
logo

MTITPKPDM
S
S
V
T
V
I
Y
L
RVQRVAVPVHPLFYDELTFDYATLPTAQADQTYEQRVAPHTAVGCSRVAR I

V
P
SFGRSQRENL IG I IVMTEQTRPFNSEEKNVDEPTDSESFTVGTETFHKQI

L

NTDB id 304163 HYN46 RS03220 WP 114898074.1 ........MSTILVQVAVPVPLFELFDYALPAD.TQVPTAGCRVRVPFGSRELIGIVMQTRPFNSEENETDESFVTEHKI 71
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITE.......KVDPSESFTGTFQL 73
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 KSILEVIEFKPIIPATTLDLLIWAAGYYHYPLGEVLSAALPALLRQGRHLDLLTQYWRVAPDANSAE.LSRSPKQRKTFD 150
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KAISDLLDEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQ 153
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 ILNLHDQRGAPESILILMGVERASLLLLEKRGLVESFMQPRELIKHPVNLAHMPLLANPEQQYAIDQIHAVLGRFQGVLL 230
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ILKLHP.AGTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLL 232
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 NGLTGSGKTEVYLQAMQPVLEAGQQVLVLVPEIGLTPQTINRFKARFHAEIVMLHSNMSDVARLQAWQAAYTGHANIVIG 310
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DGLTGSGKTEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILG 312
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 TRSAVFTPMPHLGLIIIDEEHDLSYKQQDTFRYHARDVALKRGFDQKCPVLLGSATPSLESLHLAAEKKLLHLHLNERAG 390
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TRSAIYTPLPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAG 392
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 NAEFARIHLIDLRNKKRENGLSQPLLDAIATRLKADEQVLVFLNRRGFAPVLLCDACGWQADCPRCDAHLTVHYTPRQHL 470
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HALLPKMHLIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYL 472
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 HCHHCGYQSRLPTECPACKSVNLIPTGAGTARLEETLIGHFPDHPIIRVDRDTTSRVGSWDKIYQRANQTGAAILLGTQM 550
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQM 552
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 LAKGHHFPNVTLVAIVDVDGGFLSVDFRAPERMAQLILQVAGRAGRGTKTGQVLIQTRYPENPLLLTLIRQGYGQFAQEM 630
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQT 632
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 LQDRKSARLPPYRHAVLIRAESPNAEKTEAFLKAAIHAFKMGIEEYQQQTGQMISTPHDPNGLEIWGPIPAPMEKRAGVF 710
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQL.......RQI.........AGDIVDIWGPIPAPMERKAGRY 696
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NTDB id 304163 HYN46 RS03220 WP 114898074.1 RGHVLIQCAHRRLLHHLIEPWWPAMMHLPERRGIRASLDVDPMELS 756
NTDB id 1072 ABD1 RS01805 WP 000156662.1 RAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
consensus !*!**! *!*! !!* * *!!* **! ! * *! !*!!!! ! !
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