
logo MNKTLWKRQVFRHTALYATAI LMFSHTGGGGAGGGQAMQAQTHYKQYAS I IVMNEGQRKNLQLPEVKGWGNGQQSYNSSTI
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NTDB id 305933 DV143 RS08580 WP 115435275.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGGGGQAQAQTYQYSIVMNGQKLPEVKWGQSYNSLPQKSNPRQVNFTTSFSGY 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGA....MAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRG.. 74
consensus !!!! !!!!!!!!!!! !!!!!!!!!!!!***** !!!* ! !*!! *!!! ! *** ! *! * **
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TCRSSGNDQCPDQLVSV
NTDB id 305933 DV143 RS08580 WP 115435275.1 KKNTTFSFNNTDEVVAQKNGVTVFGAATYLPPYGKVSGFDEKRLKERGDVLGWIGTTRPGLVGYSYEGNTCSSGDCPDVS 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLV 153
consensus * * ! !!! *! ! ! !!! !!!!!!!!!!!!!! ! ! * !!*!! *!! !! ! ! ! !! *
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NTDB id 305933 DV143 RS08580 WP 115435275.1 YKTQFTFGNQGLKSKVNGKLDIYEDKSRDNSPIYKLPDQPWLGVSFNLSSESVVES.KKLKKVESSFSEDVTQSNGAQSL 239
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAK.NAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQT....I 228
consensus ! ! !*! !! * ! !! **!*!!*!!!!!!!*!*!!!!!!!!! !! ! *! !* !!!!! * *****
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NTDB id 305933 DV143 RS08580 WP 115435275.1 YKYKNLVYTTGDVRNKGNQVHQDKHHAVAFYLNAKLHLLDKKNIQNIAQGITVNFGTLKTRIEPTDAWKNKRHLTHNVGN 319
NTDB id 1090 CAA90909.1 1..3114( ) ......VS.TTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWAT 298
consensus ******! *! * * !*!*!*!!!!!!!!!!!! ! !!!! !! !!!**!*!*! **** *! * *

logo WEKFI EKDKTGNS IVSTVKRLGKLPEVKAGRC I
VNKAPNPNPNAKKADLPSPALTAPALWFGPVKQDNGKAEMYSASVSTYPDSSSSR I FYLQNLKR

NTDB id 305933 DV143 RS08580 WP 115435275.1 WEFKDTGSVSVKLKLPEVKAGRCINKPNPNPNKKDLSPALTAPALWFGPVQNGKAEMYSASVSTYPDSSSSRIFLQNLKR 399
NTDB id 1090 CAA90909.1 1..3114( ) WKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKR 378
consensus ! ! ! **!*! !!!!!!!!!*!!*!!!!! ! *!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!!!!!!

logo KTDPGNKPGRHYSLAEDTLSTETNSDIKQNSKREGPNSFTGRQTI
V IRLDNGGVQREQIKLDKRNSNETAEVTVGNFLNGNDNGTNNDTFGIVKSDEGLGSFVEMPDDTSEW

NTDB id 305933 DV143 RS08580 WP 115435275.1 KTDPNKPGRYSLADLSTSDIQNKGPSFTGRQTVIRLDGGVQQIKLDKSNEA.TGLNG.NTNNDTFGIVSEGSFMPDDSEW 477
NTDB id 1090 CAA90909.1 1..3114( ) KTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEW 458
consensus !!!! !!!!*!! !* !! * ! !!!!!!*!!! !!! !!!!* ! * !!* !!!!!!!! * !! !!!

logo KKVLLPWTVRAGFANDDGNKQFKNATFVNKEENNDNGNKPKYSQKYRSRDNNGNKGHERNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQSG
NTDB id 305933 DV143 RS08580 WP 115435275.1 KKVLLPWTVRAFNDDGQFNTVNKEEN.NGKPKYSQKYRSRNNGKHERNLGDIVNSPIVAVGEYLATSANDGMVHIFKKSG 556
NTDB id 1090 CAA90909.1 1..3114( ) KKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSG 538
consensus !!!!!!!!!!*! !! ! !!!!!* !!!!!!!!!!! ! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!



logo GDDKRNSYNSLKLSYIPGTMPRKDIQNSQTDESTLAKDELVRATFAEKGSYVGDRYGVDGGFVLRKQVDENLWKNGQNHRVFMFGAMGFGGRGAY
NTDB id 305933 DV143 RS08580 WP 115435275.1 GDDRNYSLKLSYIPGTMPRKDIQSQDSTLAKELRAFAEKSYVGDRYGVDGGFVLRQVE.WKGQNHVFMFGAMGFGGRGAY 635
NTDB id 1090 CAA90909.1 1..3114( ) GDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAY 618
consensus !! ! ! !!!!!!!!!!!!!!!! *!!!!!**! !!!! !!!!!!!!!!!!!!! !** !!!*!!!!!!!!!!!!!!!

logo ALDLTKADEGNGSDPTAVSLFDVKDHDNNGKNNGSNNRSVEQLGYTVGTPQIGKTHDNGKYAAFLASGYATKDE I INTNSGDNKTALYVYDL
NTDB id 305933 DV143 RS08580 WP 115435275.1 ALDLTKAENGDPTAVSLFDVKHDNNGKNSNNSVQLGYTVGTPQIGKTHNGKYAAFLASGYATKDI.NNGDNKTALYVYDL 714
NTDB id 1090 CAA90909.1 1..3114( ) ALDLTKADGSDPTAVSLFDVKD..NGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDL 696
consensus !!!!!!!* !!!!!!!!!!!***!! ! !! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!!*!* !!!!!!!!!!!!

logo EGSNGNGTNNTLP IAKKI EVPGNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNSMYRFDLSGSNQDNPQTQSWSAVRATI FESGNTKP ITSAPAI SQ
NTDB id 305933 DV143 RS08580 WP 115435275.1 ESNNG.TPIAKIEVPNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGSMYRFDLSGNNPTSWSARAIFSGNKPITSAPAISQ 793
NTDB id 1090 CAA90909.1 1..3114( ) EGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQ 776
consensus ! ! * *! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! * ! !! ! !! ! !!!!!!!!!!!

logo LKDKRVVI FGTGSDLSEEDVDNSKMEEIQHYI
VYGI FDDNDETADTGTGTTVANFKDSDGQSGGNGLLEQVLRSERDNDENKTLFLTDYKRSDGSGNSKG

NTDB id 305933 DV143 RS08580 WP 115435275.1 LKDKRVVIFGTGSDLSEEDVDSKEIQHVYGIFDNETDTGT..AKDGQGNGLLEQVLSE..ENKTLFLTDYKRSDGSGSKG 869
NTDB id 1090 CAA90909.1 1..3114( ) LKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKG 856
consensus !!!!!!!!!!!!!!!!!!!!! ! !**!!!!! *! ! ** ! !!!!!!! ***!!!!!!!!!!!!!!!! !!

logo WVVKLKDEGQRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGKLTKKSARP IVPDEATNTAVAQYSGHKKGTNG
NTDB id 305933 DV143 RS08580 WP 115435275.1 WVVKLKEGQRVTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGKLTKKSARPIVPDTNTAVAQYSGHKKGTNG 948
NTDB id 1090 CAA90909.1 1..3114( ) WVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNG 936
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!

logo KS IP IGCMQKGSNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRASGKNNRCFSQKGVRTLLMNDLD
NTDB id 305933 DV143 RS08580 WP 115435275.1 KSIPIGCMQKGNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRAGKNNRCFSQKGVRTLLMNDLD 1028
NTDB id 1090 CAA90909.1 1..3114( ) KSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLD 1016
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!
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logo SLDITGPMTCGMKRI SWREVFYO
NTDB id 305933 DV143 RS08580 WP 115435275.1 SLDITGPMCGMKRISWREVFY. 1049
NTDB id 1090 CAA90909.1 1..3114( ) SLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!! !!!!!!!!!!!!!
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