQEAHAEGLQLRQI
R
A
S
D
G
D
L
I
N
A
VDIWGP IPAPMERKAGRW

Y
Q
RAHMVI

LLSAQDRARLHFYHYLMRQSWWAQNQ
NTDB id 313875 CDG61 RS15510 WP 087550442.1 LPPYRYAALIRCESSSQQQNQDFLQEHAGLLRQRSDLNADIWGPIPAPMERKAGRWQAHMVLLSQDRARLHYHMRSWWQN 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
consensus !!!!!!! !!!*!! *!!*!*! !!! !!!!!!!!!!!!!!!!* !!!!*!! !!!!!!***! !! *

logo

L
M
L
VHAQKPRPQHSQTLMKRLSTI

LDI
VDPQEFLS

NTDB id 313875 CDG61 RS15510 WP 087550442.1 MLHQK.PSTMKLTLDIDPQELS 740
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
consensus **! **** **!**!*!!!! !
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