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NTDB id 278910 C4K40 RS02225 WP 053132480.1 .....MPDA...ILRLALPSPLRRLFDYRAPAGVLRAQLQPGMRLRVPFGRREMIGILVQVADHSEVPAD..KLKPALAL 70
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQY.ERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDL 79
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 LDPTPPLPAALFKLCLWTAQYYQHSLGDTLSWALPVLLRQGEPAEARQERFWSIAPGARLDDPRIARAPRQRDALTTLAQ 150
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LDEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVL.FHLWKITPCDNVEA.LLKRSGKQQDAYQILKL 157
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 HPHGVPHGLLSKLMLSKDSLDLLLAKELVQVEVRRHAPGARHEHWLAQPELPLNSEQRAAYEAIRAGFDSYHAFLLAGVT 230
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HPAGTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSP.SPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLT 236
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 GSGKTEVYLQLIRETLEAGKQALVLIPEINLGPQTLARFEQRFNARIALLHSAVNDRERLDAWLAARDGEADIIIGTRSA 310
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GSGKTEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSA 316
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 LFTPMKNPGLIIIDEEHDGSYKQQEGLRYHARDLALVRARQEDIPIVLGSATPSLESLHNAYTGRYGLLRMNERAGGAKP 390
NTDB id 1072 ABD1 RS01805 WP 000156662.1 IYTPLPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALL 396
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 PRFLRLDVKSRPLDSGISGPMQQAIGQTLAAGQQVLVFLNRRGFAPTLLCHDCGWMSECERCDARMTVHQR.SGELRCHH 469
NTDB id 1072 ABD1 RS01805 WP 000156662.1 PKMHLIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHH 476
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 CGHVERVPRHCPQCGKVDLRPVGAGTERAEERLGILFPDYPVLRVDRDSTSRKDAMNQLFATIQKGQPCILVGTQMLAKG 549
NTDB id 1072 ABD1 RS01805 WP 000156662.1 CGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKG 556
consensus !!*!*!*! !!! ! !***!!!! * !!*! !!!!**!*!!!!!!!!! * ** !! !*!!*!!!!!!!!



logo HHFPHRVTLVAI LDAIDAGGLFLSGVDFIRAPSERMTAQL IVQVAGRAGRAGEEHKPGHKVI
Y
I
LQTHLLRAPDHPLLTVQTL ITEKQDGYFRAFVAEKQATLASER

NTDB id 278910 C4K40 RS02225 WP 053132480.1 HHFPRVTLVAILDADGGLFSGDFRASERMAQLIVQVAGRAGRAEEPGKVIIQTHLADHPLLVQLTEQGYFAFAEQALSER 629
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAER 636
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 RAAGLPPFAHLALLRAEAHKPGQAEAFLDEACSEAERLLAEQQSAGIELLGPVPAPMERRAGRYRAQLLLQANARAPLHR 709
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLR....QIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHF 712
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NTDB id 278910 C4K40 RS02225 WP 053132480.1 LLSSWLLVLEQMPGGRQVRWSLDVDPVDLY 739
NTDB id 1072 ABD1 RS01805 WP 000156662.1 YLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
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