
logo MPTDI STPTKLDPDPQSPVI
VYR I

VRVAVPVHYLYDCTFDYMTLSTAQAQYEQQRAAHVGASRVAL IVSFGRQNL IVGI ITVEKLVADLPDSETPSFINTGPRTFKQLKAI STDELL
NTDB id 270923 C3Y93 RS11540 WP 104852973.1 MPDSTLDPQPIYRIRVAVPVYLYDCFDYMLSAAQYQQAAVGARVLVSFGRQNLVGIIVEKLALDTPINPRFKLKAITELL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
consensus !* ** ** **!!*!!!!!!*!!!*!!! !* !!! !*!! !! *!!!!!!!*!!! !!* * * * ! !!!!**!!

logo DEQAP I LDAEKQVLSTLLTWASASQYYQFP IGEVMHQSTALPASLLRQAGKPMYDNLVLAFHRLTWKI
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NTDB id 270923 C3Y93 RS11540 WP 104852973.1 DEQAILDAKVLTLLTWASQYYQFPIGEVMHSALPSLLRQAKPYNLLARTWKLLDAQ.AEAKIKRSEKQQEAYKILKLHPT 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
consensus !!!*!!! !!*!!!! !!!!!!!!!!!**!!! !!!!*!! *! * !!* ** * !! *!!! !!!*!! !!!!!!

logo

G
STSTENI LNLASGI

VETATLKALAQKSKEGI
L
C
V
D
ECTVLEPTHQDFSPMSPVQTLAQMPLTLPNEPDQKKAI
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NTDB id 270923 C3Y93 RS11540 WP 104852973.1 STSENILNLAGIETATLKALASKEICECVLETQDFSPMPVTLAQMPLTPNPDQKKAIDSVLKVRQQYKAFLLDGLTGSGK 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
consensus !*!!!!!! !*!!!!!!!! ! ***! !!**!!!! !! !!!!!!!*!*!!!!! !* *!! !!!!!!!!!!!!

logo TEVYLHIMHEVLKQGKQVLVLVPE IGLTPQTI SRFKQSRFHNCDHIALLHSGLNDSKRLQAWQAQAQTGKAS I I LGTRSAIYTP
NTDB id 270923 C3Y93 RS11540 WP 104852973.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFQSRFHCHIALLHSGLNDSKRLQAWQAAQTGKASIILGTRSAIYTP 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo LPNRLGL I I LDEEHDLSFYKQQEGFRYHARDVALYRAGHLEQGNCPVI
LLGSATPS IDSYAHLVDEQTGKLMQTACLEQLNQRAGHTALLMPKI

MH
NTDB id 270923 C3Y93 RS11540 WP 104852973.1 LPNLGLIILDEEHDLSFKQQEGFRYHARDVALYRAHLENCPVILGSATPSIDSYALVDQGKMQCLELNQRAGTALMPKIH 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
consensus !! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!! !!!*!!!!!!!!!!!*!!* !!* *! !!!!!!*!!*!!*!

logo L IDLKIAVKKQHGI SQPQL IDEEQI
MKKNRTLAKRKEQVL IVFLNRRGYAPVL IVCENSCAGWQAKNCPHCDAHNFTLHHTQPYSVHYLHCHHCGTI

V

NTDB id 270923 C3Y93 RS11540 WP 104852973.1 LIDLKIAKKQHGISQQLIDEMKKRLAKKEQVLVFLNRRGYAPVLICENCAWQAKCPHCDANFTLHHQPYVHLHCHHCGTI 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
consensus !!!!!! !!!!!!!!*!!* *! !!*!!!!!*!!!!!!!!!!!*!! !*!!! !!!!!!*!!!!*!!! *!!!!!!!!*

logo HRKLPDEHQCPAECNQHQEKESLKPTLVGAMGTAKVEDEHSLNQELFPDHIDVIRVDRDSTSRVGSWQKIYDR IQQRNSEKPLS I LLGTQMLAKGHHFP
NTDB id 270923 C3Y93 RS11540 WP 104852973.1 HRKPEQCPACNHEELKPVGMGTAKVEDSLNELFPDIDVIRVDRDSTSRVGSWQKIYDRIQRSEPLILLGTQMLAKGHHFP 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
consensus !! !**!! !** !!**! !!!!!!**!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!



logo

H
YVTLVAI LDIDASGLLSVDIRAPERTAQL IVQVAGRAGRGEHKGDHVYLQSTLRPDHPLLTTL IVEGKDYRAKFVAKQSTLAKERKAVALQ

NTDB id 270923 C3Y93 RS11540 WP 104852973.1 YVTLVAILDIDSGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGDVYLQSLRPDHPLLTTLVEGDYRKFAKQSLKERKAAQ 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
consensus *!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!*! !!! !!!*! !!! !

logo LPPYRYATAVL IRACESKDSQRDELYNTLQHQFLNQEQAHAEQQWLREQHIASEGDQI
L
I
VDIWGP IPAPMERKAGRFYQRAHMVI

LLSAKDRARLHFYI
LRNQWWAQNQ

NTDB id 270923 C3Y93 RS11540 WP 104852973.1 LPPYRYTALIRCESKSQELNQQFLQQHAQWLREHSEQLIDIWGPIPAPMERKAGRFQAHMVLLSKDRARLHFYIRNWWQN 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
consensus !!!!!! !!!*!!! * *!!* *! !! * **!!!!!!!!!!!!!!!!* !!!!*!! !!!!!!!!*!*!! *

logo
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L
VHAEKPRPQHSQSLMKRLS ILDI

VDPQEFS
NTDB id 270923 C3Y93 RS11540 WP 104852973.1 MLHEK.PSSMKLSLDIDPQEFS 740
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
consensus **! **** **!!*!*!!!!!!
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