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NTDB id 193490 BFG52 RS01670 WP 067558990.1 MTLDASQTTSLPYRIRVAVPVPLYDSFDYALTAEQYAIAQIGARVAVPFGRQKLVGIIVEKLAPDSALNPNFQIKFIHAL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTI.TPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDL 79
consensus !!** * * !**!!*!!!!!! !!!*!!! !! !! !**! !!!**!!!! !*!!! !!* ! * !!*! !* !
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NTDB id 193490 BFG52 RS01670 WP 067558990.1 LDQQPILEPIVLSLLTWAAQYYQFPIGEVMHSALPSLLRQGKPYDLLARVWRLLDLDA.EAQLKRSEKQQQAYKILKLHP 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LDEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHP 159
consensus !! !!!!** !!!!!!! !!!!!!!!!!!!**!!! !!!!!!! !*! **!** **! *!! !!!! !!! !! !!!!!!
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NTDB id 193490 BFG52 RS01670 WP 067558990.1 QGTAETILNLSGIDNNVLKALAKKGIARCDLETQDFRPEPVQLAQMPLTANADQKHAIQQILKALQRYQGFLLDGLTGSG 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 AGTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSG 239
consensus !! ! !!!!!!** !!!! !!!* ! !!**!! ! !!!!!!!!!! ! !!!*! ! ** ! * !!*!!!!!!!!!!

logo KTEVYLHQI
VMHEQVLKQGKQVLVLVPE IGLTPQTI SRFKQSRFHNCGDHIALLHSGLNTDENSKRLQAWQAQAQTGKAS I I LGTRSAI LYAT

NTDB id 193490 BFG52 RS01670 WP 067558990.1 KTEVYLQVMHQVLKQGKQVLVLVPEIGLTPQTISRFQSRFHGHIALLHSGLTENKRLQAWQAAQTGKASIILGTRSAILA 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KTEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYT 319
consensus !!!!!!**!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!***!!!!!!!! * !!!!!!! !!!!!!!!!!!!!!!!
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V
I
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NTDB id 193490 BFG52 RS01670 WP 067558990.1 PMANLGLIILDEEHDLSYKQQEGFRYHARDVALYRAALLRCPIILGSATPSIESYHLVAQAKLSCLQLNQRAGIASMPKM 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 PLPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKM 399
consensus !** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**! !!**!!!!!!!!*!!!!! *!!**!!!!!!!!*! *!!!

logo HLVIDLKTI
V
A
V
K
RKQHGI

LSEQPQL ILETEQI
M
K
R
K
N
R
TLAERKNEQVL ILFLNRRGYAPVLLVCENSCAGWQANQCPHCDAHNFLTLHTVQPYQSHYLHCHHCGT

NTDB id 193490 BFG52 RS01670 WP 067558990.1 HVIDLTVARKQHGLSEQLLTEMRKRLAENEQVLLFLNRRGYAPVLLCENCAWQAQCPHCDANLTLHVQPYQHLHCHHCGT 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HLIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGT 479
consensus !*!!! * *!!!!*! *!* ** !! !!!!*!!!!!!!!!!!*!! !*!!!*!!!!!!* !!! !!! *!!!!!!!!
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NTDB id 193490 BFG52 RS01670 WP 067558990.1 IQSMPQHCPKCQHQPLKPIGLGTAKIENVLQTLFSDVPIIRVDRDSTSKVGSWHKIHEQIHKSEASILLGTQMLAKGHHF 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 VHRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHF 559
consensus ** *! !!! !!* *!!**! !!!!*! *!! !!*!***!!!!!!!!!*!!!!*!!** !* *!!!!!!!!!!!!!!!



logo PHYVTLVAI LDIDAGLLSVDFIRAPERTAQL I IVQVAGRASGRGEHKKGEHVYLQTLYRPDHPLFLQTTL ILEKHKDYRACFVAKQEQTLAEQRKQLVA
NTDB id 193490 BFG52 RS01670 WP 067558990.1 PYVTLVAILDIDAGLLSVDFRAPERTAQLIIQVAGRSGRGEKKGEVYLQTYRPDHPLFQTLLKHDYRCFAQETLAQRQLA 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 PHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVA 639
consensus !*!!!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!! !!!!*!!*!!!!! !!!!!! !!* *!!!* ! !!! ! *!
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NTDB id 193490 BFG52 RS01670 WP 067558990.1 QLPPFRYAILLRAESRHQDYNQQFLSQMRDLLLQQAEENLITVWGPIPAAMERKAGRFQAHMVLLSHDRPRLHFYVRQWW 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LLPPYRYAVLIRAESKDRDYTLHFLNEAAEQL.RQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWW 718
consensus !!!*!!!*!*!!!!** !! *!! * !* ! ** *!!!!!!*!!!!!!!* !!!!*!!*!!*!!!!!*!!!!
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NTDB id 193490 BFG52 RS01670 WP 067558990.1 PQLLKAK.TADLRISIDVDPQELS 742
NTDB id 1072 ABD1 RS01805 WP 000156662.1 AQLVHAPRQHQLRLSIDVDPQEFS 742
consensus *!!**!** * !!*!!!!!!!! !
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