
logo MPTEINTPTKLPSDTSTPVSVYR I
VRVAVPVHYLYDCTFDYSTLTAQAEQYEHQRAEHVGASRVAI

VSFGRQNLVI
VGI

V ITVEKLVDTDPESEKPSFLDTGLGTFKQLKAI STDELL
NTDB id 136568 EHS42 RS15280 WP 010325795.1 MPENTLSTTPSYRIRVAVPVYLYDCFDYSLTAEQYHQAEVGARVAVSFGRQNVVGVIVEKLTDEKPLDLGFKLKAITELL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 DDNAILDTKVLSLLTWSAQYYQFPIGEVMHAALPSFLRQGKPYNLLARMWKLID.DHAEDKLKRSEKQQDAYKILKLHPT 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 GTSENILNLAGIETATLKALEKKQITQCILEAQDFKPQAMTLAQMPLTPNDEQKRAIQNILKVRHSYHAFLLDGLTGSGK 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 TEVYLQVMQEVLKQGKQVLVLVPEIGLTPQTVSRFQSRFHCHIALLHSGLNDSKRLQAWQSAQTGKASIVIGTRSAIYTP 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 LPHLGLIVLDEEHDLSFKQQEGFRYHARDVALYRAHLENCPIILGSATPSIDSYALVEQGKMTRLELDQRAGVAVMPKMH 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 VIDLKVAQKQNGISQQLIHEVQKRLDKKEQVLIFLNRRGYAPVLICESCGWQAKCPHCDANFTVHRQPYQHLHCHHCGTI 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 HRMPEHCPQCQHSELKPIGLGTAKVEENLQALFPNFDVIRVDRDSTSRVGSWQKIYNKIQKSEPIILLGTQMLAKGHHFP 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 YVTLVAILDIDSGLLSVDFRATERTAQLIIQVAGRAGRGEKKGEVYLQTLRPDHPLLNTLLESGYRSFAKQTLKERKAAW 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 MPPYRYAALLRCESKDQELNQNFLQEHAQALRQASENSIDIWGPIPAPMERKAGRYQAHMVLLSKDRARMHFYIRQWWQN 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
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NTDB id 136568 EHS42 RS15280 WP 010325795.1 VWHN.KPHGMKLSLDIDPQELS 740
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
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