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NTDB id 182768 AT729 RS00285 WP 079889315.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGAQAQTQTYSYALVMNGQQLPEVKWGNSYNQLTHKNNTRQATFHSYFQGARK 80
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NTDB id 182768 AT729 RS00285 WP 079889315.1 KTTFSFNNTDEVVAQKGDTVVFGAATYLPPYGKVSGFDERKLKERTNALNWINTTRPGLVGYHYQDSTCSSGNCPELSYK 160
NTDB id 1090 CAA90909.1 1..3114( ) GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYE 155
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NTDB id 182768 AT729 RS00285 WP 079889315.1 TQFTFGHSSLAKKTNGGKLDIYEDKSRDGSPIYKLQGYSWLGVSFNLSGESTAES.KKLKNLVSSFSEEVTQNNGADSQH 239
NTDB id 1090 CAA90909.1 1..3114( ) TKFSFDGIGLAK..NAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQT...... 227
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NTDB id 182768 AT729 RS00285 WP 079889315.1 KDKNLVYTTGDGRNNKTHQDKHHAVAFYLNAKLHLLDKQQIKNITQGSELNLGVLKTRIEPTDAWKNKRHLVINADWEFK 319
NTDB id 1090 CAA90909.1 1..3114( ) ...IVSTTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR..RGELLNFWATWKIE 302
consensus *** * ! !* * !*!*!*!!!!!!!!!!! ! ! !! * !! !**!*!*! ** *! ! !

logo DKTGI
N
I
V
S
TVKRLGKLPEVKAGRC I

VNKAQNPNPKNASKQAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQNLKRKDTDP
NTDB id 182768 AT729 RS00285 WP 079889315.1 DTGIVSVKLKLPEVKAGRCINKQNPNPKSQAPSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIFLQNLKRKDDP 399
NTDB id 1090 CAA90909.1 1..3114( ) DKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDP 382
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NTDB id 182768 AT729 RS00285 WP 079889315.1 NKPGRHSLEPLNDTQIKSKEPTFTGRQTIIRLDDGVREIKLDKSN.EVTGLNGNDGKNDTFGIVSEGSFTPDVSEWKKVL 478
NTDB id 1090 CAA90909.1 1..3114( ) GKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVL 462
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NTDB id 182768 AT729 RS00285 WP 079889315.1 LPWTVRGSADDGRFKSINQE.....SSKYSQRYRIRENGNNSKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKNGGSD 553
NTDB id 1090 CAA90909.1 1..3114( ) LPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.D 540
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NTDB id 182768 AT729 RS00285 WP 079889315.1 ERSYNLKLSYIPGTMPRKDIENKDSTLAKELRAFAEKGYVGDRYGVDGGFVLRKVER.NGKDHVFMFGAMGFGGRGAYAL 632
NTDB id 1090 CAA90909.1 1..3114( ) KRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYAL 620
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logo DLSTKAIDGSGSDNGNLPATADVSLFDVKDHDNGKNNGNNGRVEKLGYTVGTPQIGKTHDNGKYAAFLASGYATKDE I INTNSGDENKTALYVYDLEGN
NTDB id 182768 AT729 RS00285 WP 079889315.1 DLSKIDSGNGNLADVSLFDVKHD.KNGNNGVKLGYTVGTPQIGKTHNGKYAAFLASGYATKDI.NNGENKTALYVYDLEN 710
NTDB id 1090 CAA90909.1 1..3114( ) DLTKADGSD..PTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEG 698
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logo NGNGTNNTLP IAKKI EVPGNGKGGLSSPTLVDKDLDGTI
VDIAYAGDRGGNMYRFDLSSDQDNPQSQSWSTVRTI FEQGTKP ITSAPAI SQLK

NTDB id 182768 AT729 RS00285 WP 079889315.1 NNG.TPIAKIEVPNGKGGLSSPTLVDKDLDGTIDIAYAGDRGGNMYRFDLSSDNPSSWTVRTIFQGTKPITSAPAISQLK 789
NTDB id 1090 CAA90909.1 1..3114( ) NGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLK 778
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logo DKRVVI FGTGSDLSEDEDVDLNSMTESEQYIYGI FDDDTATTGSTVNFSDGLSGGGLLEQEVLKRQRDNDEGNKTLFLTDYKRSDGSGNKGWV
NTDB id 182768 AT729 RS00285 WP 079889315.1 DKRVVIFGTGSDLSEDDVLSTSEQYIYGIFDDDTATTGSVNFSGLGGGLLEQELKQ..EGKTLFLTDYKRSDGSGNKGWV 867
NTDB id 1090 CAA90909.1 1..3114( ) DKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWV 858
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logo VKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANQTAVAQYSGHKKQGTATKNGKS
NTDB id 182768 AT729 RS00285 WP 079889315.1 VKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANQAVAQYSGHKQTAKGKS 947
NTDB id 1090 CAA90909.1 1..3114( ) VKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKS 938
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logo I P IGCMQKGSNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPADGKRSGKNNRCFSQKGVRTLLMNDLDSL
NTDB id 182768 AT729 RS00285 WP 079889315.1 IPIGCMQKGNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPDGKRSGKNNRCFSQKGVRTLLMNDLDSL 1027
NTDB id 1090 CAA90909.1 1..3114( ) IPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSL 1018
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logo DITGPTCGMKRI SWREVFFYO
NTDB id 182768 AT729 RS00285 WP 079889315.1 DITGPTCGMKRISWREVFF. 1046
NTDB id 1090 CAA90909.1 1..3114( ) DITGPTCGMKRISWREVFY* 1037
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