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NTDB id 47724 NMV RS00230 WP 014573684.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGGGAQAQTNTYPYVIVMNAQKLPEVKWGNAYSSLLNKSNPRQVTFTSNFSFAKRNSI 85
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQ....THKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDR...GGGGS 78
consensus !!!! !!!!!!!!!!! !!!!!!!!!!!!* !!****!**! !*!! *!!! !!** ! *! * ***
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NTDB id 47724 NMV RS00230 WP 014573684.1 FSFNNTDEVVAQKNGTVVFGTATYLPPYGKVSGFDAAKLTKRGDALDWIGTTHPGLVGYSYQGNTCSSGNCPDVSYKTQFTFGNQ 170
NTDB id 1090 CAA90909.1 1..3114( ) VFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSFDGI 163
consensus ! !!! *! ! !! !!!!!!!!!!!!!!!!!!! ! !! !*!!!*!!**!! !! ! ! ! *!! * ! ! !*!
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NTDB id 47724 NMV RS00230 WP 014573684.1 GLKSKVNGKLDIYEDKSRDNSPIYKLPDQPWLGVSFNLSSESVVES.KKLKKVESSFNEDVTQNNGAQSPYKDTNLVYTTGDGRN 254
NTDB id 1090 CAA90909.1 1..3114( ) GLAK.NAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNN...........QTIVSTTRGHS 236
consensus !! * ! !! **!*!!*!!!!!!!*!*!!!!!!!!! !! ! *! !* !!! ! ************* * *! !*
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NTDB id 47724 NMV RS00230 WP 014573684.1 KGNQVHQDKHHAVVFYLNAKLHLLDKKNIQNIAQGITVNFGTLKTRIEPTDAWKNKRHLTHNVGNWEFKDTGSVSVKLKLPEVKA 339
NTDB id 1090 CAA90909.1 1..3114( ) ISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVKA 318
consensus * !*!* *!!!!!!!!!!!! ! !!!! !! !!!**!*!*! **** *! * * ! ! ! **!*! !!!!!!

logo GRC I
VNKAPNPNPKNAKQALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQNLEKRKTDPGKRPGRHSLEKPTLSTDENTDQIKSKREP

NTDB id 47724 NMV RS00230 WP 014573684.1 GRCINKPNPNPKAQALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIFLQNLERKTDPGRPGRHSLKPLSDTQIKSKEP 424
NTDB id 1090 CAA90909.1 1..3114( ) GRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREP 403
consensus !!!*!!*!!!! ! !*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!*!!!! !!!!!!*!!!!!! *!** !!!*!!
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V IRLDNDGGVRE IKLDKRNNNTEVVGNFNGNRDNGNNDTFGIVKDELYGSVETPDATNSEWKKVLLPWTVRGFSADDNKRFKASFINKQEENNDNKS
NTDB id 47724 NMV RS00230 WP 014573684.1 SFTGRQTVIRLDDGVREIKLDKNNNEVVGFNGRNGNNDTFGIVKEYSVTPDANEWKKVLLPWTVRGSADDNRFKSINQE.....S 504
NTDB id 1090 CAA90909.1 1..3114( ) NFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNK 488
consensus !!!!!!*!!! !!!!!!!!*!! !!! !!! !!!!!!!!!!* ! !! !!!!!!!!!!!!! !!!!*!! ! !*****
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SRDNNKNGENRNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQNSGGGDDKRNSYNSLKLSYIPGTMPRKDIQNTESTLAKDELVR
NTDB id 47724 NMV RS00230 WP 014573684.1 SKYSQRYRIRDN.NGNRNLGDIVNSPIVAVGEYLATSANDGMVHIFKKNGGGDDRNYSLKLSYIPGTMPRKDIQNTESTLAKELR 588
NTDB id 1090 CAA90909.1 1..3114( ) PKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQS.GGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVR 572
consensus *!!!!*!! !!!* ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!**!



logo TFAEKGYVGDRYGVDGGFVLREKVDENLNSGKQKNHRVFMFGAMGFGGRGAYALDLTKADGSNSDNPTAVSLFDVKDNDNGKNNGSNNGRVEQLGYTVGT
NTDB id 47724 NMV RS00230 WP 014573684.1 TFAEKGYVGDRYGVDGGFVLREVE.LSGKKHVFMFGAMGFGGRGAYALDLTKADSNNPTAVSLFDVKNDK.NSNNGVQLGYTVGT 671
NTDB id 1090 CAA90909.1 1..3114( ) TFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGT 657
consensus !!!!!!!!!!!!!!!!!!!!! !**! ! *!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! *! !! ! !!!!!!!

logo PQIGKTHDGKYAAFLASGYATKE I ITSGNDNKTALYVYDLEGSNGTNNL IKKI EVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGKN
NTDB id 47724 NMV RS00230 WP 014573684.1 PQIGKTHDGKYAAFLASGYATKEI.TSNDNKTALYVYDLESNGT..LIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGK 753
NTDB id 1090 CAA90909.1 1..3114( ) PQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGN 742
consensus !!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!! !!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MYRFDLSGSNQDNLPNQQSWSTVRTI FEGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEDEDVDNMNDEEMQSYIYGI FDDNDTADTGTGTVANFKDSDGQSGGNGL
NTDB id 47724 NMV RS00230 WP 014573684.1 MYRFDLSGNNLNSWTVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEDDVDNNDMQSIYGIFDNDTDTG..VAKDGQGNGL 836
NTDB id 1090 CAA90909.1 1..3114( ) MYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGL 827
consensus !!!!!!! * ** !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! * ! !!!!!! !! ! **! ! !!

logo LEQVLRSERDNDENKTLFLTDYKRSDGSGNSKGWVVKLKDEGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKS
NTDB id 47724 NMV RS00230 WP 014573684.1 LEQVLSE..ENKTLFLTDYKRSDGSGSKGWVVKLKEGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKS 919
NTDB id 1090 CAA90909.1 1..3114( ) LEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKS 912
consensus !!!!! ***!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ARP IVPDEATNTAKVAQYSGDHKKGTSTNSGKS IP IGCMEQKNSGNEGI
TVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPADGKRSGK

NTDB id 47724 NMV RS00230 WP 014573684.1 ARPIVPDTNTKVAQYSGDKKTSSGKSIPIGCMEKNGGTVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPDGKRSGK 1004
NTDB id 1090 CAA90909.1 1..3114( ) ARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGK 997
consensus !!!!!!* !! !!!!!!*!! * !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!
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logo NNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI SWREVFFYO
NTDB id 47724 NMV RS00230 WP 014573684.1 NNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFF. 1044
NTDB id 1090 CAA90909.1 1..3114( ) NNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
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