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NTDB id 213395 BVG18 RS14455 WP 086044187.1 MQNSHTDSSPLYRVRIAVPVHVFDCFDYTMSAEQFEQAQIGARVLVSFGRQNLVGVIIEKLSADTPLDPRFKLKAVTELL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
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NTDB id 213395 BVG18 RS14455 WP 086044187.1 DERAIIDGKVLSLLTWSAQYYQFPIGEVFHSALPTLLRQGKPYNLLARTWKLLDT.NAEAKVRRSDKQQEAYRILKLHPV 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
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NTDB id 213395 BVG18 RS14455 WP 086044187.1 GTTENVLNMAGIETATLKALEKKEICACVLEPQDFSPQPMQLAQMPLTANPEQKHAVEQVLKYRNQYQAFLLDGLTGSGK 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
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logo TEVYLHQIMEHEQVLKQGKQVLVLVPE IGLTPQTI SRFKQSRFHNCDHIALLHSGLNDSKRLQAWQQSAEQTGKAS I IVLGTRSAIYTP
NTDB id 213395 BVG18 RS14455 WP 086044187.1 TEVYLQIMEQVLKQGKQVLVLVPEIGLTPQTISRFQSRFHCHIALLHSGLNDSKRLQAWQSAETGKASIVLGTRSAIYTP 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
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NTDB id 213395 BVG18 RS14455 WP 086044187.1 MPNLGLIILDEEHDLSFKQQEGFRYHARDVALYRGYLQQCPVLLGSATPSIDSYALVEHGKMQALELNQRAGTALMPKIH 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
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NTDB id 213395 BVG18 RS14455 WP 086044187.1 ILDLKVAQKKHGISLQLIQDIKKRLEKKEQVLIFLNRRGYAPVLLCGSCGWQAQCPHCDANFTVHRQPYQHLHCHHCGTI 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
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NTDB id 213395 BVG18 RS14455 WP 086044187.1 HRMPEHCPQCQHQELVTLGMGTGKVEEHLNELFPDFEVIRVDRDSTSRVGSWQKIYDKIQKSEPAILLGTQMLAKGHHFP 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
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NTDB id 213395 BVG18 RS14455 WP 086044187.1 YVTLVAILDIDSGLLSVDFRATERTAQLIVQVAGRAGRGEHKGDVYLQTLRPDHVLLNTLVNENYRVFAQQTLKERQIAQ 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
consensus *!!!!!!!!!! !!!!!! !!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!! !!* !! ! !!! !! *!

logo

L
MPPYRYAI

VL IRACESKDQRDSQYNTLTEHFLNQEKAHAAELQLRQI
Y
A
P
D
G
D
L
A
I
L
VDIWGP IPAPMERKAGRYQRASHMVI

LLSADRAPRLHFYYLVRQSWWAQNQ
NTDB id 213395 BVG18 RS14455 WP 086044187.1 MPPYRYAILIRCESKDQSQNTEFLQKHAALLRQYPDLALDIWGPIPAPMERKAGRYQSHMVLLSADRPRLHYYVRSWWQN 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
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NTDB id 213395 BVG18 RS14455 WP 086044187.1 MLQD.KPSSMKLTLDIDPQELS 740
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
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