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NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGAQAQTHKYAIVMNAQNLPEVKWGQDYRKLAQKSNERQFTHTTNFYI 75
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NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 KKNVTLSFNNIDEVVAEKKDVVVFGTATYLPPYGKVSGFDADKLKKRGDALGWIKTIKPGLVGYSYEGVTCQNNY 150
NTDB id 1090 CAA90909.1 1..3114( ) GGGGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.. 146
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NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 NNASRGCPELIYKTQFSFGQQGLKKKTNGRLDIDEDKSRDNSPIYKLQDYPGLGVSFNLSSESLVKS.VKYNKII 224
NTDB id 1090 CAA90909.1 1..3114( ) ....NQCPQLVYETKFSFDGIGLAKN.AGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLI 216
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logo SSFSEDGNVNTNQQNTGITVQSSTHTHRKDKNLVYTTGDHYQYKNRSYI
SSLRSYDVGWKQDREHSTAMVAFYYLNAKLHLLDKKGNI EKDNIAQGKTVDNL

NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 SSFSEDVTQQNGTQSHHKDKNLVYTTGDYQYKNRYSSRYVGQDEHSAVAFYLNAKLHLLDKKNIKNIAQGKTVNL 299
NTDB id 1090 CAA90909.1 1..3114( ) SSFSEGNNNQTIVSTTR.........GH......SISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDL 276
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logo GTLKRPRYVEAPTEVERRWKNGKERGLLNHNFQWAGNTWKTFI EDKGENI
V
S
TVKRLGKLPEVKAGRC I

VNAKANNPNPNAKAPSPALTAPALWFGPVK
NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 GTLKPYVEPTEEWKNKRGNHFQGNWTFEDKGEVSVKLKLPEVKAGRCINANNPNPNAKAPSPALTAPALWFGPVK 374
NTDB id 1090 CAA90909.1 1..3114( ) GTLRPRVEATVRR..GELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVK 349
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logo DGKAEMYSASVSTYPDSSSSR IYLQNLKRKTDPGNKPGRHYSLAEDTLTEKNSDI EKSREQPGNFTGRQTI
V IRLDNGSGVQREQIKLDQ

NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 DGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPNKPGRYSLADLTKSDIESRQPGFTGRQTVIRLDSGVQQIKLQ 449
NTDB id 1090 CAA90909.1 1..3114( ) DGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLD 424
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NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 G..NEVANFNGNDGKNDTFGIVSEGSFMPDTSEWKKVLLPWTVRAFNDDGRFNTVNKEEN.NSKPKYSQKYRIRE 521
NTDB id 1090 CAA90909.1 1..3114( ) RNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRD 499
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logo NGNNKNGSEKRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPGTMPRKDIQNSQTDESTLAKDELVR
NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 NGNNSKRDLGDIVNSPIVAVGGYLATSANDGMVHIFKKNGGSDERSYNLKLSYIPGTMPRKDIQSQDSTLAKELR 596
NTDB id 1090 CAA90909.1 1..3114( ) NN.KGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVR 572
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NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 AFAEKGYVGDRYGVDGGFVLRKVER.NGKDHVFMFGAMGFGGRGAYALDLTKIDSNNLTGVSMFDVPNDKNNNKN 670
NTDB id 1090 CAA90909.1 1..3114( ) TFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDN...GNN 644
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D
GNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKETI IDTDSGQDQNKTALYVYDLEGSNSGTNNTL IKKIDEVPGGKGGLSS

NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 DNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKTI.DDQQNKTALYVYDLESSG..TLIKKIDVPGGKGGLSS 742
NTDB id 1090 CAA90909.1 1..3114( ) GNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSS 719
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!!! !** !!!!!*!!!!!!!!!!

logo PTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDSPDQQWSTVRPTI FEGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEE
NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 PTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQSPDQWTVRPIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEE 817
NTDB id 1090 CAA90909.1 1..3114( ) PTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEE 794
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DVDNMTDEEQYIYGI FDDDTATTGSTVNFSDGSGGGLLEQVLERQRDNDKDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTV
NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 DVDNTDEQYIYGIFDDDTATTGSVNFSGSGGGLLEQVLEQ..KDKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTV 890
NTDB id 1090 CAA90909.1 1..3114( ) DVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTV 869
consensus !!!! *!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!! ** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KPTVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANTAVAQYSGHKKGTNGKS IP IGCM
NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 KPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCM 965
NTDB id 1090 CAA90909.1 1..3114( ) KPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCM 944
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QKGSNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLD
NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 QKGNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLD 1040
NTDB id 1090 CAA90909.1 1..3114( ) QKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLD 1019
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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logo ITGPTCGMKRI SWREVFFYO
NTDB id 48085 NMBM01240355 RS00260 WP 014581691.1 ITGPTCGMKRISWREVFF. 1058
NTDB id 1090 CAA90909.1 1..3114( ) ITGPTCGMKRISWREVFY* 1037
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