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NTDB id 47770 NMBB RS00255 WP 014575084.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGAQAQTYPYALVMNGQKLPEVKWGQSYNSLPQKSNPRQVNFTTSFSGYQKNTTFSFN 85
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRG...GGGSVFFD 82
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logo NTDETLVVASQKQNRGTVATVFGATATYLPPYGKVSGFDAEDKGRLKQEKRGNDNAVLVDGWIGHTTQRAPGLAVGYASYETDGNVI
TCRSSGNDQCPDQLVSVYEKTKQFSTFDGGNI

QGLAKKS
NTDB id 47770 NMBB RS00255 WP 014575084.1 NTDEVVAQKNGVTVFGAATYLPPYGKVSGFDEKRLKERGDVLGWIGTTRPGLVGYSYEGNTCSSGDCPDVSYKTQFTFGNQGLKS 170
NTDB id 1090 CAA90909.1 1..3114( ) NTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSFDGIGLAK 167
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NTDB id 47770 NMBB RS00255 WP 014575084.1 KVNGKLDIYEDKSRDNSPIYKLPDQPWLGVSFNLSSESVVES.KKLKKVESSFSEDVTQSNGAQSLYKYKNLVYTTGDVRNKGNQ 254
NTDB id 1090 CAA90909.1 1..3114( ) .NAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQT....I......VS.TTRGHSISLS 240
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NTDB id 47770 NMBB RS00255 WP 014575084.1 VHQDKHHAVAFYLNAKLHLLDKKNIQNIAQGITVNFGTLKTRIEPTDAWKNKRHLTHNVGNWEFKDTGSVSVKLKLPEVKAGRCI 339
NTDB id 1090 CAA90909.1 1..3114( ) DWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVKAGRCV 322
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logo NKAPNPNPKNAKQALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQNLKRKNTDPGNKPGRHYSLAEDTLSTAENSDIKQSKREPNTFTGS
NTDB id 47770 NMBB RS00255 WP 014575084.1 NKPNPNPKAQALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIFLQNLKRKNDPNKPGRYSLADLSASDIQSKEPTFTS 424
NTDB id 1090 CAA90909.1 1..3114( ) NKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTG 407
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NTDB id 47770 NMBB RS00255 WP 014575084.1 RQTVIRLDGGVQQIKLSRNNDEVVNFNVNNGN.NTFGIVKDLGVDPDASEWKKVLLPWTVRASNDDNQFKTINQQLN.QQKIQYS 507
NTDB id 1090 CAA90909.1 1..3114( ) RQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYS 492
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logo QKRYR I
SRDENGNKNGEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQGSNGGVDEKRNSYNSLKLSYIPGTMPRKDI EQNSKTDESTLAKDELVRATFA

NTDB id 47770 NMBB RS00255 WP 014575084.1 QRYRIRENGNNGKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKGNGVDERNYSLKLSYIPGTMPRKDIESKDSTLAKELRAFA 592
NTDB id 1090 CAA90909.1 1..3114( ) QKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQS.GGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFA 575
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logo EKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNDNGNNGKNSNNGSNNRSVEQLGYTV
NTDB id 47770 NMBB RS00255 WP 014575084.1 EKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKNDNNGKNSNNSNNSVQLGYTV 677
NTDB id 1090 CAA90909.1 1..3114( ) EKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNG.....NNGNNRVELGYTV 655
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logo GTPQIGKTHDGKYAAFLASGYATKE I ITSGDENKTALYVYDLEGSNSGTNNTL IKKIDEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRG
NTDB id 47770 NMBB RS00255 WP 014575084.1 GTPQIGKTHDGKYAAFLASGYATKEI.TSGENKTALYVYDLESSG..TLIKKIDVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRG 759
NTDB id 1090 CAA90909.1 1..3114( ) GTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRG 740
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logo GKNMYRFDLSGSNQDNPQTQSWSAVRATI FESGNTKP ITSAPAI SQLKDKRVVI FGTGSDLSEEDVDNSKMEEIQHYI
VYGI FDDNDTADTGTGTTVANFQDSDGQSGGK

NTDB id 47770 NMBB RS00255 WP 014575084.1 GKMYRFDLSGNNPTSWSARAIFSGNKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDSKEIQHVYGIFDNDTDTGT..AQDGQGK 842
NTDB id 1090 CAA90909.1 1..3114( ) GNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGG 825
consensus ! !!!!!!! * ! !! ! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !**!!!!! !! ! ** !

logo GLLEQKVLERKRDKNDGNKTLFLSTDYKRSDGSGDNKGWVVKLEKADGQRVTVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTK
NTDB id 47770 NMBB RS00255 WP 014575084.1 GLLEQKLEKDKDGKTLFLSDYKRSDGSGDKGWVVKLEAGQRVTVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTK 927
NTDB id 1090 CAA90909.1 1..3114( ) GLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTK 910
consensus !!!!! ! *! ! !!!!!*!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo KSARP IVPAEADNTAVAQYSGHKKQGTATKNGKS IP IGCMEQKNSNEGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPADGKRS
NTDB id 47770 NMBB RS00255 WP 014575084.1 KSARPIVPADNTAVAQYSGHKQTAKGKSIPIGCMEKNNGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPDGKRS 1012
NTDB id 1090 CAA90909.1 1..3114( ) KSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRS 995
consensus !!!!!!!! !!!!!!!!!!! !!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!
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logo GKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI SWREVFYO
NTDB id 47770 NMBB RS00255 WP 014575084.1 GKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY. 1054
NTDB id 1090 CAA90909.1 1..3114( ) GKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
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