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NTDB id 420215 GYN04 RS00275 WP 250328384.1 MNKTLKRRVFRHTALYTAILMFSHTGGGGAMAQTHQYAIIMNGRNQPEVKSNVP.SSIKDKDRKRTFSHTSQTNWRGQQN 79
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SFDNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGRLKQKRNNAVDWIHRTTQRAIAGLAGYASYETDGVI

VCRSGNTGQCPKQLVYEK
NTDB id 420215 GYN04 RS00275 WP 250328384.1 NFISFDNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTDRLKKRNNAVDWIRTTRIALAGYSYEGVVCRSGTGCPKLVYK 159
NTDB id 1090 CAA90909.1 1..3114( ) GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSN.QCPQLVYE 155
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GLAVKNADGKSLDRHYPTDLPSRENSP IYKLKDHYPWLGVSFNLGSSENTVKDGKRSFSNKL I SSFSEGNNNQTIVSTTERDGH

NTDB id 420215 GYN04 RS00275 WP 250328384.1 TRFSFDNPDLVKNADKLDRYTDLSRENSPIYKLKDYPWLGVSFNLSSENTVKDGRSSNKLISSFSEGNNNQTIVSTTEDH 239
NTDB id 1090 CAA90909.1 1..3114( ) TKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGH 235
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P
S I SLGSDGSWKQREHTAMVAYYLNAKLHLLDKKGKI EDIATQGKTVDQLGTVLKRPRS IVDEAVRTKGNMVGRLRGSEGI

LLNSFNWARTWDKI EKDKTGNQITVKRLG
NTDB id 420215 GYN04 RS00275 WP 250328384.1 PISLGGSQREHTAVAYYLNAKLHLLDKKKIEDIT.GKTVQLGVLKPSIDVRKGNMGLSGILSFNARWDIKDTGQITVKLG 318
NTDB id 1090 CAA90909.1 1..3114( ) SISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEAT...VRRGELLNFWATWKIEDKGNITVRLG 312
consensus *!!! !!!!!*!!!!!!!!!!!!!! !!!! *!!!! !! !*! ** **** *! ! ! ! ! ! !*!!!*!!

logo LPEVKAGRC I
VNKAPNPNKPNATKAPSPALTAPALWFGPGVKQDNGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKPT

NTDB id 420215 GYN04 RS00275 WP 250328384.1 LPEVKAGRCINKPNPNKNTKAPSPALTAPALWFGPGQNGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYSLKP 398
NTDB id 1090 CAA90909.1 1..3114( ) LPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLET 392
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logo LSTDENDE IKGSKREPNSFMTGRQTI IRLDNDGGVHREL IKRLDSRNSKNDTEVVANFVNFLKNGNDNGTNNDGTFGIVKDEALGNVENLPDEATDSEWKKVLLPWTVRG
NTDB id 420215 GYN04 RS00275 WP 250328384.1 LSDNEIKGKEPSFMGRQTIIRLDDGVHLIRLSRSKDEVVAFVNLKGNNTNNGTFGIVKEANVNLEADEWKKVLLPWTVRG 478
NTDB id 1090 CAA90909.1 1..3114( ) LTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVN...FNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRG 469
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SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKL
NTDB id 420215 GYN04 RS00275 WP 250328384.1 PDNDNKFKLINQK.....PDKYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKL 551
NTDB id 1090 CAA90909.1 1..3114( ) FADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKL 548
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logo SYIPGTMPRKDIQNSQTESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLNRGQKNHRVFMFGAMGFLGGRGAYALDLSTKAIDNGNS
NTDB id 420215 GYN04 RS00275 WP 250328384.1 SYIPGTMPRKDIQSQESTLAKELRAFAEKGYVGDRYGVDGGFVLRQVE.LRGQKHVFMFGAMGLGGRGAYALDLSKINGN 630
NTDB id 1090 CAA90909.1 1..3114( ) SYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGS 628
consensus !!!!!!!!!!!!! !!!!!!**! !!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!! !!!!!!!!!!*! !

logo

D
YPATAAVPSLFDVKDNGNDGNNGKNNRVELGYTVGTPQIGKTHQDNGKTYASAFLASGYAATKEQIDITGSGPDTNKTALYVYDLEGNNTGLTGNNTLP IAKKI

NTDB id 420215 GYN04 RS00275 WP 250328384.1 YPAAAPLFDVKNGDNNGKNRVELGYTVGTPQIGKTQNGTYSAFLASGYAAKQID.GPTNKTALYVYDLENT.LGTPIAKI 708
NTDB id 1090 CAA90909.1 1..3114( ) DPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKI 708
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EVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSQSDNPQSKQWSVRSTI FEGQTKRP ITSAPAI

VSQRLAKDKRVVI FGTG
NTDB id 420215 GYN04 RS00275 WP 250328384.1 DVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSNPSKWSVSTIFEGQRPITSAPAVSRLADKRVVIFGTG 788
NTDB id 1090 CAA90909.1 1..3114( ) EVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTG 788
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logo SDLSEESDVDFNMTDEEQYIYGI FDDDKTANTTVGSTVKVNVFKDSDHMSGDGGLLEKQNVLRTQRDNDENKTLFLTDNNYKARSDGGSAGDNKGWVVKLKRDEGEQRVT
NTDB id 420215 GYN04 RS00275 WP 250328384.1 SDLSESDVFNTDEQYIYGIFDDDKANVSVKVKDHMGDGLLKQNLTQ..ENKTLFLTNNKASGGSADKGWVVKLREGERVT 866
NTDB id 1090 CAA90909.1 1..3114( ) SDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVT 868
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logo VKPTVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHNTASVAQYSGHKKGTSTKNGKS IP IGCMEQKGSGN
NTDB id 420215 GYN04 RS00275 WP 250328384.1 VKPTVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPIVPDHN.SVAQYSGHKKTSKGKSIPIGCMEKGG 945
NTDB id 1090 CAA90909.1 1..3114( ) VKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSN 948
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NTDB id 420215 GYN04 RS00275 WP 250328384.1 KTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPMCGIK 1025
NTDB id 1090 CAA90909.1 1..3114( ) EIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMK 1028
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NTDB id 1090 CAA90909.1 1..3114( ) RISWREVFY* 1037
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