>COMPARE@339 Art ab 1; defensin, partial from AHF71021.1 [Artemisia absinthium]
AGSKLCEKTSKTWSGKCDNKKCDKKCIEWEKAQHGACHKREAGKESCFCYFDCSK

>COMPAREQ@340 Art an 1; defensin, partial from AHF71022.1 [Artemisia annua]
TWSGKCDNKKCDKKCIEWEKAQHGACHKREAGKESCFCYFDCSK

>COMPARE@341 Art c 1; defensin, partial from AHF71023.1 [Artemisia californica]
CDNKKCDKKCIEWEKAQHGACHKREAGKESCFCYFDCSK

>COMPARE@342 Art f 1; defensin, partial from AHF71024.1 [Artemisia frigida]
SGKCDNKKCDKKCIEWEK

>COMPARE@343 Art f 1; defensin, partial from AHF71024.1 [Artemisia frigida]
EAGKESCFCYFDCSK

>COMPARE@344 Art t 1; defensin, partial from AHF71026.1 [Artemisia tridentata]
CDNKKCDKKCIEWEK

>COMPARE@345 Art t 1; defensin, partial from AHF71026.1 [Artemisia tridentata]
EAGKESCFCYFDCSK

>COMPAREQ@346 vitellogenin, partial from BAM22586.1 [Gadus chalcogrammus]
KKILNPSVKRSSSSSSSSSSSAKLFSSSSSSSSSSSRSSSSSSRSSRSSKLNSKSSSSSS
SSSSSSSSRSARSRLSNTVVYP

>COMPAREQ@347 vitellogenin, partial from BAM22586.1 [Gadus chalcogrammus]
QVYEAQCSYAKNTLTTFNNRRYKNEMPLSCNQVLAQDCSKELKFMVLLKKDNIEQNWINV
KLADIDIDLYPENDNMIVKVNGMQIPISNLPYQHPTGTIQIKSNGEGISVYAASHGLHEV
YFDRSSWKVKLADWMKGQTCGICGKADGEVRQEFRTPNGQLAKDAVSYAHSWVIPAENCQ
DASECRMRQESVKLEKQIMVHGQESNCHSVETVLRCLPGCIPVKTTPVTVGFHCLPISAE
QQRSGDLSSVLEQSVDLRESVMAHLACNCANLCA

>COMPAREQ®348 Art 1 1; defensin, partial from AHF71025.1 [Artemisia ludoviciana]
SGKCDNKKCDKKCIEWEK

>COMPARE@349 Art 1 1; defensin, partial from AHF71025.1 [Artemisia ludoviciana]
EAGKESCFCYFDCSK

>P13080.1 Aed a 4; alpha-glucosidase [Aedes aegypti]
MKIFVPLLSFLLAGLTTGLDWWEHGNFYQVYPRSFKDSDGDGIGDLDGVTEKLKYLKDIG
MDGVWLSPIFSSPMADFGYDISNFREIQTEYGDLDAFQRLSDKCKQLGLHLILDFVPNHT
SDQHEYFKKSVQKDETYKDFYVWHPGVHGPNNTKVPPSNWISVFRGSSWEWNEERQEFYL
HQFLKEQPDLNYRNPAVVEEMKNVLRYWLDRGVSGFRIDAVPYLFESDIIDGRYRNEPES
RTTDDPENPAYLVHTQTMDQPETYDMIYQWRAVLDEYSKTDNRTRIMMTEGYTSLPKITIE
FFGNATANGAQIPFNFEVISNVKKNSTGADFATYVKRWLDAKPANRRSNWVLGNHDNNRL
GSRLGENKIDLYNIALQTLPDIAVTYYGEEIGMLDQWIPWNETVDPAACRSDEASYSAYS
RDPARTPMQWDSGKNAGFSKAAKTWLPVADNYKTLNVKIQDRARKSHLKIFKKLTKYRKR
QILTEGDIDIKVSGENLLVYKRKVDKVGYVVVALNFGTEPVALGLSSLFDRADQRMQVVV
SSNRVSTPDNVWVDVDNYVLIGESGIVLQYLWGKNPIVS

>COMPARE@350 unknown function, translation from AK@68307.1 [Oryza sativa]
MKLVSIYLLVLCVVGANELLVVAASGNDGGGGRFVYSGFAGANLTLDGTATVTPAGLIEL
TNGTLQLKGHAFHPTPLRFGFGSGGGGGGDGVVVRSFSASFVFGILSAYPDMSAHGIVFL
VSPTTDFSAALASQYLGLVNVTSNGDARNRIFAVELDTLQQDEFRDINDNHVGVDINGLV
SLQSTSAGYYAADINGGGFRNLTLISHEAMRVWVDYDAGDARIDVTLAPLAVAKPVRPLI
SAAYNLSSVITDTAYVGFSSATGSFNSRHYVLGWSFAVDGGPAPAIDVAKLPKLPREGPK
ARSKFLEIFLPIASAAVVLAMGILVILLVRRRKRYTELREDWEVEFGPHRFPYKDLHHAT
QGFESKCLLGVGGFGRVYKGVLPNSNVEIAVKRVSHDSSQGVKEFVAEVVSLGRLQHCNL
VRLLGYCRRKGELMLVYEYMSNGSLDKYLHGQDNKPTLSWAQRFQIIKDIASGLLYLHEE
CDKVVIHRDIKASNVLLDNEMNARLGDFGLARLYDHGEDPQSTHVVGTIGYLAPELGRTS
KATPLTDVFAFGTFILEVTCGRRPIYHDSHGTQVMLVDWVLDHWHKQSLVDTVDLKLHGE
FDVGEACLVLKLGLLCSHPFINARPDMRRVMQYLKREVALPELMPTSMSFHMLALMQNDG



FDSYVQSYPSSNSKGNISTATSSLLEEG

>COMPARE@®351 unknown function, translation from AK119653.1 [Oryza sativa]
MDRVRGCAFLLGVLLAGSLFAFSVAKEETKKLGTVIGIDLGTTYSCVGVYKNGHVEIIAN
DQGNRITPSWVAFTDSERLIGEAAKNQAAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVP
YKIVNKDGKPYIQVKIKDGENKVFSPEEVSAMILGKMKETAEAYLGKKINDAVVTVPAYF
NDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSILT
IDNGVFEVLATNGDTHLGGEDFDQRIMEYFIKLIKKKYSKDISKDNRALGKLRREAERAK
RALSNQHQVRVEIESLFDGTDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLEKSQI
HEIVLVGGSTRIPKAQQLLRDYFEGKEPNKGVNPDEAVAYGAAVQGSILSGEGGDETKDI
LLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVSIQVFEGERSMTK
DCRLLGKFDLSGIPAAPRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLS
PEEIDRMVREAEEFAEEDKKVKERIDARNQLETYVYNMKNTVGDKDKLADKLESEEKEKV
EEALKEALEWLDENQTAEKEEYEEKLKEVEAVCNPIISAVYQRTGGAPGGGADGEGGVDD
EHDEL

>COMPARE@352 unknown function, translation from AK242260.1 [Oryza sativa]
MKIIFVFALLATIAACSASAQFDVLGQSYRQYQLQSPVLLQQQVLSPYNEFVRQQYGIAAS
PFLQSAAFQLRNNQVWQQLALVAQQSHYQDINIVQAIAQQLQLQQFGDLYFDRNLAQAQA
LLAFNVPSRYGIYPRYYGAPSTITTLGGVL

>AKV72166.1 Aca f 1; Ole e 1-like [Acacia farnesiana]
DDVPKPPVSQFHVQGLVYCDTCRYPFITEASPIMEGATVKLECRNITAGTQTFKAEAVTD
KVGQYSIPVDGDHEDDICETELVKSPDNQCSEIPHDVYAKQSAKVSLTSNNGEASDVRSA
NALGFMRKEPLPECPEVLKEKLDMYDVKAN

>ABLO9312.1 amylase-1like [Acarus siro]
MAHLLLAVVAITLALSQSVFGGSPYSNPHFTGSRSVITHLMQWKFDDIAAECERFLGPKG
YGGIQLSPVNEHAVLGNRPWYELYQPVGYKIQSRSGNEEQFKGMVQRCNKVGVRIYVDIV
MNHMSGAQEGHGNCWFKLQWHHDVSRCSLLVPNDFHGRESCHTDNMDIKNYDNPEEARNC
RLSGLRDLKQSSEYVRQKQADFLNHLIDLGVAGSRSDASKHMWPGDLEATYGKLHNLNTA
YFPANSRPFIYHEVIYYGGDGIKSSDYTKLGRAIEFHFYRDIANVVRRHNQLKTVKNFGQ
PWGMVPSDDALVMVDSHDLQRFHTGQVGVNINYFESRLLKVATAFMLAWPYGVPRVMSSY
HWDQKIEDGKDKNDWIGPPSDGSGNILSVTPQPDDTCNKEWICEHRWRQIYNMVHFRNVA
GNEAVSHWWDNGDYQIAFGRGSKAFIAINLQDGQGLNRKLATGLPQGTYCDLVTGNLAGG
KCTGGTVTVDGSGNADINIAKTAEDPFVAIHVEAKLH

>ABLO9307.1 Aca s 13; fatty acid-binding protein [Acarus siro]
MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT
EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN
GVTSVRFYKRQ

>QCI56568.1 tropomyosin [Acheta domesticus]
MDAIKKKMQAMKLEKDNAMDKADTCEGQAKDANNKADKINEDVQELTKKLAQVENDLITT
KANLEQANKDLEDKEKALQAAESEMAALNRKVQLVEEDLERSEERAATAATKLQEASEAA
DEAQRMCKVLENRSQQDEERMDQLTNQLKEARLLAEDADGKSDEVSRKLAFVEDELEVAE
DRVKSGDSKIMELEEELKVVGNSLK

>QCI56569.1 tropomyosin [Acheta domesticus]
MDAIKKKMQAMKLEKDNAMDRALLCEQQARDANLRAEKAEEEARGLQKKIQTIENELDQT
QEQLMQVNAKLEEKDKALQTAEGEIAALNRRIQLLEEDLERSEERLATATAKLAEASQAA
DESERARKILENRSLADEERMDALENQLKEARFLAEEADKKYDEVARKLAMVEADLERAE
ERAEAGESKIVELEEELRVVGN

>AGC39172.1 kiwellin [Actinidia arguta]
MAQLTLLLLSLFLTLISLPPPGASISSCNGPCRDLNDCDGQLICIKGKCNDDPEVGTHIC
GGTTPSPQPGSCNPSGTLTCQGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP



PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AGC39173.1 kiwellin [Actinidia arguta]
MAQLTLLLLSLFFTLISLPPPGASISSCNGPCRDLNDCNGQLICIKGKCNDDPEVGTHIC
GGTTPSPQPGSCKPSGTLTCQGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AGC39174.1 kiwellin [Actinidia arguta]
MAQLTLLLLSLFLTLISLPPPGASISSCNGPCRDLNDCDGQLICIKGKCNDDPEVGTHIC
GGTTPSPQPGGCNPSGTLTCQGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>POO785.4 Act d 1; actinidin [Actinidia chinensis]
MGLPKSFVSMSLLFFSTLLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWE
RRFEIFKETLRFIDEHNADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYE
PRVGQVLPSYVDWRSAGAVVDIKSQGECGGCWAFSATATVEGINKIVTGVLISLSEQELT
DCGRTQNTRGCNGGYITDGFQFIINNGGINTEENYPYTAQDGECNVDLQNEKYVTIDTYE
NVPYNNEWALQTAVTYQPVSVALDAAGDAFKQYSSGIFTGPCGTAVDHAVTIVGYGTEGG
IDYWIVKNSWDTTWGEEGYMRILRNVGGAGTCGIATMPSYPVKYNNQNHPKPYSSLINPP
AFSMSKDGPVGVDDGQRYSA

>AGC39168.1 Act c 5; kiwellin [Actinidia chinensis]
MAQLSLLLLSLFLTLISLPPPGASISSCNGPCRDLNDCDGQLICIKGKCNDDPEVGTHIC
RGTTPSPQPGGCKPSGTLTCQGKSHPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLNKNVGVVDITWSMA

>P85204.1 Act c 10; lipid transfer protein, partial [Actinidia chinensis]
AVSCGQVDTALTPCL

>CAM31908.1 Act c 8; pathogenesis related protein, PR-10, Bet v 1-like [Actinidia
chinensis]

MGVVTYDMEIPSKVPPVKLYKAFILDGDTLVPKVLPHAIKCVKILEGDGCAGTIKEVTFG
EGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICKNRSI
YTTKGDCKVSEEETIKLGKEKAAEIFKALEAYLLANPDYC

>COMPARE176 phytocystatin, partial [Actinidia chinensis]

VAAGGWRPIEE

>AGC39176.1 thaumatin-like [Actinidia chinensis]
MSTFKSLSLSALLFIAFLFTCARGATFNIINNCPFTVWAAAVPGGGKRLDRGQNWIINPG
AGTKGARVWARTGCNFDGAGRGKCQTGDCNGLLQCQAFGQPPNTLAEYALNQFNNLDFFD
ISLVDGFNVAMEFSPTSGGCTRGIKCTANINEQCPNELRAPGGCNNPCTVFKTDQYCCNS
GNCGPTDYSRFFKTRCPDAYSYPKDDQTSTFTCPGGTNYKVVFCP

>P83958.1 thaumatin-1like, partial [Actinidia chinensis]
ATFNFINNCPFTVWAAAVPG

>COMPARE178 Act d 12; 11S globulin, cupin, partial [Actinidia deliciosa]
GEAVFNDRIR

>COMPAREQ15 Act d 12; 11S globulin, cupin, partial [Actinidia deliciosa]
LTSVNSFNLPILNYLRLSAEKGVLYR

>COHJF9.1 Act d 12; 11S globulin, cupin, partial [Actinidia deliciosa]
NRQPSKYGLEETI

>COMPARE180 Act d 12; 11S globulin, cupin, partial [Actinidia deliciosa]
LVENIDNPSRADIFNPR

>CAA34486.1 Act d 1; actinidin [Actinidia deliciosa]
MGLPKSFVSMSLLFFSTLLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWE



RRFEIFKETLRFIDEHNADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYE
PRFGQVLPSYVDWRSAGAVVDIKSQGECGGCWAFSATATVEGINKIVTGVLISLSEQELT
DCGRTQNTRGCNGGYITDGFQFIINNGGINTEENYPYTAQDGECNLDLQNEKYVTIDTYE
NVPYNNEWALQTAVTYQPVSVALDAAGDAFKHYSSGIFTGPCGTAIDHAVTIVGYGTEGG
IDYWIVKNSWDTTWGEEGYMRILRNVGGAGTCGIATMPSYPVKYNNQNHPKPYSSLINPP
AFSMSKDGPVGVDDGQRYSA

>AAA32629.1 Act d 1; actinidin [Actinidia deliciosa]
MGLPKSFVSMSLLFFSTLLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWE
RRFEIFKETLRFIDEHNADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYE
PRVGQVLPSYVDWRSAGAVVDIKSQGECGGCWAFSATATVEGINKIVTGVLISLSEQELT
DCGRTQNTRGCNGGYITDGFQFIINNGGINTEENYPYTAQDGECNVELQNEKYVTIDTYE
NVPYNNEWALQTAVTYQPVSVALDAAGDAFKQYSSGIFTGPCGTAIDHAVTIVGYGTEGG
IDYWIVKNSWDTTWGEEGYMRILRNVGGAGTCGIATMPSYPVKYNNQNYPEPYSSLINPP
AFSMSKDGPVGVEDGQRYSA

>AS5HITI1.1 Act d 1; actinidin [Actinidia deliciosa]
MGLPKSFVSMSLLFFSTLLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWE
RRFEIFKETLRFIDEHNADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYE
PRVGQVLPSYVDWRSAGAVVDIKSQGECGGCWAFSATATVEGINKIVTGVLISLSEQELT
DCGRTQNTRGCNGGYITDGFQFIINNGGINTEENYPYTAQDGECNLDLQNEKYVTIDTYE
NVPYNNEWALQTAVTYQPVSVALDAAGDAFKHYSSGIFTGPCGTAIDHAVTIVGYGTEGG
IDYWIVKNSWDTTWGEEGYMRILRNVGGAGTCGIATMPSYPVKYNNQNHPKPYSSLINPP
AFSMSKDGPVGVDDGQRYSA

>AGC39164.1 Act d 5; kiwellin [Actinidia deliciosa]
MAQLALLLLSLFLTLISLAPPGASISSCNGPCRDLNDCDGQLICIKGKCNDDPQVGTHIC
RGTTPSPQPGGCKPSGTLTCRGKSHPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AGC39165.1 Act d 5; kiwellin [Actinidia deliciosa]
MAQLALLLLSLFLTLISLAPPGTSISSCNGPCRDLNDCDGQLICIKGKCNDDPEVGTHIC
RGTTPSPQPGGCKPSGTLTCRGKSHPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AGC39166.1 Act d 5; kiwellin [Actinidia deliciosa]
MAQLALLLLSLFLTLISLAPPGASISSCNGPCRDLNDCDGQLICIKGKCNDDPQVGTHIC
RGTTPSPQPGGCKPSGTLTCRGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AGC39167.1 Act d 5; kiwellin [Actinidia deliciosa]
MAQLSLLVLSLFLTLISLPPPGASISSCNGPCRDLNDCDGQLICIEGKCNDDPEVGTHIC
RGTTPSPQPGGCKPSGTLTCRGKSHPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ESYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>P84527.2 Act d 5; kiwellin [Actinidia deliciosa]
MAQLALLLLSLFLTLISLAPPGASISSCNGPCRDLNDCDGQLICIKGKCNDDPQVGTHIC
RGTTPSPQPGGCKPSGTLTCRGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDDGGPSECD
ESYHNNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>4X9U_A Act d 5; kiwellin, partial [Actinidia deliciosa]
ISSCNGPCRDLNDCDGQLICIKGKCNDDPQVGTHICRGTTXSXQPGGCKPSGTLTCRGKS
HPTYDCSPPVTSSTPAKLTNNDFSEGGDDGGPSECDESYHNNNERIVALSTGWYNGGSRC



GKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQPPCRNNIVDGSNAVWSALGLDKNVG
VVDITWSMA

>P86137.2 Act d 10; lipid transfer protein [Actinidia deliciosa]
AVSCGQVDTALTPCLTYLTKGGTPSTQCCSGVRSLKSMTGTKVPDRQAACNCLKQAAARY
QGIKDAAAALSQKCGVQLSVPISRSTDCSKIS

>P85206.1 Act d 10; lipid transfer protein [Actinidia deliciosa]
TVSCGQVDTALTPCLTYLTKGGTPSTQCCSGVRSLKSMTGTKVPDRQAACNCLKQAAARY
QGIKDAAAALSQKCGVQLSVPISRSTDCSKIS

>CAM31909.1 Act d 8; pathogenesis related protein, PR-10, Bet v 1-like [Actinidia
deliciosa]
MGAITYDMEIPSSISAEKMFKAFVLDGDTIIPKALPHAITGVQTLEGDGGVGTIKLTTFG
EGSVHKSVKHRIDGLDKENFTYSYSIIEGGALDVFESISYHIKIVATPDGGCICKNRSIY
TPKCDAQVSEEEIKAGKERASGIFKKVEAYLLANPDC

>P85524.1 Act d 11; pathogenesis related protein, PR-10, Bet v 1-like [Actinidia
deliciosa]
MDLSGKMVKQVEILSDGIVFYEIFRYRLYLISEMSPVNIQGVDLLEGNWGTVGSVIFFKY
TIDGKEKTAKDIVEAIDEETKSVTFKIVEGDLMELYKTFIITVQVDTKGEHNSVTWTFHY
EKLKEDVEEPNTLMNFCIEITKDIETYHLK

>AAR92223.1 Act d 4; phytocystatin [Actinidia deliciosa]
MVPKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQAND
ELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV
>FG438715.1 Act d 9; profilin [Actinidia deliciosa]
MSWQTYVDDHLMCEIEGNYLTSAAITGQDGSIWAQSASFPQFKPEEITAIMNDFSEPGTL
APTGLYLGGTKYMVIQGEAGAVIRGKKGPGGVTVKKTNQALIIGIYDEP

>CAI38795.2 Act d 2; thaumatin-like [Actinidia deliciosa]
MSTFKSLSLSALLFIAFLFTCARGATFNIINNCPFTVWAAAVPGGGKRLDRGQNWIINPG
AGTKGARVWPRTGCNFDGAGRGKCQTGDCNGLLQCQAFGQPPNTLAEYALNQFNNLDFFD
ISLVDGFNVAMEFSPTSGGCTRGIKCTADINGQCPNELRAPGGCNNPCTVFKTDQYCCNS
GNCGLTNFSKFFKDRCPDAYSYPKDDQTSTFTCPAGTNYKVVFCP

>ABQ42566.1 Act d 2; thaumatin-like [Actinidia deliciosa]
ATFNIINNCPFTVWAAAVPGGGKRLDRGQNWIINPSAGTKGARVWPRTGCNFDGAGRGKC
QTGDCNGLLQCQAFGQPPNTLAEYALNQFNNLDFFDISLVDGFNVAMEFSPTSGGCTRGI
KCTADINGQCPNELRAPGGCNNPCTVFKTDQFCCNSGNCGLTNFSKFFKDRCPDAYSYPK
DDQTSTFTCPAGTNYKVVFCP

>COMPARE©0283 Act d 3; unknown function, partial from P85063.3 [Actinidia
deliciosa]

FTDGLMKNGNFELAP

>AGC39169.1 kiwellin [Actinidia eriantha]
MAQLSLLLLSLFLTLISLAPSGASISSCNGPCRDLNDCDGQLICIKGKCNDDPEVGTHIC
RGTTPSPQPGGCNPSGTLTCRGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ERYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AGC39170.1 kiwellin [Actinidia eriantha]
MAQLSLLLLSLFLTLISLAPSGASISSCNGPCRDLNDCDGQLICIKGKCNDDPQVGTHIC
RGTTPSPQPGGCNPSGTLTCRGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD
ERYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AGC39171.1 kiwellin [Actinidia eriantha]
MAQLSLLFLSLFLTLISLAPSGASISSCNGPCRDLNDCDGQLICIKGKCNDDPEVGTHIC
RGTTPSPQPGGCNPSGTLTCRGKSYPTYDCSPPVTSSTPAKLTNNDFSEGGDGGGPSECD



ERYHSNNERIVALSTGWYNGGSRCGKMIRITASNGKSVSAKVVDECDSRHGCDKEHAGQP
PCRNNIVDGSNAVWSALGLDKNVGVVDITWSMA

>AAC37218.1 Aed a 1; apyrase [Aedes aegypti]
MAGRPGYSAVIFLYVVSVAVIARATDNMPPNKDVSKLFPLTLIHINDLHARFEETNMKSN
ACTQKDQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKK
LKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTV
GKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDITVVLSHCSYEEDK
KIAAEAGDDIDVIVGAHSHSFLYSPDSKQPHDPKDKVEGPYPTIVESKNKRKIPIVQAKS
FGKYVGRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGET
KIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFATIQAGNFRNPIKVGKITNGDIIE
AAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKKIE
VMDYTNPKSDELKPLDKQAEYYIVVPSYLADGKDGFSAMKRATARRTGPLDSDVFKNYVE
KIKKVDNLKLGRVIVCKGSKCT

>P50635.2 Aed a 1; apyrase [Aedes aegypti]
MAGRPGYSEVIFLYVVSVAVIARATDNMPVNKDVSKLFPLTLIHINDLHARFEETNMKSN
VCTQKDQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKK
LKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTV
GKRKIGITIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDITVVLSHCSYEEDK
KIAAEAGDDIDVIVGAHSHSFLYSPDSKQPHDPKDKVEGPYPTLVESKNKRKIPIVQAKS
FGKYVGRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGET
MIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAITQAGNFRNPIKVGKITNGDITIE
AAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPVRSRVKKIE
VMDYTNPKSDKLKPLDKEAEYYIVVPSYLADGKDGFSAMKRATARRTGPLDSDVFKNYVE
KIKKVDNLKLGRVIVCKGSKCT

>COMPAREQ@87 Aed a 5; calcium-binding protein, sarcoplasmic calcium-binding protein,

partial from Q16XK7 [Aedes aegypti]
AFIDAHYQMMDINNDGLVSIEEYR

>COMPARE@88 Aed a 5; calcium-binding protein, sarcoplasmic calcium-binding protein,

partial from Q16XK7 [Aedes aegypti]
YQELYAQFMGNESDK

>COMPARE®89 Aed a 5; calcium-binding protein, sarcoplasmic calcium-binding protein,

partial from Q16XK7 [Aedes aegypti]
KVDDSYNQLVSDEDNK

>COMPAREQ90 Aed a 5; calcium-binding protein, sarcoplasmic calcium-binding protein,

partial from Q16XK7 [Aedes aegypti]
ALWDEISALADLDHDGK

>COMPAREQ@91 Aed a 5; calcium-binding protein, sarcoplasmic calcium-binding protein,

partial from Q16XK7 [Aedes aegyptil]
VDDSYNQLVSDEDNKR

>COMPAREQ86 Aed a 8; heat shock protein 70, partial [Aedes aegypti]

TETESFYEGDOFSETLTR

>COMPAREQ80 Aed a 8; heat shock protein 70, partial from Q1HR69 [Aedes

DVDEIVLVGGSTR

>COMPARE©®81 Aed a 8; heat shock protein 70, partial from Q1HR69 [Aedes

AKFEELNMDLFR

>COMPARE@82 Aed a 8; heat shock protein 70, partial from Q1HR69 [Aedes

ITPSYVAFTADGER

>COMPARE©@83 Aed a 8; heat shock protein 70, partial from Q1HR69 [Aedes

NQLTTNPENTVFDAKR

>COMPAREQ®84 Aed a 8; heat shock protein 70, partial from Q1HR69 [Aedes

aegypti]
aegypti]
aegypti]
aegypti]

aegypti]



DNHLLGKFDLTGIPPAPR

>COMPAREQ@85 Aed a 8; heat shock protein 70, partial from Q1HR69 [Aedes

KVTHAVVTVPAYFNDAQR

>COMPARE@92 Aed a 11; lysosomal aspartic protease, partial from Q©3168.

aegypti]
DPSAAEGGEIIFGGSDSNK

>COMPAREQ@93 Aed a 11; lysosomal aspartic protease, partial from Q03168.

aegypti]
QTFAEAINEPGLVFVAAK

>COMPAREQ@94 Aed a 11; lysosomal aspartic protease, partial from Q©3168.

aegypti]
SFDLEGADYVLR

>COMPAREQ95 Aed a 11; lysosomal aspartic protease, partial from Q03168.

aegypti]
YTGDFTYLSVDRK

>COMPAREQ96 Aed a 11; lysosomal aspartic protease, partial from Q©3168.

aegypti]
ECSFTNIACLMHNK

>COMPAREQ97 Aed a 11; lysosomal aspartic protease, partial from Q03168.

aegypti]
VVFDTGSSNLWVPSK

>COMPAREQ@98 Aed a 11; lysosomal aspartic protease, partial from Q©3168.

aegypti]
YYTEFDMGNDR

>COMPARE181 Aed a 6; porin, partial from Q1HR57 [Aedes aegyptil]

VTANNFALGYSTGDFVLHTNVNDGR

>AAB58417.1 Aed a 3; unknown function [Aedes aegypti]
MKPLVKLFLLFCLVGIVLSRPMPEDEEPVAEGGDEETTDDAGGDGGEEENEGEEHAGDED
AGGEDTGKEENTGHEDAGEEDAGEEDAGEEDAEKEEGEKEDAGDDAGSDDGEEDSTGGDE
GEANAEDSKGSEKNDPADTYRQVVALLDKDTKVDHIQSEYLRSALNNDLQSEVRVPVVEA
IGRIGDYSKIQGCFKSMGKDVKKVISEEEKKFKSCMSKKKSEYQCSEDSFAAAKSKLSPI
TSKIKSCVSSKGR

>ABF18122.1 Aed a 3; unknown function [Aedes aegypti]
MKPLVKLFLLFCLVGIVLSRPMPEDEEPVAEGGDDDASGESEGEEETTDDAGGDGGEEEN
EGEEHAGDKDAGGEDTGKEENTGHDDAGEEDAGEEDAGEEDAGEEDAGEEDAEKEEGEKE
DAGDDAGSDDGEEDSTGGDEGEDNAEDSKGSEKNDPADTYRQVVALLDKDTKVDHIQSEY
LRSALNNDLQSEVRVPVVEAIGRIGDYSKIQGCFKSMGKDVKKVISEEEKKFKSCMSKKK
SEYQCSEDSFAAAKSKLSPITSKIKSCVSSKGR

>P18153.2 Aed a 2; unknown function [Aedes aegyptil]
MKLPLLLAIVTTFSVVASTGPFDPEEMLFTFTRCMEDNLEDGPNRLPMLAKWKEWINEPV
DSPATQCFGKCVLVRTGLYDPVAQKFDASVIQEQFKAYPSLGEKSKVEAYANAVQQLPST
NNDCAAVFKAYDPVHKAHKDTSKNLFHGNKELTKGLYEKLGKDIRQKKQSYFEFCENKYY
PAGSDKRQQLCKIRQYTVLDDALFKEHTDCVMKGIRYITKNNELDAEEVKRDFMQVNKDT
KALEKVLNDCKSKEPSNAGEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQ
VYSKPAVQSQVMEIDGKQCPQ

aegypti]

2 [Aedes

N

[Aedes

N

[Aedes

N

[Aedes

N

[Aedes

N

[Aedes

N

[Aedes

>COMPARE211 Aed al 2; D7 like salivary odorant-binding protein, partial [Aedes

albopictus]
KSYFEFCENK

>COMPARE209 Aed al 2; D7 like salivary odorant-binding protein, partial from

P18153.2 [Aedes albopictus]



QSYFEFCENK

>COMPARE214 Aed al 2; D7 like salivary odorant-binding protein, partial from
P18153.2 [Aedes albopictus]

CMEDNLEDGPNR

>COMPARE216 Aed al 3; unknown function, partial from AAV90693.1 [Aedes albopictus]
VVAILDKDTK

>COMPARE217 Aed al 3; unknown function, partial from AAV90693.1 [Aedes albopictus]
VDNIQSEYLR

>COMPARE219 Aed al 3; unknown function, partial from AAV90693.1 [Aedes albopictus]
SALNNDLQSEVR

>E37396 beta-expansin [Agrostis alba]

YTTEGGTKAEAEDVIPEGWKADTSYE

>Q7M1X7 beta-expansin [Agrostis alba]

IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK

>Q7M1X9 beta-expansin [Agrostis alba]

IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK

>CAA76831.1 Aln g 4; calcium-binding protein, polcalcin [Alnus glutinosa]
MADDHPQDQAEHERIFKCFDANGDGKISASELGDALKTLGSVTPDEVKHMMAEIDTDGDG
FISFQEFTNFARANRGLVKDVAKIF

>AAB24432.1 Aln g 1; pathogenesis related protein, PR-10, Bet v 1-like [Alnus
glutinosa]

MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSTILKISNK
FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN

>P49148.1 Alt a 12; acidic ribosomal protein P1 [Alternaria alternata]
MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLL
LNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD

>CAA55071.2 Alt a 10; aldehyde dehydrogenase [Alternaria alternata]
MTSVKLSTPQTGEFEQPTGLFINNEFVKAVDGKTFDVINPSTEEVICSVQEATEKDVDIA
VAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGKAFSMAKNVDVPA
AAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIA
TGNTVVLKTAEQTPLSAYIACKLIQEAGFPPGVINVITGFGKIAGAAMSAHMDIDKIAFT
GSTVVGRQIMKSAAGSNLKKVTLELGGKSPNIVFADADLDEATHWVNFGIYFNHGQACCA
GSRIYVQEEIYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSG
ATIETGGNRKGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTT
YGLAAAVHTSNLTTAIEVANALRAGTVWVNSYNTLHWQLPFGGYKESGIGRELGEAALDN
YIQTKTVSIRLGDVLFG

>Q00002.2 Alt a 4; disulfide isomerase [Alternaria alternata]
ARDMTKQALPAVSEVTKDTLEEFKTADKVVLVAYFAADDKASNETFTSVANGLRDNFLFG
ATNDAALAKAEGVKQPGLVCTSPSTTARTSSPRPSMRTYPRLRKVASTPLIGEVGPETYA
GYMAAGIPLAYIFAETPEEREEFAKELKPLALKHKGEINFATIDAKSFGQHAGNLNLKVG
TWPAFAIQRTEKNEKFPTNQEAKITEKEIGKFVDDFLAGKIDPSIKSEPIPESNDGPVTV
VVAHNYKDVVIDNDKDVLVEFYAPWCGHCKALAPKYEELGQLYASDELSKLVTIAKVDAT
LNDVPDEIQGFLPSSLFPLARRMPQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDAT
ESAKASASSATDSAASAVSEGTETVKSGASVASDSASSAASEATKSVKSAASEVTNSASS
AASEASASASSVKDEL

>Q9HDT3.2 Alt a 6; enolase [Alternaria alternata]
MTITKIHARSVYDSRGNPTVEVDIVTETGLHRAIVPSGASTGSHEACELRDGDKSKWGGK
GVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMAIAK
AAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFS



EAMRQGAEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKATIEEAGYTGK
IKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPF
AEDDWEAWSYFFKTYDGQIVGDDLTVTNPEFIKKATELKSCNALLLKVNQIGTITEAIQA
AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE
LGDNAVYAGNNFRTAVNL

>Q6R4B4.1 Alt a 13; glutathione S-transferase [Alternaria alternata]
MSDKPSELAVQKLVLFAVKGTATSTHNTVRPLILLDELGVPHEIYVVDRVSAPWFTEINP
HRMVPVILEKSPDGRDTLRAWESTSTLMYIADAYDKDGTFGGRNVQESSDINNWLTLHTA
ALGPTAKYWLYFYKLHPEKLPKTIEKLRSNITVQYDILERRLNEPGQQYLAWLNEKFKRS
SYNRRHCYASLCYEKYRRVVRAGVKVAQTARVVCPYGGDTRRGVWPARKST

>P78983.2 Alt a 3; heat shock protein 70 [Alternaria alternata]
KTNKIVITNDKGRLSKEETERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS
KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE
GGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD

>AA091800.1 Alt a 8; mannitol dehydrogenase [Alternaria alternata]
MPITVPQATELKDLFSLKGKVVIVTGASGPTGIGTEAARGCAEYGADLAITYNSRAEGAE
KNAKEMSEKYGVKVKAYKCQVNEYAQCEKLVQDVIKDFGKVDVFIANAGKTADNGILDAT
VEQWNEVIQTDLTGTFNCARAVGLHFRERKTGSLVITSSMSGHIANFPQEQASYNVAKAG
CIHLAKSLANEWRDFARVNSISPGYIDTGLSDFVPQDIQKLWHSMIPMGRDAKATELKGA
YVYFASDASSYCTGSDLLIDGGYCVR

>POCOY4.2 Alt a 8; mannitol dehydrogenase [Alternaria alternata]
MPISVPQATELKDLFSLKGKVVIVTGASGPTGIGTEAARGCAEYGADLAITYNSRAEGAE
KNAKEMSEKYGVKVKAYKCQVNEYAQCEKLVQDVIKDFGKVDVFIANAGKTADNGILDAT
VEQWNEVIQTDLTGTFNCARAVGLHFRERKTGSLVITSSMSGHIANFPQEQASYNVAKAG
CIHLAKSLANEWRDFARVNSISPGYIDTGLSDFVPQDIQKLWHSMIPMGRDAKATELKGA
YVYFASDASSYCTGSDLLIDGGYCVR

>CAD38167.1 nuclear transport factor 2-like [Alternaria alternata]
MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE
IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV
YPAA

>P42037.1 Alt a 5; ribosomal protein P2 [Alternaria alternata]
MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE
KLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
>AAB48041.1 Alt a 5; ribosomal protein P2 [Alternaria alternata]
MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE
KLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
>AHZ97469.1 Alt a 15; serine protease [Alternaria alternata]
PQRQMDSAKEVPNSYMVVFKKHVKDASKHHDWVQSVHSKNNEERME LRKRSSQFPVTTEV
FDGLKHVYEMAGMKGYSGHFDDETIEAIRNHPDVDYIERDSEVHTLGHDEPEIEKNSPWG
LARISHRDSLSFGTWNKYLYAADGGEGVDVYVIDTGTNTKHVDFEGRAKWGKTIPNGDAD
EDGNGHGTHCSGTVAGKKYGVAKKAHVYAVKVLRSNGSGTMSDVVKGVEYAAKAHSDTVQ
AAKDGKKKGFKGSAANMSLGGGKSTTLDLAVNAAVDAGIHFAVAAGNDNADSCNYSPAAA
ENAVTVGASTLLDERAYFSNYGKCNDIFAPGLNILSTWIGSEHATNTISGTSMASPHIAG
LLAYMLSLQPAKDSAYAVADITPKKLKANLISVATVGALSDVPRNTKNILAWNGGGSSNY
TEIVEKGGYTVKKAAEKNEEESEFRITIPSLSEIEDDFEKAKESAGRNAHRVGGKLQHLE
AEIEDFIAEEMESMFEKVKERVASQKL

>AGS80276.1 Alt a 14; superoxide dismutase [Alternaria alternata]
MELHHSKHHQTYITNLNGLLKTQAEAVSTSDITSQVSIQQGIKFNAGGHINHSLFWQNLA
PASSNEAKISAAPELVKQIQATWGDEDKFKEAFSAALLGIQGSGWGWLIKTDMGKEQRLS
IVTTKDQDPVVGKGEVPIFGVDMWEHAYYLQYQNGKAAYVKNIWNVINWKTAEERYLGSR



ADAFSVLKASI

>ABI26088.1 translationally controlled tumor protein [Alternaria alternata]
MLIYKDILTGDEIISDSYNLKEIDGVVYEADCTKITVGGESFDTGANASAEEQEEGAEDS
AETKIDVVYSFRLNETGFDKKGYLTYLKGYMKAVKDGLKKKGADEATIKDFETKASGYAK
KIISNFKDYEFFTGESMNPDGMIVLLNYREDGVTPYVTVWKHGLEEMKV

>P42058.1 Alt a 7; unknown function [Alternaria alternata]
MAPKIAIVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSV
PVLEDPAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTL
GGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQP
SELELNIAQAQGKAFYEAVAKAHQ

>AAS75297.1 Alt a 1; unknown function [Alternaria alternata]
MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF
NIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLLKQKVSDDITYVA
TATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS

>3VOR_A Alt a 1; unknown function [Alternaria alternata]
MDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDH
KWYSCGENSFMDFSFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVA

DAYITLVTLPKSS

>AAB47552.1 Alt a 1; unknown function [Alternaria alternata]
MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF
NIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVSDDITYVA
TATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS

>AAM77471.1 Alt a 1; unknown function, partial [Alternaria alternata]
MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF
NIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVSDE

>COMPARE153 calcium-binding protein, polcalcin, partial [Amaranthus retroflexus]
MAAEDTPQDIADRERIFKRKETNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD
GFISFDEFTDFARANRGLVKDVSKIF

>AKV72168.1 Ama r 1; Ole e 1-like [Amaranthus retroflexus]
MAKCQAVFLLVGALCVLSLDDVAKAPVSQFHIQGLVYCDTCRIQFMTRISTIMEGATVKL
ECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDICEIELVKSPNSECSEVSHDVYAKQ
SAKVSLTSNNGEASDIRSANALGFMRKEPLEECPEVLKELDLYDVKAN

>ACP43298.1 Ama r 2; profilin [Amaranthus retroflexus]
MSWQAYVDDHLMCEIEGTTNHLTGAAILGLDGSVWAQSADFPQFKPDEIAAIVEDFDEPG
TLAPTGLHLGGTKYMVIQGEPGAVIRGKKGAGGICVKKTGQALVMGIYDEPVTPGQCNMI

VERLGDYLIEQGY

>AAX77684.1 Amb a 9; calcium-binding protein, polcalcin [Ambrosia artemisiifolia]
MAEEEDKAERDRIFGAFDANKDGKISSTELGESLKNLGSVSPEEVQTMMEELDTDGDGFI
SYEEFTDFYNANRGLMKDVGKIF

>AAX77685.1 Amb a 9; calcium-binding protein, polcalcin [Ambrosia artemisiifolia]
MAEDEDKAERDRIFGAFDANKDGKISSNELGEALKNLGSVSPEEVQTMMEELDTDGDGFI
SYEEFTDFYNANRGLMKDVGKIF

>AAX77686.1 Amb a 10; calcium-binding protein, polcalcin [Ambrosia artemisiifolia]
MAPENNKHSIFPTDKEEVTKIFNRFDTNGDGQISEDELFAILKSLGSDTSPDEVKRVMAE
IDADGDGFISLDEFILFCKGIESEGDEINDLKEAFKFYDQNNNGVISANELHQILGRLGE
NYSVESCADMIKSVDSDGDGFVDFEEFRKMMSRKGGDGAM

>AHA56102.1 Amb a 11; cysteine protease [Ambrosia artemisiifolia]
MEINKLVCFSFSLVLILGLVESFHYHERELESEEGFMGMYDRWREQHNIEMRSPERFNVF
KYNVRRIHESNKMDKPYKLKVNEFADMTNLEFVNTYANSKISHFQALRGSAPGSIDTDPN
KDFIYANVTKIPDKVDWREKNAVTDVKGQGGCGSCWAFAAVVALEGINAIRTGKLVKFSE



QQLVDCDMTNAGCDGGLMEPAFTYVIKHGGIAPEASYPYVGKRETCDKAKIKDVLKIDGR
QNVPGLDEEALRKAVAHQPVATGIQLSGHGLQFYSEGVYTGDCGTEPNHGVGIVGYGENE
KGIKFWTVKNSWGPTWGEKGYIHLQRGARKEGLCGVAMHSSFPIMNDPNPPKDDPNGPKD
DPDAPKDPKFKTTQRLQGIRTKLLEL

>CBJ24286.1 Amb a 4; defensin [Ambrosia artemisiifolia]
MAAGLLVFVLAFSEIASVKGKLCEKPSLTWSGKCKVKQTDKCDKRCIEWEGAKHGACHKR
DSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEG
GGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER

>CBK52317.1 Amb a 4; defensin [Ambrosia artemisiifolia]
MAAGLLVFVLAISEIASVKGKLCEKPSVTWSGKCKVKQTDKCDKRCIEWEGAKHGACHKR
DSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEG
GGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER

>CBK62693.1 Amb a 4; defensin [Ambrosia artemisiifolia]
MAAGLLVFVLAISEIASVKGKLCEKPSLTWSGKCKVKQTDKCDKRCIEWEGAKHGACHKR
DSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGER
>CBK62694.1 Amb a 4; defensin [Ambrosia artemisiifolia]
KLCEKPSLTWSGKCKVKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGP
PPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGDGGGEGGGEG
GGDGGGDGGGEGGGEGGGER

>CBK62695.1 Amb a 4; defensin [Ambrosia artemisiifolia]
KLCEKPSVTWSGKCKVKQTDKCDKRCIEWEGAKHGACHKRDSKASCFCYFDCDPTKNPGP
PPGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGEGGGEGGGGGEGGGEGGGGGEGGGEG
GGGGEGGGEGGGER

>CBK62697.1 Amb a 4; defensin [Ambrosia artemisiifolia]
KLCEKPSVTWSGNKVKQTDKCDKRCIEWEGAKHGACHKRDSKASCFCYFDCDPTKNPGPP
PGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGGRR

>CBK62698.1 Amb a 4; defensin [Ambrosia artemisiifolia]
MAAGLLVFVLAISEIASVKGKLCEKPSVTWSGKCKVKQTDKCDKRCIEWEGAKHGACHKR
DSKASCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGGEGGGEGGGER
>CBK62699.1 Amb a 4; defensin [Ambrosia artemisiifolia]
MAAGLLVFVLAISEIASVKGKLCEKPSVTWSGKCKVKQTDKCDKRCIEWEGAKHGACHKR
DSKASCFCYFDCDPTKNPGPPPGAPKGKVVKEVVVEGGGEGGGGGEGGGGEGGGER
>ANZ22900.1 Amb a 12; enolase [Ambrosia artemisiifolia]
MATIKAVKARQIFDSRGNPTVEVDITLSDGTLARAAVPSGASTGIYEALELRDGGSDYLG
KGVSKAVANVNTIIGPALVGKDPTDQTGIDNFMVQQLDGTQNEWGWCKQKLGANAILAVS
LAVCKAGASVLKTPLYKHTIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPIGA
SSFKEAMKMGVEVYHNLKSVIKKKYGQDATNVGDEGGFAPNIQENKEGLELLKTAIAKAG
YTDKVVIGMDVAASEFYGEKDKTYDLNFKEENNDGKEKISGEQLKDLYKSFVSEYPIVSI
EDPFDQDDWEHYAKMTAECGEQVQIVGDDLLVTNPTRVKKAIDEKTCNALLLKVNQIGSV
TESTEAVRMSKHAGWGVMASHRSGETEDTFIADLSVGLATGQIKTGAPCRSERLAKYNQL
LRIEEELGSEAVYAGANFRKPVEPY

>ANZ22901.1 Amb a 12; enolase [Ambrosia artemisiifolia]
MLFVDEIKVDITLSDGTLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVANVNTII
GPALVGKDPTDQTGIDNFMVQQLDGTQNEWGWCKQKLGANAILAVPLAVCKAGASVLKTP
LYKHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPIGASSFKEAMKMGVEVY
HNLKSVIKKKYGQDATNVGDEGGFAPNIQENKEGLELLKTATAKAGYTDKVVIGMDVAAS
EFYGEKDKTYDLNFKEENNDGKEKISGEQLKDLYKSFVSEYPIVSIEDPFDQDDWEHYAK
MTAECGEQVQIVGDDLLVTNPTRVKKAIDEKTCNALLLKVNQIGSVTESIEAVRMSKHAG
WGVMASHRSGETEDTFIADLSVGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYA
GANFRKPVEPY



>004004.1 Amb a 6; lipid transfer protein [Ambrosia artemisiifolia]
MDCIRILWSVAVGLLLVSWRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNL
NNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV
>P27759.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLLQPVRSAEDLQEILPVNETRRLTTSGAYNIIDGCWRGKADW
AENRKALADCAQGFGKGTVGGKDGDIYTVTSELDDDVANPKEGTLRFGAAQNRPLWIIFE
RDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNGVKNVITHNINMHDVKVNPGGLIK
SNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQ
FVLLFGAGDENIEDRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGS
ASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPV
LTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC

>P27760.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLLQPVRSAEDVEEFLPSANETRRSLKACEAHNIIDKCWRCKA
DWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWII
FKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNVKNIITHNINIHDIKVCPGGM
IKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHVTVSNCKFTQ
HQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNYDRWGTYAIG
GSSAPTILSQGNRFFAPDDITKKNVLARTGTGNAESMSWNWRTDRDLLENGAIFLPSGSD
PVLTPEQKAGMIPAEPGEAVLRLTSSAGVLSCHQGAPC

>P27761.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKQCCYILYFTLALVALLQPVRSAEGVGEILPSVNETRSLQACEALNIIDKCWRGKAD
WENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWITF
KNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIITHNINIHDVKVLPGGMI
KSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQ
SKATLLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGG
SSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDP
VLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC

>P28744.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLLQPVRSAEDLQQILPSANETRSLTTCGTYNIIDGCWRGKAD
WAENRKALADCAQGFAKGTIGGKDGDIYTVTSELDDDVANPKEGTLRFGAAQNRPLWITF
ARDMVIRLDRELAINNDKTIDGRGAKVEIINAGFATYNVKNITIHNIIMHDIVVNPGGLI
KSHDGPPVPRKGSDGDAIGISGGSQIWIDHCSLSKAVDGLIDAKHGSTHFTVSNCLFTQH
QYLLLFWDFDERGMLCTVAFNKFTDNVDQRMPNLRHGFVQVVNNNYERWGSYALGGSAGP
TILSQGNRFLASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPE
QNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC

>P27762.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLVQAGRLGEEVDILPSPNDTRRSLQGCEAHNIIDKCWRCKPD
WAENRQALGNCAQGFGKATHGGKWGDIYMVTSDQDDDVVNPKEGTLRFGATQDRPLWITF
QRDMIIYLQQEMVVTSDKTIDGRGAKVELVYGGITLMNVKNVITIHNIDIHDVRVLPGGRI
KSNGGPAIPRHQSDGDATIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHH
EKAVLLGASDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGG
SSNPTILSQGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDP
VLTAEQNAGMMQAEPGDMVPQLTMNAGVLTCSPGAPC

>AAA32669.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKQCCYILYFTLALVALLQPVRSAEGVGEILPSVNETRSLQACEALNIIDKCWRGKAD
WENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWITF
KNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIITHNINIHDVKVLPGGMI
KSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQ
SKATLLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGG
SSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDP



VLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC

>CBW30986.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLLQPVRSAEDLQEILPVNETRRLTTSGAYNIIDGCWRGKADW
AENRKALADCAQGFGKGTVGGKDGDIYTVTSDLDDDVANPKEGTLRFGAAQNRPLWIIFE
RDMVIRLDKEMVVNSDKTIDGRGAKVEITINAGFTLNGVKNVITHNINMHDVKVNPGGLIK
SNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQ
FVLLFGAGDENIEDRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGS
ASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPV
LTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC

>CBW30987.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLLQPVRSAEDVEEFLPSANETRRSLKACEAHNIIDKCWRCKA
DWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWII
FKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNVKNIITHNINIHDIKVCPGGM
IKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHVTVSNCKFTQ
HQFVLLLGADDTHYQDKGMLATVAFNMF TDHVDQRMPRCRFGFFQVVNNNYDRWGTYAIG
GSSAPTILSQGNRFFAPDDITKKNVLARTGTGNAESMSWNWRTDKDLLENGAIFLPSGSD
PVLTPEQKAGMIPAEPGEAVLRLTSSAGVLSCHQGAPC

>CBW30988.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKQCCYILYFTLALVALLQPVRSAEGVGEILPSVNETRSLQACEALNIIDKCWRGKAD
WENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWITF
KNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIITHNINIHDVKVLPGGMI
KSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQ
SKATLLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGG
SSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDP
VLTPVQSAGMIPAEPGEAAIKLTSSAGVLSCRPGAPC

>CBW30989.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKQCCYILYFTLALVALLQPVRSAEGVGEILPSVNETRSLQACEAYNIIDKCWRGKAD
WENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWITF
KNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIITHNINIHDVKVLPGGMI
KSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQ
SKATLLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGG
SSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDP
VLTPVQSAGMIPAEPGEAAIKLTSSAGVLSCRPGAPC

>CBW30990.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKQCCYILYFTLALVALLQPVRSAEGVGEILPSVNETRSLQACEAYNIIDKCWRGKAD
WENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWITF
KNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIITHNINIHDVKVLPGGMI
KSNDGPPIFRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQ
SKATLLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGG
SSAPTILCQGNRFLAPDDQMKKNVLARTGTGVAESMAWNWRSDKDLLENGAIFVTSGSDP
VLTPVQSAGMIPAEPGEAAIKLTSSAGVLSCRPGAPC

>CBW30991.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKQCCYILYFTLALVALLQPVRSAEGVGEILPSVNETRSLQACEALNIIDKCWRGKAD
WENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWITF
KNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIITHNINIHDVKVLPGGMI
KSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQ
SKATLLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGG
SSAPTILCQGNRFLAPDDQMKKNVLARTGTGVAESMAWNWRSDKDLLENGAIFVTSGSDP
VLTPVQSAGMIPAEPGEAAIKLTSSAGVLSCRPGAPC

>CBW30992.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]



MGIKQCCYILYFTLALVALLQPVRSAEGVGEILPSVNETRSLQACEAYNIIDKCWRGKAD
WENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWITF
KNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIITHNINIHDVKVLPGGMI
KSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQ
SKATLLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGG
SSAPTILCQGNRFLAPDDQMKKNVLARTGTGVAESMAWNWRSDKDLLENGAIFVTSGSDP
VLTPVQSAGMIPAEPGEAAIKLTSSAGVLSCRPGAPC

>CBW30993.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
CCYILYFTLALVILLQPVRSAEDLQQILPSVNETRSLTTCGTYNIIDGCWRGKADWAENR
KALADCAQGFAKGTIGGKDGDIYTVTSELDDDVANPKEGTLRFGAAQNRPLWITFARDMV
IRLDRELAINNDKTIDGRGAKVEIINAGFAIYNVKNIITHNITMHDIVVNPGGLIKCNDG
PPAPRKGSDGDAIGISGGSQIWIDHCSLSKAVDGLIDAKHGSTHFTVSNCLFTQHQYLLL
FWDFDERGMLCTVAFNKFTDNVDQRMPNLRHGFVQVVNNNYERWGSYALGGSAGPTILSQ
GNRFLASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGM
IPAEPGEAVLRLTSSAGVLSCQPGTPC

>CBW30994.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLVQAGRLGEEVDILPSPNDTRRSLQGCEAHNIIDKCWRCKPD
WAENRQALGDCAQGFGKATHGGKWGDIYMVTSDQDDDVVNPKEGTLRFGATQDRPLWITIF
QRDMIIYLQQEMVVTSDKTIDGRGAKVELVYGGITLMNVKNVITHNIDIHDVRVLPGGRI
KSNGGPAIPRHQSDGDATHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHH
EKAVLLGASDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGG
SSNPTILSQGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDP
VLTAEQNAGMMQAEPGDMVPQLTMNAGVLTCSPGAPC

>CBW30995.1 Amb a 1; pectate lyase [Ambrosia artemisiifolia]
MGIKHCCYILYFTLALVTLVQAGRLGEEVDILPSPNDTRRSLQGCEAHNIIDKCWRCKPD
WAENRQALGDCAQGFGKATHGGKWGDIYMVTSDQDDDVVNPKEGTLRFGATQDRPLWITF
QRDMIIYLQQEMVVTSDTTIDGRGAKVELVYGGITLMNVKNVITIHNIDIHDVRVLPGGRI
KSNGGPAIPRHQSDGDATIHVTGSSDVWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHH
EKAVLLGASDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGG
SSNPTILSQGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDP
VLTAEQNAGMMQAEPGDMVPQLTMNAGVLTCSPGAPC

>P00304.2 Amb a 3; plastocyanin [Ambrosia artemisiifolia]
GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFNFTTGEDSVAEVWREEAYHA
CDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR

>5EM1 A Amb a 8; profilin [Ambrosia artemisiifolial]
GSGSWQTYVDEHLMXDIEGTGQHLASAAIFGTDGNVWAXSSSFPEFXPDEINATIIKEFSE
PGALAPTGLFLAGAXYMVIQGEPGAVIRGXXGAGGICIXXTGQAMVFGIYEEPVNPGQCN
MVVERLGDYLVDQGM

>5EVO_A Amb a 8; profilin [Ambrosia artemisiifolial]
SGSWQTYVDEHLMXDIEGTGQHLASAATIFGTDGNVWAKSSSFPEFKPDEINATIIKEFSEP
GALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNM
VVERLGDYLVDQGM

>AAP15201.1 Amb a 8; profilin [Ambrosia artemisiifolia]
MSWQAYVDDHLMCEIEGNHLSAAATITGHDGVVWAQSATFPQVKPEEITGIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGAVIRGKKGPGGVTIKKTTMALITIGIYDEPMAPGQCNMIVE
RLGDYLLEQGF

>AAP15202.1 Amb a 8; profilin [Ambrosia artemisiifolia]
MSWQAYVDDHLMCEIEGNHLSAAATITGHDGVVWAQSATFPQVKPEEITGIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGAVIRGKKGPGGVTIKKTTMSLITIGIYDEPMTPGQCNMLVE
RPGDYLLEQGF



>AAP15203.1 Amb a 8; profilin [Ambrosia artemisiifolia]
MSWQAYVDEHLMCDIEGTGHHLTSAAILGHDGTVWAQSSNFPQFKPEEMKGIITEFDQAG
TLAPTGMFIAGAKYMVLQGEQGAVIRGKKGAGGICIKKTGQALVMGIYDEPVAPGQCNMV
VERLGDYLIDQGM

>AAX77687.1 Amb a 8; profilin [Ambrosia artemisiifolia]
MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG
ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV
VERLGDYLVDQGM

>AAX77688.1 Amb a 8; profilin [Ambrosia artemisiifolia]
MSWQTYVDEHLMCDIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAG
TLAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMV
VERLGDYLVDQGM

>P02878.1 Amb a 5; unknown function [Ambrosia artemisiifolia]
LVPCAWAGNVCGEKRAYCCSDPGRYCPWQVVCYESSEICSKKCGK

>AAA20065.1 Amb p 5; unknown function [Ambrosia psilostachya]
MNNEKNVSFEFIGSTDEVDEIKLLPCAWAGNVCGEKRAYCCSDPGRYCPWQVVCYESSEI
CSQKCGKMRMNVTKNTI

>AAA20067.1 Amb p 5; unknown function [Ambrosia psilostachya]
MNNEKNVSFEFIGSTDEVDEIKLLPCAWAGNVCGEKRAYCCSDPGRYCPWQVVCYESSKI
CSQKCGKMRMNVTKNTI

>AAA20064.1 Amb p 5; unknown function [Ambrosia psilostachya]
MNNEKNVSFEFIGSTNEVDEIKVMACYAAGSICGEKRGYCSSDPGRYCPWQVVCYESRKI
CAKNAAKMRMNVTKNTI

>AAA20066.1 Amb p 5; unknown function [Ambrosia psilostachya]
MNNEKNVSFEFIGSTNEVDEIKVMACYAAGSICGEKRGYSSSDPGRYCPWQVVCYESRKI
CAKNAAKMRMNVTKNTI

>AAA20068.1 Amb p 5; unknown function [Ambrosia psilostachya]
MNNEKNVSFEFIGSTNEVDEIKVMACYAAGSICGEKRGYCCTNPGRYCPWQVVCYESRKI
CAKNAAKMRMNVTKNTI

>P10414.2 Amb t 5; unknown function [Ambrosia trifida]
MKNIFMLTLFILITITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCV
CYDSKAICNKNCT

>AEK65120.1 arginine kinase [Amphioctopus fangsiao]
MAEELFKTLQNAKECHSLLKKHLTKERFDKLKGLKTKFGGTLADCIRSGCKNPDSGVGIY
ASDPDAYTVFAEVLDAVIMDYHKIDKVHHPIPDFGDVNNLNIGDLDPSGNMIVSTRVRVG
RSHDSFGFPPVLKKDDRIKMEQVSVEALKSLDGELAGSYFPLANMSADVQKQLTEDHFLF
NDSDRFLKAASGYDDWPIGRGIYFSENKTFLCWVNEEDHLRLISMQKGGNLGEVYKRLVS
AINKMEKKLNFAKKDNMGYLTFCPSNLGTTMRASVHIKIPKLSQRSDFKSICDKYNLQAR
GIHGEHTESVCGVYDISNKRRMGLTEYEAVTEMMRGVNEIIREETNST

>ALM30773.1 triosephosphate isomerase [Amphioctopus fangsiao]
MGRKFFVGGNWKLNGNKKSIDGITIEFMNAGPLNADTEVVVGPPSCYLEYVRSKLKGNIGV
AAQNCYKVPSGAFTGDISPAMIKDIGLRYVILGHSERRNVFGETDELIGEKIEHAVSEGL
IVIACIGEKLEEREAGKTEEVVFSQTKTITIKHTKDWSKVVIAYEPIWAIGTGKTATPEQA
QSVHASLRKFISENASKEIADNVRILYGGSVSAANCKELGQKPDIDGFLVGGASLKPDFV
KIVNARA

>AAN76862.1 Ana o 2; 11S globulin, glycinin, cupin [Anacardium occidentale]
LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAG
VALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRF
QDRHQKIRRFRRGDITIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAG
NPKDVFQQQQQHQSRGRNLFSGFDTELLAEAFQVDERLIKQLKSEDNRGGIVKVKDDELR



VIRPSRSQSERGSESEEESEDEKRRWGQRDNGIEETICTMRLKENINDPARADIYTPEVG
RLTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGN
RVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEV
LANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA

>AAL91665.1 Ana o 3; 2S albumin, conglutin [Anacardium occidentale]
MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV
QRGGRYNQRQESLRECCQELQEVDRRCRCONLEQMVRQLQQQEQIKGEEVRELYETASEL
PRICSISPSQGCQFQSSY

>AAM73729.1 Ana o 1; 7S globulin, vicilin-like [Anacardium occidentale]
PPTKFSFSLFLVSVLVLCLGFALAKIDPELKQCKHQCKVQRQYDEQQKEQCVKECEKYYK
EKKGREREHEEEEEEWGTGGVDEPSTHEPAEKHLSQCMRQCERQEGGQQKQLCRFRCQER
YKKERGQHNYKREDDEDEDEDEAEEEDENPYVFEDEDFTTKVKTEQGKVVLLPKFTQKSK
LLHALEKYRLAVLVANPQAFVVPSHMDADSIFFVSWGRGTITKILENKRESINVRQGDIV
SISSGTPFYIANNDENEKLYLVQFLRPVNLPGHFEVFHGPGGENPESFYRAFSWEILEAA
LKTSKDTLEKLFEKQDQGTIMKASKEQVRAMSRRGEGPKIWPFTEESTGSFKLFKKDPSQ
SNKYGQLFEAERIDYPPLEKLDMVVSYANITKGGMSVPFYNSRATKIAIVVSGEGCVEIA
CPHLSSSKSSHPSYKKLRARIRKDTVFIVPAGHPFATVASGNENLEIVCFEVNAEGNIRY
TLAGKKNIIKVMEKEAKELAFKMEGEEVDKVFGKQDEEFFFQGPEWRKEKEGRADE
>AAM73730.2 Ana o 1; 7S globulin, vicilin-like [Anacardium occidentale]
MGPPTKFSFSLFLVSVLVLCLGFALAKIDPELKQCKHQCKVQRQYDEQQKEQCVKECEKY
YKEKKGREREHEEEEEEWGTGGVDEPSTHEPAEKHLSQCMRQCERQEGGQQKQLCRFRCQ
ERYKKERGQHNYKREDDEDEDEDEAEEEDENPYVFEDEDFTTKVKTEQGKVVLLPKFTQK
SKLLHALEKYRLAVLVANPQAFVVPSHMDADSTIFFVSWGRGTITKILENKRESINVRQGD
IVSISSGTPFYIANNDENEKLYLVQFLRPVNLPGHFEVFHGPGGENPESFYRAFSWEILE
AALKTSKDTLEKLFEKQDQGTIMKASKEQIRAMSRRGEGPKIWPFTEESTGSFKLFKKDP
SQSNKYGQLFEAERIDYPPLEKLDMVVSYANITKGGMSVPFYNSRATKIAIVVSGEGCVE
IACPHLSSSKSSHPSYKKLRARIRKDTVFIVPAGHPFATVASGNENLEIVCFEVNAEGNI
RYTLAGKKNIIKVMEKEAKELAFKMEGEEVDKVFGKQDEEFFFQGPEWRKEKEGRADE
>023791.1 Ana c 2; bromelain, sulfhydryl protease [Ananas comosus]
MASKVQLVFLFLFLCAMWASPSAASRDEPNDPMMKRFEEWMAEYGRVYKDDDEKMRRFQI
FKNNVKHIETFNSRNENSYTLGINQFTDMTKSEFVAQYTGVSLPLNIEREPVVSFDDVNI
SAVPQSIDWRDYGAVNEVKNQNPCGSCWSFAATATVEGIYKIKTGYLVSLSEQEVLDCAV
SYGCKGGWVNKAYDFITISNNGVTTEENYPYLAYQGTCNANSFPNSAYITGYSYVRRNDER
SMMYAVSNQPIAALIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRN
SWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET
>Q94IN2.1 Ana ¢ 1; profilin [Ananas comosus]
MSWQAYVDDHLMCEIDGQHLSSAATILGHDSTVWAQSPNFPQFKPEEISATLNDFENPGSL
APTGLYLGGTKYMVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVE
RLGDYLLEQGF

>AGC60020.1 paramyosin [Anisakis pegreffii]
MSDTLYRSPSMAIRSSTADMGALTSMSVADLGSLTRLEDKIRLLQDDFESERELRNRIER
ERADLSVQLIALTDRLQDAECATDSQIESNRKREVELSKLRKLLEESQLENEDAMNVLRK
KHQDVCLDYTEQIEQLQKKNSKIDRERQRLQHEVIELTATIDQLQKDKHVAEKMAQKFEQ
QTIELSNKVEDLNKHVNDLAQQRQRLQAENSDLLAETHDQKVQLDNLQHVKYQLAQQLEE
SRRRLEDAERERSQMQAQLHQVQLELDSVRVALDEESAARVEAEHKLSLANTEITQWKSK
FDAEVALHHEEVEDLRKKMMQKQAEYEEQIEIMLQKVSQLEKAKARLQSEVEVLIVDLEK
AQNTIATILERAKEQLEKQVLEMKSRIDELLVELEAAQREARAALAELQKMKQLYEKAVEQ
KEALARENKKLQDDLHEANEALADANRKLHELDLENARLAGEIRDLQVALKESEAARRDA
EARAQRALAELQQVRIEMERRLQEKEEEMEALRKSMQFEIDRLTAALADAEARMKAETIAR
LRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQQTLDQYAL



AQRKISALSAELEECKTALDNATRARKQVEADLEEAHVRISDLTSINSNLTAIKNKLETE
LSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRKSLEEQVKQL
QVQIQEAEAAALLGGKRVIAKLETRIRDLEVALDEETRRHKETQSALRKKDRRIKEVQMQ
IDEEHKMFVMAQDTADRMLEKLNIQKRQLGEAEAMTMQNLQRVRRYQRELEDAEGRADQA
ESSLNLIRAKHRGTVAVGKATDVYVVEED

>COMPAREQ12 tropomyosin [Anisakis pegreffiil]
MDAIKKKMRKAMEIEKDNALDRADAAEEKVRQMTDKLERIEEELRDTQKKMMQTENDLDK
AQEDLSTANSNLEEKEKKVQEAEAEVAALNRRMTLLEEELERAEERLKLATDKLEEATHT
ADESERVRKVMENRSFQDEERANTVESQLKEAQMLAEEADRKYDEVARKLAMVEADLERA
EERAEAGENKIVELEEELRVDGNNLKSLEVSEEKALQREDSYEEQIRTVSARLKEAETRA
EFAERSVQKLQKEVDRLEDELVHEKERYKSISELDLLQELSGY

>AGC60026.1 unknown function [Anisakis pegreffii]
MVKNLPPSVREQCIESQIVIRNCKEKKYGENCAELIKQCVTITGAPPVTIGGSGQYRVAS
SLRDCIKKGGYMGYCKTFTTEENCIEWKDECAPSEAAEKKDENSLEVFPETFSQCFKSQV
VMQQCMSKGEEECSKIQKECVDAFGTPPVTYAANGAYQMAAPLHRCIENGGWMKMCSTIWI
NATICERWKQECSGDKDAELPPNFSQCIQTQMVMLQCNLKFGDKCKALQDECVAATDAPT
VDANPPIFTSKMNTCVKRKMAKGL

>AGC60027.1 unknown function [Anisakis pegreffii]
MVKNLPPSVREQCIESQIVIRDCEEKKYGENCAELIKQCVTITGAPPVTIGGSGQYRVAS
SLRDCIKKGGYMGYCSNFTTHENCIKWKDECAPSEAAEKKDENSLEVFPETFSQCFKSQV
VMQQCMSKGEEECLKIQKECVDAFGTPPVTSAANGAYQMAAPLHRCIENGGWMKMCSTIWI
NATICERWKQECSGDKDAELPPNFSQCIQTQMVMLQCNLKFGDKCKALQDECVAATDAPT
VDANPPIFTSKMIRCVKRKMAKGL

>AGC60028.1 unknown function [Anisakis pegreffii]
MVKNLPPSVREQCIESQIVIRDCEEKKYGENCAELIKQCVTITGAPPVTIGGSGQYRVAS
SLRDCIKKGGYMGYCSNFTTPENCIKWKDECAPSEAAEKTDENSLEVFPETFSQCFKSQV
VMQQCMSKGEEECLKIQKECVDAFGTPPVTSAANGAYQMAAPLHRCIENGGWMKMCSTIWI
NATICERWKQECSGDKDAELPPNFSQCIQTQMVMLQCNLKFGDKCKALQDECVAATDAPT
VDANPPIFTSKMNTCVKRKMAKGL

>CAK50389.1 Ani s 4; cysteine protease inhibitor [Anisakis simplex]
MQSRIVVAVVVFCCITILMQTEAGMLGGSSDVDVNDPEIKELAGKSIAKISAMINDGKPHE
LVKVVSAKKQVVAGDKYTLEILVKDGDHQDLCTVTIWQKKWENFEEVKVLKCDHQ
>Q9NJA9.1 Ani s 2; paramyosin [Anisakis simplex]
MSDTLYRSPSMAIRSSTADMGALTSMSVADLGSLTRLEDKIRLLQDDFESERELRNRIER
ERADLSVQLIALTDRLQDAECATDSQIESNRKREVELSKLRKLLEESQLENEDAMNVLRK
KHQDVCLDYTEQIEQLQKKNSKIDRERQRLQHEVIELTATIDQLQKDKHVAEKMAQKFEQ
QTIELSNKVEDLNKHVNDLAQQRQRLQAENSDLLAEIHDQKVQLDNLQHVKYQLAQQLEE
SRRRLEDAERERSQMQAQLHQVQLELDSVRVALDEESAARVEAEHKLSLANTEITQWKSK
FDAEVALHHEEVEDLRKKMMQKQAEYEEQIEIMLQKVSQLEKAKARLQSEVEVLIVDLEK
AQNTIATLERAKEQLEKQVLEMKSRIDELLVELEAAQREARAALAELQKMKQLYEKAVEQ
KEALARENKKLQDDLHEANEALADANRKLHELDLENARLAGEIRDLQVALKESEAARRDA
EARAQRALAELQQVRIEMERRLQEKEEEMEALRKSMQFEIDRLTAALADAEARMKAETIAR
LRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQQTLDQYAL
AQRKISALSAELEECKTALDNATRARKQAEADLEEAHVRISDLTSINSNLTAIKNKLETE
LSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRKSLEEQVKQL
QVQIQEAEAAALLGGKRVIAKLETRIRDLEVALDEETRRHKETQSALRKKDRRIKEVQMQ
IDEEHKMFVMAQDTADRMLEKLNIQKRQLGEAEAMTMQNLQRVRRYQRELEDAEGRADQA
ESSLNLIRAKHRGTVAVGKATDVYVVEED

>AAF75225.1 Ani s 2; paramyosin, partial [Anisakis simplex]
PRAAGELQKMKSLYEKAVEQKEALARENKKLQDELHEAKEALADANRKLHELDLENARLA



GEIRDLQTALKESDAARREAENRAQRLAADLQQLRIEMERRLQEKEEEMEALRKNMQFEI
DRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKIL
QASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRI
AELVSLTNNLTTIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQ
EHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLETALDEETRRH
KETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMANI
QRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ
>AGC60035.1 Ani s 1; serine protease inhibitor [Anisakis simplex]
MDKGTPCTQEGGVKPSVAWWHDDKTGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGA
CALGKKPAEDSNGEQLVCAGMREDKCPNGYQCKMMAFMGLCCPTKEEELFAREYEGVCKS
GKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCEQGKLFANCCK

>AGC60036.1 Ani s 1; serine protease inhibitor [Anisakis simplex]
MDKGTPCTQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGA
CALGKKPAEDSNGEQLVCAGMREDKCPNGYQCKMMAFMGLCCPTKEEELFAREYEGVCKS
GKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCEQGKLFANCCK

>BAF43535.1 Ani s 6; serine protease inhibitor [Anisakis simplex]
MFQSTFFLVLMVCVATARFANKDHCPPNEEYNECGNPCQEKCDNGEPVICTYQCEHRCFC
KQGYVRLTEDGECVPEEFCKPIHY

>BAF43534.1 Ani s 5; SXP/RAL-2 family protein [Anisakis simplex]
MKTLIVAALFCTIGMALADDTPPPPPFLAGAPQDVVKAFFELLKKDETKTDPEIEKDLDA
WVDTLGGDYKAKFETFKKEMKAKEAELAKAHEEAVAKMTPEAKKADAELSKIAEDDSLNG
IQKAQKIQAIYKTLPQSVKDELEKGIGPAVPQ

>BAF75681.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75704.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MRVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75705.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVADSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQATEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75706.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVPLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75707.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAYAALAQTFKDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75708.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFRDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75709.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FANDHPATKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS



>BAF75710.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FVNNHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75711.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAESTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELNKLNQQGQS

>BAF75712.1 Ani s 8; SXP/RAL-2 family protein [Anisakis simplex]
MKVLFFVAAVVAVSLAQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQ
FVNDHPATIKDAYEAEKKEVLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLA
AKHDKIVQTFESLPPAVKEELDKLNQQGQS

>Q9NAS5.1 Ani s 3; tropomyosin [Anisakis simplex]
MDAIKKKMQAMKIEKDNALDRADAAEEKVRQMTDKLERIEEELRDTQKKMMQTENDLDKA
QEDLSTANSNLEEKEKKVQEAEAEVAALNRRMTLLEEELERAEERLKLATAKLEEATHTA
DESERVRKVMENRSFQDEERANTVESQLKEAQMLAEEADRKYDEVARKLTMVEADLERAE
ERAETGENKIVELEEELRVVGNNLKSLEVSEEKALQREDSYEEQIRTVSARLKEAETRAE
FAERSVQKLQKEVDRLEDELVHEKERYKSISEELDQTFQELSGY

>AEQ28167.1 tropomyosin [Anisakis simplex]
MDAIKKKMQAMKIEKDNALDRADAAEGKVRQMTDKLERIEEELRDTQKKMMQTENDLDKA
QEDLSTANSNLEEKEKKVQEAEAEVAALNRRMTLLEEELERAEERLKLATXKLEEATHTA
DESERVRKVMENRSFQDEERANTVESQLKEXQMLAEEADRKYDEVARKLAMVEADLERAE
ERAEAGENKIVELEEELRVVGNNLKSLEVSEEKALQREDSYEEQIRTVSARLKEAETRAE
FAERSVQKLQKEVDRLEDELVHEKERYKSISEELDQTFQELSGY

>CAB58171.1 troponin C [Anisakis simplex]
MAEDIEEILAEIDGSQIEEYHKFFDMFDRGKQGYIMATQIGQIMHAMEQDFDEKQLRKLI
RKFDADGSGKLEFDEFCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALL
KEIADDLSDDQLEAAVDEIDEDGSGKIEFEEFWELMAGEAD

>Q7Z1K3.1 Ani s 1; serine protease inhibitor [Anisakis simplex]
MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL
SFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAGMREDKCPNG
YQCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPED
AKCERGKLFANCCK

>ABL77410.1 Ani s 7; unknown function [Anisakis simplex]
AKYGSQFCKNLLANCLSSTGATLPMQSPWQIPPVVSSCITSGMAKGTDHNKKDVMATCIQ
RYGADFCKNMVGSCAALTDVTLTSYGIGSVLPQVIVDCMTSEMSSPSIMWQCVQKYGTEF
CKKLLQDCSASTGASLSPQAPWLIPSVIAECMAKGMVNGGRQADDTMAICIQKYGIKFCN
ITGAACSVLTQVPFFPQLPGTVQQLPSELRACVRSETQKPNVMTKCVEKYGTEFCSSLLQ
SCSASTGAILPLREPWKIPHPTIADCMYAGMNPESKEDRGGIMSKCIRRYGFDFCKKMLES
CSALTSVQHDSRNTNYASLPQVLKDCMASEMDSPSVMFECVQRYGTPFCKGLLETCTEKT
RASLSPQAPWLIPTATAQCMRQGMNQGDEKKTLMSLCVRRYGADYCNNLAAACSVLTNLP
FFPQTPPSEQNLPPMMHKCLKSEMENPGIMSTCVQRYGTQFCKNLLNSCTASTGMHLPYD
APWKTIPEPTIAACMAQGMNGGDHKPKEDAMARCIRKYGVTYCNNMLASCSVLTNVNYDPSG
GQMPGILSECVTAETDEPSAMCQCVQKYGTEFCKKRLASCIASTGMNLPATTPWKLPPPV
ARCMQHGSPNDNRGQGQGSNDVMSQCIARYGAEFCQRLARFCYAMNSLQYPGETFDPQQQ
TPTQVARCMKSEMDSPSVMWHCVQKYGQEFCNKLAATCSTETNTPLPQQDPWRLPQPIIA
CMLGKMNNPNPTSKPQSVMSQCTARYGDDFCLSLGKACAELNNVPSSMISLSAQQLPQPV
SSCMKAEMNNPSALWQCIQQYGIEFCKKLRDACSAMTGASLSTTTPWILPQPVSNCMRNE
MNNPSAMWLCIQKYGIEFCNRLASACAMIKKVTMPTVTINLPEITASCVASENSQAMCYA
RKGPEQCKTEENICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQECVAG



TGAPPVTIGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVT
VAGGYRQLSPPMAVCVASQDLMTRCMTRLGQGTCQQAVKNCKRRFNTPSSRLPGRLWSLS
SELINCLYRPVNRASN

>ABV55106.1 Ani s 9; unknown function [Anisakis simplex]
MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQIEQW
VASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSATASNRALKVG
EKQRQLAAAFQALDPAVKAELQKEMQG

>BAJ78222.1 Ani s 11; unknown function [Anisakis simplex]
VGGPGPVISVDGKNVWEDANGMSELHGPGPVVSGSGIGRVFPPRSGQLPIGGPGPVVSGS
GIGGGANPPRFPVGGPGPIISGDGVNVWQKANSIPKLKDNAGQRQVNIPPPPFIRGPGPV
VSGSGIGEVGQVPIGGPGPVVSASGRVFPPLRGPLPIGGPGPVVSGSGIGRVFPPRSGQL
PIGGPGPVVSGSGIGQVFPPQSGQLPIGGPGPVVSGSGIGGGANPPRFPVGGPGPIISGD
GVNVWQKANSIPKLKGNANPPQLPVGGPGPVISVDGESVLQKEENSL

>AGC60029.1 Ani s 12; unknown function [Anisakis simplex]
MVKNLPPSVREQCIESQIVIRDCEKKKYGENCAELIKQCVTITGAPPVTIGGSGQYRVAS
SLRDCIKKGGYMGYCSNFTTHENCIKWKDECAPSEAAEKKDENSLEVFPETFSQCFKSQV
VMQQCMSKGEEECSKIQKECVDAFGTPPVTYAANGAYQMAAPLHRCIENGGWMKMCSTIWI
NATICERWKQECSGDKDAELPPNFSQCIQTQMVMLQCNLKFGDKCKALQDECVAATDAPT
VDANPPIFTSKMNTCVKRKMAKGL

>AGC60030.1 Ani s 12; unknown function [Anisakis simplex]
MVKNLPPSVREQCIESQIVIRDCEEKKYGENCAELIKQCVTITGAPPVTIGGSGQYRVAT
SLRDCIKKGGYMGYCKTFTTEENCIKWKDECAPSEAAEKTDENSLEVFPETFSQCFKSQV
VMQQCMNEGEEECSKIQKECVDAFGTPPVTYAANGAYQMAAPLHRCIENGGWMKMCSTIWI
NATICERWKQECSGDKDAELPPNFSQCIQTQMVMLQCNLKFGDKCKALQEECVAATDAPT
VDANPPIFTSKMIRCVKRKMAKGL

>AGC60031.1 Ani s 12; unknown function [Anisakis simplex]
MVKNLPPSVREQCIESQIVIRDCEEKKYGENCAELIKQCVTITGAPPVTIGGSGQYRVAS
SLRDCIKKGGYMGYCSNFTTHENCIKWKDECAPSEAAEKTDENSLEVFPETFSQCFKSQV
VMQQCMNKGEEECSKIQKECVDAFGTPPVTYAANGAYQMAAPLHRCIENGGWMKMCSTIWI
NATICERWKQECSGDKDAELPPNFSQCIQTQMVMLQCNLKFGDKCKALQDECVAATDAPT
VDANPPIFTSKMITCVKRKMAKGL

>BAT62430.1 Ani s 14; unknown function [Anisakis simplex]
MQVKCIAKYGEQFCSSMLSVCSSMLSIPWKNDSVQRLPPGIVGCAQTTDPVVQCRAKYSE
SFCNRLGAACSKVTGTDIPAFSRGGGEYRLPEAISQCIAQENIVAMCYASKCSQQCDGWR
VTCNINGGMAQLTPEQVTCFEKQSGLVALKTSCRTNPLNAQCRQIREPFETPKCTTAIPY
LKISQTVINGQIHVQQLVSGGMTGVQVSKTVETVIKT

>ACZ95445.1 Ani s 10; unknown function [Anisakis simplex]
MHLITALVLLLQLIHFITSSPIPQEVVGGPGPVVGGSGIGNVWEKANEQAAEQQNIGGPG
PVISGSGIGDVWNKANEPAEQQENIGGPGPVVSGSGIGNVWEKANEQAAHQQSIEGPGPV
VSGSGIGNVWEKANEQAAHQQSIEGPGPVVSGSGIGDVWNKANEQAAEQQNIGGPGPVIS
GSGIGNVWEKANEQAAEQQNIGVGGPGPVKSGSGIGNVWEETNEEAASMQA
>BAJ78220.1 Ani s 11; unknown function [Anisakis simplex]
MHSTAILLLVLQLSCYFAASFILPGGANPPRFPVGGPGPIISGDGVNVWQKANSIPKLKD
NAGQRQVNIPPPFIRGPGPVVSGSGIGEVGQIPIGGPGPVVSGSGIGQVFPPQSGQLPIG
GPGPVVSGSGIGGGANPPRFPVGGPGPIISGDGVNVWQKANSIPKLKDNAGQRQVNIPPP
FIRGPGPVVSGSGIGEVGQIPIGGPGPVVSGSGIGQVFPPQSGQLPIGGPGPVVSGSGIG
GGANPPRFPVGGPGPIISGDGVNVLQKANSIPKLKGNANPPQLPVGGPGPVISVDGESVL
QKEENSL

>BAJ78223.1 Ani s 12; unknown function [Anisakis simplex]
MLSHLWLTIQLCIVAVLSNSEREEFAFLCPVVKNLPPSVREQCIESQIVIRDCKEKKYGEN



CAELIKQCVTITGAPPVTIGGSGQYRVASSLRDCIKKGGYMGYCSNFTTHENCIKWKDEC
APSEAAEKKDENSLEVFPETFSQCFKSQVVMQQCMNEGEEECSKIEKECVDALGTPPVTT
AANGAYQMAAPLHRCIENGGWMKMCSTWINATICERWKQECSRDKDAEPPTNFSQCIQTQ
TVMLQCKLEFGDKCKALQEECVAATYAPTAYVDANPPIFTSETIRCVQRKMAKGL
>BAJ78221.1 Ani s 11; unknown function, partial [Anisakis simplex]
MHSTAILLLVLQLSCYFAASFILPGDHGLPVGGPGPVISVDGKNVWEDANGMSELHGPGP
VVSGSGIGRVFPPRSGQLPIGGPGPVVSGSGIGGGANPPRFPVGGPGPIISGDGVNVWQK
ANSIPKLKGNANPPQLPVGGPGPVISVDGESVLQKEENSL

>COMPARE221 Ano d 2; general odorant-binding protein, partial from Q7YT43
[Anopheles cracens]

NAVDYNELLK

>COMPARE223 Ano d 2; general odorant-binding protein, partial from Q7YT43
[Anopheles cracens]

ANTFYTCFLGTSSSPAFK

>Q7M1X6 Ant o 1; beta-expansin, partial [Anthoxanthum odoratum]
IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA

>Q7M1Y@ Ant o 1; beta-expansin, partial [Anthoxanthum odoratum]
IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA

>G37396 expansin, partial [Anthoxanthum odoratum]
YTTEGGKKVEAEDVIPEGWKADTSYE

>A59055 Api c¢ 1; phospholipase A2 [Apis cerana]
ITYPGTLWCGHGNVSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLS
CDCDDTFYDCLKNSGEKISSYFVGKMYFNLIDTKCYKLEHPVTGCGERTEGRCLRYTVDK
SKPKVYQWFDLRKY

>AAK@9361.1 Api c 1; phospholipase A2 [Apis cerana]
ITYPGTLWCGHGNVSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLS
CDCDDTFYDCLKNSGDKISSYFVGKMYFNLIDTKCYKLEHPVTGCGERTEGRCLRYTVDK
SKPKAYQWFDLRKY

>P01502.1 melittin [Apis dorsata]

GIGAILKVLSTGLPALISWIKRKRQE

>Q7M415.1 Api d 1; phospholipase A2 [Apis dorsata]
ITYPGTLWCGHGNVSSSPDELGRFKHTDSCCRSHDMCPDVMSAGESKHGLTNTASHTRLS
CDCDDKFYDCLKNSSDTISSYFVGEMYFNILDTKCYKLEHPVTGCGKRTEGRCLNYTVDK
SKPKVYQWFDLRKY

>Q5BLY5.1 Api m 3; acid phosphatase [Apis mellifera]
MSVIAILAMVVGVQAELKQINVIFRHGDRIPDEKNEMYPKDPYLYYDFYPLERGELTNSG
KMREYQLGQFLRERYGDFLGDIYTEESVSALSSFYDRTKMSLQLVLAALYPPNKLQQWNE
DLNWQPIATKYLRRYEDNIFLPEDCLLFTIELDRVLESPRGKYEFSKYDKLKKKLEEWTG
KNITTPWDYYYIYHTLVAEQSYGLTLPSWTNNIFPRGELFDATVFTYNITNSTPLLKKLY
GGPLLRIFTKHMLDVVSGTQKKKRKIYLFSGHESNIASVLHALQLYYPHVPEYSSSIIME
LHNIEGTHYVKIVYYLGIPSEARELQLPGCEVLCPLYKYLQLIENVIPSNEELICDKRFV
DESANNLSIEELDFVKLNLIRIAGTENK

>ACI25605.1 Api m 3; acid phosphatase [Apis mellifera]
MSVIAILAMVVGVQAELKQINVIFRHGDRIPDEKNEMYPKDPYLYYDFYPLERGELTNSG
KMREYQLGQFLRERYGDFLGDIYTEESVSALSSFYDRTKMSLQLVLAALYPPNKLQQWNE
DLNWQPIATKYLRRYEDNIFLPEDCLLFTIEFDRVLESPRGKYEFSKYDKLKKKLEEWTG
KNITTPWDYYYIYHTLVAEQSYGLTLPSWTNNIFPRGELFDATVFTYNITNSTPLLKKLY
GGPLLRIFTKHMLDVVSGTQKKKRKIYLFSGHESNIAAVLHALQLYYPHVPEYSSSIIME
LHNIEGTHYVKIVYYLGIPSEAGELQLPGCEVLCPLYKYLQLIENVIPSNEELICDKRFA
DESANNLSIEELDFVKLNLIRIAGTENK



>ABD51779.1 Api m 6; unknown function [Apis mellifera]
MSRLVLASFLLLAVFSMLVGGFGGFGGFGGLGGRGKCPSNEIFSRCDGRCQRFCPNVVPK
PLCIKICAPGCVCRLGYLRNKKKVCVPRSKCLPG

>NP_001119715.1 Api m 5; dipeptidyl peptidase [Apis mellifera]
MEVLVQLALLLVVHGSLVVLVAGKSVPRVIDQDLERYEPLEEEDHRGARVPFNLEETYDQ
SFRANSFNGTWKTDREILYSDNYVGDIRLFDVTTGSGTVLLDSSVTADFDKASVMFSFDN
SHVAIGHDYVNGFRYSIHQKCTVYNIKSRTFTDIANGDRIPLFKWSPTRNALIYVHKNDI
YYQVFFEGGSDTRRITNTGVPDIVFNGIPDWVYEEEVLGSPVAFWISPDGRHLAFATFND
TNVRDIVISKYGSPGNSRDQYPNEIRIKYPKAGTTNPFVSLSVIDLHDPSSKLIDLPPPV
DVVGADNVLYTANWRRDGEIVATWTNRVQNKAQLVLYDTKGNANNIYYEEETEGWLRIQP
PLYHDRYVIVAKLQDSGTKAGRFLHATRLEYRNGALVDETDLTPGTCEVISLLLVDHARA
RLYYLGTELGKPSHKNLYSVQLSGNEPPVCLSCDVLTPEGNRCTYAYAYFSTNGSHYALY
CAGPDPVFIATVNANHRQISIWEENRSLRRKLAARTQPIVKNFNVNANGYTNKVKLYLPP
DFDETKKYPLLITVYAGPNTIRITEEATYGFESYIVTNRSVIYGRIDGRGSAYKGSKMLF
EIYRRLGTVEIEDQITIITRTLQEKYSWIDSNRTGIWGWSYGGFSAAMVLATDAESVFKCG
ISVAPVTSWIYYDSLYTERFMGLPTPEDNQSGYNDTDVSRRVEGMRGKKYMLIHGTADDN
VHYQQTMMLNKALVNSDIMFQQQTYTDEAHALGNVFPHLYHTTDRFWANCLGYSH
>Q08169.1 Api m 2; hyaluronidase [Apis mellifera]
MSRPLVITEGMMIGVLLMLAPINALLLGFVQSTPDNNKTVREFNVYWNVPTFMCHKYGLR
FEEVSEKYGILQNWMDKFRGEEIAILYDPGMFPALLKDPNGNVVARNGGVPQLGNLTKHL
QVFRDHLINQIPDKSFPGVGVIDFESWRPIFRQNWASLQPYKKLSVEVVRREHPFWDDQR
VEQEAKRRFEKYGQLFMEETLKAAKRMRPAANWGYYAYPYCYNLTPNQPSAQCEATTMQE
NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY
KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV
KRIALNNNANDRLTVDVSVDQV

>ABF21077.1 Api m 10; icarapin [Apis mellifera]
MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS
FEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNK
IPEGANTTSTTKIIDGHVVTINETTYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEAD
SDVTTLPTLIGKNETSTQSSRSVESVEDFDNEIPKNQGDVLTA

>ABF21078.1 Api m 10; icarapin [Apis mellifera]
ERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQTHMKKVREQMAGILS
RIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETTYTDGSDDYSTLIRVRVIDVRPQN
ETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVESVEDFDNEIPKNQGDVLTA
>AHM25035.1 Api m 10; icarapin, partial [Apis mellifera]
FPGAHDEDSKEERMRPAPNLQGVWKASRISTTRYRRTKEMY

>AHM25036.1 Api m 10; icarapin, partial [Apis mellifera]
FPGAHDEDSKERTLPLPPRSSMDTW

>AHM25037.1 Api m 10; icarapin, partial [Apis mellifera]
FPGAHDEDSKEERKNVDTW

>AHM25038.1 Api m 10; icarapin, partial [Apis mellifera]
FPGAHDEDSKVL

>NP_001011564.1 Api m 11; major royal jelly protein [Apis mellifera]
MIRWLLLMYLGITCQGVTDIHSRNLTNSLKVIYEWKYIDYDFGSDEKRQAAIQSGDYNYT
MNYLLDTDQWGDKTFVIIMKFNGVPSSLNVITNKTGNGGPLLAPYPDWTWAKNENCSGIT
SAYKIEIDMCDRLWVLDSGLINNVRSVCPPQLLVFDLNTSQLLKQVKIPHDIAVNTTTEK
GALVTLSVQLLSCEVNGSTLVYIGDNEGFALITYNNSDNSFQRLTSSTFASDPRYTTFTI
NGESFTLQSGIFGMALSPLTQNLYYSALSSHNLNYVNTEQFVKSQYQANNVHYQGKENIL
WTQASAKGISDNGVLFFGLVGDTSLACWNENRLLDRRNIEVVAKNKETLQAITGLKVKRR
ISFILVHGFPLEYEYVLAVSNRIQKVIYGFDFNDVNFRILIANVNDLIKNTRCISP



>AAY21180.1 Api m 11; major royal jelly protein [Apis mellifera]
MSFNIWWLILYFSIVCQAKAHYSLRDFKANIFQVKYQWKYFDYNFGSDEKRQAAIQSGEY
NYKNNVPIDVDRWNGKTFVTILRNDGVPSSLNVISNKIGNGGPLLEPYPNWSWAKNQNCS
GITSVYRIAIDEWDRLWVLDNGISGETSVCPSQIVVFDLKNSKLLKQVKIPHDIAINSTT
GKRNVVTPIVQSFDYNNTWVYIADVEGYALITYNNADDSFQRLTSSTFVYDPRYTKYTIN
DESFSLQDGILGMALSHKTQNLYYSAMSSHNLNYVNTKQFTQGKFQANDIQYQGASDILW
TQASAKAISETGALFFGLVSDTALGCWNENRPLKRRNIEIVAKNNDTLQFISGIKITIKQI
SSNIYERQNNEYIWIVSNKYQKIANGDLNFNEVNFRILNAPVNQLIRYTRCENPKTNFFS
IFL

>CAA26038.1 Api m 4; melittin [Apis mellifera]
MKFLVNVALVFMVVYISYIYAAPEPEPAPEPEAEADAEADPEAGIGAVLKVLTTGLPALI
SWIKRKRQQG

>P00630.3 Api m 1; phospholipase A2 [Apis mellifera]
MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNKSSGPNELGRFKHT
DACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSADTISSYFVGKMY
FNLIDTKCYKLEHPVTGCGERTEGRCLHYTVDKSKPKVYQWFDLRKY

>XP_392204.2 platelet-derived growth factor/vascular endothelial growth factor,
PVF1-1like [Apis mellifera]
MPYSKCRTFLRFFAICSFSTCGLVMAQLEDTRYPDQRIVFPDRGRETANPALEGGPSGGG
IGELAKSIQLAKKISSINSRDDFLKLVKDVPKDISFFSSSSRMGETERSNAERPNQALCM
PELQTVPLLENEPSVIYYPTCTRIKRCGGCCTHSLLSCQPTATEIRNFEILVTILESSGK
LKYQGKRIVPIEEHTQCTCDCKIKETDCNKKQSYVPEECTCACNNVDEQKKCNESNIKMW
HPDLCSCFCRETQECSTGFYFDQNSCRCLQVPLSRTWFTSTKGSDYRFGQTQRPDNVPPV
ITALDSDDPRRKPKPDPE

>NP_001138311.1 unknown function [Apis mellifera]
MVVWLVLIATSSSVYLAEAAIPDPPNSKISTVNPSKLSTAVDCTGIIAFSATHASVDHAK
AVFAETLVDKGVGYVPQTGIFITNCPGLYQFSFAGYGSTDLRLTLKKKQNNSDSWRPVVG
TGAGGGANLILLEVDVGDQLAVFVDSGKISDGVTFSGYRIAKI

>NP_001035360.1 Api m 6; unknown function [Apis mellifera]
MSRLVLASFLLLAIFSMLVGGFGGFGGFGGLGGRGKCPSNEIFSRCDGRCQRFCPNVVPK
PLCIKICAPGCVCRLGYLRNKKKVCVPRSKCG

>CAD56944.1 Api m 12; vitellogenin [Apis mellifera]
MLLLLTLLLFAGTVAADFQHNWQVGNEYTYLVRSRTLTSLGDLSDVHTGILIKALLTVQA
KDSNVLAAKVWNGQYARVQQSMPDGWETEISDQMLELRDLPISGKPFQIRMKHGLIRDLI
VDRDVPTWEVNILKSTIVGQLQVDTQGENAVKVNSVQVPTDDEPYASFKAMEDSVGGKCEV
LYDIAPLSDFVIHRSPELVPMPTLKGDGRHMEVIKIKNFDNCDQRINYHFGMTDNSRLEP
GTNKNGKFFSRSSTSRIVISESLKHFTIQSSVTTSKMMVSPRLYDRQNGLVLSRMNLTLA
KMEKTSKPLPMVDNPESTGNLVYIYNNPFSDVEERRVSKTAMNSNQIVSDNSLSSSEEKL
KQDILNLRTDISSSSSSISSSEENDFWQPKPTLEDAPQNSLLPNFVGYKGKHIGKSGKVD
VINAAKELIFQIANELEDASNIPVHATLEKFMILCNLMRTMNRKQISELESNMQISPNEL
KPNDKSQVIKQNTWTVFRDAITQTGTGPAFLTIKEWIERGTTKSMEAANIMSKLPKTVRT
PTDSYIRSFFELLQNPKVSNEQFLNTAATLSFCEMIHNAQVNKRSIHNNYPVHTFGRLTS
KHDNSLYDEYIPFLERELRKAHQEKDSPRIQTYIMALGMIGEPKILSVFEPYLEGKQQMT
VFQRTLMVGSLGKLTETNPKLARSVLYKIYLNTMESHEVRCTAVFLLMKTNPPLSMLQRM
AEFTKLDTNRQVNSAVKSTIQSLMKLKSPEWKDLAKKARSVNHLLTHHEYDYELSRGYID
EKILENQNIITHMILNYVGSEDSVIPRILYLTWYSSNGDIKVPSTKVLAMISSVKSFMEL
SLRSVKDRETIISAAEKIAEELKIVPEELVPLEGNLMINNKYALKFFPFDKHILDKLPTL
ISNYIEAVKEGKFMNVNMLDTYESVHSFPTETGLPFVYTFNVIKLTKTSGTVQAQINPDF
AFIVNSNLRLTFSKNVQGRVGFVTPFEHRHFISGIDSNLHVYAPLKISLDVNTPKGNMQW
KIWPMKGEEKSRLFHYSVVPFVSNHDILNLRPLSMEKGTRPMIPDDNTSLALPKNEGPFR



LNVETAKTNEEMWELIDTEKLTDRLPYPWTMDNERYVKVDMYMNLEGEQKDPVIFSTSFD
SKVMTRPDTDSENWTPKMMAVEPTDKQANSKTRRQEMMREAGRGIESAKSYVVDVRVHVP
GESESETVLTLAWSESNVESKGRLLGFWRVEMPRSNADYEVCIGSQIMVSPETLLSYDEK
MDQKPKMDFNVDIRYGKNCGKGERIDMNGKLRQSPRLKELVGATSIIKDCVEDMKRGNKI
LRTCQKAVVLSMLLDEVDISMEVPSDALIALYSQGLFSLSEIDNLDVSLDVSNPKNAGKK
KIDVRAKLNEYLDKADVIVNTPIMDAHFKDVKLSDFGFSTEDILDTADEDLLINNVFYED
ETSCMLDKTRAQTFDGKDYPLRLGPCWHAVMTTYPRINPDNHNEKLHIPKDKSVSVLSRE
NEAGQKEVKVLLGSDKIKFVPGTTSQPEVFVNGEKIVVSRNKAYQKVEENEIIFEIYKMG
DRFIGLTSDKFDVSLALDGERVMLKASEDYRYSVRGLCGNFDHDSTNDFVGPKNCLFRKP
EHFVASYALISNQCEGDSLNVAKSLQDHDCIRQERTQQRNVISDSESGRLDTEMSTWGYH
HNVNKHCTIHRTQVKETDDKICFTMRPVVSCASGCTAVETKSKPYKFHCMEKNEAAMKLK
KRIEKGANPDLSQKPVSTTEELTVPFVCKA

>P81943.3 Api g 5; FAD-containing oxidase [Apium graveolens]
LPNPSGFVTCLSSISKSVYTPAINLKAVIADPVAKTAVVQAGATLGEVYYXIIYARVLWV
GNTTQKLEWIRSLHDYQSSFFPFFSA

>ACVO4796.1 Api g 2; lipid transfer protein [Apium graveolens]
MGVSKVATAVAVMLMVVVINHPAVVEGLTCGQVTGKLGGCLGYLKGGGYPSPACCGGVKG
LNSLAKTPADRKQACACLKTLAGSVKGINYGAASALPGKCGIRIPYPISPSTDCSRVN
>P86809.1 Api g 6; lipid transfer protein [Apium graveolens]
ATCSAVQLSPCLAAITKNTPPSAACCNKLKEQKPCLCGYLKDPNLKNYVNSPGARKTASS
CGVALKC

>P49372.1 Api g 1; pathogenesis related protein, PR-10, Bet v 1-like [Apium
graveolens]
MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD
GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF
HTKGDAVVPEENIKYANEQNTALFKALEAYLIAN

>P92918.1 Api g 1; pathogenesis related protein, PR-10, Bet v 1-like [Apium
graveolens]
MGVQKTVVEAPSTVSAEKMYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLG
EATEYTTMKQKVDVIDKAGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIY
NTKGDAVLPEDKIKEATEKSALAFKAVEAYLLANLQFLA

>AAD29409.1 Api g 4; profilin [Apium graveolens]
MSWQAYVDDHLMCEVEGNPGQTLTAAATIIGHDGSVWAQSSTFPQIKPEEIAGIMKDFDEP
GHLAPTGLYLGGAKYMVIQGEPNAVIRGKKGSGGVTIKKTGQALVFGVYDEPVTPGQCNV
IVERLGDYLIDQGL

>AAC63045.1 Ara h 3; 11S globulin, cupin [Arachis hypogaea]
RQQPEENACQFQRLNAQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRP
FYSNAPQEIFIQQGRGYFGLIFPGCPRHYEEPHTQGRRSQSQRPPRRLQGEDQSQQQRDS
HQKVHRFDEGDLIAVPTGVAFWLYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNTE
QEFLRYQQQSRQSRRRSLPYSPYSPQSQPRQEEREFSPRGQHSRRERAGQEEENEGGNIF
SGFTPEFLEQAFQVDDRQIVQNLRGETESEEEGAIVTVRGGLRILSPDRKRRADEEEEYD
EDEYEYDEEDRRRGRGSRGRGNGIEETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLN
LLTLRWLGPSAEYGNLYRNALFVAHYNTNAHSITYRLRGRAHVQVVDSNGNRVYDEELQE
GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQR
EQARQLKNNNPFKFFVPPSQQSPRAVA

>AAD47382.1 Ara h 3; 11S globulin, cupin [Arachis hypogaea]
MAKLLELSFCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEGGYIETWNPNN
QEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGR
RYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDLIAVPTGVAFWLYNDHDTDVVAVSLT
DTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRQSRRRSLPYSPYSPHSRPRREEREFR



PRGQHSRRERAGQEEEDEGGNIFSGFTPEFLEQAFQVDDRQIVQNLWGENESEEEGAIVT
VRGGLRILSPDGTRGADEEEEYDEDQYEYHEQDGRRGRGSRGGGNGIEETICTACVKKNI
GGNRSPHIYDPQRWFTQNCHDLNLLTILRWLGLSAEYGNLYRNALFVPHYNTNAHSITYAL
RGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANF
AGENSFIDNLPEEVVANSYGLPREQARQLKNNNPFKFFVPPFQQSPRAVA
>AAM46958.1 Ara h 3; 11S globulin, cupin [Arachis hypogaea]
MGKLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEGGYIETWNPNN
QEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGR
RHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDL IAVPTGVAFWMYNDHDTDVVAVSLT
DTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRRSLPYSPYSPQTQPKQEDREFSPRG
QHGRRERAGQEQENEGGNIFSGFTPEFLAQAFQVDDRQILQNLRGENESDEQGAIVTVRG
GLRILSPDRKRRQQYERPDEEEEYDEDEYEYDEEERQQDRRRGRGSRGSGNGIEETICTA
SFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTN
AHSITYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTD
SRPSTANLAGENSFIDNLPEEVVANSYGLPREQARQLKNNNPFKFFVPPSEQSLRAVA
>3C3V_A Ara h 3; 11S globulin, cupin [Arachis hypogaea]
ISFRQQPEENACQFQRLNAQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNAL
RRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQRPPRRLQEEDQSQQQ
QDSHQKVHRFNEGDLIAVPTGVAFWLYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAG
NHEQEFLRYQQQSRQSRRRSLPYSPYSPQSQPRQEEREFSPRGQHSRRERAGQEEEHEGG
NIFSGFTPEFLAQAFQVDDRQIVQNLRGENESEEQGAIVTVRGGLRILSPDRKRGADEEE
EYDEDEYEYDEEDRRRGRGSRGSGNGIEETICTATVKKNIGRNRSPDIYNPQAGSLKTAN
ELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEE
LQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSTANLAGENSVIDNLPEEVVANSYG
LPREQARQLKNNNPFKFFVPPSQQSPRAVA

>AAM93157.1 Ara h 3; 11S globulin, cupin, partial [Arachis hypogaea]
NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEGGYIETWNP
NNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQ
GRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDL IAVPTGVAFWMYNDHDTDVVAVS
LTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRRS

>ABI17154.1 Ara h 3; 11S globulin, cupin [Arachis hypogaea]
MAKLLALSLCFCVLVLGASSVTFRQGGEENECQFQRLNAQRPDNRIESEGGYIETWNPNN
QEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEEPAQEGR
RYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDTDVVTVT
LSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQENEGSNI
FSGFAQEFLQHAFQVDRQTVENLRGENEREEQGAIVTVKGGLRILSPDEEDESSRSPPSR
REEFDEDRSRPQQRGKYDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSV
NELDLPILGWLGLSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDE
ELQEGHVLVVPQNFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSY
RLPREQARQLKNNNPFKFFVPPFDHQSMREVA

>ACH91862.1 Ara h 3; 11S globulin, cupin [Arachis hypogaea]
MAKLLELSFCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEGGYIETWNPNN
QEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGR
RYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDLIAVPTGVAFWLYNDHDTDVVAVSLT
DTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRQSRRRSLPYSPYSPQSQPRQEEREFS
PRGQHSRRERAGQEEENEGGNIFSGFTPEFLAQAFQVDDRQIVQNLRGENESEEQGAIVT
VRGGLRILSPDRKRGADEEEEYDEDEYEYDEEDRRRGRGSRGSGNGIEETICTATVKKNI
GRNRSPDIYNPQAGSLKTANELNLLTLRWLGLSAEYGNLYRNALFVPHYNTNAHSITYAL
RGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANL
AGENSVIDNLPEEVVANSYGLPREQARQLKNNNPFKFFVPPSQQSPRAVA



>ADQ53859.1 Ara h 3; 11S globulin, cupin [Arachis hypogaea]
MAKLLALSLCFCVLVLGASSVTFRQGGEENECQFQRLNAQRPDNRIESEGGYIETWNPNN
QEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEEPAQEGR
RYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDTDVVTVT
LSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQENEGSNI
FSGFAQEFLQHAFQVDRQTVENLRGENEREEQGAIVTVKGGLRILSPDEEDESSRSPPNR
REEFDEDRSRPQQRGKYDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSV
NELDLPILGWLGLSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDE
ELQEGHVLVVPQNFAVAAKAQSENYEYLAFKTDSRPSTIANQAGENSIIDNLPEEVVANSY
RLPREQARQLKNNNPFKFFVPPFDHQSMREVA

>AAD56337.1 Ara h 6; 2S albumin, conglutin [Arachis hypogaea]
AHASAMRRERGRQGDSSSCERQVDGVNLKPCEQHIMQRIMGEQEQYDSYNFGSTRSSDQQ
QRCCDELNEMENTQRCMCEALQQIMENQCDGLQDRQMVQHFKRELMNLPQQCNFGAPQRC
DLDVSGGRC

>AAD56719.1 Ara h 7; 2S albumin, conglutin [Arachis hypogaea]
MMVKLSILVALLGALLVVASATRWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEH
MRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRCCNELNRFQNNQRCMCQALQQI
LQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRPL

>AAK96887.1 Ara h 2; 2S albumin, conglutin [Arachis hypogaea]
MAKLTILVALALFLLAAHASARQQWELQGDRRCQSQLERANLRPCEQHLMQKIQRDEDSY
ERDPYSPSQDPYSPSPYDRRGAGSSQHQERCCNELNEFENNQRCMCEALQQIMENQSDRL
QGRQQEQQFKRELRNLPQQCGLRAPQRCDLDVESGG

>AAL37561.1 Ara h 6; 2S albumin, conglutin [Arachis hypogaea]
AKSTILVALLALVLVAHASAMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQ
YDSYDIRSTRSSDQQQRCCDELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKREL
MNLPQQCNFRAPQRCDLDVSGGRC

>AAN77576.1 Ara h 2; 2S albumin, conglutin [Arachis hypogaea]
MAKLTILVALALFLLAAHASARQQWELQGDRRCQSQLERANLRPCEQHLMQKIQRDEDSY
GRDPYSPSQDPYSPSQDPDRRDPYSPSPYDRRGAGSSQHQERCCNELNEFENNQRCMCEA
LQQIMENQSDRLQGRQQEQQFKRELRNLPQQCGLRAPQRCDLEVESGGRDRY
>AAM78596.1 Ara h 2; 2S albumin, conglutin [Arachis hypogaea]
LTILVAPALFLLAAHASARQQWELQGDRRCQSQLERANLRPCEQHLMQKIQRDEDSYGRD
PYSPSQDPYSPSQDPDRRDPYSPSPYDRRGAGSSQHQERCCNELNEFENNQRCMCEALQQ
IMENQSDRLQGRQQEQQFKRELRNLPQQCGLRAPQRCDLEVESGGRDRY

>Q647G9.1 Ara h 6; 2S albumin, conglutin [Arachis hypogaea]
MAKSTILVALLALVLVAHASAMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQE
QYDSYDIRSTRSSDQQQRCCDELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRE
LMNLPQQCNFRAPQRCDLDVSGGRC

>ABW17159.1 Ara h 7; 2S albumin, conglutin [Arachis hypogaea]
MVKLSILVALLGALLVVASATRWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHI
RQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQIL
QNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSSRTPY

>1W2Q A Ara h 6; 2S albumin, conglutin [Arachis hypogaea]
GPMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRC
CDELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLD
VSGGRCS

>ACN62248.1 Ara h 2; 2S albumin, conglutin [Arachis hypogaea]
MLTILVALALFLLAAHASARQQWELQGDRRCQSQLERANLRPCEQHLMQKIQRDEDSYER
DPYSPSQDPYSPSPYDRRGAGSSQHQERCCNELNEFENNQRCMCEALQQIMENQSDRLQG
RQQEQQFKRELRNLPQQCGLRAPQRCDLDVESGGRDRY



>Q647G8 Ara h 7; 2S albumin, conglutin [Arachis hypogaea]
MVKLSILVALLGALLVVASATRWDPDRGSRGLRWDAPSRGDDQCQRQLQRANLRPCEEHI
RQRVEQEQEQEQDEYPYSQRGSRGRRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQIL
QNQSFRFQQDRSQLHQNGEGAQELAPELRVQVTKPLRP

>P43237.1 Ara h 1; 7S globulin, vicilin [Arachis hypogaea]
MRGRVSPLMLLLGILVLASVSATQAKSPYRKTENPCAQRCLQSCQQEPDDLKQKACESRC
TKLEYDPRCVYDTGATNQRHPPGERTRGRQPGDYDDDRRQPRREEGGRWGPAEPRERERE
EDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSEVREETSRNNPFYFPSRRFSTRY
GNQNGRIRVLQRFDQRSKQFQNLQNHRIVQIEARPNTLVLPKHADADNILVIQQGQATVT
VANGNNRKSFNLDEGHALRIPSGFISYILNRHDNQNLRVAKISMPVNTPGQFEDFFPASS
RDQSSYLQGFSRNTLEAAFNAEFNEIRRVLLEENAGGEQEERGQRRRSTRSSDNEGVIVK
VSKEHVQELTKHAKSVSKKGSEEEDITNPINLRDGEPDLSNNFGRLFEVKPDKKNPQLQD
LDMMLTCVEIKEGALMLPHFNSKAMVIVVVNKGTGNLELVAVRKEQQQRGRREQEWEEEE
EDEEEEGSNREVRRYTARLKEGDVFIMPAAHPVAINASSELHLLGFGINAENNHRIFLAG
DKDNVIDQIEKQAKDLAFPGSGEQVEKLIKNQRESHFVSARPQSQSPSSPEKEDQEEENQ
GGKGPLLSILKAFN

>P43238.1 Ara h 1; 7S globulin, vicilin [Arachis hypogaea]
MRGRVSPLMLLLGILVLASVSATHAKSSPYQKKTENPCAQRCLQSCQQEPDDLKQKACES
RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDDRRQPRREEGGRWGPAGP
REREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETSRNNPFYFPSR
RFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHADADNILVIQQ
GQATVTVANGNNRKSFNLDEGHALRIPSGFISYILNRHDNQNLRVAKISMPVNTPGQFED
FFPASSRDQSSYLQGFSRNTLEAAFNAEFNEIRRVLLEENAGGEQEERGQRRWSTRSSEN
NEGVIVKVSKEHVEELTKHAKSVSKKGSEEEGDITNPINLREGEPDLSNNFGKLFEVKPD
KKNPQLQDLDMMLTCVEIKEGALMLPHFNSKAMVIVVVNKGTGNLELVAVRKEQQQRGRR
EEEEDEDEEEEGSNREVRRYTARLKEGDVFIMPAAHPVAINASSELHLLGFGINAENNHR
IFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEKLIKNQKESHFVSARPQSQSQSPSSPEKE
SPEKEDQEEENQGGKGPLLSILKAFN

>ADQ53858.1 Ara h 1; 7S globulin, vicilin [Arachis hypogaea]
MRGRVSPLMLLLGILVLASVSATHAKSSPYQKKTENPCAQRCLQSCQQEPDDLKQKACES
RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDDRRQPRREEGGRWGPAGP
REREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETSRNNPFYFPSR
RFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHADADNILVIQQ
GQATVTVANGNNRRALILTRAMHSESHPFHFLHLDDMTPELRVAKSHAVNTPGQFEDFFP
ASSRDQSSYLQGFSRNTLEAAFNAEFNETIRRVLLEENAGGEQEERGQRRWSTRSSENNEG
VIVEVSKEHVEELTKHAKSVSKKGSEEEGDITNPINLREGEPDLSDNFGRLFEVKPDKKN
PQLQDLDMMLTCVEIKEGALMLPHFNSKAMVIVVINKGTGNLELVAVRKEQQQRGRREQE
WEEEEEDEEEEGSNREVRRYTARLKEGDVFIMPAAHPVAINASSELHLLGFGINAENNHR
IFLAGDKDNVVDQIEKQAKDLAFPGSGEQVEKLIKNQRESHFVSARPQSQSPSSPEKEDQ
EEENQGGKGPLLSILKAFN

>AATO0594.1 Ara h 1; 7S globulin, vicilin, partial [Arachis hypogaea]
GNTLEAAFNAEFNEIRRVLLEENAGGEQEERGQRRRSTRSSDNEGVIVKVSKEHVQELTK
HAKSVSKKGSEEEDITNPINLRDGEPDLSNNFGRLFEVKPDKKNPQLQDLDMMLTCVEIK
EGALMLPHFNSKAMVIVVVNKGTGNLELVAVRKEQQQRGRREQEWEEEEEDEEEEGSNRE
VRRYTARLKEGDVFIMPAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEK
QAKDLAFPGSGEQVEKLIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILK
AFN

>AATOO595.1 Ara h 1; 7S globulin, vicilin, partial [Arachis hypogaea]
LEAAFNAEFNEIRRVLLEENAGGEQEERGQRRWSTRSSENNEGVIVKVSKEHVEELTKHA
KSVSKKGSEEEGDITNPINLREGEPDLSNNFGKLFEVKPDKKNPQLQDLDMMLTCVEIKE



GALMLPHFNSKAMVIVVVNKGTGNLELVAVRKEQQQRGRREEEEDEDQEEEGSNREVRRY
TARLKEGDVFIMPAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKD
LAFPGSGEQVEKLIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN
>AATO0596.1 Ara h 1; 7S globulin, vicilin, partial [Arachis hypogaea]
GFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHADADNILVIQQGQATVTVANGNNRKSFN
LDEGHALRIPSGFISYILNRHDNQNLRVAKISMPVNTPGQFEDFFPASSRDQSSYLQGFS
RNTLEAAFNAEFNEIRRVLLEENAGGEQEERGQRRWSTRSSENNEGVIVKVSKEHVEELT
KHAKSVSKKGSEEGDITNPINLREGEPDLSNNFGKLFEVKPDKKNPQLQDLDMMLTCVETI
KEGALMLPHFNSKAMVIVVVNKGTGNLELVAVRKEQQQRGRREEEEDEDEEEEGSNREVR
RYTARLKEGDVFIMPAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQA
KDLAFPGSGEQVEKLIKNQKESHFVSARPQSQSQSPSSPEKESPEKEDQEEENQGGKGPL
LSTLKAFN

>3S7E_A Ara h 1; 7S globulin, vicilin, partial [Arachis hypogaea]
MSRNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPK
HADADNILVIQQGQATVTVANGNNRKSFNLDEGHALRIPSGFISYILNRHDNQNLRVAKI
SMPVNTPGQFEDFFPASSRDQSSYLQGFSRNTLEAAFNAEFNEIRRVLLEENAGGEQEER
GQRRWSTRSSENNEGVIVKVSKEHVEELTKHAKSVSKKGSEEEGDITNPINLREGEPDLS
NNFGKLFEVKPDKKNPQLQDLDMMLTCVEIKEGALMLPHFNSKAMVIVVVNKGTGNLELV
AVRKEQQQRGRREEEEDEDEEEEGSNREVRRYTARLKEGDVFIMPAAHPVAINASSELHL
LGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEKLIKNQKESHFVSAR
>AAB22817.1 agglutinin [Arachis hypogaea]
MKPFCVFLTFFLLLAASSKKVDSAETVSFNFNSFSEGNPAINFQGDVTVLSNGNIQLTNL
NKVNSVGRVLYAMPVRIWSSATGNVASFLTSFSFEMKDIKDYDPADGIIFFIAPEDTQIP
AGSIGGGTLGVSDTKGAGHFVGVEFDTYSNSEYNDPPTDHVGIDVNSVDSVKTVPWNSVS
GAVVKVTVIYDSSTKTLSVAVTNDNGDITTIAQVVDLKAKLPERVKFGFSASGSLGGRQI
HLIRSWSFTSTLITTTRRSIDNNEKKIMNMASA

>B3EWP3.1 Ara h 12; defensin [Arachis hypogaea]
KTVAGFCIFFLVLFLAQEGVVKTEAKLCNHLADTYRGPCFTNASCDDHCKNKEHFVSGTC
MKMACWCAHNC

>B3EWP4.1 Ara h 13; defensin [Arachis hypogaea]
VQKRTIIMEKKMAGFCIFFLILFLAQEYGVEGKECLNLSDKFKGPCLGSKNCDHHCRDIE
HLLSGVCRDDFRCWCNRKC

>COHJZ1.1 Ara h 13; defensin [Arachis hypogaea]
MEKKMAGFCIFFLVLFLAQEYGVEGKVCLNLSDKFKGPCLGTKNCDHHCRDIEHLLSGVC
RDDFRCWCNRNC

>ABX56711.1 Ara h 9; lipid transfer protein [Arachis hypogaea]
MASLKFAFVMLVCMAMVGAPMVNATISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLG
ALRTTADRQAACNCLKAAAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF
>ABX75045.1 Ara h 9; lipid transfer protein [Arachis hypogaea]
LSCGQVNSALAPCITFLTKGGVPSGPCCSGVRGLLGAAKTTADRQAACNCLKAAAGSLHG
LNQGNAAALPGRCGVSIPYKISTSTNCATIKF

>AAU21500.1 Ara h 10; oleosin [Arachis hypogaea]
MTDRTQPHAVQVHTTAGRFGDTAAGTNRYADRGPSTSKVIAVITGLPIGGTLLLFAGLAL
AGTLLGLAVTTPLFILFSPVIVPATIVVGLSVAGFLTSGACGLTGLSSFSWVMNYIRQTH
GSVPEQLEMAKHRMADVAGYVGQKTKDVGQ

>AAZ20276.1 Ara h 11; oleosin [Arachis hypogaea]
MAEALYYGGRQRQEQPRSTQLVKATTAVVAGGSLLILAGLVLAGTVIGLTTITPLFVIFS
PVLVPAVITVALLGLGFLASGGFGVAAITVLTWIYRYVTGKHPPGANQLDTARHKLMGKA
REIKDFGQQQTSGAQAS

>AAU21499.2 Ara h 10; oleosin [Arachis hypogaea]



MTDRTQPHTVQVHTTAGRFGDTAAGTNRYPDRGPSTSKVIAVITGLPIGGTLLLFAGLAL
AGTLLGLAVTTPLFILFSPVIVPAITVVGLSVAGFLTSGACGLTGLSSFSWVMNYIRQTH
GSVPEQLEMAKHRMADVAGYVGQK TKDVGQKTKEVGQEIQTKAQDSKRT
>Q45W86 Ara h 11; oleosin [Arachis hypogaea]
MAEALYYGGRQRQDQPRSTQLVKATTAVVAGGSLLILAGLVLAATVIGLTTITPLFVIFS
PVLVPAVITVALLGLGFLASGGFGVAAITVLTWIYRYVTGKHPPGANQLDTARHKLMSKA

REIKDYGQQQTSGAQAS

>AAU21501.1 Ara h 15; oleosin [Arachis hypogaea]
MSDQTRTGYGGGGSYGSSYGGGGTYGSSYGTSYDPSTNQPIRQAIKFMTASTIGVSFLIL
SGLILTGTVIGLIIATPLLVIFSPILVPAAITLALAAGGFLFSGGCGVAATAALSWLYSY

VTGKHPAGSDRLDYAKGVIADKARDVKDRAKDYAGAGRAQEGTPGY

>COMPARE©0285 Ara h 14;
RGYDVSGGGVKTFLPDR
>COMPARE©0287 Ara h 14;
QVHGTTVPDQLDSAK
>COMPARE©0284 Ara h 14;
RGYDVSGGGIKTLLPER
>COMPARE©0286 Ara h 14;
QVHGTTVPDQLDSVK
>COMPARE©0338 Ara h 14;
hypogaea]
ATATDRAPHQVQVHTPTTQR
>COMPARE©0281 Ara h 14;
hypogaea]

MADMADYVGQK

oleosin,
oleosin,
oleosin,
oleosin,

oleosin,

oleosin,

partial from Q9AXIO.1 [Arachis hypogaea]

partial from
partial from
partial from

partial from

partial from

Q9AXIO.
Q9AXI1.
Q9AXI1.

Q9AXI1.

Q9AXI1.

1 [Arachis hypogaea]

1,
1,

1,

1,

Q63138.1 [Arachis hypogaea]
Q63138.1 [Arachis hypogaea]

Q9AXI@.1, Q63138.1 [Arachis

Q9AXI0.1, Q63138.1 [Arachis

>AAQ91847.1 Ara h 8; pathogenesis related protein, PR-10, Bet v 1-like [Arachis

hypogaea]

MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED
GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH
TKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY
>ABG85155.1 Ara h 8; pathogenesis related protein, PR-10, Bet v 1-like [Arachis

hypogaea]

MGVFTFEDEITSTLPPAKLYNAMKDADSLTPKIIDDVKSVEIVEGSGGPGTIKKLTIVED
GETRFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGHNGGSTGKLSVKFH
SKGDAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY
>ABP97433.1 Ara h 8; pathogenesis related protein, PR-10, Bet v 1-like [Arachis

hypogaea]

MGVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVE
DGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFH

TKGDAPLPDEVHQDVKQKSQGIFKATIEGYVLSN

>ACA79908.1 Ara h 8; pathogenesis related protein, PR-10, Bet v 1-like [Arachis

hypogaea]

MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED
GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH
SKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY
>AAD55587.1 Ara h 5; profilin [Arachis hypogaea]
MSWQTYVDNHLLCEIEGDHLSSAATLGQDGGVWAQSSHFPQFKPEEITAIMNDFAEPGSL
APTGLYLGGTKYMVIQGEPGAITPGKKGPGGVTIEKTNQALITGIYDKPMTPGQCNMIVE

RLGDYLIDTGL

>ADB96066.1 Ara h 5; profilin [Arachis hypogaea]



MSWQTYVDNHLLCEIEGNHLSSAATLGQDGSVWAQSSNFPQFKPEEITAIMNDFAEPGSL
APTGLYLGGTKYMVIQGEPGAVIRGKKGPGGVTIKKTNQALITIGIYDEPMTPGQCNMIVE
RLGDYLIDTGL

>AGA84056.1 Ara h 5; profilin [Arachis hypogaea]
MSWQTYVDDHLLCEIEGNHLSSAATLGQDGSVWAQSSNFPQFKPEEITAIMNDFAEPGSL
APTGLYLGGTKYMVIQGEPGTVIRGKKGPGGVTIKKTNQALITIGIYDEPMTPGQCNMIVE
KLGDYLIDTGL

>CAG26895.1 Arg r 1; lipocalin [Argas reflexus]
MALITLLVACLSVVSADDCSGKTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKE
NTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTEL
WVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP

>2X45 A Arg r 1; lipocalin [Argas reflexus]
MDDCSGKTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDAS
GKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCC
DKKFTETRGSTPANEVYKKCPGMP

>ARQ16437.1 Art an 7; galactose oxidase [Artemisia annua]
MASSIKTVILFLLPLLLAYSVLAAPDITDGGDKPGPEIDDGGGDKPVPGNNDGASDYAKP
AFEPEFMGAWVIDNPNAGVAAMQLQLMPNDQIVWFDTTSLGASGYKLPEGTPCPINPDAN
NQPDCYAHGIAYDWKTSKYRPLTLQGDAWCSSGNLWPNGNLMATGGTFSGDKATIRVIAND
DPKGDFTTKIGALADTRWYSSNQVLPDGSSVVLGGRDSYSYEIVPPQMEFKPKRFDLPFM
QQTTEPPLGPGRPVENNLYPFLFLLPDGNIFLFANNRAITFEPATGKTVKEFPVLPGGSR
NYPPSGSAALFPLKLTADNAPVIPEIVICGGNQPNAYELVDARHVTEKQFLPALQDCNRI
QPMAADAAWIPEQNMPSPRTMGDLIHLANGDMLMLNGAKKGTSGWEDATEANLTPVLYTP
YKPMGQRFKELTPTTIARMYHSCSALLPDTRVLVAGSNMHQFYTFDTEFPTELRVEKFSP
PYLDPALETERTQIDPANTDAVLKYGKPFKITAALMEKQPLVLGEVKVTLLYPPFTTHGF
SQNQRMIVPAITSVQNGVITAVAPPSGQIAPPGYYIMFVSHLGIPGAGIWVHID
>ARQ16438.1 galactose oxidase [Artemisia argyil]
MASSIKTVILFLLPLLLAYSVLAAPDITDGGDKPGPQVDDGGGDKPVPGNNDGASDYAKP
AFEPEFMGAWVIDNPNAGVAAMQLQLMPNDQIVWFDTTSLGASGYKLPEGTPCPNNPDAN
NQPDCYVHGIAYDWKTSKYRPLTLQGDAWCSSGNLWPNGNLMATGGTFSGDKATIRVIAND
DPNGDFTTKIGALADTRWYSSNQVLPDGSSVVLGGRDSYSYEIVPPQMEFKPRRFDLPFM
QQTTEPPLGPGRPVENNLYPFLFLLPDGNIFLFANNRAITFEPATGKTVKEFPVLPGGSR
NYPPSGSAALFPLKLTADNAPVIPEIVICGGNKPNAYELVDARHVTEKQFLPALQDCNRI
QPMAADAAWIPEQNMPSPRTMGDLIHLANGDMLMLNGAKKGTSGWEDATEANLTPVLYTP
YKPMGQRFKELSPTTIARMYHSCSALLPDTRVLVAGSNMHQFYTFDTEFPTELRVEKFSP
PYLDPALEPERTQIDPANTDVVLKYGKPFKITAALMEKQPLVLGEVKVTLLYPPFTTHGF
SQNQRMIVPAITSVENGVITAIAPPSGEIAPPGYYIMFVSHLGIPGAGIWVHID
>AVD29823.1 Art ar 2; pathogenesis related protein, PR-1 [Artemisia argyi]
MGHLRNISLVLAISFATILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDDELA
KVAQAWAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGH
YTQIVWANSERVGCGRALCSNGWAYIIVCNYDPPGNVVGQKPY

>ARQ16439.1 galactose oxidase [Artemisia capillaris]
MASSIKTAILFLLPLLLAYSVLAAPDITDGGDKPGPLIDDGGGDKPVPGNNDGASDYAKP
ATEPEFMGEWVIDNPNAGVAAMQLQLMPNDQIVWFDTTSLGASGYKLPEGTPCPINPDAN
NQPDCYAHGIAYDWKTSKYRPLTLQGDAWCSSGNLWPNGNLMATGGTFSGDKATIRVIAND
DPNGDFTTKIGALADTRWYSSNQVLPDGSAVVLGGRDSYSYEIVPPQMEFKPKRFDLPFL
QQTTEPPLGPGRPVENNLYPFQFLLPDGNIFLFANNRAITFEPATGKTVKEFPVLPGGSR
NYPPSGSAALFPLKLTADNAPVVPEIVICGGNQPNAYELVDARHVTEKKFLPALQDCNRI
QPMAADAAWIPEQNMPSPRTMGDLLHLANGDMLMLNGAKKGTSGWEDATEANLTPVLYTP
YKPMGQRFKELSPTTIARMYHSCSALLPDTRVLVAGSNMHQFYTFDTEFPTELRVEKFSP



PYLDPALEPERTLIDPANTDVVLKYGKPFKITAALMEKQPLVLGEVKVTLLYPPFTTHGF
SQNQRMIVPAITGVENGVITAVAPPSGEIAPPGYYIMFVSHLGIPGAGIWVHID
>ARQ16440.1 galactose oxidase [Artemisia gmelinii]
MASSIKTVILFLLPLLLAYSVLAAPDITDGGDKPGPEIDDGGGDKPVPGNNDGASDYAKP
ATEPEFMGAWVIDNPNAGVAAMQLQLMPNDQIVWFDTTSLGPSGYKLPEGTPCPINPDAN
NQPDCYAHGIAYDWKTSKYRPLTLQGDAWCSSGNLWPNGNLMATGGTFSGDKAIRVIAND
DPKGDFTTKIGALADTRWYSSNQVLPDGSSVVLGGRDSYSYEIVPPQMEFKPKRFDLPFM
QQTTEPPLGPGRPVENNLYPFLFLLPDGNIFLFANNRAITFEPATGKTVKEFPVLPGGSR
NYPPSGSAALFPLKLTADNAPVIPEIVICGGNQPNAYELVDARHVTEKQFLPALQDCNRI
QPMAADAAWIPEQNMPSPRTMGDLIHLANGDMLMLNGAKKGTSGWEDATEANLTPVLYTP
YKPMGQRFKELTPTTIARMYHSCSALLPDTRVLVAGSNMHQFYTFDTEFPTELRVEKFSP
PYLDPALETERTQIDPANTDVVLKYGKPFKITAALMEKQPLVLGEVKVTLLYPPFTTHGF
SQNQRMIVPAITSVENGVITAVAPPSGQIAPPGYYIMFVSHLGIPGAGIWVHID
>ARQ16441.1 galactose oxidase [Artemisia lavandulifolia]
MASSIKTVILFLLPLLLAYSVLAAPDITDGGDKPGPQVDDGGGDKPVPGNNDGASDYAKP
AFEPEFMGAWVIDNPNAGVAAMQLQLMPNDQIVWFDTTSLGASGYKLPEGTPCPNNPDAN
NQPDCYVHGIAYDWKTSKYRPLTLQGDAWCSSGNLWPNGNLMATGGTFSGDKATIRVIAND
DPNGDFTTKIGALADTRWYSSNQVLPDGSSVVLGGRDSYSYEIVPPQMEFKPRRFDLPFM
QQTTEPPLGPGRPVENNLYPFLFLLPDGNIFLFANNRAITFEPATGKTVKEFPVLPGGSR
NYPPSGSAALFPLKLTADNAPVIPEIVICGGNKPNAYELVDARHVTEKQFLPALQDCNRI
QPMAADAAWIPEQNMPSPRTMGDLIHLANGDMLMLNGAKKGTSGWEDATEANLTPVLYTP
YKPMGQRFKELSPTTIARMYHSCSALLPDTRVLVAGSNMHQFYTFDTEFPTELRVEKFSP
PYLDPALEPERTQIDPANTDVVLKYGKPFKITAALMEKQPLVLGEVKVTLLYPPFTTHGF
SQNQRMIVPAITSVENGVITAIAPPSGEIAPPGYYILFVSHLGIPGAGIWVHID
>ARQ16442.1 galactose oxidase [Artemisia sieversiana]
MASSIKTVILFLLPLLLAYSILAAPDITDGAGDKPGPQVDDGGGDKPVPGNNDGASDYAK
PAIESEFMGQWVIDNPNAGVAAMQLQLMPNDQIVWFDTTSLGASGYKLPEGTPCPINPDA
NNQPDCYVHGIAYDWKTSKYRPLTLQGDAWCSSGNLWPNGNLMATGGTFSGDKAIRVIPN
DDPNGDFTTKIGALADTRWYSSNQVLPDGSSVVLGGRDSYSYEIVPPQMEFKPKRFDLPF
MQQTTEPPLGPGRPVENNLYPFLFLLPDGNIFLFANNRAITFEPATGKTVKEFPVLPGGS
RNYPPSGSAALFPLKLTADNAPVVPEIVICGGNQPNAYELVDARHVTEKQFLPALQDCNR
IKPMAADAAWIPEQNMPSPRTMGDLIHLANGDMLMLNGAKKGTSGWEDATEPNLTPVLYT
PYKPMGQRFKELRPTTIARMYHSCSALLPDTRVLVAGSNMHQFYTFDTEFPTELRVEKFS
PPYLDPALELERSQIDPANTDVVLKYGKPFKITAGLMEKQPLVLGEVKVTLLYPPFTTHG
FSQNQRMIVPAITSVENGVITAIAPPSGEIAPPGYYIMFVSHLGIPGAGIWVHID
>AAX85389.1 Art v 5; calcium-binding protein, polcalcin [Artemisia vulgaris]
MADEDKAECDRIFGAFDKNGDGKISAAELGESLTKLGSVSPEEVQTMMDELDTDGDGYIS
YDEFAEFFNANRGLMKDVGKIF

>AA024900.1 Art v 1; defensin [Artemisia vulgaris]
MAKCSYVFCAVLLIFIVAIGEMEAAGSKLCEKTSKTYSGKCDNKKCDKKCIEWEKAQHGA
CHKREAGKESCFCYFDCSKSPPGATPAPPGAAPPPAAGGSPSPPADGGSPPPPADGGSPP
VDGGSPPPPSTH

>ARQ16443.1 galactose oxidase [Artemisia vulgaris]
MASSIKTVVLFLLPLLLAYSVLAAPDITDGGDKPGPQVDDGGGDKPVPGNNDGASDYAKP
AFEPEFMGAWVIDNPNAGVAAMQLQLMPNDQIVWFDTTSLGASGYKLPEGTPCPNNPDAN
NQPDCYVHGIAYDWKTSKYRPLTLQGDAWCSSGNLWPNGNLMATGGTFSGDKAIRVIAND
DPNGDFTTKIGALADTRWYSSNQVLPDGSSVVLGGRDSYSYEIVPPQMEFKPRRFDLPFM
QQTTEPPLGPGRPVENNLYPFLFLLPDGNIFLFANNRAITFEPATGKTVKEFPVLPGGSR
NYPPSGSAALFPLKLTADNAPVIPEIVICGGNKPNAYELVDARHVTEKQFLPALQDCNRI
QPMAADAAWIPEQNMPSPRTMGDLIHLANGDMLMLNGAKKGTSGWEDATEANLTPVLYTP



YKPMGQRFKELSPTTIARMYHSCSALLPDTRVLVAGSNMHQFYTFDTEFPTELRVEKFSP
PYLDPALEPERTQIDPANTDVVLKYGKPFKITAALMEKQPLVLGEVKVTLLYPPFTTHGF
SQNQRMIVPAITSVENGVITAIAPPSGEIAPPGYYIMFLSHLGIPGAGIWVHID

>POCO88.1 Art v 3; lipid transfer protein [Artemisia vulgaris]
ALTCSDVSNKISPCLSYLKQGGEVPADCCAGVKGLND

>ACEQ7186.1 Art v 3; lipid transfer protein [Artemisia vulgaris]
MKMMKFFCAMVVCMVVSSSYAEALKCSDVSNKISACLSYLKQGGEVPADCCTGVKGLNDA
AKTTPDRQTACNCLKTTFKSNKDFKSDFAASLPSKCGVNIPYKISLETDCNKVK
>ACE@7187.1 Art v 3; lipid transfer protein [Artemisia vulgaris]
MAMKMMKF FCAMVVCMVLSSSYAEALTCSDVSNKITPCLNYLKQGGEVPADCCTGVKGLN
DAAKTTPDRQTACNCLKTSFKSNKDLKSDFAASLPSKCGVNIPYKISLETDCNKVK
>ACEQ7188.1 Art v 3; lipid transfer protein [Artemisia vulgaris]
MATIKMMKVFCIMVVCMVVSTSYAESALTCSDVSTKISPCLSYLKKGGEVPADCCTGVKGL
NDATKTTPDRQTACNCLKASFKSNKDLKSDFAVPLPSKCGLNLPYKLSLETDCNKVK
>ACE@7189.1 Art v 3; lipid transfer protein [Artemisia vulgaris]
MAIKMMKVFCVMVVCMVVSSSYAEAALTCSDVSTKISPCLNYLKKGGEVPADCCTGVKGL
NDATKTTPDRQTACNCLKASFKSNKDLKSDFAVPLPSKCGLNLPYKLSLETDCNKVK
>CAK50834.1 Art v 2; pathogenesis related protein, PR-1 [Artemisia vulgaris]
MGHLGNFWLVLAISFATLHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGK
VAQAWAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHY
TQIVWANSERVGCGRALCSNGWAYITVCNYDPPGNVVGQKPY

>AAX85388.1 Art v 6; pectate lyase [Artemisia vulgaris]
MEKHYFVILFTAAFVFVGAAARADIGDELEAAQFNSTRRGLHECAAHNITIDKCWRCKADW
EKNRQALAKCAQGFAKGTTGGLGGEIYVVTDCSDDNAANPKPGTLRCGVTQDKPLWIIFK
KDMVIKLKHELVINKDKTIDGRGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIK
ATDAKPGHRHKSDGDGICVAGSSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQ
KILLLGADNSHVDDKKMHVTVAFNRFAEACDQRMPRCRFGFFQVVNNDYTSWGTYAIGGS
ANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPH
LTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC

>5EMO_A Art v 4; profilin [Artemisia vulgaris]
GSGSWQTYVDDHLMXDIEGTGQHLTSAAIFGTDGTVWAKSASFPEFKPNEIDATIIKEFNE
AGQLAPTGLFLGGAKYMVIQGEAGAVIRGKKGAGGICIKKTGQAMVFGIYDEPVAPGQCN
MVVERLGDYLLDQGM

>CAD12861.1 Art v 4; profilin [Artemisia vulgaris]
MSWQTYVDDHLMCDIEGTGQHLTSAAIFGTDGTVWAKSASFPEFKPNEIDAIIKEFNEAG
QLAPTGLFLGGAKYMVIQGEAGAVIRGKKGAGGICIKKTGQAMVFGIYDEPVAPGQCNMV
VERLGDYLLDQGM

>CAD12862.1 Art v 4; profilin [Artemisia vulgaris]
MSWQTYVDDHLMCDIEGTGQHLTAAAILGLDGTVWAKSDKFPEFKPEEMKGIINEFNEVG
TLAPTGLFLGGAKYMVLQGEAGAVIRGKKGAGGICIKKTGQAMVMGIYDEPVAPGQCNMI
VERLGDYLVDQNM

>COMPAREQ73 Asc 1 13; glutathione S-transferase, partial [Ascaris lumbricoides]
RLIFHQAGVKFEDNRLKREDWPALKPKTPFGQPLLEVDGEVLAQSAAIYR

>COMPAREQ74 Asc 1 13; glutathione S-transferase, partial [Ascaris lumbricoides]
FGLAGKTPMEEAQVDSIFDQFKDFMAELRPCFRVLAGFEEGDKEKVLKEVAVPARDKHLP
LLEK

>COMPAREQ75 Asc 1 13; glutathione S-transferase, partial [Ascaris lumbricoides]
WIAERPKTPY

>ACN32322.1 Asc 1 3; tropomyosin [Ascaris lumbricoides]
MDAIKKKMQAMKIEKDNALDRADAAEEKVRQMTDKLERIEEELRDTQKKMMQTENDLDKA



QEDLSVANSNLEEKEKKVQEAEAEVAALNRRMTLLEEELERAEERLKLATEKLEEATHTA
DESERVRKVMENRSFQDEERANTVESQLKEAQMLAEEADRKYDEVARKLAMVEADLERAE
ERAEAGENKIVELEEELRVVGNNLKSLEVSEEKALQREDSYEEQIRTVSARLKEAETRAE
FAERSVQKLQKEVDRLEDELVHEKERYKSISEELDQTFQELSGYRSD

>AAD13644.1 unknown function [Ascaris lumbricoides]
HHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKDLQAKILYYYDELEGDAKKEATEHL
KDGCREILKHVVGEEKEAELKKLKDSGASKEEVKAKVEEALHAVTDEEKKQYIADFGPAC
KKIFAAAHTSRRRR

>AAD13645.1 unknown function [Ascaris lumbricoides]
HHFTLESSLDTHLKWLSQEQKDEL LKMKKDGKTKKDLQAKILHYYDELEGDAKKEATEHL
KDGCREILKHVVGEEKEAELKKPKDSGASKEEVKTKVEEALHAVTDEEKKQYIADFGPAC
KKIFGAAHTSRRRR

>AAD13646.1 unknown function [Ascaris lumbricoides]
HHFTLESSLDTHLKWLSQEQKDEL LKMKKDGKTKKDLQAKILHYYDELEGDAKKEATEHL
KDGCREILKHVVGEEKEAELKKLKDSGASKEEVKAKVEEALHAVTDEEKKQYIADFGPAC
KKIFGAAHTSRRRR

>AAD13647.1 unknown function [Ascaris lumbricoides]
HHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEHL
KGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTDEEKKQYIADFGPAC
KKIYGVHTSRRRR

>AAD13649.1 unknown function [Ascaris lumbricoides]
HHFTLESSLDTHLKWLSQEQKDESLKMKKGGKAKKELEAKILHYYDEPEGDAKKEATEHL
KGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVIDEEKKQYIADFGPAC
KKIFGVHTSRRRR

>AAD13650.1 unknown function [Ascaris lumbricoides]
HTMEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKV
GCKMLLKGITGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKK
IFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYD
ELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTD
EEKKQYIADFGPACKKIYGVHTSRRRR

>AAD13651.1 unknown function [Ascaris lumbricoides]
HTMEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKV
GCKMLLKGITGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKK
IFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYD
ELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTD
EEKKQYIADFGPACKKIYGVHTSRRRR

>AAD13652.1 unknown function [Ascaris lumbricoides]
HTMEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKV
GCKMLLKGITGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKK
IFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYD
ELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTD
EEKKQYIADFGPACKKIYGVHTSRRRR

>AAB93837.1 unknown function [Ascaris lumbricoides]
HTMEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKV
GCKMLLKGITGEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKK
IFGATTLQHHRRRR

>AAB93839.1 unknown function [Ascaris lumbricoides]
HTMEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKV
GCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKK
IFGATTLQHHRRRR



>P46436.3 Asc s 13 glutathione S-transferase [Ascaris suum]
MPQYKLTYFDIRGLGEGARLIFHQAGVKFEDNRLKREDWPALKPKTPFGQLPLLEVDGEV
LAQSAAIYRYLGRQFGLAGKTPMEEAQVDSIFDQFKDFMAELRPCFRVLAGFEEGDKEKV
LKEVAVPARDKHLPLLEKFLAKSGSEYMVGKSVTWADLVITDSLASWESLIPDFLSGHLQ
LKKYIEHVRELPNIKKWIAERPKTPY

>Q06811.2 Asc s 1; unknown function [Ascaris suum]
TMEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVG
CKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKI
FGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDE L LKMKKDGKTKKELEAKILHYYDE
LEGDAKKEATEHLKGGCGEILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTDE
EKKQYIADFGPACKKIYGVHTSRRRRHHFTLESSLDTHLKWLSQEQKDE L LKMKKDGKAK
KELEAKILHYYDELEGDAKKEATEHLKGGCAEILKHVVGEEKAAELKNLKDSGASKEELK
AKVEEALHAVTDEEKKQYIADFGPACKKIYGVHTSRRRRHHFTLESSLDTHLKWLSQEQK
DELLKMKKDGKTKKDLQAKILHYYDELEGDAKKEATEHLKDGCREILKHVVGEEKEAELK
KLKDSGASKEEVKAKVEEALHAVTDEEKKQYIADFGPACKKIFGAAHTSRRRRHHFTLES
SLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREI
LKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTDEEKKQYIADFGPACKKIYGVH
TSRRRRHHFTLESSLDTHLKWLSQEQKDEL LKMKKDGKAKKELEAKILHYYDELEGDAKK
EATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTDEEKKQYIA
DFGPACKKIYGVHTSRRRRHHFTLESSLDTHLKWLSQEQKDEL LKMKKDGKAKKELEAKI
LHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEAL
HAVTDEEKKQYIADFGPACKKIYGVHTSRRRRHHFTLESSLDTHLKWLSQEQKDELLKMK
KDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGA
SKEELKAKVEEALHAVTDEEKKQYIADFGPACKKIYGVHTSRRRRHHFTLESSLDTHLKW
LSQEQKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEE
KAAELKNLKDSGASKEELKAKVEEALHAVTDEEKKQYIADFGPACKKIYGVHTSRRRRHH
FTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKTILHYYDELEGDAKKEATEHLKG
GCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTDEEKKQYIADFGPACKK
IYGVHTSRRRRYHAEDGTDDIDGLAQSRQRRSGFFEKLIDVFAFF

>2XV9_A Asc s 1; unknown function, partial [Ascaris suum]
GSPEFHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKE
ATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKVEEALHAVTDEEKKQYIAD
FGPACKKIYGVHTS

>Q9UVU3 serine protease [Aspergillus flavus]
MQSIKRTLLLLGAILPAVLGAPVQETRRAAEKLPGKYIVTFKPGIDEAKIQEHTTWATNI
HQRSLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEEDQIYYL
DGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAY
NAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAAND
IVSKKRTSKAAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDA
ITVAATIQKSNNRASFSNFGKVVDVFAPGQDILSAWIGSSSATNTISGTSMATPHIVGLSL
YLAALENLDGPAAVTKRIEELATKDVVKDVKGSPNLLAYNGNA

>CAB64688.1 Asp f 8; acidic ribosomal protein P2 [Aspergillus fumigatus]
MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGST
KLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD
>Q9UUZ6.2 Asp f 8; acidic ribosomal protein P2 [Aspergillus fumigatus]
MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGST
KLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD
>COMPARE162 arabinase, partial from EAL84189.1 [Aspergillus fumigatus]
EDYQFGWNQL

>CAA59419.1 Asp f 10; aspartate protease [Aspergillus fumigatus]



MVVFSKVTAVVVGLSTIVSAVPVVQPRKGFTINQVARPVTNKKTVNLPAVYANALTKYGG
TVPDSVKAAASSGSAVTTPEQYDSEYLTPVKVGGTTLNLDFDTGSADLWVFSSELSASQS
SGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAASHISSQ
FVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTYDFGYID
NSKFQGELTYTDVDSSQGFWMFTADGYGVGNGAPNSNSISGIADTGTTLLLLDDSVVADY
YRQVSGAKNSNQYGGYVFPCSTKLPSFTTVIGGYNAVVPGEYINYAPVTDGSSTCYGGIQ
SNSGLGFSIFGDIFLKSQYVVFDSQGPRLGFAPQA

>COMPARE164 Asp f 15; cerato-platanin, partial [Aspergillus fumigatus]
PTLPGWNSPNCG

>COMPARE163 Asp f 15; cerato-platanin, partial from 060022.1 [Aspergillus
fumigatus]

WPTFGSVPGFAR

>Q875I19.1 chitosanase [Aspergillus fumigatus]
MRLSEILTVALVTGATAYNLPNNLKQIYDKHKGKCSKVLAKGFTNGDASQGKSFSYCGDI
PGAIFISSSKGYTNMDIDCDGANNSAGKCANDPSGQGETAFKSDVKKFGISDLDANIHPY
VVFGNEDHSPKFKPQSHGMQPLSVMAVVCNGQLHYGIWGDTNGGVSTGEASISLADLCFP
NEHLDGNHGHDPNDVLFIGFTSKDAVPGATAKWKAKNAKEFEDSIKSIGDKLVAGLKA
>Q4WB37.1 chitosanase [Aspergillus fumigatus]
MHFLATAAVLAGVGLASAYTVPANLQQIYNKHKTGTCQNKLQDGFSDGISGSRSFAYCGD
IEGAIFLHSSANGGQYVNMDIDCDGANNSAGDCANDPSGQSMTAFMDTVKQYGISDLDAN
IHPYVVFGNSGSSPTFDPQQYGMEPLSVMAVVCNNQLFYGIWGDTNGGTSTGEASISLAK
LCFPNDGITGDNGHGEEDVLYIGFMGQDAVPGASAAWTARDTKTFEESIKALGDRLVAKL
SA

>CAI78448.1 Asp f 27; cyclophilin [Aspergillus fumigatus]
MVVKTFFDITIDGQPAGRITFKLFDEVVPKTVENFRALCTGEKGFGYKGSSFHRIIPQFM
LQGGDFTKGNGTGGKSIYGDRFPDENFQLKHDKPGLLSMANAGKNTNGSQFFITTVVTSW
LDGAHVVFGEVEDGMDLVKKIESYGSASGTPKKKITIADCGQL

>AAK49451.1 Asp f 22; enolase [Aspergillus fumigatus]
MPISKIHARSVYDSRGNPTVEVDVATETGLHRAIVPSGASTGQHEAHELRDGDKTQWGGK
GVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVAK
AGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSFS
EALRQGAEVYQKLKALAKKKYGQSAGNVGDEGGVAPDIQTAEEALDLITEATEQAGYTGK
IKTIAMDVASSEFYKADVKKYDLDFKNPESDPSKWLTYEQLADLYKSLAAKYPIVSIEDPF
AEDDWEAWSYFYKTSDFQIVGDDLTVTNPGRIKKATIELKSCNALLLKVNQIGTLTESIQA
AKDSYADNWGVMVSHRSGETEDVTIADIAVGLRSGQIKTGAPCRSERLAKLNQILRIEEE
LGENTVYAGSKFRTAVNL

>Q96X30.3 Asp f 22; enolase [Aspergillus fumigatus]
MPISKIHARSVYDSRGNPTVEVDVVTETGLHRAIVPSGASTGQHEAHE LRDGDKTQWGGK
GVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVAK
AGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSFS
EALRQGAEVYQKLKALAKKKYGQSAGNVGDEGGVAPDIQTAEEALDLITEATEQAGYTGK
IKIAMDVASSEFYKADVKKYDLDFKNPESDPSKWLTYEQLADLYKSLAAKYPIVSIEDPF
AEDDWEAWSYFYKTSDFQIVGDDLTVTNPGRIKKATELKSCNALLLKVNQIGTLTESIQA
AKDSYADNWGVMVSHRSGETEDVTIADIAVGLRSGQIKTGAPCRSERLAKLNQILRIEEE
LGENAVYAGSKFRTAVNL

>AAM43909.1 Asp f 23; L3 ribosomal protein [Aspergillus fumigatus]
MSHRKYEAPRHGSLAFLPRKRAARHRGKVKSFPKYDPKKPVHLTASMGYKAGMTTVVRDL
DRPGAKMHKKEIVEAVTIIETPPLVAVGVVGYIETPRGLRSLTTVWAEHLSDEVKRRFYK
NWYKSKKKAFTKYAKKHAEENGASITRELERIKKYCTVVRVLAHTQIRKTPLKQKKAHLM
EIQVNGGSVADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLP



RKTHKGLRKVACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFD
ISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWI
DTSSKFGHGAFQTPEEKRAFMGTLKKDLVTSA

>Q8NKF4.2 Asp f 23; L3 ribosomal protein [Aspergillus fumigatus]
MSHRKYEAPRHGSLAFLPRKRAARHRGKVKSFPKDDPKKPVHLTASMGYKAGMTTVVRDL
DRPGAKMHKKEIVEAVTIIETPPLVAVGVVGYIETPRGLRSLTTVWAEHLSDEVKRRFYK
NWYKSKKKAFTKYAKKHAEENGASITRELERIKKYCTVVRVLAHTQIRKTPLKQKKAHLM
EIQVNGGSVADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLP
RKTHKGLRKVACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFD
ISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWI
DTSSKFGHGAFQTPEEKRAFMGTLKKDLVTSA

>CAA83015.1 Asp f 5; metalloprotease [Aspergillus fumigatus]
MRGLLLAGALALPASVFAHPAHQSYGLNRRTVDLNAFRLKSLAKYVNATETVIEAPSSFA
PFKPQSYVEVATQHVKMIAPDATFRVVDDHYVGDNGVAHVHFRQTANGLDIDNADFNVNV
GKDGKVFSYGNSFYTGQIPSSAALTKRDFSDPVTALKGTTNTLQLPITVDSASSESTEEK
ESYVFKGVSGTVSDPKAKLVYFVKDDGTLALAWRVETDIDSNWLLTYIDAKSGEEIHGVV
DYVAEADYQVYAWGINDPTEGERTVIKDPWDSVASEFTWISDGSTNYTTSRGNNGIAQSN
PSGGPSYLNNYRPSSSSLSFKYPYSVSSSPPSSYIDASIIQLFYTANIYHDLLYTLGFTE
KAGNFEYNTNGQGGLGNDYVILNAQDGSGTNNANFATPPDGQPGRMRMYVWTESTPYRDG
SFEAGIVIHEYTHGLSNRLTGGPANSNCLNALESGGMGEGWSDFMATAIRLKPGDKRSTD
YTMGEWASNRAGGIRQYPYSTSLSTNPLTYTSVNSLNAVHAIGTVWASMLYEVLWNLIDK
HGKNDAPKPTLRDGVPTDGKYLAMKLVMDGMALQPCNPNFVQARDAILDADTALTGGENQ
CEIWTAFAKRGLGAGAKYSSRNRVGSTEVPSGVC

>P46075.3 Asp f 5; metalloprotease [Aspergillus fumigatus]
MRGLLLAGALALPASVFAHPAHQSYGLNRRTVDLNAFRLKSLAKYVNATETVIEAPSSFA
PFKPQSYVEVATQHVKMIAPDATFRVVDDHYVGDNGVAHVHFRQTANGLDIDNADFNVNV
GKDGKVFSYGNSFYTGQIPSSAALTKRDFSDPVTALKGTTNTLQLPITVDSASSESTEEK
ESYVFKGVSGTVSDPKAKLVYFVKDDGTLALAWRVETDIDSNWLLTYIDAKSGEEIHGVV
DYVAEADYQVYAWGINDPTEGERTVIKDPWDSVASEFTWISDGSTNYTTSRGNNGIAQSN
PSGGSSYLNNYRPSSSSLSFKYPYSVSSSPPSSYIDASIIQLFYTANIYHDLLYTLGFTE
KAGNFEYNTNGQGGLGNDYVILNAQDGSGTNNANFATPPDGQPGRMRMYVWTESTPYRDG
SFEAGIVIHEYTHGLSNRLTGGPANSNCLNALESGGMGEGWSDFMATAIRLKPGDKRSTD
YTMGEWASNRAGGIRQYPYSTSLSTNPLTYTSVNSLNAVHAIGTVWASMLYEVLWNLIDK
HGKNDAPKPTLRDGVPTDGKYLAMKLVMDGMALQPCNPNFVQARDAILDADTALTGGENQ
CEIWTAFAKRGLGAGAKYSSRNRVGSTEVPSGVC

>AABO7620.1 Asp f 2; unknown function, partial [Aspergillus fumigatus]
SARDEAGLNEAVELARHAKAHILRWGNESEIYRKYFGNRPTMEAVGAYDVIVNGDKANVL
FRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFW
ASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIA
APGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSATIDVPSNCH
THEGGQLHCT

>EAL89830.1 Asp f 2; unknown function [Aspergillus fumigatus]
MAALLRLAVLLPLAAPLVATLPTSPVPIAARATPHEPVFFSWDAGAVTSFPIHSSCNATQ
RRQIEAGLNEAVELARHAKAHILRWGNESEIYRKYFGNRPTMEAVGAYDVIVNGDKANVL
FRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFW
ASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIA
APGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSATIDVPPVRT
VRIS

>CAB44442.1 Asp f 11; peptidyl-prolyl isomerase [Aspergillus fumigatus]
FHQTPSAMSQVFFDVEYAPVGTAETKVGRIVFNLFDKDVPKTAKNFRELCKRPAGEGYRE



STFHRIIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGS
QFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL
>AAB95638.1 Asp f 3; peroxisomal protein [Aspergillus fumigatus]
MSGLKAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPV
CSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFS
KSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL

>CAM54066.1 Asp f 34; PhiA cell wall protein [Aspergillus fumigatus]
MQIKSFVLAASAAATASAAACQAPTNKYFGIVAIHSGSAVQYQPFSAAKSSIFAGLNSQN
ASCDRPDEKSATFYIQDGSLYLYAASATPQEIFVDRSGMGQGKIGYTTGAQPAPRNSERQ
GWAIDSQNHLQFQGKDLIACPNSIDGAWSIWADAGVANPAGNTDCVGIAARVEDVTNPNS
CVYTQ

>AAF86369.1 Asp f 1; ribonuclease mitogillin [Aspergillus fumigatus]
MTWTCINQQLNPKTNKWEDKRLLYNQAKAESNSHHAPLSDGKTGSSYAHWFTNGYDGNGK
LIKGRTPIKFGKADCDRPPKHSQNGMGKDDHYLLEFPTFPDGHDYKFDSKNKPKEDPGPA
RVIYTYPNKVFCGIVAHQRGNEGDLRLCSH

>P67875.1 Asp f 1; ribonuclease mitogillin [Aspergillus fumigatus]
MVAIKNLFLLAATAVSVLAAPSPLDARATWTCINQQLNPKTNKWEDKRLLYSQAKAESNS
HHAPLSDGKTGSSYPHWFTNGYDGNGKLIKGRTPIKFGKADCDRPPKHSQNGMGKDDHYL
LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHQRGNQGDLRLCSH
>CAAR6305.1 Asp f 1; ribonuclease mitogillin, partial [Aspergillus fumigatus]
RLVYNQAKAESNSHHAPLSDGKTGSSYPHWF TNGYDGDGKLIKGRMPIKFGKADCDRPPK
HGKDGMGKDDHYLLEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGN
QGDLR

>AAB60779.1 Asp f 6; superoxide dismutase [Aspergillus fumigatus]
GTSPIQTPINTMSQQYTLPPLPYPYDALQPYISQQIMELHHKKHHQTYVNGLNAALEAQK
KAAEATDVPKLVSVQQAIKFNGGGHINHSLFWKNLAPEKSGGGKIDQAPVLKAAIEQRWG
SFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAY
YLQYLNDKASYAKGIWNVINWAEAENRYIAGDKGGHPFMKL

>Q92450.3 Asp f 6; superoxide dismutase [Aspergillus fumigatus]
MSQQYTLPPLPYPYDALQPYISQQIMELHHKKHHQTYVNGLNAALEAQKKAAEANDVPKL
VSVQQAIKFNGGGHINHSLFWKNLAPEKSGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNT
TLLGIQGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASY
AKGIWNVINWAEAENRYIAGDKGGHPFMKL

>CAI78449.1 Asp f 28; thioredoxin [Aspergillus fumigatus]
MSHGKVIAVDNPITYKALTSSGPVVVDFFATWCGPCRAVAPKVGELSEKYSNVRFIQVDV
DKVRSVAHEMNIRAMPTFVLYKDGQPLEKRVVGGNVRELEEMIKSISA

>CAI78450.1 Asp f 29; thioredoxin [Aspergillus fumigatus]
MSHNVEKITDAKVFKEKVQEGSGPVIVDCSATWCGPCKAISPVFQRLSTSEEFKNAKFYE
IDVDELSEVAAELGVRAMPTFMFFKDGQKVNEVVGANPPALEAATKAHVA

>CAA11266.1 Asp f 9; unknown function [Aspergillus fumigatus]
KRSFILRSADMYFKYTAAALAAVLPLCSAQTWSKCNPLEKTCPPNKGLAASTYTADFTSA
SALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDTDFYFFFGKAEVVMKAAPGTGVVSSI
VLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD
AVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDYSA
GPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTASSASS

TS

>CAAB4959.1 Asp f 4; unknown function [Aspergillus fumigatus]
GEVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSD
SSSSSGVSADWTNTPAEGEYCTDGFGGRTEPSGSGIFYKGNVGKPWGSNITEVSPENAKK
YKHVAQFVGSDTDPWTVVFWNKIGPDGGLTGWYGNSALTLHLEAGETKYVAFDENSQGAW



GAAKGDELPKDQFGGYSCTWGEFDFDSKINHGWSGWDVSATIQAENAHHEVQGMKICNHAG
ELCSIISHGLSKVIDAYTADLAGVDGIGGKVVPGPTRLVVNLDYKE

>P79017.2 Asp f 2; unknown function [Aspergillus fumigatus]
MAALLRLAVLLPLAAPLVATLPTSPVPIAARATPHEPVFFSWDAGAVTSFPIHSSCNATQ
RRQIEAGLNEAVELARHAKAHILRWGNESEIYRKYFGNRPTMEAVGAYDVIVNGDKANVL
FRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFW
ASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIA
APGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSATIDVPSNCH
THEGGQLHCT

>060024.2 Asp f 4; unknown function [Aspergillus fumigatus]
MQLKNSMLLLTALAAGSSVARLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWSG
EAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTDG
FGGRTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIG
PDGGLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFD
FDSKINQGWSGWDVSAIQAENAHHEVQGMKICNHAGELCSIISHGLSKVIDAYTADLAGV
DGIGGKVVPGPTRLVVNLDYKE

>042799.2 Asp f 7; unknown function [Aspergillus fumigatus]
MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT
PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP
EEPAPQPATTAAPSTSTTTQAAPSAPPAANSGSTEKAASSGYSGPCSKGSPCVGQLTYYD
TATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCMGCK
PTDLDASRHLFGELADFSAGRIDGMSWYFN

>KEY78748.1 Asp f 7; unknown function [Aspergillus fumigatus]
MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT
PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPVP
EEPAPQPATTAAPSTSTTTQAAPSAPPAANSGSTEKAASSGYSGPCSKGSPCVGQLTYYD
TATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCMGCK
PTDLDASRHLFGELADFSAGRIDGMSWYFN

>KEY81716.1 Asp f 4; unknown function [Aspergillus fumigatus]
MQLKNSMLLLTALAAGSSVARLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWSG
EAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTDG
FGGRTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIG
PDGGLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFD
FDSKINHGWSGWDVSAIQAENAHHEVQGMKICNHAGELCSIISHGLSKVIDAYTADLAGVY
DGIGGKVVPGPTRLVVNLDYKE

>AAC61261.1 Asp f 16; unknown function [Aspergillus fumigatus]
MYFKYTAAALAAVLPLCSAQTWSKCNPLAETCPPNKGLAASTCTADFTSASALDQWEVTA
GKVPVGPQGAEFTVAKQGDAPTIDTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEV
DLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAV
VRTLTYNDAKGGTRFPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQRGTVHHVRQVRP
YRERQPRRVLHLLGQLWLLAEHQVRRLRRYSSSSSVTSSTTSTASSASSTSSKTPSTSTL
ATSTKATPTPSGTSSGSNSSSSAEPTTTGGSGSSNTGSWLRLRLWLWLYSSTGSSTSAGA
SATPELSQGAAGSIKGSVTPALWCSAPSLPCWHSKQNDDFGLMHDTHHEGDVRTIHFGIG
VSPSFGV

>COMPARE165 unknown function, partial [Aspergillus fumigatus]
RLQSEVEVAIMD

>COMPARE166 unknown function, partial [Aspergillus fumigatus]
QALIAELAQVH

>CAA73782.1 Asp f 18; vacuolar serine protease [Aspergillus fumigatus]
MKGYLSLSILPLLVAASPVVVDSIHNGAAPILSSMNAKEVPDSYIVVFKKHVNAESAAAH



HSWVQDIHSAQNERVELRKRSLFGFGEEAYLGLKNTFDIAGSLVGYSGHFHEDVIEQVRK
HPDVEYIEKDSEVHTMEDPTVEKSAPWGLARISHRDSLSFGTFNKYLYASEGGEGVDAYT
IDTGINVDHVDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKYGVAKKANLYAVKV
LRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVN
AGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGL
NILSTWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLKKDIIA
IATQGALTDIPSDTPNLLAWNGGGSSNYTDITASGGYKVNASVKDRFEGLVHKAEKLLTE
ELGAIYSEIHDAAVA

>CABO6417.1 Asp n 14; beta-xylosidase [Aspergillus niger]
MAHSMSRPVAATAAALLALALPQALAQANTSYVDYNIEANPDLYPLCIETIPLSFPDCQN
GPLRSHLICDETATPYDRAASLISLFTLDELIANTGNTGLGVSRLGLPAYQVWSEALHGL
DRANFSDSGAYNWATSFPQPILTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPN
INTFRHPVWGRGQETPGEDVSLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENW
HNHSRLGNDMNITQQDLSEYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLL
RDTFGFVDHGYVSSDCDAAYNIYNPHGYASSQAAAAAEATLAGTDIDCGTTYQWHLNESTI
AAGDLSRDDIEQGVIRLYTTLVQAGYFDSNTTKANNPYRDLSWSDVLETDAWNISYQAAT
QGIVLLKNSNNVLPLTEKAYPPSNTTVALIGPWANATTQLLGNYYGNAPYMISPRAAFEE
AGYKVNFAEGTGISSTSTSGFAAALSAAQSADVIIYAGGIDNTLEAEALDRESIAWPGNQ
LDLIQKLASAAGKKPLIVLQMGGGQVDSSSLKNNTNVSALLWGGYPGQSGGFALRDIITG
KKNPAGRLVTTQYPASYAEEFPATDMNLRPEGDNPGQTYKWYTGEAVYEFGHGLFYTTFA
ESSSNTTTKEVKLNIQDILSQTHEDLASITQLPVLNFTANIRNTGKLESDYTAMVFANTS
DAGPAPYPKKWLVGWDRLGEVKVGETRELRVPVEVGSFARVNEDGDWVVFPGTFELALNL
ERKVRVKVVLEGEEEVVLKWPGKE

>AAD13106.1 Asp n 14; beta-xylosidase [Aspergillus niger]
MAHSMSRPVAATAAALLALALPQALAQANTSYVDYNVEANPDLYPLCIETIPLSFPDCQN
GPLRSHLICDESATPYDRAASLISLFTLDELIANTGNTGLGVSRLGLPAYQVWSEALHGL
DRANFSDSGSYNWATSFPQPILTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPN
INTFRHPVWGRGQETPGEDVSLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENW
HNHSRLGNDMNITQQDLSEYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLL
RDTFGFVDHGYVSSDCDAAYNIYNPHGYASSQAAAAAEATLAGTDIDCGTTYQWHLNESI
TAGDLSRDDIEKGVIRLYTTLVQAGYFDSNTTKANNPYRDLTWSDVLETDAWNISYQAAT
QGIVLLKNSNNVLPLTEKAYPPSNTTVALIGPWANATTQLLGNYYGNAPYMISPRAAFEE
AGYKVNFAEGTGISSTSTSGFAAALSAARSADVIIYAGGIDNTLEAEALDRESTIAWPGNQ
LDLIQKLASSAGSKPLIVLQMGGGQVDSSSLKNNTNVTALLWGGYPGQSGGFALRDIITG
KKNPAGRLVTTQYPASYAEEFPATDMNLRPEGDNPGQTYKWYTGEAVYEFGHGLFYTTFA
ESSSNTTTKEVKLNIQDILSQTHEELASITQLPVLNFTANIKNTGKLESDYTAMVFANTS
DAGPAPYPVKWLVGWDRLGDVKVGETRELRVPVEVGSFARVNEDGDWVLFPGTFELALNL
ERKVRVKVVLEGEEEVVLKWPGKE

>AAA32702.1 serine protease [Aspergillus niger]
MKGILGLSLLPLLTAASPVFVDSIHNEAAPILSATNAKEVPDSYIVVFKKHVTSELASAH
HSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAGSLIGYSGHFHEDVIEQVRR
HPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASEGGEGVDAYTI
DTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAKKANLYAVKVL
RSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNA
GVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLN
ILSTWIGSNYATNIISGTSMASPHIAGLLAYFVSLQPSSDSAFAVEELTPAKLKKDIIAI
ATEGALTDIPSNTPNVSHAAVGIYKRNELTQKFSSLPGTVVVPRTTPTSLAAVATRSPLP
RTASRTVLRVSFTRPKSCSPRSLVPSTARSRMPSSHRSELVLSRRRSEDLVFF
>P12547.2 Asp o 13; alkaline serine protease [Aspergillus oryzae]
MQSIKRTLLLLGAILPAVLGAPVQETRRAAEKLPGKYIVTFKPGIDEAKIQEHTTWATNI



HQRSLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEEDQIYYL
DGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAY
NAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAAND
IVSKKRTSKAAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDA
ITVAAIQKSNNRASFSNFGKVVDVFAPGQDILSAWIGSSSATNTISGTSMATPHIVGLSL
YLAALENLDGPAAVTKRIKELATKDVVKDVKGSPNLLAYNGNA

>AAA32708.1 Asp o 21; taka-amylase, alpha-amylase [Aspergillus oryzae]
MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG
GTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADD
LKALSSALHERGMY LMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCLIQNYEDQT
QVEDCWLGDNTVSLPDLDTTKDVVKNEWYDWVGSLVSNYSIDGLRIDTVKHVQKDFWPGY
NKAAGVYCIGEVLDGDPAYTCPYQNVMDGVLNYPIYYPLLNAFKSTSGSMHDLYNMINTV
KSDCPDSTLLGTFVENHDNPRFASYTNDIALAKNVAAFITLNDGIPITYAGQEQHYAGGN
DPANREATWASGYPTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKG
TDGSQIVTILSNKGASGDSYTLSLSGAGYTAGQQLTEVIGCTTVTVGSDGNVPVPMAGGL
PRVLYPTEKLAGSKICSSS

>POC1B3.1 Asp o 21; taka-amylase, alpha-amylase [Aspergillus oryzae]
MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG
GTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADD
LKALSSALHERGMY LMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYEDQT
QVEDCWLGDNTVSLPDLDTTKDVVKNEWYDWVGSLVSNYSIDGLRIDTVKHVQKDFWPGY
NKAAGVYCIGEVLDGDPAYTCPYQNVMDGVLNYPIYYPLLNAFKSTSGSMDDLYNMINTV
KSDCPDSTLLGTFVENHDNPRFASYTNDIALAKNVAAFITLNDGIPITYAGQEQHYAGGN
DPANREATWLSGYPTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKG
TDGSQIVTILSNKGASGDSYTLSLSGAGYTAGQQLTEVIGCTTVTVGSDGNVPVPMAGGL
PRVLYPTEKLAGSKICSSS

>ADE74975.1 Asp v 13; alkaline serine protease [Aspergillus versicolor]
MYSIKRTILLLGALLPAVFGAPILEARRQTEKVPGKYIVTFKSGLQAEQIDAHTTWASNV
HKRNLERRDLTDRDLYPGIEKNFKIHKFAAYVGSFDDATIEEIRNHKDVAHVEEDQVWYL
DALTTQSDAPWGLGAISHQGDASSDYIYDTSAGADTYAYVVDTGINVDHSEFDGRASLAY
NAAGGQHVDSVGHGTHVAGTIGGKTFGVSKKANLLSVKVFEGESSSTSIILDGYNWAAND
IVSKSRTGKSAINLSLGGGYSYAFSNAVESAFDEGVLSVVAAGNENVDASNTSPASAPNA
LTVAASTERNARASFSNYGEVVDIFAPGEDILSAWIGGNSATNTISGTSMATPHIVGLSL
YLIALEGLSSPGDVTSRIKELATQGALSGVSGSPNALAYNGAE

>P29600.1 alkaline serine protease [Bacillus lentus]
AQSVPWGISRVQAPAAHNRGLTGSGVKVAVLDTGISTHPDLNIRGGASFVPGEPSTQDGN
GHGTHVAGTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSTAQGLEWAGNNGMHVA
NLSLGSPSPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNR
ASFSQYGAGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQI
RNHLKNTATSLGSTNLYGSGLVNAEAATR

>P00780.1 alkaline serine protease [Bacillus licheniformis]
MMRKKSFWLGMLTAFMLVFTMAFSDSASAAQPAKNVEKDYIVGFKSGVKTASVKKDIIKE
SGGKVDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADK
VQAQGFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALD
NTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMK
QAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAEL
EVMAPGAGVYSTYPTSTYATLNGTSMASPHVAGAAALTLSKHPNLSASQVRNRLSSTATY
LGSSFYYGKGLINVEAAAQ

>AAG31026.1 alkaline serine protease [Bacillus licheniformis]
MMRKKSFWLGMLTAFMLVFTMAFSDSASAAQPAKNVEKDYIVGFKSGVKTASVKKDIIKE



SGGKVDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADK
VQAQGFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALD
NTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMK
QAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAEL
EVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALTLSKHPNLSASQVRNRLSSTATY
LGSSFYYGKGLINV

>BAABG5540.1 unknown function [Bacillus sp.]
MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI
PVIHAELTKKELKKLKKDPNVKATEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV
AVLDTGIASHPDLRIAGGASFISSEPSYHDNNGHGTHVAGTIAALNNSIGVLGVAPSADL
YAVKVLDRNGSGSLASVAQGIEWATINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLV
GAAGNTGRQGVNYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRY
VSLSGTSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRAT
Q

>BAF46896.1 tropomyosin [Balanus rostratus]
MDAIKKKMQAMKLEKENALDKAEQLEQKLRDVEETKAKAEEDLTLLQKKYTNLENEFDQV
NEQYNEGVTKLEVSEKRVTEAEDEIKGYTRRIQLLEDDLERTPVKLDEATFKLEDATKTA
DESERGRKVLESRSTIADDDRIDALEKQVKDAKYVAEEADRKYDEAARKLAITEVDLERSE
TRLEAAEAKITELSEELAVVGNNCKALQNAVDQASQREDSYEETIRDLTQRLKDAENRAA
EAERVVNKLQKEVDRLEDELLAEKEKYKAISDELDQTFAELAGM

>AKV72169.1 Koc s 1; Ole e 1-like [Bassia scoparia]
MAKCQAVFLLVGALCVLSLDDVAKAPVSQFHIQGLVYCDTCPYPSSYVLPMLEGATVKLE
CRNITAGTQTFKAEAVTDKVGQYSIPVDGDFEDDICEIELLKSPDNQCSEVSHDVYAKQS
AKVSLTSNNGEASDVRSANALGFMRKEPLEECPEVLKELDLYDVKAN

>AIV43661.1 Koc s 2; profilin [Bassia scoparia]
MSWQTYVDDHLMCDIEGTTNHLTGAAILGVDGSVWAQSANFPQFKPDEIAAIVKEFDEPG
TLAPTGLHLGGTKYMVIQGEAGQVIRGKKGPGGICVKKTGQALIFGIYDEPVTPGQCNMI
VERLGDYLVEQGM

>AA038859.1 Ber e 2; 11S globulin, cupin [Bertholletia excelsa]
MAKLFLLSLGIFLLFHCCLATIEYEQEELYECRIQRLTAQEPQYRLEAEAGVSEVWDYTDQ
QFRCAGVAALRNTIRPQGLLLPVYTNAPKLYYVTQGRGILGVLMPGCPETFQSMSQFQGS
REQEEERGRFQDQHQKVHHLKKGDIIAIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLD
QNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARK
VRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEA
DFYNPRAGRLTTVNSLKVPILTFLQLSAMKGVLYENAMMAPLWRLNANSVVYAVRGEARV
QIVDHRGETVFDDNLREGQMVVVPQNFVVVKQAGSRGFEWVVFNTNDNALFSTAAGRTSP
LRGIPVGVLANAYRLSQEEARRIKLNRDEAVLFQPGSRSRGRASA

>P04403.2 Ber e 1; 2S albumin, conglutin [Bertholletia excelsa]
MAKISVAAAALLVLMALGHATAFRATVTTTVVEEENQEECREQMQRQQMLSHCRMYMRQQ
MEESPYQTMPRRGMEPHMSECCEQLEGMDESCRCEGLRMMMMRMQQE EMQPRGEQMRRMM
RLAENIPSRCNLSPMRCPMGGSIAGF

>COMPARE154 Beta v 1; Ole e 1-1like, partial [Beta vulgaris]
VQGMVYCDTCR

>COMPARE155 Beta v 1; Ole e 1-1like, partial [Beta vulgaris]
AEGLYNMLIERD

>COMPARE156 Beta v 1; Ole e 1-1like, partial [Beta vulgaris]
DCNEIPTEGWAKPSLKVSLTSNNGEASDIRSANALGFMR

>P85984.1 Beta v 2; profilin [Beta vulgaris]
YMVIQGEPGAVIRLGDYLIDQGL

>CAA55854.1 Bet v 3; calcium-binding protein, polcalcin [Betula pendula]



MPCSTEAMEKAGHGHASTPRKRSLSNSSFRLRSESLNTLRLRRIFDLFDKNSDGIITVDE
LSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDNE
EDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVSV
DSNRDGRVDFFEFKDMMRSVLVRSS

>CAA60628.1 Bet v 4; calcium-binding protein, polcalcin [Betula pendula]

MADDHPQDKAERERIFKRFDANGDGKISAAELGEALKTLGSITPDEVKHMMAEIDTDGDG
FISFQEFTDFGRANRGLLKDVAKIF

>CAC84116.1 Bet v 7; cyclophilin [Betula pendula]
MASNPKVFFDMEVGGQPVGRIVMELYADTTPRTAENFRALCTGEKGNGRSGKPLHYKKSS
FHRVIPGFMCQGGDFTAGNGTGGESIYGAKFADENFIKKHTGPGILSMANAGPGTNGSQF
FICTAKTEWLDGKHVVFGQVVEGLDIVKATEKVGSSSGRTSKPVVVADCGQLS
>P81531.2 Bet v 7; cyclophilin [Betula pendula]
DFTAGNGTGGESTYGAKDXXXXXXXTGPGILSMANAGPGTNG

>AHF71027.1 Bet v 8; glutathione S-transferase [Betula pendula]

MADASVKEHLPTPLDATSNPPPIFDGTTRLYTCYTCPFAQRVWITRNYKGLQEKIKLVPI
NLQNRPAWYKEKVYPENKVPALEHNGKVIGESLDLIKYVDINFEGPSLLPNDPAKKAFAE
ELVAYSDTFNKTVFTSFKGDPVKEAGPAFDHLEKALHKFDDGPFFLGQFSAVDIVYIPFV
ERFQIFLLDALKYDITAGRPKLAKWIEELNKIDAYKPTKTDPKELVEFYKARFAAQQ
>CAA33887.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAA54421.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendulal]
MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK
YHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN

>CAA54481.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK
YHTKGDQEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN

>CAA54482.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAA54483.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNK
YHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN

>CAA54484.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendulal]
MGVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNETIKIVATPNGGSILKINNK
YHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN

>CAA54487.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]

1-like

1-like

1-like

1-like

1-like

1-like

1-like

[Betula

[Betula

[Betula

[Betula

[Betula

[Betula

[Betula



MGVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNK
YHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN

>CAA54488.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendulal]
MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK
YHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN

>CAA54489.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAA54696.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYEDEATSVIAPARLFKSFVLDADNLIPKVAPENVSSAENIEGNGGPGTIKKITFP
EGSHFKYMKHRVDEIDHANFKYCYSITEGGPLGDTLEKISYEIKIVAAPGGGSILKITSK
YHTKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN

>CAA54695.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
GVFDYEGETTSVIPAARLFKAFILDGDNLIPKVAPQAVSCVENIEGNGGPGTIKKITFPE
GSPFKYVKERVDEVDRVNFKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKY
HTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHSDAYN

>CAA54694.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFDYEGETTSVIPAARLFKAFILDGDNLIPKVAPQTVSCVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHVNFKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNK
YHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHSDAYN

>P43180.2 Bet v 1; pathogenesis related protein, PR-10, Bet v
pendula]
MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>P43186.2 Bet v 1; pathogenesis related protein, PR-10, Bet v
pendula]
MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK
YHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN

>CAA96546.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK
FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN

>CAA96539.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQIKASKEMGETLLRAVERYLLAHSDAYN

>CAA96540.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]

v 1-1like [Betula

v 1-1like [Betula

v 1-1like [Betula

v 1-1like [Betula

v 1-1like [Betula

1-1ike [Betula

1-like [Betula

v 1-1like [Betula

v 1-1like [Betula

v 1-1like [Betula



MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK
YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN

>CAA96541.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendulal]
MGVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAA96542.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK
YHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN

>CAA96543.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK
YHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN

>CAA96544.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK
FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN

>CAA96547.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNK
YHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN

>CAB02155.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAB02156.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAB02157.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAB02158.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
GGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAB02159.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
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MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAB02160.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendulal]
MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAB02161.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN

>CAA96545.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN

>CAAB5186.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAB5187.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAB5188.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAB5190.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAB7318.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAO7319.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN

>CAAB7323.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
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MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAO7324.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendulal]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNK
YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN

>CAAB7325.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAO7326.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAB7327.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAA07329.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK
YHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN

>CAAB7330.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP
EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAA04823.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE
GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY
HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAB4826.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE
GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY
HTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN

>CAA04827.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE
GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY
HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>CAAB4828.1 Bet v 1; pathogenesis related protein, PR-10, Bet
pendula]
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GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE
GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY
HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN

>CAAR4829.1 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like [Betula
pendulal]

GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE
GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY
HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN

>AAD26560.1 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like [Betula
pendula]

MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN

>AAD26561.1 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like [Betula
pendula]

MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNK
YHTKGDHEVKAEQVKASKEMGETLLRAVESYPLAHSDAYN

>AAD26562.1 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like [Betula
pendula]

MGVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNK
YHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN

>1QMR_A Bet v 1; pathogenesis related protein, PR-10, Bet v 1-1like [Betula pendula]
GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE
GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY
HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>1LLT_A Bet v 1; pathogenesis related protein, PR-10, Bet v 1-1like [Betula pendula]
GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE
GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY
HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>1B6F_A Bet v 1; pathogenesis related protein, PR-10, Bet v 1-1like [Betula pendula]
GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE
GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY
HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN

>4BK6_B Bet v 1; pathogenesis related protein, PR-10, Bet v 1-1like [Betula pendula]
GVFNCETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE
GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY
HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>4BK7_A Bet v 1; pathogenesis related protein, PR-10, Bet v 1-1like [Betula pendula]
GVFNFETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE
GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY
HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN

>A45786 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like, partial [Betula
pendula]

GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG

>B45786 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like, partial [Betula
pendula]

SVFNYETETTSVIPAAMLFKAFILDGDKLFPKVAPQXQSIVXNXYRVYXPK

>CAAO7320.1 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like, partial



[Betula pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN
>CAAO7328.1 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like, partial
[Betula pendula]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN
>AAP37482.1 Bet v 1; pathogenesis related protein, PR-10, Bet v 1-like, partial
[Betula pendula]

MRVFNYKGETTSLIPLARLFK

>AAG22740.1 Bet v 6; phenylcoumaran benzylic ether reductase [Betula pendula]
MAHKSKILITGGTGYIGKFIVEASAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTLL
HGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRV
HAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFG
DGNARAVFNKEDDIGTYTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEK
IYVPEEKLLKDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTV
EEYLQQFV

>AAA16522.1 Bet v 2; profilin [Betula pendula]
MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG
HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLIDQGL

>1CQA_A Bet v 2; profilin [Betula pendula]
MSWQTYVDEHLMCDIDGQGEELAASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG
HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLIDQGL

>A4K9Z8.1 Bet v 2; profilin [Betula pendula]
MSWQTYVDEHLMCDIDGQGQQLAASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG
HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLIDQGL

>BAB21489.1 unknown function [Betula platyphylla]
MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP
EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN

>BAB21490.1 unknown function [Betula platyphylla]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN

>BAB21491.1 unknown function [Betula platyphylla]
MGVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFP
EGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK
YHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN

>AAB25850.1 unknown function, partial [Betula sp.]
GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG
>AAB25851.1 unknown function, partial [Betula sp.]
SVFNYETETTSVIPAAFLFKAFILDGDKLFPKVAPQXQSIVXNXYRVYXPK
>ABC68516.1 Bla g 11; alpha-amylase [Blattella germanica]
MKLFPLVALLVLVVGVLSQKDPHVWDGRSAIVHLFEWKFADIADECERFLGPKGFAGVQV
SPVHENVIISSPFRPWWERYQLVSYKLVSRSGDENAFRDMVRRCNNVGIRIYVDVVLNQM
SGSWPDAHGQGGSTADTYNLQYPAVPYGPGDFHSTCTVSNYQDPSNVRNCELVGLHDLNQ
GSDYVRGKMIEYLNHLVDCGVAGFRVDAAKHMWPADLQYIYSKVNNLNTDHGFPSGARPF



FYQEVIDLGGEAIHSTEYTGFGRVTEFKYSRDIGDAFRGNNAIKWLVNFGVGWGYIPDGD
ALVFVDNHDNQRGHGAGGASILTYKTSKLYKMAVAFMLAYPYGYPRVMSSFSFDNSDQGP
PQDGNGNIISPSINADGTCGNGWVCEHRWRQIFNMVGFRNAVAGTAVSNWWDNGDKQISF
CRGNKGFVAFNDEFNNDLKQTLQTCLPAGDYCDVISGSYENGSCTGKTVTVGSDGKAYIE
ILSSADDGVLATIHVNSKVGSKSQTTTTQSSHCTCS

>ACM24358.1 Bla g 9; arginine kinase [Blattella germanica]
MVDAAVLEKLEAGFAKLAASDSKSLLKKYLTKEVFDNLKTKKTPSFGSTLLDVIQSGLEN
HDSGVGIYAPDAEAYAVFADLFDPITEDYHGGFKKTDKHPPKDWGDVDTLGNLDPAGEYI
ISTRVRCGRSMQGYPFNPCLTEAQYKEMEDKVSSTLSGLEAELKGQFYPLTGMTKEVQQK
LIDDHFLFKEGDRFLQAANACRFWPTGRGIYHNDAKTFLVWCNEEDHLRIISMQMGGDLG
QVYRRLVTAVNDIEKRIPFSHDDRLGFLTFCPTNLGTTVRASVHIKVPKLAADKAKLEEV
AGKYNLQVRGTRGEHTEAEGGVYDISNKRRMGLTEYDAVKEMNDGIAELIKLESSL
>COMPAREQ®O1 Bla g 9; arginine kinase [Blattella germanica]
VDAAVLEKLEAGFAKLAASDSKSLLKKYLTKEVFDNLKTKKTPTFGSTLLDVIQSGLENH
DSGVGIYAPDAEAYTVFADLFDPITEDYHGGFKKTDKHPPKDWGDVDTLGNLDPAGEYII
STRVRCGRSMQGYPFNPCLTEAQYKEMEDKVSSTLSGLEGELKGQFYPLTGMTKEVQQKL
IDDHFLFKEGDRFLQHANACRFWPTGRGIYHNDAKTFLVWCNEEDHLRITSMQMGGDLGQ
VYRRLVTAVNDIEKRVPFSHDDRLGFLTFCPTNLGTTVRASVHIKVPKLAADKKKLEEVA
GKYNLQVRGTRGEHTEAEGGVYDISNKRRMGLTEYDAVKEMNDGIAELIKIESSL
>ABC86902.1 Bla g 9; arginine kinase [Blattella germanica]
MVDAAVLEKLEAGFAKLAASDSKSLLRKYLTKEVFDNLKTKKTPTFGSTLLDVIQSGLEN
HDSGVGIYAPDAEAYTVFADLFDPITIEDYHGGFKKTDKHPPKDWGDVDTLGNLDPAGEYI
ISTRVRCGRSMQGYPFNPCLTEAQYKEMEDKVSSTLSGLEGELKGQFYPLTGMTKEVQQK
LIDDHFLFKEGDRFLQHANACRFWPTGRGIYHNDAKTFLVWCNEEDHLRIISMQMGGDLG
QVYRRLVTAVNDIEKRVPFSHDDRLGFLTFCPTNLGTTVRASVRIKVPKLAADKKKLEEV
AGKYNLQVRGTRGEHTEAEGGVYDISNKRRMGLTEYDAVKGMNDGIAELIKIESSL
>AII81930 Bla g 12; chitinase [Blattella germanica]
MKTSQILFLCGVVFLSVLVSTSGDKPSRVVCYFSNWAVYRPGLGSYKIEDIPTDLCTHLI
YSFIGVSNVTWGPLILDQENDVDLRGFLNFTDLKAKGVKTSVAMGGWGEGGRKYSHLVSD
KKLRDTFIPALVEFLHKYNFDGLDIDWEYPGASDRGGSYGDRQNFFYFVEELRRAFDKEG
KGWEITMAVPLANFRLNEGYHVPDLCELIDAVHVMAYDLRGNWAGFADVHSPLYQRPNEG
YGYQALNDNDGMQLWVDKGCSPDKLVLGTPFYGRTFTLSQGNTNKDIGTYINKDAGGGDA
GPYTGAKGMLAYYEICNMLQVNASKWTQKFDDIGKCPYAYDDGNQWVGYDNEISLQYKMD
FIKEKGYLGAMTWAIDMDDFHGTCGQKNPLINVLAKNMKDYVVPTLQISTTPRPEWDRPK
STTFEGGSVTTSTTTTTTMKTTIPETTTTGTTTSTIDPTITTPSFPPSETTTDATTGGPT
VTPSCANANFYPAANCNQYYMCNQGTPILMTCPSGTVWVQEGIRCDWPAASTRAECRSA
>AJ053282.1 chymotrypsin, serine protease [Blattella germanica]
MQYCAVLFFAAAVACAYGAELAALDPSTRVVGGTNAATGEFPFIVSLRSTSNSHFCGGSI
ISNYYVITAAHCVSGSSASSVVVVAGTNTLNSGGTSYRVSRIVVHSGYNSNTIVNDIALL
RLSSAISYNSYVQPIALPAQGETSGAGVAAVASGWGYTSYPGWSLPNNLQKVSLSVISNT
QCSSYMNNIYSSSICASGGNGKGVCNGDSGGPLTAGGKLIGLVSWGRPCAVGYPDVYTRV
SSYVSWINQNAV

>AAB72147.1 Bla g 5; glutathione S-transferase [Blattella germanical]
YKLTYCPVKALGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQ
SVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAATIANYHYDADENSKQKKWDPLKK
ETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALRE
KVLGLPAIKAWVAKRPPTDL

>ABPO4044.1 Bla g 5; glutathione S-transferase [Blattella germanica]
YKLTYCPVKALGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQ
SVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKK



ETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALRE
KVLGLPAIKAWVAKRPPTDL

>ABX57814.1 glutathione S-transferase [Blattella germanica]
MTIDFYYLPGSAPCRSVLLAAKAFGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDN
GFCLWESRATILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFA
KASPDAEKMKKLEEAYQF LDKFLEGQKFVAGNSLTIADIATIASVSTAAILGFDITRYPN
VNKWFENAKKVIPGYDELNHSGCLEFRKMWDNLTQK

>ACY40650.1 Bla g 3; hemocyanin, arylphorin [Blattella germanica]
IPADKVFLRKQWDVLRLVHRIHQHSIIPEQVTVGDSYDIEANINNYKNPRVVKNFMALYK
KDPVKRGEPFSTYYIKHREQAIMLFELFYYANDYDTFYKTACWARDRVNEGMFLYSFNIA
IMHREDMQDIVIPAFYEIYPFLFVENDVIQKAYDYKMKESGHLNEPHTHVIPVNFTLRNQ
EQLLSYFTEDVFLNAFNTYFRYMYPTWFNYTKYEYDVPRHGEQFYYFYQQIYARYMLERY
SNDMPDIKPFTYNKAFKTPYNPQLRYPNGQEVPARPAYMVPQDFDLYYVSDIKNYERRVA
DAIDFGYVFCDKMISHSLYNDKKGFEMLAEITIEGNSMHPDYYGHIFHMYRSLLGHVTDPF
HKNGEAPSALEHPETALRDPAFYQIWKRVQHYFYKFQMKLPYYTREELTFDGVKIDNVDV
GKLYTYFEPYEMSLGYSVKVENIQDAANVDIRARNYRLNHKPFTYNIEVTSEKETPVYVR
VFLGPKYNYYGHEYDLNERRNKFVEIDRFPYQLHAGKNATIERNSHESTVVAKEQDTPKVL
YKKVNEAYEGKATYNYDKQTKFCGLPEHLLIPKGKKGGQAFTVYVIVTPYDKAVEKEEHH
FKAYSYCGVGPHDTYPDDKPLGFPFDRPIHSYDFVTPNMFMKDVFIFHKKYEEVEQH
>ACY40651.1 Bla g 3; hemocyanin, arylphorin [Blattella germanica]
IPADKVFLRKQWDVLRLVHRIHQHSIIPEQVTVGDSYDIEANINNYKNPRVVKNFMALYK
KDPVKRGEPFSTYYIKHREQAIMLFELFYYANDYDTFYKTACWARDRVNEGMFLYSFNIA
IMHREDMQDIVVPAFYEIYPFLFVENDVIQKAYDYKMKESGHLNEPHTHVIPVNFTLRNQ
EQLLSYFTEDVFLNAFNTYFRYMYPTWFNYTKYEYDVPRHGEQFYYFNQQMFARYMLERY
SNDMPEIQPFTYTKPFKTPYNPQLRYPNGQEVPARPAYMMPQDFDLMYVSDIKNYEKRVA
DAVDFGYVFCDKMISHSLYNNEKGLEWLGQIVEGNSMHPDFYGHIFHMYRSLLGHITDPF
HKHGVAPSALEHPETSLRDPAFYQIWKRVQHYFNKFQMKQPYYTREELAFDGVKIDNVDV
GKLYTYFEPYEMGLSNAVKVGKLEDVPNVDIRARNYRLNHKPFTYNVEVTSEKDTPVYVR
VFLGPKYNYYGHEYDLNERRNYFVEIDRFPYQLHTGKNTIQRNSHDSSVVAQEQDTYKVL
YKKVNEAYEGKTTYTYEKQDKYCGLPEHLLIPKGKKGGQAFTVYVIVTPYDKAVEKEEHH
FKAYSYCGVGPHDSVYDKKPLGFPFDRPIHSYDFVTPNMFMKDVFIFHKKYEEVEQH
>AAA86744.1 Bla g 2; inactive aspartic protease [Blattella germanica]
MIGLKLVTVLFAVATITHAAELQRVPLYKLVHVFINTQYAGITKIGNQNFLTVFDSTSCN
VVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTT
SQODIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHAR
FQDGEHFGEIIFGGSDWKYVDGEFTYVPLVGDDSWKFRLDGVKIGDTTVAPAGTQAIIDT
SKATIVGPKAYVNPINEAIGCVVEKTTTRRICKLDCSKIPSLPDVTFVINGRNFNISSQY
YIQQNGNLCYSGFQPCGHSDHFFIGDFFVDHYYSEFNWENKTMGFGRSVESV

>1YG9 A Bla g 2; inactive aspartic protease [Blattella germanica]
GASIVPLYKLVHVFINTQYAGITKIGNQNFLTVFDSTSCNVVVASQECVGGACVCPNLQK
YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA
DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV
DGEFTYVPLVGDDSWKFRLDGVKIGDTTVAPAGTQAIIDTSKAIIVGPKAYVNPINEAIG
CVVEKTTTRRICKLDCSKIPSLPDVTFVINGRNFNISSQYYIQQNGNLCYSGFQPXGHSD
HFFIGDFFVDHYYSEFNWENKTMGFGRSVE

>ABP35603.1 Bla g 2; inactive aspartic protease [Blattella germanica]
MIGLKIVTVLFAVATITHAAELQRVPLYKLVHVFINTQYAGITKIGNQNFLTVFDSTSCN
VVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRGIEDSLTIFNLTT
SQQODIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHAR
FQDGEHFGEIIFGGSDWKYVDGEFTYVPLVGDDSWKFRLDGVKIGDTTVAPAGTQAIIDT



SKATIIVGPKAYVNPINEAIGCVVEKTTTRRICKLDCSKIPSLPDVTFVINGRNFNISSQY
YIQQNGNLCYSGFQPCGHSDHFFIGDFFVDHYYSEFNWENKAMGFGRSVESV

>3LIZ A Bla g 2; inactive aspartic protease [Blattella germanica]
EAEASIVPLYKLVHVFINTQYAGITKIGNQNFLTVFDSTSCNVVVASQECVGGACVCPNL
QKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCIL
SADVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWK
YVDGEFTYVPLVGDDSWKFRLDGVKIGDTTVAPAGTQAIIDTSKAITVGPKAYVNPINEA
IGCVVEKTTTRRICKLDCSKIPSLPDVTFVINGRNFNISSQYYIQQNGNLCYSGFQPCGH
SDHFFIGDFFVDHYYSEFNWENKTMGFGRSVESV

>AAA87851.1 Bla g 4; lipocalin [Blattella germanica]
AVLALCATDTLANEDCFRHESLVPNLDYERFRGSWIIAAGTSEALTQYKCWIDRFSYDDA
LVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGCPA
AANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTLDQVNQHKKATIEEDLKHFNLKYEDLHST
CH

>ABP04043.1 Bla g 4; lipocalin [Blattella germanica]
AVLALCASDTLAMEDCFRHESLVPNLDYERFRGSWITIAAGTSEALTQYKCWIDRFSYDDA
LYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEGCPA
AANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHST
CH

>ACF53836.1 Bla g 4; lipocalin [Blattella germanica]
MCITGVILFAVLAVCATDTLANEDCFRHESLVPNLDYKKFIGTWVIAAGTSEALTQYKCW
NDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDN
YAIVEGCPAAANGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKATEEDLKHFN
LKYEDLHSTCH

>ACF53837.1 Bla g 4; lipocalin [Blattella germanica]
MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDYERFRGMWVIVAGTSEALTQYKCW
IDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNY
AIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNL
KYEDLHSTCH

>ACJ37389.1 Bla g 4; lipocalin [Blattella germanica]
VLALCATDTLANEDCFRHESLVPNLDYERFRGSWITAAGTSEALTQYKCWIDRFSYDDAL
VSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGCPAA
ANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTLDQVNQNKKAIEEDLKHFNLKYEDLHSTC
H

>AAD13531.1 Bla g 1; microvilli-like protein with unknown function [Blattella
germanical]
NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDITATLPVDDLYALFQEKLETSP
EFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFNIVRDTRG
LPEDLQDFLALIPTDQVLAIAADYLANDAEVKAAVEYLKSDEFETIVVTVDSLPEFKNFL
NFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAILPVDDLYALF
QEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDHIIELIHQIF
NIVRDTRGLPEDLQDFLALIPIDQILATIAADYLANDAEVQAAVEYLKSDEFETIVVTVDS
LPEFKNFLNFLQTNGLNATEFINNIHDLLGIPHIPATGRKHVRRGVGINGLIDDVIAILP
VDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHF
TELIKKLFGLSH

>AAD13530.2 Bla g 1; microvilli-like protein with unknown function [Blattella
germanical]
NLLEKLREKGVDVDKIIELIRALFGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYL
ANDAEVQAAVAYLQSDEFETIVVALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPH
IPVSGRKYHIRRGVGITGLIDDVLAILPIEDLKALFNEKLETSPDFLALYNAIRSPEFQS



IVQTLNAMPEYQNLLQKLREKGVDVDKITELIRALFGLTLNGKASRNLQDDLQDFLALIP
VDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVVTLDALPELQNFLNFLEANGLNAIDF
LNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDVLAILPLDDLKALFNEKLETSPDFLA
LYNAIKSPEFQSIVQTLNAMPEYQNLLEKLREKGVDVDKIIELIRALFGLTH
>AAF72534.1 Bla g 7; tropomyosin [Blattella germanica]
MDAIKKKMQAMKLEKDNAMDRALLCEQQARDANIRAEKAEEEARSLQKKIQQIENDLDQT
MEQLMQVNAKLDEKDKALQNAESEVAALNRRIQLLEEDLERSEERLATATAKLAEASQAA
DESERARKILESKGLADEERMDALENQLKEARFMAEEADKKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANLREEEYKQQIKTLNTRLKEAEARAE
FAERSVQKLQKEVDRLEDELVHEKEKYKYICDDLDMTFTELIGN

>ABB89296.1 Bla g 6; troponin C [Blattella germanica]
MDELPPEQIQLLKKAFDAFDREKKGCISTEMVGTILEMLGHRLDDDMLQEIIAEVDADGS
GELEFEEFVSLASRFLVEEDAEAMQQELREAFRLYDKEGNGYITTNVLREILKELDDKIT
AEDLDMMIEEIDSDGSGTVDFDEFMEVMTGE

>ABB89297.1 Bla g 6; troponin C [Blattella germanica]
MDEIPAEQVVLLKKAFDAFDREKKGCISTEMVGTILEMLGTRLDQDMLDEIIAEVDADGS
GELEFEEFCTLASRFLVEEDAEAMQHELREAFRLYDKEGNGYITTAVLREILKELDDKIT
AEDLDMMIEEIDSDGSGTVDFDEFMEVMTGE

>ABB89298.1 Bla g 6; troponin C [Blattella germanica]
MADEQLQLPPEQISVLRKAFDAFDREKSGSISTNMVEEILRLMGQPFNRRTLEELIDEVD
ADKSGRLEFDEFVTLAAKFITEEDSEAMEKELREAFRLYDKEGNGYIPTSCLREILRELD
EQLTSDELDMMIEEIDADGSGTVDFDEFMEMMTG

>AAB29344.1 unknown function, partial [Blattella germanica]
APPGCSNHFNLETVFGNFVK

>AAB29345.1 unknown function, partial [Blattella germanica]
GLNICQIDCNKIQSLPXLVFTIGGD

>AAQ24543.1 Blo t 4; alpha-amylase [Blomia tropicalis]
MIVELIVFSLALTIPYQTLASSPYSDPHFQHNRKVITHLMQWKFVDIADECERFLGPYGY
GGVQVSPVNEHASLDRHPWYELYQPVSYRIVSRSGTESQFRDMVHRCNKAGVRIYVDVVL
NHMTGPQSGVGIDGTHYDGNSMQYPGIPFGPNDFHGHESCPTSNLDIQNYDDPTQARNCR
LSGLRDLKQSADYVRTKQADFLNHLIDIGVAGFRFDASKHMWPGDLQAIYSKLHHLNEKY
FPSNSNPFIYHEVIYSNNNAISISDYTKLGRSIEFHYYHELCNVIRGNNKLKWLHNFGQP
WGMVPNDDAL IMVDSHDLQRGHTGQLGLNINYFESRLLKVATAFMLAWPYGIPRVMSSYR
WNQKIVNGKDENDWIGPPADGSGSILSVKPNSDLTCNQEWICEHRWKQIYNMVQFRNTAG
DEPVKNWWDNGDYQIAFSRGAKTFIAINLQNGQHLKQNLHTGLPSGNYCNLVTGNVHNGK
CSGQMVHVDGSGHAMISIGANADDHL

>ABU97467.1 apolipophorin [Blomia tropicalis]
MSAVGTANSHEHLAQLEVTYPKDAPKEVKLLLKSPENSFETKFALNLDASRNLDIKLNLP
HLIDIHLKNQFEKDKETNLMKNDMVLEYKFPNDETVHTLKTHHELGYNLKRNGKDKVANF
DFKSKFESSRRPFLNHRSLVQFKYRPYKLQELVLEFGYGEKMDNVYKFSRISKIDVQEFK
PFKMNSETDLNIVATDFDVDYEIKADNRVLNDRGNALEFDMNLKGKDRSKRAAENGNQET
EGKIKYRNKGSAVDSKLEASLKGVGHDFAWNSELKQVEPQKYEGKITIQTEKDKKIFITH
KEEISKPTKEIHFKSEADISYSYKPDKKTYVMEAKKQGTAYILKGEAKKDGTVIFSNDIN
FESSNGNLKALIKRDTRSYDLNVDNVFRPREATLLFKIKDREYNIKMDREPFKYINLKVD
GNENALIKNGKAHLSIMDPTTLNLVTKANSNVDFSMDLFASIRHQIALKIDSPKYNFFHD
GDIDLSIVNRRLLWKSLTKKDDREYKFNADIARKGSMISLTKVTPDRTSSVQYSRNGEKI
EVNIDTEYLEGKVEGDRFSGKIVLKNKQNDYELESTYKRENGRLVIESVNGKNAKMEAVF
SRKEPSKFVLETPNTKAKIDMDLTAPVKTFKLDFDNPRYQKKIDASMEPESKFKYSSYSN
QKNEKKERKIEIDGVHMKELNVDIDFPDFKFKVKQPESSKKVEFSYTFNNYTETEEYDFD
PHKAYLVNWVNALRQYVQTFVVQN



>AAQ24545.1 Blo t 7; bactericidal permeability-increasing like [Blomia tropicalis]
MKSTIVLLACFVGIAFSDDAANQLVDQVVDALKTQKGFDSMHVGKHTTELDQKIGLVTFK
GKLITKDATVTGLSRAAGDSDVKIHSNIELIVGLIQSHLTLDVDIGKLQIMFSAGLAAEG
PSVKDFHIDEFEAVRIHVHGLGPLDPFIDIIGDAIIXLAXSQVREMISXMMRPIIESEVK
KFLQNTTPAPAF

>AAQ24549.1 chitinase [Blomia tropicalis]
MTKLCLVALATLATIAALVPVNHATKDPKTVCYYESWVHWRHGDGKMEPNEIDTSLCTHI
VYTYFGIDAITHELKWLDPYLMKDLHDIEKFVQAKGKAKAMIAIGGASMSDQFSITAGNE
QYRDIFARSVVNFLAQYHFDGIMIDWYGVQERDSENLIHLLDKFDEKFASTTYSMGITLP
ATVATLDHYNVPKITVYVDFINVLTLDYAGPWGKVVDNASPLPEQLKTMEEYHKRGAPRS
KLVMAVPMYARTWRLASPLHQDLGDAAISGGTKGPYTDTEGILSYNELCVRIKGSPNSFN
IVRDVANTAVHAVYLHGNEAEFYSFEDTKTLAAKAHNVTTMGYGGLSIFTLSNEDSHGTC
GKKYPLLHSIVENYNHDPIDEVPITTIPPPTPHPTEVVTDIPGVFKCHSVGKFRDHEYCF
KYYDCVMGDFGLESTVMYCERHQAFDEKTYKCVEASQIPGC

>AAA78904.1 Blo t 12; chitin-binding protein [Blomia tropicalis]
MKSVLIFLVAIALFSANIVSADEQTTRGRHTEPDDHHEKPTTQCTHEETTSTQHHHEEVV
TTQTPHHEEKTTTEETHHSDDLIVHEGGKTYHVVCHEEGPIHIQEMCNKYIICSKSGSLIW
YITVMPCSIGTKFDPISRNCVLDN

>COMPARE139 Blo t 12; chitin-binding protein [Blomia tropicalis]
MKSVLIFLVAIALFSANIVSADEQTTRGRHTEPDDHHEKPTTHATHEETTSTQHHHEEVT
TQTPHHEEKTTTEETHHSDDLIVHEGGKTYHVVCHEEGPIPHPGNVHKYIICSKSGSLWY
ITVMPCSIGTKFDPISRNCVLDN

>2MFK_A Blo t 12; chitin-binding protein, partial [Blomia tropicalis]
GPLGSDLIVHEGGKTYHVVCHEEGPIPHPGNVHKYIICSKSGSLWYITVMPCSIGTKFDP
ISRNCVLDN

>MANUAL2 Blo t 1; cysteine protease [Blomia tropicalis]
MKFLLVAALCALVAIGSCKPTREEIKTFEQFKKVFGKVYRNAEEEARREHHFKEQLKWVE
EHNGIDGVEYAINEYSDMSEQEFSFHLSGGGLNFTYMKMEAAKEPLINTYGSLPQNFDWR
QKARLTRIRQQGACGSCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCN
GCGSGYSTEAFKYMIRTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDV
MYTIQQHGPVVIYMHGSNNYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDYWIIR
NSWGTGWGNGGYGYVERGHNSLGINNYVTYATL

>AAK58415.1 Blo t 1; cysteine protease [Blomia tropicalis]
IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYATHRHQNIILSEQELLDCTYHL
YDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLR
YRAGDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQN
GIDYWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL

>AAQ24541.1 Blo t 1; cysteine protease [Blomia tropicalis]
MKFLLVAALCALVAIGSCKPTREEIKTFEQFKKVFGKVYRNAEEEARREHHFKEQLKWVE
EHNGIDGVEYAINEYSDMSEQEFSFHLSGGGLNFTYMKMEAAKEPLINTYGSLPQNFDWR
QKARLTRIRQQGSCGSCWAFAAAGVAESLYSIQKQQSIELSEQELVDCTYNRYDSSYQCN
GCGSGYSTEAFKYMIRTGLVEEENYPYNMRTQWCNPDVEGQRYHVSGYQQLRYQSSDEDV
MYTIQQHGPVVIYMHGSNNYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDYWIIR
NSWGTGWGNGGYGYVERGHNSLGINNFVTYATL

>AAC80579.1 Blo t 13; fatty acid-binding protein [Blomia tropicalis]
MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE
IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD
VTSVRTYKRI

>AAP35069.1 Blo t 8; glutathione S-transferase [Blomia tropicalis]
MAPLKIGYWDIRGFAEPIRMLLKHLNIEFEETRYGFGNDSEESFPNRDEWLAEKFTLGFE



FPNLPYLFDGDFKMTESVAILKRLARANGMIATTEPALSYSEMIEAMVIDIRNRLVYVIY
AENSGTPEEFEQKLADLRERLETSLGQLEAFFQKHGSQWVAGDKLTYVDFLAYEYLDWYR
VFVKSTPIFEKFAKVSDYMKRFEELPSLKEYIASDEHRSASCLSPFARIGHRWAKE
>ACVO4860.1 Blo t 8; glutathione S-transferase [Blomia tropicalis]
MAPLKIGYWDVRGFAEPIRMLLKHLNIEFEETRYGFGNDSEESLPNRDEWLAEKFTLGLE
FPNLPYLFDGDFKMTESVAILKRLARANGMIATTEPALSYSEMIEAMIIDIRNRLINVVY
AENSGTPEEFEQKLADLRERLETSLGQLEAFFQKHGSQWVAGDKLTYVDFLAYEYLDWYR
VFVKSTPIFEKFAKVSDYMKRFEELPSLKEYIARDEHRSASCLSPFARIGHRWAKE
>ABG76185.1 Blo t 2; NPC2-1like [Blomia tropicalis]
MFKFICLALLVSYAAAGDVKFTDCAHGEVTSLDLSGCSGDHCTIHKGKSFTLKTFFIANQ
DSEKLEIKISATMNGIEVPVPGVDKDGCKHTTCPLKKGQKYELDYSLIIPTILPNLKTVT
TASLVGDHGVVACGKVNTEVVD

>AAM83103.1 Blo t 11; paramyosin [Blomia tropicalis]
MAARSAKYMYQSSRAGHGGDISIEYGTDLGALTRLEDKIRLLSEDLESERELRQRVEREK
SDITVQLMNLTERLEETEGSSESVTEMNKKRDSELAKLRKLLEDVHMESEETAHHLRQKH
QAAIQEMQDQLDQVQKAKNKSDKEKQKFQAEVFELLAQVETANKDKLVAQKTVEKLEYTV
HELNIKIEEINRTVVEVTAHRQRLSQENSELIKEVHEYKISLDNANHLKGQIAQQLEDTR
HRLEDEERKRSSLENHAHTLEVELESLKVQLEEESEARLELERQLTKANGDAASWKSKYE
AELQAHVDEVEELRRKMAQKISEYGEQLEALLNKCSALEKQKARLQSEVEVLIMDLEKAT
AHAQALEKRVSQLEKINLDLKSKLEEVSMLLEQTQKDLRVKIADLQKLQHEYEKLRDQKE
ALARENKKLADDLAEAKSQLNDAHRRIHEQEIETIKRLENEREELAAAYKEAETLRKQEEA
KNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIETIEQLNMRLAEAEAKLKTEVARLK
KKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQLQQAVDQLGVTQ
RRCQALTAELEEMRVNLEQALRAKRAAEQMHEEAVVRVNELTTINVNLASAKSKLETEFS
ALQNDYDEVHKELRISDERVQKLTIEVKSTKDLLESETERVTKLETIKKSLETEVRNLQI
RIEEVEANALAGGKRVIAKLESRIRDVEIEVEEERRRHAETEKMLRKKDHRVKELLLQNE
EDHKQIQLLQEMSDKLNEKVKVYKRQMQEQEGMSQQNL TRVRRFQRELEAAEDRADQAES
NLSFIRAKHRSWVTTSQVPGGTRQVFVTEQESSNF

>ABU97466.1 Blo t 10; tropomyosin [Blomia tropicalis]
MEAIKKKMQAMKLEKDNAIDRAEIAEQKSRDANLRAEKSEEEVRALQKKIQQIENELDQV
QESLTQANTKLEEKEKSLQTAEGDVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSA
DESERMRKMLEHRSITDEERMDGLESQLKEARMMAEDADRKYDEVARKLAMVEADLERAE
ERAETGETKIVELEEELRVVGNNLKSLEVSEEKAQQREEAYEQQIRMMTGKLKEAEARAE
FAERSVRKLQKEVDRLEDELVHEKEKYKSISDELDQTFAELTGY

>AAM10779.1 Blo t 3; trypsin [Blomia tropicalis]
MKVLVLFCLVSLAAAGPLKDALNKAQVDAFYAEGYIVGGSNAADGDAPYQVSLQRTSHFC
GGSITADNYILTAAHCIQGLSASSLTTRYNTLRHNSGGLTVKASRIIGHEKYDSNTIDND
IALIQTASKMSTGTTNAQAIKLPEQGSDPKASSEVLITGWGTLSSGASSLPTKLQKVTVP
IVDRKTCNANYGAVGAEITDNMFCAGILNVGGKDACQGDSGGPVAANGVLVGAVSWGYGC
AQAKYPGVYTRVGNYISWIKGKGVPV

>AAQ24542.1 Blo t 3; trypsin [Blomia tropicalis]
MKVLVLFCLVSLAAAGPLKDALNKAQVDAFYAEGYIVDGSNAADGDAPYQVSLQRTSHFC
GGSITADNYILTAAHCIQGLSASSLTIRYNTLRHNSGGLTVKASRIIGHEKYDSNTIDND
IALIQTASKMSTGTTNAQAIKLPEQGSDPKASSEVLITGWGTLSSGASSLPTKLQKVTVP
IVDRKTCNANYGAVGADITDNMFCAGILNVGGKDACQGDSGGPVAANGVLVGAVSWGYGC
AQAKYPGVYTRVGNYISWIKGKGVPV

>AAD10850.1 Blo t 5; unknown function, group 5/21 mite allergen [Blomia tropicalis]
MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDEL
NENKSKELQEKITRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKD
LKETEQKVKDIQTQ



>AAX34047.1 Blo t 21; unknown function, group 5/21 mite allergen [Blomia
tropicalis]

MKFITALAALIAVACALPVSNDNFRHEFDHMIVNTATQRFHEIEKFLLHITHEVDDLEKT
GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA

LQKRVQDSE

>ABHO6346.1 Blo t 21; unknown function, group 5/21 mite allergen [Blomia
tropicalis]

MKFIIALAALIAVACALPVSNDNFRHEFDHMIVNTATQRFHEIEKFLLHITHEVDDLEKT
GNKDEKARPLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA

LQKRVQDSE

>ABHO6348.1 Blo t 21; unknown function, group 5/21 mite allergen [Blomia
tropicalis]

MKFITALAALIAVACALPVSNDNFRHEFDHMIINTATQRFHEIEKFLLHITHEVDDLEKT
GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA

LQKRVQDSE

>ABHO6350.1 Blo t 21; unknown function, group 5/21 mite allergen [Blomia
tropicalis]

MKFIIALAALIAVACALPVSNDNFRHEFDHMIVNTATQRFHEIEKFLLHITHEVDDLEET
GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA

LQKRVQDSE

>ABH06352.1 Blo t 5; unknown function, group 5/21 mite allergen [Blomia tropicalis]
MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDEL
NENKSKELQEKITIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKD
LKETEQKVKDIQTQ

>ABHO6359.1 Blo t 5; unknown function, group 5/21 mite allergen [Blomia tropicalis]
MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDEL
NENKSKELQEKITRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKD
LKETEQKVKDIQTQ

>ABHO6347.1 Blo t 21; unknown function, group 5/21 mite allergen [Blomia
tropicalis]

MKFITALAALIAVACALPVSNDNFRHEFDHMIVNAATQRFHEIEKFLLHITHEVDDLEKT
GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA

LQKRVQDSE

>2IMH_A Blo t 5; unknown function, group 5/21 mite allergen [Blomia tropicalis]
GSQEHKPKKDDFRNEFDHLLIEQANHATEKGEHQLLYLQHQLDELNENKSKELQEKIIRE
LDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ

>Q7M416.1 Bom p 1; phospholipase A2 [Bombus pensylvanicus]
ITYPGTLWCGNGNIANGTNELGLWKETDACCRTHDMCPDIIEAHGSKHGLTNPADYTRLN
CECDEEFRHCLHNSGDAVSAAFVGRTYFTILGTQCFRLDYPIVKCKVKSTILRECKEYEF
DTNAPQKYQWFDVLSY

>Q7M413.1 Bom p 4; protease [Bombus pensylvanicus]
VVGGKPAKLGAWPWMVALGFHNYRQPKKSPEWKCGGSLRISRHVLTAAHCATIHRSLYVVR
IADLNLKRDDDGAHPIQMGIESKLIHPDYVYSEHHDDIATILKLEKDVSFSEYIRPICLPI
EESLRNNNFIGYNPFVAGWGRLRYKGPLSDALMEVQVPVVRNKVCKRAYSDVSDTVICAG
YPKGRKDSCQGDSGGPLMIPQESTYYEIGVVSYGHECALPKYPGVYTRVTSYLDSFILPA

LKK

>P82971.1 Bom t 1; phospholipase A2 [Bombus terrestris]
ITFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS
CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF
ETFAPKKYQWFDVLQY



>POCH88.1 Bom t 4; protease, partial [Bombus terrestris]
VVGGKPAKLGAWPWMVALGF

>ABB88514.1 Bomb m 1; arginine kinase [Bombyx mori]
MVDAATLEKLEAGFSKLQGSDSKSLLKKYLTREVFDSLKNKKTSFGSTLLDCIQSGVENL
DSGVGIYAPDAESYSVFAELFDPITEDYHNGFKKTDKHPPKNWGDVDTLGNLDPAGEFVV
STRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGTLSSLEGELKGTFYPLTGMSKETQQQL
IDDHFLFKEGDRFLQAANACRFWPTGRGIYHNENKTFLVWCNEEDHLRITSMQMGGDLQQ
VYKRLVSAVNEIEKKIPFSHHDRLGFLTFCPTNLGTTVRASVHIKLPKLAADKKKLEEVA
SKYHLQVRGTRGEHTEAEGGVYDISNKRRMGLTEYDAVKEMYDGIAELIKIEKSL
>NP_001036878.1 glycoprotein [Bombyx mori]
MMWKTVLITIFAAGVLADDFSQITAVVTSQCTKNNAEDKVPEVEAALRTFGNCLKGLVDL
NVLKTETEEAKPNGALDEVFKKYCDKSAQLKGCISSVLQGVRPCVGNEYANHINDAQNST
NQLIDFVCYKDGDRIALFIAEGGPECFQQKTENLKTCFLNLKQSFPTVESANNLSLVEKC
AKVDEMTSCIVKSLEECSTPTPANMAESLIKFMRKDSPCHTALPKTD
>NP_001037083 thiol peroxiredoxin [Bombyx mori]
MPLQMTKPAPQFKATAVVNGEFKDISLSDYKGKYVVLFFYPLDFTFVCPTEIIAFSEKAD
EFRKIGCEVLGASTDSHFTHLAWINTPRKQGGLGPMNIPLISDKSHRISRDYGVLDEETG
IPFRGLFIIDDKQNLRQITINDLPVGRSVEETLRLVQAFQF TDKHGEVCPANWRPGAKTI
KPDTKAAQEYFGDAN

>NP_001103782.1 Bomb m 3; tropomyosin [Bombyx mori]
MDAIKKKMQAMKLEKDNALDRAAMCEQQAKDANLRAEKAEEEARQLQKKIQTIENELDQT
QESLMQVNGKLEEKEKALQNAESEVAALNRRIQLLEEDLERSEERLATATAKLSEASQAA
DESERARKVLENRSLADEERMDALENQLKEARFLAEEADKKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREEEYKNQIKTLTTRLKEAEARAE
FAERSVQKLQKEVDRLEDELVAEKEKYKDIGDDLDTAFVELILKE

>AAA30615.1 Bos d 4; alpha-lactalbumin [Bos taurus]
MMSFVSLLLVGILFHATQAEQLTKCEVFRELKDLKGYGGVSLPEWVCTTFHTSGYDTQAI
VQNNDSTEYGLFQINNKIWCKDDQNPHSSNICNISCDKFLDDDLTDDIMCVKKILDKVGI
NYWLAHKALCSEKLDQWLCEKL

>CAA29664.1 Bos d 4; alpha-lactalbumin [Bos taurus]
MMSFVSLLLVGILFHATQAEQLTKCEVFRELKDLKGYGGVSLPEWVCTAFHTSGYDTQAI
VQNNDSTEYGLFQINNKIWCKDDQNPHSSNICNISCDKFLDDDLTDDIMCVKKILDKVGI
NYWLAHKALCSEKLDQWLCEKL

>AAA30429.1 Bos d 9; alphaSl-casein [Bos taurus]
MKLLILTCLVAVALARPKHPIKHQGLPQEVLNENLLRFFVALFPEVFGKEKVNELSKDIG
SESTEDQAMEDIKQMEAESISSSEETVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK
VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY
YVPLGTQYTDAPSFSDIPNPIGSENSEKTTISLW

>NP_851372.1 Bos d 9; alphaSl-casein [Bos taurus]
MKLLILTCLVAVALARPKHPIKHQGLPQEVLNENLLRFFVAPFPEVFGKEKVNELSKDIG
SESTEDQAMEDIKQMEAESISSSEETIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK
VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY
YVPLGTQYTDAPSFSDIPNPIGSENSEKTTMPLW

>ABW98943.1 Bos d 9; alphaSl-casein [Bos taurus]
VSAALARPKHPIKHQGLPQEVLNENLLRFFVAPFPEVFGKEKVNELSKDIGSESTEDQAM
EDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPN
SAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWYYVPLGTQYT
DAPSFSDIPNPIGSENSEKTTMPLW

>AAA62707.1 Bos d 9; alphaSl-casein, partial [Bos taurus]
PQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWYY



VPLGTQYTDAPSFSDIPNPIGLENSEKTTMPLW

>AAA30478.1 Bos d 9; alphaSl-casein, partial [Bos taurus]
LSKDIGSESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLL
RLKKYKVPQLEIVPNS

>ABW98945.1 Bos d 9; alphaSl-casein, partial [Bos taurus]
FSEVFGKEKVNELSKDIGSESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVP
SERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGTHAQQKEPMIGVNQELAYFYP
ELFRQFYQLDAYPSGAWYYVPLGTQYTDAPSFSDIPNPIGSENSEKTTMPLW
>ABW98953.1 Bos d 9; alphaSl-casein, partial [Bos taurus]
IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQ
QKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFSDIPNPIGSEN
SEKTTMPLW

>NP_776953.1 Bos d 10; alphaS2-casein [Bos taurus]
MKFFIFTCLLAVALAKNTMEHVSSSEESIISQETYKQEKNMAINPSKENLCSTFCKEVVR
NANEEEYSIGSSSEESAEVATEEVKITVDDKHYQKALNEINQFYQKFPQYLQYLYQGPIV
LNPWDQVKRNAVPITPTLNREQLSTSEENSKKTVDMESTEVFTKKTKLTEEEKNRLNFLK
KISQRYQKFALPQYLKTVYQHQKAMKPWIQPKTKVIPYVRYL

>AAA30430.1 Bos d 11; beta-casein [Bos taurus]
MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL
QDKIHPFAQTQSLVYPFPGPIPNSLPQNIPPLTQTPVVVPPFLQPEVLGVSKVKEAMAPK
HKEMPFPKYPVEPFTESQSLTLTDVENLHLPPLLLQSWMHQPHQPLPPTVMFPPQSVLSL
SQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPVLGPVRGPFPIIV

>AAA30431.1 Bos d 11; beta-casein [Bos taurus]
MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL
QDKIHPFAQTQSLVYPFPGPIHNSLPQNIPPLTQTPVVVPPFLQPEVMGVSKVKEAMAPK
HKEMPFPKYPVEPFTESQSLTLTDVENLHLPLPLLQSWMHQPHQPLPPTVMFPPQSVLSL
SQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPVLGPVRGPFPIIV

>AAB29137.1 Bos d 11; beta-casein [Bos taurus]
MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL
QDKIHPFAQTQSLVYPFPGPIPNSLPQNIPPLTQTPVVVPPFLQPEVMGVSKVKEAMAPK
QKEMPFPKYPVEPFTESQSLTLTDVENLHLPLPLLQSWMHQPHQPLPPTVMFPPQSVLSL
SQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPVLGPVRGPFPIIV

>XP_005902099.2 Bos d 11; beta-casein [Bos taurus]
MPLNTIYKQPQNQIITHSAPPSLLVLYFGKKELRAMKVLILACLVALALARELEELNVPG
EIVESLSSSEESITRINKKIEKFQSEEQQQTEDELQDKIHPFAQTQSLVYPFPGPIPNSL
PQNIPPLTQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDV
ENLHLPLPLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAF
LLYQEPVLGPVRGPFPIIV

>CAA32835.1 Bos d 5; beta-lactoglobulin [Bos taurus]
MKCLLLALALTCGAQALIVTQTMKGLDIQKVAGTWYSLAMAASDISLLDAQSAPLRVYVE
ELKPTPEGDLEILLQKWENDECAQKKITAEKTKIPAVFKIDALNENKVLVLDTDYKKYLL
VCMENSAEPEQSLVCQCLVRTPEVDDEALEKFDKALKALPMHIRLSFNPTQLEEQCHI
>P02754.3 Bos d 5; beta-lactoglobulin [Bos taurus]
MKCLLLALALTCGAQALIVTQTMKGLDIQKVAGTWYSLAMAASDISLLDAQSAPLRVYVE
ELKPTPEGDLETILLQKWENGECAQKKITIAEKTKIPAVFKIDALNENKVLVLDTDYKKYLL
FCMENSAEPEQSLACQCLVRTPEVDDEALEKFDKALKALPMHIRLSFNPTQLEEQCHI
>ACG59280.1 Bos d 5; beta-lactoglobulin [Bos taurus]
MKCLLLALALTCGAQALIVTQTMKGLDIQKVAGTWYSLAMAASDISLLDAQSAPLRVYVE
ELKPTPEGDLEILLQKWENDECAQKKITAEKTKIPAVFKIDALNENKVLVLDTDYKKYLL
FCMENSAEPEQSLVCQCLVRTPEVDDEALEKFDKALKALPMHIRLSFNPTQLEEQCHI



>AAA30413.1 Bos d 5; beta-lactoglobulin, partial [Bos taurus]
NSAEPXQSLVCECL

>Q28050.1 Bos d 3; calcium-binding protein [Bos taurus]
MSSSQLEQATITDLINLFHKYSGSDDTIEKEDLLRLMKDNFPNFLGACEKRGRDYLSNIFE
KQDKNKDRKIDFSEFLSLLADIATDYHNHSHGAQLCSGGNQ

>NP_776945.1 collagen [Bos taurus]
MLSFVDTRTLLLLAVTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPG
PPGPPGPPGPPGLGGNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGE
PGQTGPAGARGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGH
NGLDGLKGQPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGP
VGPAGPIGSAGPPGFPGAPGPKGELGPVGNPGPAGPAGPRGEVGLPGLSGPVGPPGNPGA
NGLPGAKGAAGLPGVAGAPGLPGPRGIPGPVGAAGATGARGLVGEPGPAGSKGESGNKGE
PGAVGQPGPPGPSGEEGKRGSTGEIGPAGPPGPPGLRGNPGSRGLPGADGRAGVMGPAGS
RGATGPAGVRGPNGDSGRPGEPGLMGPRGFPGSPGNIGPAGKEGPVGLPGIDGRPGPIGP
AGARGEPGNIGFPGPKGPSGDPGKAGEKGHAGLAGARGAPGPDGNNGAQGPPGLQGVQGG
KGEQGPAGPPGFQGLPGPAGTAGEAGKPGERGIPGEFGLPGPAGARGERGPPGESGAAGP
TGPIGSRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGL
RGDIGSPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGP
NGFAGPAGAAGQPGAKGERGTKGPKGENGPVGPTGPVGAAGPSGPNGPPGPAGSRGDGGP
PGATGFPGAAGRTGPPGPSGISGPPGPPGPAGKEGLRGPRGDQGPVGRSGETGASGPPGF
VGEKGPSGEPGTAGPPGTPGPQGLLGAPGFLGLPGSRGERGLPGVAGSVGEPGPLGIAGP
PGARGPPGNVGNPGVNGAPGEAGRDGNPGNDGPPGRDGQPGHKGERGYPGNAGPVGAAGA
PGPQGPVGPVGKHGNRGEPGPAGAVGPAGAVGPRGPSGPQGIRGDKGEPGDKGPRGLPGL
KGHNGLQGLPGLAGHHGDQGAPGAVGPAGPRGPAGPSGPAGKDGRIGQPGAVGPAGIRGS
QGSQGPAGPPGPPGPPGPPGPSGGGYEFGFDGDFYRADQPRSPTSLRPKDYEVDATLKSL
NNQIETLLTPEGSRKNPARTCRDLRLSHPEWSSGYYWIDPNQGCTMDAIKVYCDFSTGET
CIRAQPEDIPVKNWYRNSKAKKHVWVGETINGGTQFEYNVEGVTTKEMATQLAFMRLLAN
HASQNITYHCKNSIAYMDEETGNLKKAVILQGSNDVELVAEGNSRFTYTVLVDGCSKKTN
EWQKTITEYKTNKPSRLPILDIAPLDIGGADQEIRLNIGPVCFK

>AAA30433.1 Bos d 12; kappa-casein [Bos taurus]
MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG
LNYYQQKPVALINNQFLPYPYYAKPAAVRSPAQILQWQVLSNTVPAKSCQAQPTTMARHP
HPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTIEAVESTVATLEASPEVTESPPEI
NTVQVTSTAV

>NP_776719.1 Bos d 12; kappa-casein [Bos taurus]
MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG
LNYYQQKPVALINNQFLPYPYYAKPAAVRSPAQILQWQVLSNTVPAKSCQAQPTTMARHP
HPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTTEAVESTVATLEDSPEVIESPPEI
NTVQVTSTAV

>NP_851341.1 lactotransferrin [Bos taurus]
MKLFVPALLSLGALGLCLAAPRKNVRWCTISQPEWFKCRRWQWRMKKLGAPSITCVRRAF
ALECTIRATAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQTHYYAVAVVKKG
SNFQLDQLQGRKSCHTGLGRSAGWITIPMGILRPYLSWTESLEPLQGAVAKFFSASCVPCI
DRQAYPNLCQLCKGEGENQCACSSREPYFGYSGAFKCLQDGAGDVAFVKETTVFENLPEK
ADRDQYELLCLNNSRAPVDAFKECHLAQVPSHAVVARSVDGKEDLIWKLLSKAQEKFGKN
KSRSFQLFGSPPGQRDLLFKDSALGFLRIPSKVDSALYLGSRYLTTLKNLRETAEEVKAR
YTRVVWCAVGPEEQKKCQQWSQQSGQNVTCATASTTDDCIVLVLKGEADALNLDGGYIYT
AGKCGLVPVLAENRKSSKHSSLDCVLRPTEGYLAVAVVKKANEGLTWNSLKDKKSCHTAV
DRTAGWNIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKE
KYYGYTGAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPV



TEAQSCHLAVAPNHAVVSRSDRAAHVKQVLLHQQALFGKNGKNCPDKFCLFKSETKNLLF
NDNTECLAKLGGRPTYEEYLGTEYVTAIANLKKCSTSPLLEACAFLTR

>Q28133.1 Bos d 2; lipocalin [Bos taurus]
MKAVFLTLLFGLVCTAQETPAEIDPSKIPGEWRIIYAAADNKDKIVEGGPLRNYYRRIEC
INDCESLSITFYLKDQGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVEN
YDGERITKMTEGLAKGTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP
>AAA51411.1 Bos d 6; serum albumin [Bos taurus]
MKWVTFISLLLLFSSAYSRGVFRRDTHKSEIAHRFKDLGEEHFKGLVLIAFSQYLQQCPF
DEHVKLVNELTEFAKTCVADESHAGCEKSLHTLFGDELCKVASLRETYGDMADCCEKQEP
ERNECFLSHKDDSPDLPKLKPDPNTLCDEFKADEKKFWGKYLYEIARRHPYFYAPELLYY
ANKYNGVFQECCQAEDKGACLLPKIETMREKVLASSARQRLRCASIQKFGERALKAWSVA
RLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDNQDTISSKLKE
CCDKPLLEKSHCIAEVEKDAIPENLPPLTADFAEDKDVCKNYQEAKDAFLGSFLYEYSRR
HPEYAVSVLLRLAKEYEATLEECCAKDDPHACYSTVFDKLKHLVDEPQNLIKQNCDQFEK
LGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRCCTKPESERMPCTEDYLSLIL
NRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETYVPKAFDEKLFTFHADICTLP
DTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDKCCAADDKEACFAVEGPKLVV
STQTALA

>CAA76847.1 Bos d 6; serum albumin [Bos taurus]
MKWVTFISLLLLFSSAYSRGVFRRDTHKSEIAHRFKDLGEEHFKGLVLIAFSQYLQQCPF
DEHVKLVNELTEFAKTCVADESHAGCEKSLHTLFGDELCKVASLRETYGDMADCCEKQEP
ERNECFLSHKDDSPDLPKLKPDPNTLCDEFKADEKKFWGKYLYEIARRHPYFYAPELLYY
ANKYNGVFQECCQAEDKGACLLPKIETMREKVLTSSARQRLRCASIQKFGERALKAWSVA
RLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDNQDTISSKLKE
CCDKPLLEKSHCIAEVEKDAIPENLPPLTADFAEDKDVCKNYQEAKDAFLGSFLYEYSRR
HPEYAVSVLLRLAKEYEATLEECCAKDDPHACYSTVFDKLKHLVDEPQNLIKQNCDQFEK
LGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRCCTKPESERMPCTEDYLSLIL
NRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETYVPKAFDEKLFTFHADICTLP
DTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDKCCAADDKEACFAVEGPKLVV
STQTALA

>P80207.1 Bra j 1; 2S albumin, conglutin [Brassica juncea]
AGPFRFPRCRKEFQQAQHLRACQQWLHKQAMQSGSGPQPQGPQQRPPLLQQCCNELHQEE
PLCVCPTLKGASKAVKQQIRQQGQQQGQQGQQLQHEISRIYQTATHLPRVCNIPRVSICP
FQKTMPGPS

>AAN86249.1 Bra n 1; 2S albumin, conglutin [Brassica napus]
QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQEDQVCV
CPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI

>P80208.1 Bra n 1; 2S albumin, conglutin [Brassica napus]
SAGPFRIPKCRKEFQQAQHLRACQQWLHKQAMQSGSGPQGPQQRPPLLQQCCNELHQEEP
LCVCPTLKGASRAVKQQVRQQQGQQGQQLQQVISRIYQTATHLPKVCNIPQVSVCPFQKT
MPGPS

>S65144 calcium-binding protein [Brassica napus]
MADATEKTEHDRFFKKFDANGDGTISSTELGDALKNLGSVTHDDIKRMMAEIDTDGDGFI
SYQEFSDFAKANRGLMKDVAKIF

>$65145 calcium-binding protein [Brassica napus]
MADATEKAEHDRFFKKFDANGDGTISSTELGDALKNLGSVTHDDIKRMMAEIDTDGDGFI
SYQEFSDFAKANRGLMKDVAKIF

>BAAQ9632.1 calcium-binding protein, polcalcin [Brassica napus]
MADAEHERIFKKFDTDGDGKISAAELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQE
FTEFASANPGLMKDVAKVF



>BAAB9633.1 calcium-binding protein, polcalcin [Brassica napus]
ADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAEIDTDGDGYIS
YQEFSDFASANRGLMKDVAKIF

>XP_013623213.1 lipid transfer protein [Brassica oleracea]
MASALSFFTCLVLTVCIVASVDAAISCGTVTSNLAPCAVYLMKGGPVPAPCCAGVSKLNS
MAKTTPDRQQACKCLKTAAKNVNPSLASSLPGKCGVSIPYPISMSTNCDTVK
>CAA46782.1 Bra r 1; 2S albumin, conglutin [Brassica rapa]
MANKLFLVSATLALFFLLTNASVYRTGSEFDEHDATNPAGPFRIPKCRKEFQQAQHLKAC
QQWLHKQAMQSGSGPSWTLDGEFDFEEDMENTQGPQQEPPLLQQCCNELHQEEPLCVCPT
LKGASKAVKQQVRQQGQQQQMQQVISRIYQTSTHLPRVCNIRQVSICPFQKTMPGPSY
>BAAG9634.1 Bra r 5; calcium-binding protein, polcalcin [Brassica rapa]
MADAEHERIFKKFDTDGDGKISAAELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQE
FTEFASANPGLMKDVAKVF

>S65143 Bra r 5; calcium-binding protein, polcalcin [Brassica rapa]
ETERAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAEIDTDGDGYISYQ
EFSDFASANRGLMKDVAKIF

>P69199.1 Bra r 5; calcium-binding protein, polcalcin [Brassica rapa]
MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAEIDTDGDGYI
SYQEFSDFASANRGLMKDVAKIF

>P81729.1 Bra r 2; chitin-binding protein [Brassica rapa]
QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDA
DKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR

>COMPAREQ18 lipid transfer protein [Brassica rapa]
MKIMVLTLMVFVILLTLFPAPNEAADTNVEAACDPKQLQPCLAAITGGGQPSGDCCAKLK
EQQPCLCGFSKNPAFAQYISSPNSRKVLTACGIPYPSC

>COMPARE210 defensin, partial [Buchanania lanzan]
MAGFCIFFLILFLAQEYGVEGK

>COMPARE212 defensin, partial [Buchanania lanzan]

ECLNLSDKFK

>COMPARE213 defensin, partial [Buchanania lanzan]

DIEHLLSGVCR

>CAA57342.1 Cand a 1; alcohol dehydrogenase [Candida albicans]
MSEQIPKTQKAVVFDTNGGQLVYKDYPVPTPKPNELLIHVKYSGVCHTDLHARKGDWPLA
TKLPLVGGHEGAGVVVGMGENVKGWKIGDFAGIKWLNGSCMSCEFCQQGAEPNCGEADLS
GYTHDGSFEQYATADAVQAAKIPAGTDLANVAPILCAGVTVYKALKTADLAAGQWVAISG
AGGGLGSLAVQYARAMGLRVVAIDGGDEKGEFVKSLGAEAYVDFTKDKDIVEAVKKATDG
GPHGAINVSVSEKAIDQSVEYVRPLGKVVLVGLPAHAKVTAPVFDAVVKSIEIKGSYVGN
RKDTAEAIDFFSRGLIKCPIKIVGLSDLPEVFKLMEEGKILGRYVLDTSK

>P30575.1 enolase [Candida albicans]
MSYATKIHARYVYDSRGNPTVEVDFTTDKGLFRSIVPSGASTGVHEALELRDGDKSKWLG
KGVLKAVANVNDITIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA
NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
FSEALRIGSEVYHNLKSLTKKKYGQSAGNVGDEGGVAPDIKTPKEALDLIMDAIDKAGYK
GKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLSGPQLADLYEQLISEYPIVSIEDPF
AEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTATEKKAANALLLKVNQIGTLTESI
QAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKTGAPARSERLAKLNQILRIE
EELGSEAIYAGKDFQKASQL

>AAN11300.1 Cand a 3; peroxisomal protein [Candida albicans]
MVKVLLALTSYNETFYSDGKKTGVFVVEALHPFEVFRKKGYEIQLASETGTFGWDDHSVV
PDFLNGEDKEIFDNVNSEFNVALKNLKKASDLDPNDYDIFFGSAGHGTLFDYPHAKDLQK



IATTVYNKGGVVSAVCHGPAIFENLNDPKTGEPLIKGKKITGFTDIGEDILGVTDIMKKG
NLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTGVNPQSAVKTAEDVIAAFECN
>P14292.3 Cand b 2; peroxisomal protein [Candida boidinii]
MAPIKRGDRFPTTDDVYYIPPEGGEPGPLELSKFVKTKKFVVVSVPGAFTPPCTEQHLPG
YIKNLPRILSKGVDFVLVISQNDPFVLKGWKKELGAADAKKLVFVSDPNLKLTKKLGSTI
DLSAIGLGTRSGRLALIVNRSGIVEYAAIENGGEVDVSTAQKIIAKL

>CAA68720.1 Can f 5; arginine esterase [Canis familiaris]
MWFLALCLAMSLGWTGAEPHFQPRIIGGRECLKNSQPWQVAVYHNGEFACGGVLVNPEWV
LTAAHCANSNCEVWLGRHNLSESEDEGQLVQVRKSFIHPLYKTKVPRAVIRPGEDRSHDL
MLLHLEEPAKITKAVRVMDLPKKEPPLGSTCYVSGWGSTDPETIFHPGSLQCVDLKLLSN
NQCAKVYTQKVTKFMLCAGVLEGKKDTCKGDSGGPLICDGELVGITSWGATPCGKPQMPS
LYTRVMPHLMWIKDTMKANT

>AAC48794.1 Can f 1; lipocalin [Canis familiaris]
MKTLLLTIGFSLIAILQAQDTPALGKDTVAVSGKWYLKAMTADQEVPEKPDSVTPMILKA
QKGGNLEAKITMLTNGQCQNITVVLHKTSEPGKYTAYEGQRVVFIQPSPVRDHYILYCEG
ELHGRQIRMAKLLGRDPEQSQEALEDFREFSRAKGLNQEILELAQSETCSPGGQ
>AAC48795.1 Can f 2; lipocalin [Canis familiaris]
MQLLLLTVGLALICGLQAQEGNHEEPQGGLEELSGRWHSVALASNKSDLIKPWGHFRVFI
HSMSAKDGNLHGDILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLI
LYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD
>CAD82911.1 Can f 2; lipocalin [Canis familiaris]
STFCLGLALICGLQAQEGNHEEPQGGLEELSGRWHSVALASNKSDLIKPWGHFRVFIHSM
SAKDGNLHGDILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYM
INQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD
>CAD82912.1 Can f 2; lipocalin [Canis familiaris]
QLLLLTVGLALICGLQAQEGNHEEPQGGLEELSGRWHSVALASNKSDLTKPWGHFRVFIH
SMSAKDVNLHGDILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLIL
YMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD
>ACY38525.1 Can f 4; lipocalin [Canis familiaris]
MKILLLCLALVLASDAQLPLPNVLTQVSGPWKTLYISSNNLDKIGDNGPFRIYMRGINVD
IPRLKMSFNFYVKVDGECVENSVGASIGRDNLIKGEYNGGNYFRIIDMTPNALIGYDVNV
DSKGKITKVALLMGRGAHVNEEDIAKFKKLSREKGIPEENIIYLGDTDNCPNHE
>CCF72371.1 Can f 6; lipocalin [Canis familiaris]
MKLLLLCLGLILVHAHEEENDVVKGNFDISKISGDWYSILLASDIKEKIEENGSMRVFVK
DIEVLSNSSLIFTMHTKVNGKCTKISLICNKTEKDGEYDVVHDGYNLFRIIETAYEDYII
FHLNNVNQEQEFQLMELYGRKPDVSPKVKEKFVRYCQGMEIPKENILDLTQVDRCLQARQ
SEAAQVSSAE

>5X7Y_A Can f 6; lipocalin [Canis familiaris]
GSHEEENDVVKGNFDISKISGDWYSILLASDIKEKTIEENGSMRVFVKDIEVLSNSSLIFT
MHTKVNGKCTKISLICNKTEKDGEYDVVHDGYNLFRIIETAYEDYIIFHLNNVNQEQEFQ
LMELYGRKPDVSPKVKEKFVRYCQGMEIPKENILDLTQVDRCLQARQSEAAQVSSAE
>AHY24648.2 Can f 4; lipocalin [Canis familiaris]
MKILLLCLALVLASDAQLPLPNVLTQVSGPWKTLYVSSNNLDKIGENGPFRIYLRGINVD
IPRLKMLFNFYVKVDGECVENSVGASIGRDNLIKGEYNGGNYFRIIDMTPNALIGYDVNV
DSKGKITKVALLMGRGAHVNEEDIAKFKKLSREKGIPEENITYLGDTDNCPNHE
>NP_001003242.2 Can f 7; NPC2-1like [Canis familiaris]
MRLLVAAFLLLALGASALAEPVHFKDCGSAVGVIKELNVNPCPAQPCKLHKGQSYSVNVT
FTSNIPSQSSKAVVHGIVLGVAVPFPIPEADGCKSGINCPIQKDKTYSYLNKLPVKNEYP
SIKLVVQWMLLGDNNQHLFCWEIPVQIEG

>Q28895 Can f 7; NPC2-like [Canis familiaris]



MRLLVAAFLLLALGDLGPGGAVHFKDCGSAVGVIKELNVNPCPAQPCKLHKGQSYSVNVT
FTSNIPSQSSKAVVHGIVLGVAVPFPIPEADGCKSGINCPIQKDKTYSYLNKLPVKNEYP
SIKLVVQWMLLGDNNQHLFCWEIPVQIEG

>BAC10663.1 Can f 3; serum albumin [Canis familiaris]
MKWVTFISLFFLFSSAYSRGLVRREAYKSEIAHRYNDLGEEHFRGLVLVAFSQYLQQCPF
EDHVKLAKEVTEFAKACAAEESGANCDKSLHTLFGDKLCTVASLRDKYGDMADCCEKQEP
DRNECFLAHKDDNPGFPPLVAPEPDALCAAFQDNEQLFLGKYLYEIARRHPYFYAPELLY
YAQQYKGVFAECCQAADKAACLGPKIEALREKVLLSSAKERFKCASLQKFGDRAFKAWSY
ARLSQRFPKADFAEISKVVTDLTKVHKECCHGDLLECADDRADLAKYMCENQDSISTKLK
ECCDKPVLEKSQCLAEVERDELPGDLPSLAADFVEDKEVCKNYQEAKDVFLGTFLYEYAR
RHPEYSVSLLLRLAKEYEATLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFE
KLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVV
LNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTL
PEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAENKEGCFSEEGPKLV
AAAQAALV

>AAB30434.1 Can f 3; serum albumin [Canis familiaris]
LSSAKERFKCASLQKFGDRAFKAWSVARLSQRFPKADFAEISKVVTDLTKVHKECCHGDL
LECADDRADLAKYMCENQDSISTKLKECCDKPVLEKSQCLAEVERDELPGDLPSLAADFV
EDKEVCKNYQEAKDVFLGTFLYEYSRRHPEYSVSLLLRLAKEYEATLEKCCATDDPPTCY
AKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVVEVSRK
LGKVGTKCCKKPESERMSCADDFLS

>CAA76841.1 Can f 3; serum albumin [Canis familiaris]
MDTYKSEIAHRYNDLGEEHFRGLVLVAFSQYLQQCPFEDHVKLAKEVTEFAKACAAEESG
ANCDKSLHTLFGDKLCTVASLRDKYGDMADCCEKQEPDRNECFLAHKDDNPGFPPLVAPE
PDRLCAAFQDNEQLFLGKYLYEIARRHPYFYAPELLYYAQQYKGVFAECCQAADKAACLG
PKTEALREKVLLSSAKERFKCASLQKFGDRAFKAWSVARLSQRFPKADFAEISKVVTDLT
KVHKECCHGDLLECADDRADLAKYMCENQDSISTKLKECCDKPVLEKSQCLAEVERDELP
GDLPSLAADFVEDKEVCKNYQEAKDAFLGTFLYEYSRRHPEYSVSLLLRLAKEYEATLEK
CCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVS
TPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSE
SLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKA
TDEQLKTVMGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALYV

>CCK33472.1 Can s 3; lipid transfer protein [Cannabis sativa]
ITCGQVASSLAPCLSYLKVGGAVPDGCCNDIKSLSGAAKTPADRQAACKCLKSAASSIKG
VNFNLASGLPGKCGVSIPYKISPSTDCSSVK

>AFN42528.1 Can s 5; pathogenesis related protein, PR-10, Bet v 1-like [Cannabis
sativa]
MGVFTYESEFTSSIAPARLFKAFVLDGDNLVPKIAPQAVEKVEILEGNGGVGTIKKITFG
QGVPFKYVKHKIEAIDKESLTYSYSIIEGDALEGNQLEKITHESKLVASGDGGNVIKTVS
KYYSAGDAQVNEEKVKEGEKQATQMLKTVEAYLKDHPEAYN

>XP_030492464 Can s 2; profilin [Cannabis sativa]
MSWQTYVDEHLMCDIDGQGQHLTAAAIIGHDGSIWAQSSSFPQLKAQEITDITKDFEEPG
HLAPTGLHLSGTKYMVIQGEPGAVIRGKKGSGGVTIKKTGQALIFGIYEEPVTPGQCNMV
VERLGDYLVDQGL

>CAD10376.1 Cap a 2; profilin [Capsicum annuum]
MSWQTYVDDHLMCEIEGNRLTSAAITIGQDGSVWAQSATFPQFKPEEITAIMNDFAEPGTL
APTGLYLGGTKYMVIQGEAGAVIRGKKGPGGITVKKTNQALITGIYDEPMTPGQCNMIVE
RLGDYLIEQSL

>CAC34055.2 Cap a 1; thaumatin-like [Capsicum annuum]
MGYLRSSFVLFLLAFVTYTYAATFEVRNNCPYTVWAASTPVGGGRRLDRGQTWTINAPPG



TAMARIWGRTNCNFDGSGRGSCQTGDCGGVLQCTGWGKPPNTLAEYALNQFNNLDFWDIS
LVDGFNIPMTFAPTNPSGGKCHAIQCTANINGECPGSLRVPGGCNNPCTTFGGQQYCCTQ
GPCGPTELSKFFKKRCPDAYSYPQDDATSTFTCPSGSTNYRVVFCPNGVTGPNFPLEMPG
SDGVAK

>P00784.1 cysteine protease, papain [Carica papaya]
MAMIPSISKLLFVAICLFVYMGLSFGDFSIVGYSQNDLTSTERLIQLFESWMLKHNKIYK
NIDEKIYRFEIFKDNLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTE
LSYEEVLNDGDVNIPEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNE
YSEQELLDCDRRSYGCNGGYPWSALQLVAQYGIHYRNTYPYEGVQRYCRSREKGPYAAKT
DGVRQVQPYNEGALLYSIANQPVSVVLEAAGKDFQLYRGGIFVGPCGNKVDHAVAAVGYG
PNYILIKNSWGTGWGENGYIRIKRGTGNSYGVCGLYTSSFYPVKN

>ACV85695.1 Cari p 1; polygalacturonase [Carica papaya]
MAVLYYDNYNRTHLLILSFSILFFSFSSRLVNSGFHGERRRERVHGYHYDELNNFSEDQE
GGLTLLSGAGYDPEAHPSFLSSINGDRDEEFTEAEPSVLSFKGIEDLRSAKPRSVIFNVD
DFGAEGDGIHDDTQQVFEEAWEKACSYKGPALFLVPERRTYLIGPIRFLGPCKSNLVIQV
QISGTILASDNRSDYRKDPRHWIVIDSVDNLLVEGGGTIHGNGQIWWRNSCKAPCKEAPT
VTFYKCKNLMVRNVKVQDAQQMQVSFEKCSEVTASDLTVTAPEKSPNTDGIHVTNTQNIL
ITNTFIGGDDCISIESGSHNVQIEELTCGPGHGINVDSLGDNNSKAFVSFVTVNGAKLSG
TTNGVRIKTYQGGSGSASNIKFQNVDMENVKNPIIIDQNYCDQKKPCKKQQKSAVQVKDV
LYQNIQGNSASDVAIDFDCSENYPCLGVKLQNVRLQRADRVDEEAKAICNHVELTETGVV
FPRCPDYHLKHDEL

>CAA47366.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQVISSVENVGGNGGPGTIKNITFAE
GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF
HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN

>CAA47357.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE
GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF
HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN

>CAA47367.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
GVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE
GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF
HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN

>CAB02206.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK
FHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN

>CAB02207.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK
FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN

>CAB02208.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK
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FHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN

>CAB02209.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK
FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN

>CAB02213.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK
FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN

>CAB02215.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK
FHAKGDHEVNAE EMKGAKEMAEKLLRAVESYLLAHTAEYN

>CAB02216.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS
EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK
YHTKGDHEVPAEHIKGGKERVEGLLKPVEAYLLAHTAEYNN

>CAB02217.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS
EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK
YHTKGDHEVPAEHIKGGKERVEGLLKPVEAYLLAHTAEYNN

>ABZ81040.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK
FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN

>ABZ81041.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK
FHAKGDHEVNAE EMKGAKEMAEKLLRAVESYLLAHTAEYN

>ABZ81042.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK
FHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN

>ABZ81043.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK
FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN

>ABZ81044.1 Car b 1; pathogenesis related protein, PR-10, Bet
betulus]
MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA
EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK
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FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN

>AAB34907.1 Car b 1; pathogenesis related protein, PR-10, Bet v 1-like, partial
[Carpinus betulus]
GVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQVISSVENVGGNGGPGTIKNITFAE
GIPFKFVKERVDEVDNANFK

>AAB34908.1 Car b 1; pathogenesis related protein, PR-10, Bet v 1-like, partial
[Carpinus betulus]
GVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQVISSVENVGGNGGPGTIKNITFAE
GIPFKFVKERVDEVDNANFK

>AAB34909.1 Car b 1; pathogenesis related protein, PR-10, Bet v 1-like, partial
[Carpinus betulus]
GVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQVVSSVENVEGNGGPGTIKKITFSE
GIPVKYVKERVEEIDHTNFK

>ABW86978.1 Car i 4; 11S globulin, cupin [Carya illinoinensis]
MAKPILLSIYLCLITVALFNGCLAQSGGRQQHKFGQCQLNRLDALEPTNRIEAEAGVIES
WDPNHQQLQCAGVAVVRRTIEPNGLLLPHYSNAPQLVYIARGRGITGVLFPGCPETFEES
QRQSQQGQRREFQQDRHQKIRHFREGDIIAFPAGVAHWCYNDGSSPVVAIFLLDTHNNAN
QLDQNPRNFYLAGNPDDEFRPQGQQEYEQHRRQQQHQQRRGEHGEQQRDLGNNVFSGFDA
EFLADAFNVDTETARRLQSENDHRGSIVRVEGRQLQVIRPRWSREEQEHEERKERERERE
SESERRQSRRGGRDDNGLEETICTLSLRENIGDPSRADIYTEEAGRISTVNSHNLPILRW
LQLSAERGALYSDALYVPHWNLNAHSVVYALRGRAEVQVVDNFGQTVFDDELREGQLLTI
PQNFAVVKRARDEGFEWVSFKTNENAMVSPLAGRTSATRALPEEVLVNAFQIPREDARRL
KFNRQESTLVRSRSRSSRSERRAEV

>ABW86979.1 Car i 4; 11S globulin, cupin [Carya illinoinensis]
MAKPILLSIYLCLITVALFNGCLAQSGGRQQHKFGQCQLNRLDALEPTNRIEAEAGVIES
WDPNHQQLQCAGVAVVRRTIEPNGLLLPHYSNAPQLVYIARGRGITGVLFPGCPETFEES
QRQSQQGQRREFQQDRHQKIRHFREGDIIAFPAGVAHWCYNDGSSPVVAIFLLDTHNNAN
QLDQNPRNFYLAGNPDDEFRPQGQQEYEQHRRQQQHQQRRGEHGEQQRDLGNNVFSGFDA
EFLADAFNVDTETARRLQSENDHRGSIVRVEGRQLQVIRPRWSREEQEHEERKERERERE
SGSERRQSRRGGRDDNGLEETICTLSLRENIGDPSRADIYTEEAGRISTVNSHNLPILRW
LQLSAERGALYSDALYVPHWNLNAHSVVYALRGRAEVQVVDNFGQTVFDDELREGQLLTI
PQNFAVVKRARNEGFEWVSFKTNENAMVSPLAGRTSATRALPEEVLVNAFQIPREDARRL
KFNRQESTLVRSRSRSSRSERRAEV

>AA032314.1 Car i 1; 2S albumin, conglutin [Carya illinoinensis]
MARVAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGESCREQIQRQQYLNRCQDYL
RQQCRSGGYDEDNQRQHFRQCCQQL SQMEEQCQCEGLRQAVRQQQQEEGIRGEEMEEMVQ
CASDLPKECGISSRSCEIRRSWF

>5E1R_A Car i 2; 7S globulin, vicilin-like [Carya illinoinensis]
MSREEEQQRHNPYYFHSQGLRSRHESGEGEVKYLERFTERTELLRGIENYRVVILEANPN
TFVLPYHKDAESVIVVTRGRATLTFVSQERRESFNLEYGDVIRVPAGATEYVINQDSNER
LEMVKLLQPVNNPGQFREYYAAGAQSTESYLRVFSNDILVAALNTPRDRLERFFDQQEQR
EGVITIRASQEKLRALSQHAMSAGQRPWGRRSSGGPISLKSQRSSYSNQFGQFFEACPEEH
RQLQEMDVLVNYAEIKRGAMMVPHYNSKATVVVYVVEGTGRFEMACPHDVSSQSYEYKGR
REQEEEESSTGQFQKVTARLARGDIFVIPAGHPTIAITASQNENLRLVGFGINGKNNQRNF
LAGQNNIINQLEREAKELSFNMPREEIEETIFERQVESYFVPMERQSRRGQGRDHPLASTL
DFAGFF

>ABM53030.1 profilin [Caryota mitis]
MSWQAYVDHHLMCEIDGQRLAAAATLGHDGSVWAQSETFPQVKPEEISGIMNDFAEPGNL
APTGLYLGNTKYMVIQGEPGAVIRGKKGSGGVTIKKTNMALITGIYDEPMTPGQCNMITIE
RLGDYLIDQGF



>ADN39439.1 Cas s 5; chitinase [Castanea sativa]
EQCGRQAGGAACANNLCCSQFGWCGNTAEYCGAGCQSQCSSPTTTTSSPTASGGGGGDVG
SLISASLFDQMLKYRNDPRCKSNGFYTYNAFIAAARSFNGFGTTGDVTTRKRELAAFLAQ
TSHETTGGWATAPDGPYAWGYCFIMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNY
GQAGKAIGADLINNPDLVATNPTISFKTATIWFWMTPQANKPSSHDVIIGNWRPSAADTSA
GRVPSYGVITNIINGGLECGHGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA
>CAA64868.1 Cas s 5; chitinase [Castanea sativa]
MKLFSLLLFLAFLLGTSAEQCGRQAGGAACANNLCCSQFGWCGNTAEYCGAGCQSQCSSP
TTTTSSPTASSGGGGDVGSLISASLFDQMLKYRNDPRCKSNGFYTYNAFIAAARSFNGFG
TTGDVTTRKRELAAFLAQTSHETTGGWATAPDGPYAWGYCFVMENNKQTYCTSKSWPCVF
GKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNPTISFKTATIWFWMTPQANKPS
SHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECGHGSDDRVANRIGFYKRYCDTLG
VSYGNNLDCYNQKPFA

>CAD10374.1 Cas s 1; pathogenesis related protein, PR-10, Bet
sativa]
MGVFTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEITEGNGGPGTIKKITFG
EGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSK
YHTKGEQEIKEEKVMAGKEKAAGLFKAVEAYLLAHSDAYN

>ACJ23861.1 Cas s 1; pathogenesis related protein, PR-10, Bet
sativa]
MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEITEGNGGPGTIKKITFG
EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY
QTKGDFQLKEEQVQAATEKATGLFKAVEAYLLANPDLYK

>ACJ23862.1 Cas s 1; pathogenesis related protein, PR-10, Bet
sativa]
MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEITEGDGGPGTIKKITFG
EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY
QTKGDFQLKEEQVQAAIEKATGLFKAVEAYLLANPDLYK

>ACJ23863.1 Cas s 1; pathogenesis related protein, PR-10, Bet
sativa]
MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEITEGNGGPGTIKKITFG
EASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY
QTKGDFQLKEEQVQAATEKATGLFKAVEAYLLANPDLYK

>2MC9_A Cat r 1; peptidyl-prolyl isomerase [Catharanthus roseus]

GSFTGSMPNPRVFFDMSVGGQPAGRIVMELFADTTPRTAENFRALCTGEKGTGRSGKPLH
YKDSSFHRVIPGFMCQGGDFTAGNGTGGESIYGAKFADENFIKKHTGPGILSMANAGPNT
NGSQFFICTAKTEWLDGKHVVFGQVVEGMDVVKAIEKVGSSSGRTAKKVVVEDCGQLS
>AOA484HRI4 Cav p 1; lipocalin [Cavia porcellus]
MVQILLLALAVGLSCVESSQISGDWDTIALSADNKEKIEEGGPLRVYFRQIDCNADCSEI
TFRLYVKLNGECKESTVVASQSLGGLYTVQFAGQNTFVIVDKQEDTITFFNTNVDENGLV
TRGYVVVGKRDSLTPEETLSFEEANEVKGIPQENIEYLAGTDDCPE

>SOBDX9 Cav p 6; lipocalin [Cavia porcellus]
MKLQLLCLGLILLCTQGEGDEVVRGNFDAEKISGNWYTVKEASDKRETIEEGGSMRVFVE
STIEPVKDSALSFKFWAHENGECKQISLICNRVAEGVYAVEYDGYNVFRVAETDYKNYAIF
QLRNFKAEGSFQLLELYGREPDVSGEIKTRFEDFCHKNGIGEGNIIDMTTVDRCLQARGE
K

>P83507.1 Cav p 1; lipocalin [Cavia porcellus]
SEINGDWNTIALSAD

>CAX62129.1 Cav p 2; lipocalin [Cavia porcellus]
MMQILLLALAVSLACADSIDYSKVPGNWRTIAIAADHVEKIEVNGELRAYFRQVDCTEGC
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DKISITFYTNTDGVCTEHTVVGARNGENDVYTVDYAGENTFQILCNSDDAFVIGSVNTDQ
NGQTTKEVAIAAKRNFLTPEQEQKFQKAVQNAGIPLENIRYVIETDTCPD
>CAX62130.1 Cav p 3; lipocalin [Cavia porcellus]
MQILLLALTIGLAYAHQTLDPSEINGQWHTISIAADNVEKIGEGGPLRGYFHNLHCYDGC
KNIGLTFYVKLDGNCQRFDVLGAKQEDSDVYVAQYSGTNHFEVIGKKEDATIAFYNHNTDE
TGKETKMIVVVARRDSLTEEEQQKLQEVAGEKGIPKDNIRYFRERDTCAQ
>COMPAREQ10 Cha o 3; glycosyl hydrolase 5 family [Chamaecyparis obtusa]
MTSAGVAPTALRLLTALLLLLVAAPSHSLPLLTRGRWIVDEATGLRVKLACVNWVGHLEP
GLPEGLNRLPVATVAHTISSLGFNCVRLTYSIHMLTRTSYTNATVAQTFARLNLTEAASG
IEHNNPELLDLGHVAAYHHVVAALSEAGVMVILDNHYSKPKWCCAVDDGNGFFGDRYFNP
NTWVEGLGLMATYFNNTPNVVAMSLRNELRGNRSTPISWSRHMQWGAATVHKANPKVLVI
LSGLQFDTDLSFLPVLPVTLPFKEKIVYEGHWYSFGVPWRTGLPNDVCKNETGRFLSNVG
FVTSSANATAAPLFMSEFGIDQRYVNDNDNRYLNCILAYLARRDLDWALWTMGGSYYYRS
DKQPVKDFEETYGFFNHDWSRIRNPFFISRLKEIQQPIQDPYLAPGPYYQIIYHPASGLC
VESGIGNTVHLGSCQSVRSRWNYDASVKGPIGLMGSSSCISTQGNGLPAIMTENCSAPNN
TLWSTVSSAQLQLGTRVLGKDGKEKWMCLDGSKSPLISTNECICITDSHCYPKLNPEKQW
FKVITTNKQLLHQLOL

>BAAG8246.1 Cha o 1; pectate lyase [Chamaecyparis obtusa]
MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA
FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV
HIGNGGPCLFMRTVSHVILHGLNIHGCNTSVSGNVLISEASGVVPVHAQDGDAITMRNVT
DVWIDHNSLSDSSDGLVDVTLASTGVTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAF
NQFGPNAGQRMPRARYGLIHVANNNYDPWSIYAIGGSSNPTILSEGNSFTAPNDSDKKEV
TRRVGCESPSTCANWVWRSTQDSFNNGAYFVSSGKNEGTNIYNNNEAFKVENGSAAPQLT
KNAGVLTCILSKPCS

>Q7M1E7.1 Cha o 2; polygalacturonase [Chamaecyparis obtusa]
MGMKFMAAVAFLALQLIVMAAAEDQSAQIMLDSDIEQYLRSNRSLKKLVHSRHDAATVFN
VEQYGAVGDGKHDSTEAFATTWNAACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKV
DGTIVAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDR
NRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFA
SKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNSRAEVSHVHVN
RAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQGVTYKNIHGTSATAAAIQLMCSDSVPCTGIQLSNVSLKLTSGKPASCVDKNARGFYS
GRLIPTCKNLRPGPSPKEFELQQQPTTVMDENKGACAKGDSTCISLSSSPPNCKNKCKGC
QPCKPKLIIVHPNKPQDYYPQKWVCSCHNKIYNP

>BAF32143.1 Cha o 2; polygalacturonase, partial [Chamaecyparis obtusa]
LDSDIEQYLRSNRSLKKLVHSRHDAATVFNVEQYGAVGDGKHDSTEAFETAWNAACKKAS
AVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDFNL
MGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLV
FGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIK
DLICGPGHGISIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYEN
VEMINSENPILINQFYCTSASACQNQRSAVQIQGVTYKNIHGTSATAAAIQLMCSDSVPC
TGIQLSNVSLKLTSGKPASCVDKNARGFYSGRLIPTCKNLRPGPSPKEFELQQQPTTVM
>AAF35431.1 Cha f 1; tropomyosin [Charybdis feriata]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANLRAEKTEEETRATQKKMQQVENELDQA
QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLPEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEK

>AAL92871.1 Che a 3; calcium-binding protein, polcalcin [Chenopodium album]



MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD
GFISFDEFTDFARANRGLVKDVSKIF

>AALO7319.1 Che a 1; Ole e 1-like [Chenopodium album]
MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMVYCDTCRIQFMTRISTIMEGATVKL
ECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDICEIELVKSPNSECSEVSHDVYAKQ
SAKVSLTSNNGEASDIRSANALGFMRKEPLKECPEVLKELDLYDVKAN

>ACR77509.1 Che a 2; profilin [Chenopodium album]
MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPN
TLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMV
VEKLGDYLVEQGM

>AAL92870.1 Che a 2; profilin [Chenopodium album]
MSWQTYVDDHLMCDIEGNHLSSAATLGHDGTVWAQSPSFPQLKPEEVSAIMKDFNEPGSL
APTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALITGIYGEPMTPGQCNMVVE
RIGDYLVEQGM

>P86699 arginine kinase [Chionoecetes opilio]
MADAATISKLEEGFKKLQGATDCKDVFDQLKQTDKHPNKDFGDVNQFVNVDPDGKFVIST
RVRLIDDHFLFKEGDRFLQAANACRYWPSGRGIFHNDKKITSMQMGGDLGQVYRRLVSAV
NEIEKRVPFSHHDRLGFLTFCPTNLGTTVRASVHIKLPKXEKLEEVAGKYSLQVRGTRGE
HTEAEGGVYDISNKRRMGLTEFQAVKEMQDGILELIKIEKEMQ

>A2V735.1 tropomyosin [Chionoecetes opilio]
MDAIKKKMQAMKLEKDNAMDKADTLEQQNKEANLRAEKTEEETIRANQKKSQLVENELDHA
QEQLSAATHKLVEKEKAFANAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKNIADEMDQAFSELSGF

>CAAQ9938.2 Chi k 10; tropomyosin [Chironomus kiiensis]
MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT
QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA
DESERARKILENRSLADEERMDALENQLKEARFLAEEADKKYDEVARKLAMVEADLERAE
ERAEAGEAKIVELEEELRVVGNNLKSLEVSEEKANQREEEYKNQIKTLTTRLKEAEARAE
FAERSVQKLQKEVDRLEDELVSEKEKYREIGDDLDTAFVELILKE

>P02229.2 Chi t 1; hemoglobin [Chironomus thummi thummi]
MKFLILALCFAAASALSADQISTVQASFDKVKGDPVGILYAVFKADPSIMAKFTQFAGKD
LESIKGTAPFEIHANRIVGFFSKITIGELPNIEADVNTFVASHKPRGVTHDQLNNFRAGFV
SYMKAHTDFAGAEAAWGATLDTFFGMIFSKM

>P02230.1 Chi t 1; hemoglobin [Chironomus thummi thummi]
MKLLILALCFAAASALTADQISTVQSSFAGVKGDAVGILYAVFKADPSIQAKFTQFAGKD
LDSIKGSADFSAHANKIVGFFSKITIGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFV
SYMKAHTDFAGAEAAWGATLDAFFGMVFAKM

>P02227.1 Chi t 3; hemoglobin [Chironomus thummi thummi]
AVTPMSADQLALFKSSWNTVKHNEVDILYAVFKANPDIQAKFPQFAGKDLDSIKDSADFA
VHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLSH
HLDWNDTMKSTWDLALNNMFFYILHALEVAQ

>P12548.1 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFFAVLALCIVGAIASPLTADEASLVQSSWKAVSHNEVDILAAVFAAYPDIQAKFPQFA
GKDLASIKDTGAFATHATRIVSFLSEVIALSGNESNASAVNSLVSKLGDDHKARGVSAAQ
FGEFRTALVAYLSNHVSWGDNVAAAWNKALDNTYAIVVPRL

>P12549.1 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFFAVLALCIVGAIASPLTADEASLVQSSWKAVSHNEVEILAAVFAAYPDIQNKFSQFA
GKDLASIKDTGAFATHATRIVSFLSEVIALSGNDSNAAAVNSLVSKLGDDHKARGVSAAQ



FGEFRTALVAYLQANVSWGDNVAAAWNKALDNTFAIVVPRL

>P12550.1 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFFAVLALCVVGAIASPLSADEAAIVKSSWDQVKHNEVDILAAVFAAYPDIQAKFPQFA
GKDLASIKDTAAFATHATRIVSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQ
FGEFRTALVSYLQAHVSWGDNVAAAWNHALDNTYAVALKSLE

>P02231.1 Chi t 4; hemoglobin [Chironomus thummi thummi]
VATPAMPSMTDAQVAAVKGDWEKIKGSGVEILYFFLNKFPGNFPMFKKLGNDLAAAKGTA
EFKDQADKIIAFLQGVIEKLGSDMGGAKALLNQLGTSHKAMGITKDQFDQFRQALTELLG
NLGFGGNIGAWNATVDLMFHVIFNALDGTPV

>P02228.1 Chi t 9; hemoglobin [Chironomus thummi thummi]
DPEWHTLDAHEVEQVQATWKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTAD
FAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYL
KGHNKWNADISHSWDDAFDKAFSVIFEVLES

>P02222.2 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFLVLALCIAAAVAAPLSADEASLVRGSWAQVKHSEVDILYYIFKANPDIMAKFPQFAG
KDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIPKAQF
NEFRASLVSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL

>P02223.2 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFFIVLALCIVGAIADPVSSDQANAIRASWAGVKHNEVDILAAVFSDHPDIQARFPQFA
GKDLASIKDTGAFATHAGRIVGFISEIVALVGNESNAPAMATLINELSTSHHNRGITKGQ
FNEFRSSLVSYLSSHASWNDATADAWTHGLDNIFGMIFAHL

>P02221.2 Chi t 2; hemoglobin [Chironomus thummi thummi]
MKFLILALCVAAAMAGPSGDQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGK
DLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDN
FRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL

>P02224.2 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFLVLALCIAAASAAVLTTEQADLVKKTWSTVKFNEVDILYAVFKAYPDIMAKFPQFAG
KDLDSTIKDSAAFATHATRIVSFLSEVISLAGSDANIPAIQNLAKELATSHKPRGVSKDQF
TEFRTALFTYLKAHINFDGPTETAWTLALDTTYAMLFSAMDS

>P84296.1 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFFAVLALCIVGAIASPLTADEASLVQSSWKAVSHNEVDILAAVFAAYPDIQAKFPQFA
GKDLASIKDTGAFATHATRIVSFLSEVIALSGNASNAAAVEGLLNKLGSDHKARGVSAAQ
FGEFRTALVSYLSNHVSWGDNVAAAWNKALDNTMAVAVAHL

>P84298.1 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFFAVLALCIVGAIASPLTADEASLVQSSWKAVSHNEVEILAAVFAAYPDIQNKFSQFA
GKDLASIKDTGAFATHATRIVSFLSEVIALSGNTSNAAAVNSLVSKLGDDHKARGVSAAQ
FGEFRTALVAYLQANVSWGDNVAAAWNKALDNTFAIVVPRL

>P02226.2 Chi t 3; hemoglobin [Chironomus thummi thummi]
MKFFAVLALCIVGAIASPLSADQAALVKSTWAQVRNSEVEILAAVFTAYPDIQARFPQFA
GKDVASIKDTGAFATHAGRIVGFVSEITALIGNESNAPAVQTLVGQLAASHKARGISQAQ
FNEFRAGLVSYVSSNVAWNAAAESAWTAGLDNIFGLLFAAL

>3S18 B lectin [Cicer arietinum]
TKTGYINAAFRSSRNNEAYLFINDKYVLLDYAPGTSNDKVLYGPSFVRDGYKSLAKTIFG
TYGIDCSFDTEYNEAFIFYENFCARIDYAPHSDKDKIISGPKKIADMFPFFKGTVFENGI
DAAFRSTKGKEVYLFKGDKYARIDYLTNRLVQNKSISDTGFPCLRGTIFEAGMDSAFASH
KTNEAYLFKGEYYARINFTPGSTNDIMGGVKKTLDYWPSLRGIIPLE

>AAU43733 Citr 1 2; profilin [Citrullus lanatus]
MSWQAYVDDHLMCEIEGNHLTSAAITGQDGSVWAKSENFPQLKPEEITGILNDFNEPGTL
APTGLYIGGSKYMVIQGEPGAVIRGKKGPGGVTVKKTALALVIGIYDEPMTPGQCNMIVE
RLGDYLIEQGL



>P84160.1 Cit 1 3; lipid transfer protein [Citrus limon]
ITCGQVTGSLAPXIPFLRTG

>P84159.1 Cit s 1; germin-1like, partial [Citrus sinensis]
TDPGHLQDVXVAINDPKXGVFVNRK

>COMPARE170 Cit s 7; gibberellin-regulated protein, partial [Citrus sinensis]
GSDFCDSKCAVRCSKAGR

>CAHB3799.1 Cit s 3; lipid transfer protein [Citrus sinensis]
ITCGQVTGSLAPCIVYLRSGGPIPVPCCNGVRSLNAAARTTPDRQTACNCLKQAAGSIPN
LNPNNAVGLPRACGVSIPYKISISTDCSKVR

>P84161.1 Cit s 3; lipid transfer protein [Citrus sinensis]
ITXGQVTGSLAPXIAFLRTK

>CAI23765.1 Cit s 2; profilin [Citrus sinensis]
MSWQAYVDDHLMCDIDGNRLTAAATILGQDGSVWSQSATFPAFRLEEIAATLKDFDQPGTL
APTGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVE
RLGDYLIEQGL

>ADK47394.1 Cla c 14; aldolase [Cladosporium cladosporioides]
MSSSLDQLKASGTTVVCDSGDFATIGKYKPQDATTNPSLILAASKKPEYAKLIDDAVAYG
MKHGKTTEEKIDATFDNLLVQFGSEILKIVPGKVSTEVDARFSFDKDVSIQKALRIIDLY
KEAGIDKERVLIKLASTWEGIQAAHELQTKHGINCNLTLMFSLPQATIAAAEAGAYLISPF
VGRILDWYKANTKQEYNASNDPGVKSVVDIFNYYKKYDYKTIVMGASFRNIGEITELAGC
DYLTIAPALLEQLYNSTDAVPQKLKAEDVAKLDIEKKSYLKDEALFRFDFNEDPMAVNKL
SEGISKFAADAVTLKDILREKIEKA

>ABQ59329.1 Cla c 9; vacuolar serine protease [Cladosporium cladosporioides]
DQEVHVLKSESEVEKNAPWGLARISHRDSLSFGTFNKYLYTEDGGEGVDVYVVDTGTNVD
HVDFEGRASWGKTIPQGDADEDGNGHGTHCSGTVAGKKYGVAKKAHVKAVKVLRSNGSGS
MSDVVKGVEYAAESHLEQVSIAKKGKRKGFKGSTANMSLGGGKSPILDKAVNAAVDAGIH
FAVAAGNDNADSCNYSPAAAENAVTVGASTLSDERAYFSNYGKCNDIFAPGLNIQSTWIG
SKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALT
DVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEETIESEAKVASKKVYSEGDELA
KKVAELTEKIEDLISGDLKDMFRDLKRE

>CAA55067.2 Cla h 5 acidic ribosomal protein P2 [Cladosporium herbarum]
MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE
KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD
>CAA55072.2 Cla h 10; aldehyde dehydrogenase [Cladosporium herbarum]
MTSVQLETPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIA
VAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGDISMC
VGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIAC
GNTVVLKTAEQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTG
STVVGRTILKAAASSNLKKVTLELGGKSPNIVFEDADIDNATISWVNFGIFFNHGQCCCAG
SRVYVQESIYDKFVQKFKERAQKNVVGDPFAADTFQGPQVSKVQFDRIMEYIQAGKDAGA
TVETGGKRKGDKGYFIEPTIFSNVTEDMKIVKEEIFGPVCSIAKFKTKEDAIKLGNASTY
GLAAAVHTKNLNTAIEVSNALKAGTVWVNTYNTLHHQMPFGGYKESGIGRELGEDALANY
TQTKTVSIRLGDALFG

>CAA55070.1 Cla h 6; enolase [Cladosporium herbarum]
MPISKIHSRYVYDSRGNPTVEVDIVTETGLHRAIVPSVASTGSHEACELRDGDKSKWAGK
GVTKAVANVNEITIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVAK
AAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSFT
EAMRQGAEVYQKLKSLTKKRYGQSAGNVGDEGGVAPDIQTAEEALDLITDAIEEAGYTGQ
IKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWITYEQLADQYNELAAKYPIVSIEDPF
AEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKATETKACNALLLKVNQIGTITEAI



NAAKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIE
EELGDKRLYAGDNFRTAINL

>P42040.2 Cla h 6; enolase [Cladosporium herbarum]
MPISKIHSRYVYDSRGNPTVEVDIVTETGLHRAIVPSGASTGSHEACELRDGDKSKWAGK
GVTKAVANVNEITAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVAK
AAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSFT
EAMRQGAEVYQKLKSLTKKRYGQSAGNVGDEGGVAPDIQTAEEALDLITDATEEAGYTGQ
IKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWITYEQLADQYKQLAAKYPIVSIEDPF
AEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKATETKACNALLLKVNQIGTITEAI
NAAKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIE
EELGDKAVYAGDNFRTAINL

>P40918.1 heat shock protein 70 [Cladosporium herbarum]
MAPAIGIDLGTTYSCVGIYRDDRIEITANDQGNRTTPSFVAFTDTERLIGDSAKNQVAIN
PHNTVFDAKRLIGRKFQDAEVQADMKHFPFKVIEKAGKPVTQVEFKGETKDFTPEEISSM
ILTKMRETAESYLGGTVNNAVITVPAYFNDSQRQATKDAGLIAGLNVLRIINEPTAAATIA
YGLDKKQEGEKNVLIFDLGGGTFDVSFLTIEEGIFEVKSTAGDTHLGGEDFDNRLVNHFS
NEFKRKHKKDLSDNARALRRLRTACERAKRTLSSSAQTSIEIDSLFEGIDFFTSNTRARF
EEVGQDLFRGNMEPGERTLRDDKIDKSSVHEIVLGGGSTRIPKVQKLVSDFFNGKEPCKS
INPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGGVMTALIKRNTTIP
TKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAPRGVPQIEVTFDLD
ANGIMNVSALEKGTGKTNKIVITNDKGRLSKEETERMLADAEKYKEEDEAEAGRIQAKNG
LESYAYSLKNTVSDPKVEEKLSAEDKETLTGAIDKTVAWIDENQTATKEEYEAEQKQLES
VANPVMMKIYGAEGGAPGGMPGQGAGAPPPGAGDDGPTVEEVD

>ABA42918.1 hydrolase [Cladosporium herbarum]
MPAGLQYVTTDGGRLAVEITGKETDPLVICSPGMGDTRDAYKPLAKVLVSNGYRVAAMDA
RAHGESSAKFARYGDEATADDFLTVANELSPGSPVVLAGASFSAAAATIAAAKQPERVSK
ITLLGPFLRNGMGVVGLWLMPVMFAWPWGPAAWEMYAATLWPGLEGDGAKKRAATTRASL
TRPGRWAGFQALISSLDHRVVAPYISSVRAPALVVMGDKDPDWSDPKVEAEWVASNFSQV
DTLMVPEAGHAPMYERPQVVAERVLSFLGDQTNV

>CAD42710.1 hydrophobin [Cladosporium herbarum]
MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL
NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL

>AA091801.1 Cla h 8; NADP-dependent mannitol dehydrogenase [Cladosporium herbarum]
MPGQQATKHESLLDQLSLKGKVVVVTGASGPKGMGIEAARGCAEMGAAVAITYASRAQGA
EENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGATADSGILDG
SVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQEQTSYNVAKA
GCIHMARSLANEWRDFARVNSISPGYIDTGLSDFVPKETQQLWHSMIPMGRDGLAKELKG
AYVYFASDASTYTTGADLLIDGGYTTR

>CAD38166.1 nuclear transport factor 2 [Cladosporium herbarum]
MSDFNAIAQQFTEFYYKTFDTDRAQLAPLYRENSMLTFEQSPFLGTANIVGKLQELPFQR
IEHQVATVDAQPSNESGGILVVVSGALLVEEERRPMSYTQTFQLLPADGAYYVFNDVFRL
VYPAA

>AAX14379.1 Cla h 9; serine protease [Cladosporium herbarum]
MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH
HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR
RHPDVELVERDQEVHVLGSESEVEKNAPWGLARISHRDSLSFGTFNKYLYTEDGGEGVDV
YVVDTGTNVDHVDFEGRASWGKTIPQGDADEDGNGHGTHCSGTVAGKKYGVAKKAHVKAV
KVLRSNGSGSMSDVVKGVEYAAESHLEQVSITKKGKRKGFKGSTANMSLGGGKSPILDKA
VNAAVDAGIHFAVAAGNDNADSCNYSPAAAENAVTVGASTLADERAYFSNYGKCNDIFAP
GLNIQSTWIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANL



ISTATVGALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASK
KVYSEGDELAHKVAELTEKVEDLIAGELKDMFRELKRE

>AARO8428.1 translationally controlled tumor protein [Cladosporium herbarum]
MLIYNDIISGDELISDSYDLVEVDGVAYEADCRKITIGGETFDTGANASAEGGDEEADDQ
KETKIDVVHAFQLQETNFDKKAYLGHLKSYMKKIKESMAASGASEDEVKEFEKGAQTFAK
RVVGSFKDYEFLIGPSMDPDAMVVLLNYREDGVTPYVTLWKHGLKSTKV

>CAA55068.1 Cla h 7; unknown function [Cladosporium herbarum]
MAPKIAIIFYSTWGHVQTLAEAEAKGIREAGGSVDLYRVPETLTQEVLTKMHAPPKDDSI
PEITDPFILEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQ
GGGQESTALAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQP
SQKELELTAQGKAFYEAVAKVNFQ

>CAQ72970.1 Clu h 1; calcium-binding protein, parvalbumin [Clupea harengus]
MALASLLKGADIDAALKACEAKDSFKHKDFFAKIGLATKSAADLKKAFEIIDQDKSGFIE
EEELKLFLQNFKAGARALTDAETKAFLKAGDADGDGMIGVDEFAVMIKP

>CAQ72971.1 Clu h 1; calcium-binding protein, parvalbumin [Clupea harengus]
MAFAGLLSDADIAAALGACTAADTFDHKSFFKKVGLSGKSADDVKKPFYIIDQDKSGFIE
EEELKLFLQNFKAGARALSDKETKAFLAAGDADGDGMIGVDEFAVMVKAR

>CAQ72972.1 Clu h 1; calcium-binding protein, parvalbumin [Clupea harengus]
MAFAAFLKEADITAALGACKGADSFDHKAFFAKVGLKGKSGDELKKAFEIIDQDKSGFIE
EEELKLFLQNFCKGARALTDGETKKFLKAGDSDNDGKIGIDEFAALINH

>COMPARE168 Coc n 1; 7S globulin, vicilin-1like, partial [Cocos nucifera]
VSEGDVFWLPR

>COMPARE169 Coc n 1; 7S globulin, vicilin-1like, partial [Cocos nucifera]
LSPHVNPSATEYGLLLR

>COMPARE167 Coc n 1; 7S globulin, vicilin-like, partial from A®A@GS3BOKO [Cocos
nucifera]

ELAAAFGVSEEQLER

>ADH10372.1 Cof a 1; chitinase [Coffea arabica]
AGIVRYWGRGHDEPSSLAEFGRQEFATDVNIAFLEDFGGGRMPELNISHPLPSASDIEYC
QKHQTKVFISIAGQPSLSSVEDAEEVAAYVWNTYLGGKSSDRPFGKAVLDGVELHIHSGN
TTYLDDLARALKGYSNVISAVAAECPIPDPALDTTIRTGVVDQVRVEFFDNPSCQFTPPK
DTSLLFPSWDNWSDYPGVHKLYLGIPISPTIAPEGGYIPPNELVYHVLPYLKKSPVYGGI
MVFPYLHHEVNFQSMLRSYARAA

>AGL34967.1 Cof a 2; metallothionein [Coffea arabica]
MSCCGGNCGCGAGCKCSGGCGGCKMYPELSYTENTAAETLILGVAPPKTAYLEGAGEEAA
AENGGCKCGPDCKCNPCNCK

>AGL34968.1 Cof a 3; metallothionein [Coffea arabica]
MSDKCGNCDCADRSQCVKKGSSYAADIVETENTFVETFVMMEGGAQNGKCKCGPSCACVN

CTCDN

>CAB39376.1 Cop c 1; leucine zipper protein [Coprinus comatus]
RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL
PPLLSQGNPACSPKWLQLLVP

>GFG40850.1 arginine kinase [Coptotermes formosanus]
MVDQAVLDKLEAGYAKLAASDSKSLLKKFLTKEVFDNLKTKKTPSFGSSLLDVIQSGLEN
HDSGVGIYAPDAEAYSVFADLFDPITEDYHGGFKKTDKHPPKDWGDVDTLGNLDPAGEYI
ISTRVRCGRSLEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGQFYPLTGMTKEVQQK
LIDDHFLFKEGDRFLQAANACRFWPTGRGIYHNDAKTFLVWCNEEDHLRIISMQMGGDLG
QVYRRLVTAVNDIEKRIPFSHDDRLGFLTFCPTNLGTTVRASVHIKVPKLAADRAKLEEV
AGKYNLQVRGTRGEHTEAEGGVYDISNKRRMGLTEYEAVKEMHDGIAELIKLESSL

>AGM32377.1 Copt f 7; tropomyosin [Coptotermes formosanus]



MDAIKKKMQAMKLEKDNTMDRALLCEQQARDANLRAEKAEEEARSLQKKIQQIENDLDQT
MEQLMQVNAKLDEKDKALQNAESEVAALNRRIQLLEEDLERSEERLATATAKLAEASQAA
DESERARKILESKGLADEERMDALENQLKEARFMAEEADKKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANLREEEYKQQIKTLTTRLKEAEARAE
FAERSVQKLQKGSRQA

>AAL73404.1 Cor a 9; 11S globulin, cupin [Corylus avellana]
MAKLTLVSFSLCLLVLFNGCLGINVGLRRQQQRYFGECNLDRLNALEPTNRIEAEACQIE
SWDHNDQQFQCAGVAVIRRTIEPNGLLLPQYSNAPELIYIERGRGITGVLFPGCPETFED
PQQQSQQGQRQGQGQSQRSEQDRHQKIRHFREGDIIALPAGVAHWCYNDGDSPVVTVSLL
HTNNYANQLDENPRHFYLAGNPDDEHQRQGQQQF GQRRRQQQHSHGEQGEQEQQGEGNNV
FSGFDAEFLADAFNVDVDTARRLQSNQDKRRNIVKVEGRLQVVRPERSRQEWERQERQER
ESEQERERQRRQGGRGRDVNGFEETICSLRLRENICTRSRADIYTEQVGRINTVNSNTLP
VLRWLQLSAERGDLQREGLYVPHWNLNAHSVVYAIRGRARVQVVDDNGNTVFDDELRQGQ
VLTIPQNFAVAKRAESEGFEWVAFKTNDNAQISPLAGRTSAIRALPDDVLANAFQISREE
ARRLKYNRQETTLVRSSRSSSERKRRSESEGRAEA

>AHA36627.1 Cor a 9; 11S globulin, cupin [Corylus avellana]
MAKLTLVSFSLCLLVLFNGCLGIDVGLRRQQQRHFGECNLDRLNALEPTNRIEAEAGQIE
SWDHNDQQFQCAGVAVIRRTIEPNGLLLPQYSNAPELIYIERGRGITGVLFPGCPETFED
PQQQSQQGQGQGQSQRSEQDRHQKIRYFQEGDIIALPAGVAHWCYNDGDSPVVAVSLLHT
NNYANQLDENPRHFYLAGNPDDEHQRQGQQQF GQRRRQQQHSRGKEGEQEQQGEGNNVFS
GFDAEFLADAFNVDVDTARRLQSNQDKRRNIVKVEGRLQMVRPERSRQEWERQERQERES
EQERERQRRQGGRGRDVNGFEETICSLRLMENIGSRSRADIYTEQVGRINTVNSNTLPVL
RWLQLSAERGDLQREGLYVPHWNLNAHSVVYAIRGRARVQVVDDNGNTVFDDELRQGQVL
TIPQNFAVAKRAESEGFEWVAFKTNDNAQISPLAGRTSAIRALPDDVLANAFQISREEAR
RLKYNRQETTLARSSRSSSERMRRRSESEGRAEA

>AC056333.1 Cor a 14; 2S albumin, conglutin [Corylus avellana]
MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC
QRYMRQQSQYGSYDGSNQQQQQE LEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR
EVMETARDLPNQCRLSPQRCEIRSARF

>AAL86739.1 Cor a 11; 7S globulin, vicilin-1like [Corylus avellana]
MLPKEDPELKKCKHKCRDERQFDEQQRRDGKQICEEKARERQQEEGNSSEESYGKEQEEN
PYVFQDEHFESRVKTEEGRVQVLENFTKRSRLLSGIENFRLAILEANPHTFISPAHFDAE
LVLFVAKGRATITMVREEKRESFNVEHGDIIRIPAGTPVYMINRDENEKLFIVKILQPVS
APGHFEAFYGAGGEDPESFYRAFSWEVLEAALKVRREQLEKVFGEQSKGSIVKASREKIR
ALSQHEEGPPRIWPFGGESSGPINLLHKHPSQSNQFGRLYEAHPDDHKQLQDLDLMVSFA
NITKGSMAGPYYNSRATKISVVVEGEGFFEMACPHLSSSSGSYQKISARLRRGVVFVAPA
GHPVAVIASQNNNLQVLCFEVNAHGNSRFPLAGKGNIVNEFERDAKELAFNLPSREVERI
FKNQDQAFFFPGPNKQQEEGGRGGRAFE

>AAK28533.1 Cor a 8; lipid transfer protein [Corylus avellana]
MGSLKLVCAVLLCMMVAAPVARASLTCPQIKGNLTPCVLYLKNGGVLPPSCCKGVRAVND
ASRTTSDRQSACNCLKDTAKGIAGLNPNLAAGLPGKCGVNIPYKISPSTNCNNVK
>AA065960.1 Cor a 13; oleosin [Corylus avellana]
MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP
VLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAR
EMKDRAEQF GQQHVTGSQGS

>AA067349.2 Cor a 12; oleosin [Corylus avellana]
MADRPQQLQVHPQRGHGHYEGGIKNQRGGGPSAVKVMAVLAALPVGGTLLALAGLTLAGS
VIGLLVTSPLFIIFSPVLVPAATVVGLAVASFLSSGALGLTGLSSLSWVLNYLRCASQSL
PREMDQAKRRMQDMAAFVGQK TREVGQEIQSRAQEGRRT

>CAA50325.1 Cor a 1; pathogenesis related protein, PR-10, Bet v 1-like [Corylus



avellana]
MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG
EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK
FHAKGDHEINAEEIKGAKEMAEKLLRAVETYLLAHSAEYN

>CAA50326.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG
EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK
FHAKGDHEINAEEMKGAKEMAEKLLRAVETYLLAHSAEYN

>CAA50327.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG
EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK
FHAKGDHE INAEEMKGAKEMAEKLLRAVETYLLAHSAEYN

>CAA50328.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG
EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK
FHAKGDHEINAEEMKGAKEMAEKLLRAVETYLLAHSAEYN

>CAA96548.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS
EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK
YHTKGDHEVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN

>CAA96549.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEITEGNGGPGTIKKICFD
EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK
YHTIGDHELKDEQIKAGKEKASGLFKAVEGYLLAHSDAYN

>AAD48405.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFCYEDEATSVIPPARLFKSFVLDADNLIPKVAPQHFTSAENLEGNGGPGTIKKITFA
EGNEFKYMKHKVEEIDHANFKYCYSITEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS
KYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC

>AAG40329.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]

MGVFSYEDEATSVIPPARLFKSFVLDADNLIPKVAPQHF TGAENLEGNGGPGTIKKITFA
EGSEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS
KYHTKGNASISEEETKAGKEKAAGLFKAVEAYLLAHPDTYC

>AAG40330.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFCYEDEATSVIPPARLFKSFVLDADNLIPKVAPQHFTGAENLEGNGGPGTIKKITFA
EGSEFKYMKHKVEEIDHANFKYCYSITEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS
KYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC

>AAG40331.1 Cor a 1; pathogenesis related protein, PR-10, Bet
avellana]
MGVFSYEDEATSVIPPARLFKSFVLDADNLIPKVAPQHFTSAENLEGNGGPGTIKKITFA
EGNEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKIPYEIKMAAAPHGGGSILKITS
KYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC

>COMPARE103 Cor a 1; pathogenesis related protein, PR-10, Bet
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[Corylus avellana]
GVFNYEAETTSVIPAAXLFKSYVLDGDKLLPKVAPQALTSVENVGGNXXP
>AAK@1235.1 Cor a 2; profilin [Corylus avellana]
MSWQTYGDEHLMCEIEGNRLAAAAITIGHDGSVWAQSSTFPQLKPEEITGVMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGAVIRRKKGPGGVTVKKTSQALITIGIYDEPMTPGQCNMIVE
RLGDYLIDQGL

>AAK@1236.1 Cor a 2; profilin [Corylus avellana]
MSWQAYGDEHLMCEIEGNRLAAAAITIGHDGSVWAQSSTFPQLKPEEITGVMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTSQALITGIYDEPMTPGQCNMIVE
RLGDYLIDQGL

>A4KA39.1 Cor a 2; profilin [Corylus avellana]
MSWQAYVDEHLMCDIDGQGQQLAASAIVGHDGSVWAQSSSFPQLKPEEITGIMKDFDEPG
HLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLLEQGL

>A4KA45.1 Cor a 2; profilin [Corylus avellana]
MSWQTYVDEHLMCDIDGQGQQLAASAIVGHDGSVWAQSSSFPQLKPEEITGIMKDFDEPG
HLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLIDQGL

>A4KA43.1 Cor a 2; profilin [Corylus avellana]
MSWQAYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL
APTGMFVAAAKYMVIQGEPGVVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCDMVVG
RLGDYLLEQGL

>A4KA44.1 Cor a 2; profilin [Corylus avellana]
MSWQAYVDEHLMCDIDGQGQQLAASAIVGHDGSVWAQSSSFPQLKPEEITGIMKDFDEPG
HLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLVEQGL

>A4KA40.1 Cor a 2; profilin [Corylus avellana]
MSWQAYVDEHLMCDIDGQGQQLAASATIVGHDGSVWAQSSSFPQLKPEEITGIMKDFDEPG
HLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLAEQGL

>A4KA41.1 Cor a 2; profilin [Corylus avellana]
MSWQAYVDEHLMCEIDGHHLSAAAIIGHDGSVWAQSSTFPQFKPEEIAATIIKDFDEPGSL
APTGLHLGGIKYMVIQGESGAVIRGKKGAGGITVKKTSQALIFGIYDEPLTPGQCNMIVE
RLGDYLLKQGL

>ACR43474.1 Cra c 2; arginine kinase [Crangon crangon]
MVDAEVLEKLEAGYKKLEAATDCKSLLKKYLTKEVFDELKTKKTALGATLLDVIQSGVEN
LDSGVGIYAPDAEAYTLFAPLFDPITEDYHVGFKQSDKHPGKDFGDLEKFVNVDPEGTFV
VSTRVRCGRSMEGYPFNPCLTEAQYKEMESKVSSTLSSLEGELKGTYYPLTGMSKDVQQK
LIDDHFLFKEGDRFLQAANACRYWPAGRGIYHNDNKTFLVWVNEEDHLRIISMQMGGDLG
QVFRRLTSAVNEIEKRIPFSHHDRLGFLTFCPTNLGTTVRASVHIKLPKLAANRDKLESV
AGKYNLQVRGTRGEHTEAEGGIYDISNKRRMGLTEFQAVKEMQDGILEPIKMEKEM
>ACR43475.1 Cra c 4; calcium-binding protein, sarcoplasmic calcium-binding protein
[Crangon crangon]
MAYTWDNRVKYVVRYMYDIDNNGFLDKNDFECLAVKNTLIECRGEWSAEKYAANQKIMSN
LWNETIAELADFNKDGEVTVEEFKQAVQKHCNGKPFGDFPSAFKTFIANQFKTIDVNGDGL
VGVDEYRLDCISRSAFSCIKEIDDAYNLLCTEEDKKAGGINIARYQELYAQFISNPDEKC
NAVYLFGPLKEVV

>ACR43477.1 Cra c 5; myosin light chain [Crangon crangon]
MAADLSARDVERVKFAFSTYDFEGNGQIDAFYIGDCLRALNLNPTLALIAKLGGTEKRKE
KMIKLDDFMPLFAQVKKDKDAGSYEDFIEVLKLYDKAENGTMMYAELEHILLSLGERLDK



AELEPILRECCPPEDDEGLIPFEPFVKKLTQLL

>ACR43476.1 Cra c 8; triosephosphate isomerase [Crangon crangon]
MSGSRKFFVGGNWKMNGDKAAIDGIVDFMKKGPLNPNTEVVVGCPQCYLSYTREKLPAEI
GVAAQNCYKVAKGAFTGEISPAMVKDCGCEWVILGHSERRNVFNEPDQLISEKVGHALEA
GLKVIPCIGEKLDERESNRTEEVVFAQMKALVPNISDWSRVVIAYEPVWAIGTGKTASPE
QAQDVHAKLRQWLTENVSAEVAESCRIIYGGSVSPSNCAELAKMGDIDGFLVGGASLKPD
FVTIINARG

>ACR43473.1 Cra c 1; tropomyosin [Crangon crangon]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVFSLQKRMQQLENDLDSV
QEALLKANAHLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>ACR43478.1 Cra c 6; troponin C [Crangon crangon]
MDSLEPDQIDALKKAFDSFDTENQGFITADTVATILRMMGVKISDKNLAEVIAETDEDGS
GQLEFEEFVDLSSKFLIEEDEEALKAELREAFRIYDKEGQGFITTDVLKEILTEIDNKLT
PEDLDGIIEEVDEDGSGTLDFDEFMEMMSG

>QIJ32297.1 Cra a 4; calcium-binding protein, sarcoplasmic calcium-binding protein
[Crassostrea angulata]
MDYLNKKWKIWYNSLDVNHDGKISIEDVEESRNKFTNLHELVGDKAKGVQVNFEDWWNKY
IFRTGAGKEISESEFVQQLTEAYKKDKVGFIKEMQACFDCIFDVIDTNKDRTIDEDEFVY
AFKAFGHENEALVRKAFSLYNKENKHVPLKDIVSEWVKFVTEEDTGKKDIIMEAFKEGF
>AAK96889.1 Cra g 1; tropomyosin [Crassostrea gigas]
NSARGFDTVNEKYQECQTKMEEAEKTASEAEQEIQSLNRRIQLLEEDMERSEERLQTATE
KLEEASKAADESERNRKVLENLNNASEERTDVLEKQLTEAKLIAEEADKKYDEAARKLAT
TEVDLERAEARLEAAEAKVLELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTQR
LKDAENRATEAERTVSKLQKEVDRLEDELLAEKERYKAISDELDQTFAELAGY
>BAH10152.1 Cra g 1; tropomyosin [Crassostrea gigas]
MDSIKKKMIAMKMEKENAQDRAEQLEQQLRDTEEQKAKIEEDLTSLQKKHSNLENEFDTV
NEKYQECQTKLEEAEKTASEAEQEIQSLNRRIQLLEEDMERSEERLQTATEKLEEASKAA
DESERNRKVLENLNNASEERTDVLEKQLTEAKLIAEEADKKYDEAARKLAITEVDLERAE
ARLEAAEAKVYELEEQLSVVANNIKTLQVQNDQASQREDSYEETIRDLTQRLKDAENRAT
EAERTVSKLQKEVDRLEDELLAEKERYKAISDELDQTFAELAGY

>AAC61869.1 tropomyosin [Crassostrea virginica]
RNRKVLENLNNASEERTDVLEKQLTEAKLTAEEADKKYDEAARKLAITEVDLERAEARLE
AAEAKVLELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTQRLKDAENRATEAER
TVSKLQKEVDRLEDELLAEKERYKAISDELDQTFAELAGY

>AAX93750.1 Cro s 1; Ole e 1-1like [Crocus sativus]
MGKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMVYCDTCRIQFMTRVSTIMEGATVKL
ECRNITAGTQTFKAEAVTDKVGQYSIPVHGDFQDDICEIELVKSPNSECSEVSHDVYAKQ
SAKVSLTSNNGEASDIRSANALGFMRKEPLKECPEVLKELDLYDVKAN

>AAW81034.1 Cro s 2; profilin [Crocus sativus]
MSWQTYVDEHLMCDMDGHVLTSAATILGHDGSVWAQSAGFPELKPAEITATILNDFNEPGSL
APTGMYINGAKYMVIQGEPGVVIRGKKGSGGVTIKKSNMALIFGLYDEPMTPGQCNLVVE
RLGDYLIEQGY

>BAD77932.1 chitinase [Cryptomeria japonica]
MQIMATQNSKSNIFWSSSASVVLVLLLLVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAG
CKEGPCSSSSPPSTGTGVGSIVSSDVFNSIVGGAASGCAGNGFYTYDSFISAANAFNGFG
TSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDASNTQYPCASGKTYHGRGPL
QLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWMVYNSNCHTAITSGQGFGAT



TRAINSMECDGGNAATVASRVNYYQKFCQQLNVDTGSNLQC

>COHLQ1 Cry j 7; gibberellin-regulated protein [Cryptomeria japonica]
AHIDCDKECNRRCSKASAHDRCLKYCGICCEKCNCVPPGTYGNEDSCPCYANLKNSKGGH
KCP

>AAK27264.1 isoflavon reductase-like protein, phenylcoumaran benzylic ether
reductase [Cryptomeria japonica]
MGGSRVLIIGGTGYIGRHVTNASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQ
GSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHH
AVEPMKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGD
GTTKAVYMKEEDIGTFTIKAVDDPRTLNKTLYLKPPANTISTNDLVALWEAKIGKTLEKV
YLSEEQVLKLLQDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEE
YISAFV

>BAI94503.1 lipid transfer protein [Cryptomeria japonica]
MAMRMKSSSMSSYRFSYCQMMLVLMVMTLVQIGAAQSDTNSCVNSLVPCASYLNATTKPP
DSCCVPLLNVIQTQQQCLCNLLNSSIVKQSSINITQALNIPRLCGDTNVSTDACSTNATA
NAPSASTTPSVPADTGDSSGIGATSLQIFLPLLAVFFLGVFKSFP

>BAAB5542.1 Cry j 1; pectate lyase [Cryptomeria japonica]
MDSPCLVALLVLSFVIGSCFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGD
LYTVTNSDDDPVNPAPGTLRYGATRDRPLWITFSGNMNIKLKMPMYIAGYKTFDGRGAQV
YIGNGGPCVFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTAT
NIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAF
NQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNSFTAPNESYKKQV
TIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEGGNIYTKKEAFNVENGNATPQLT
KNAGVLTCSLSKRC

>BAAB5543.1 Cry j 1; pectate lyase [Cryptomeria japonica]
MDSPCLVALLVFSFVIGSCFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGD
LYTVTNSDDDPVNPAPGTLRYGATRDRPLWITFSGNMNIKLKMPMYIAGYKTFDGRGAQV
YIGNGGPCVFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTAT
NIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAF
NQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNSFTAPNESYKKQV
TIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEGGNIYTKKEAFNVENGNATPHLT
QNAGVLTCSLSKRC

>BAAB7020.1 Cry j 1; pectate lyase [Cryptomeria japonica]
MDSPCLVALLVFSFVIGSCFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGD
LYTVTNSDDDPVNPAPGTLRYGATRDRPLWITFSGNMNIKLKMPMYIAGYKTFDGRGAQV
YIGNGGPCVFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTAT
NIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAF
NQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNSFTAPNESYKKQV
TIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEGGNIYTKKEAFNVENGNATPQLT
KNAGVLTCSLSKRC

>BAABG6172.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP



>P43212.1 Cry j 2; polygalacturonase [Cryptomeria japonical]
MAMKFIAPMAFVAMQLIIMAAAEDQSAQIMLDSDIEQYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWMCSRHGKIYHP

>BAC23082.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKFIAPMAFVAMQLIIMAAAEDQSAQIMLDSDIEQYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKNINLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP

>BAC23083.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAVEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP

>BAC23084.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP

>BAF32105.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP



>BAF32110.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP

>BAF32116.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP

>BAF32119.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKFIAPMAFVAMQLIIMAAAEDQSAQIMLDSDIEQYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDINLSDISLKLTSGKIASCLNDNANGYFS
GNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP

>BAF32122.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP

>BAF32128.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP



>BAF32130.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP

>BAF32133.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP

>BAF32134.1 Cry j 2; polygalacturonase [Cryptomeria japonica]
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRKVEHSRHDAINIFN
VEKYGAVGDGKHDCTEAFSTAWQAACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKV
DGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDR
DRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFA
SKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENSRAEVSYVHVN
GAKFIDTQNGLRIKTWQGGSGMASHITIYENVEMINSENPILINQFYCTSASACQNQRSAV
QIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIASCLNDNANGYFS
GHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGSRPPNCTNKCHGC
SPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP

>BAF45320.1 Cry j 2; polygalacturonase, partial [Cryptomeria
MAMKLIAPMAFLAMQLIIMAAAEDQSAQIMLDSVVEKYLRSNRSLRRVEHSRHDAINIFN
VEKYG

>BAF51970.1 thaumatin-like [Cryptomeria japonica]
MAKVSDLALLLVAGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVN
LAAGTQSARFWGRTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDV
SLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQTDQYCCTGTY
ANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP

>BAJO4354.1 unknown function [Cryptomeria japonical]
MARRLCSFLLSFLITVSVWAENSKFARLNLASFTWKDAEDNKNCSAGELETSSLSVMHIQ
GKCSPFRLLNSSWWTAVSESIKGDTARYRAMVKGGWSAGKTMVNPQEDADIPLASGQAIS
SSNYIIKLGFGTPPQSFYTVLDTGSNIAWIPCNPCSGCSSKQQPFEPSKSSTYNYLTCAS
QQCQLLRVCTKSDNSVNCSLTQRYGDQSEVDEILSSETLSVGSQQVENFVFGCSNAARGL
IQRTPSLVGFGRNPLSFVSQTATLYDSTFSYCLPSLFSSAFTGSLLLGKEALSAQGLKFT
PLLSNSRYPSFYYVGLNGISVGEELVSIPAGTLSLDESTGRGTIIDSGTVITRLVEPAYN
AMRDSFRSQLSNLTMASPTDLFDTCYNRPSGDVEFPLITLHFDDNLDLTLPLDNILYPGN
DDGSVLCLAFGLPPGGGDDVLSTFGNYQQQKLRIVHDVAESRLGIASENCDG
>BBE74942.1 unknown function [Cryptomeria japonica]
MTATAMTTAALRLLIALLLVAAPAECLPLRARGRWIVDEATGLRVKLACVNWPGHLEPGL
PEGLNRLPVTTIAHTISSLGFNCVRLTYSIQMVTEKSYTEATVGQTFAQLNLTEPASGIE

japonica]



GNNPGFLQLGHVAAYDSIVAALAEAGVMVILDNHVSKPKWCCAVDDGNGFFGDSYFDPRL
WQRGLGLMATHFNNTPNVVAMSLRNELRGNRSTSARWSKYMQRGAATVHEANPNVLVVLS
GLHFDTILSFLPVLPVTLPFKEKIVYEGHWYSFGVPWHDGLPNDICLNETSRFKDNIGFL
TSSINGTAAPLFVSEFGIDQRYVNDNDNRYLNCILAFLAEEDVDWALWTMGGSYNYRSDK
EPVQDFEETYGFFNRDWSRIRNPDFISRLKEIQQPIQDPYLSPGPYYQITIYHPASGLCVE
SSIGNTIHLGSCQSVRSRWNYDASVEGPIGLMGSSSCISTQGNGLPAIMTEKCSAPNNTL
WSTVSSGQLQLGTRVFDEDGKEKWMCLDGSRSPLITTTECICITDSHCYPNQNPEKQWFK
VITTNKQLLHQL

>QCY53440.1 Cten i 1; calcium-binding protein, parvalbumin [Ctenopharyngodon
idella]
MAFAGILNDADIAAALEACKAADSFNHKAFFAKVGLSAKSGDDVKKAFATIIDQDKSGFIE
EDELKLFLQNFKADARALTDAETKIFLKAGDSDGDGKIGVDEFAALVKA

>P83834.1 Cuc m 3; pathogenesis related protein, PR-1 [Cucumis melo]
DFVDAHNAARAQVGVGPVHWTVDAYARQYANDRNLVHSATR

>ACB45874.1 pathogenesis related protein, PR-1 [Cucumis melo]
MLPFSFAQDSIKDFVDAHNAARAQVGYGPVHWNKTVADYAHQYANKRIKDCNLVHSKGPY
GENIAWGSRNLAGTVAVRMWVSEKQFYNYDTNSCVRGKMCGHYTQVVWRNSVRIGCAKVR
CKSGGTFITCNYDPRGNIRGQRPYGEGTLQL

>CAD92666.1 profilin [Cucumis melo]
MSWQAYVDDHLMCDIDGNRLTAAAILGQDGSVWSQSATFPAFRLEEIAAILKDFDQPGTL
APTGLFLGGTKYMVIQGEAGAVIRGKKGSGGITVKKTNQALITIGIYDEPLTPGQCNMIVE
RLGDYLIEQGL

>AAP13533.2 Cuc m 2; profilin [Cucumis melo]
MSWQVYVDEHLMCEIEGNHLTSAAITIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL
APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVE
RLGDYLIDQGL

>AAW69549.1 Cuc m 2; profilin [Cucumis melo]
MSWQVYVDEHLMCEIEGNHLTSAAITIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL
APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVE
RLGDYLIDQGL

>BAABG6905.1 Cuc m 1; serine protease, cucumisin [Cucumis melo]
MSSSLIFKLFFFSLFFSNRLASRLDSDDDGKNIYIVYMGRKLEDPDSAHLHHRAMLEQVV
GSTFAPESVLHTYKRSFNGFAVKLTEEEAEKTIASMEGVVSVFLNEMNELHTTRSWDFLGF
PLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWKGTCETSNNFRCNRKIIG
ARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANLYGLGLGTARGGVPLARIA
AYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGANPRHYFVDAIAIGSFHAVERGIL
TSNSAGNGGPNFFTTASLSPWLLSVAASTMDRKFVTQVQIGNGQSFQGVSINTFDNQYYP
LVSGRDIPNTGFDKSTSRFCTDKSVNPNLLKGKIVVCEASFGPHEFFKSLDGAAGVLMTS
NTRDYADSYPLPSSVLDPNDLLATLRYIYSIRSPGATIFKSTTILNASAPVVVSFSSRGP
NRATKDVIKPDISGPGVEILAAWPSVAPVGGIRRNTLFNIISGTSMSCPHITGIATYVKT
YNPTWSPAAIKSALMTTASPMNARFNPQAEFAYGSGHVNPLKAVRPGLVYDANESDYVKF
LCGQGYNTQAVRRITGDYSACTSGNTGRVWDLNYPSFGLSVSPSQTFNQYFNRTLTSVAP
QASTYRAMISAPQGLTISVNPNVLSFNGLGDRKSFTLTVRGSIKGFVVSASLVWSDGVHY
VRSPITITSLV

>COMPARE©®0330 Cuc ma 4; 11S globulin, glycinin, cupin, partial from P13744.1
[Cucurbita maxima]

GLLLPGFSNAPK

>COMPARE©0331 Cuc ma 4; 11S globulin, glycinin, cupin, partial from P13744.1
[Cucurbita maxima]

GIAIPGCAETYQTDLR



>COMPARE©®©332 Cuc ma 4; 11S globulin, glycinin, cupin, partial from

[Cucurbita maxima]

EGDLLVVPAGVSHWMYNRGQSDLVLIVFADTRNVANQIDPYLRKFYLAGRPEQVER

>COMPARE©©333 Cuc ma 4; 11S globulin, glycinin,
[Cucurbita maxima]

SGNIFSGFADEFLEEAFQIDGGLVR

>COMPARE©®©334 Cuc ma 4; 11S globulin, glycinin,
[Cucurbita maxima]

IVQVDEDFEVLLPEKDEEER

>COMPARE©@0335 Cuc ma 4; 11S globulin, glycinin,
[Cucurbita maxima]

GRYIESESESENGLEETICTLR

>COMPARE©®@336 Cuc ma 4; 11S globulin, glycinin,
[Cucurbita maxima]
GVLYSNAMVAPHYTVNSHSVMYATRGNARVQVVDNFGQSVFDGEVR
>COMPARE@©337 Cuc ma 4; 11S globulin, glycinin,
[Cucurbita maxima]

MLPLGVLSNMYR

cupin,

cupin,

cupin,

cupin,

cupin,

>COMPARE©0282 Cuc ma 5; 2S albumin, conglutin, partial

maxima]
PWRREGGSFD

>COMPARE224 Cul q 2; salivary odorant-binding protein,

guinquefasciatus]
FQQAVQALGTIDSADCLK

>COMPARE228 Cul q 2; salivary odorant-binding protein,

quinquefasciatus]
YGPVHAQFTDVQR

>COMPARE229 Cul q 2; salivary odorant-binding protein,

gquinquefasciatus]
EITDKIYNSDSTVK

>COMPARE230 Cul q 2; salivary odorant-binding protein,

quinquefasciatus]
SNFKDGSEELCTLR

>COMPARE231 Cul q 2; salivary odorant-binding protein,

gquinquefasciatus]
TGITTNNNHLDCLFR

>COMPARE232 Cul q 2; salivary odorant-binding protein,

quinquefasciatus]
NGNINPDEIK

>COMPARE233 Cul q 2; salivary odorant-binding protein,

quinquefasciatus]
DKDAAVDNALNNCK

>COMPARE234 Cul q 2; salivary odorant-binding protein,

quinquefasciatus]
YFIENTDPYDVAK

>COMPARE235 Cul q 3; salivary odorant-binding protein,

gquinquefasciatus]
GFIQVNNANKGVLEK

>COMPARE236 Cul q 3; salivary odorant-binding protein,

quinquefasciatus]

partial from

partial from

partial from

partial from

partial from

P13744.

P13744.

P13744.

P13744.

P13744.

P13744.

from Q39649.1 [Cucurbita

partial from

partial from

partial from

partial from

partial from

partial from

partial from

partial from

partial from

partial from
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Q95V92

Q95V92

Q95V92

Q95V93

Q95Vv93

[Culex

[Culex

[Culex

[Culex

[Culex

[Culex

[Culex

[Culex

[Culex
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>CAB62551.1 Cup a 1; pectate lyase [Cupressus arizonica (Hesperocyparis
DNPIDSCWRGDSNWDQNRMKLADCVVGFGSSTMGGKGGEIYTVTSSEDNPVNPTPGTLRY
GATREKALWITIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHG
LHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTL
GSTGITISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHV
ANNNYDQWNIYAIGGSSNPTILSEGNSFTAPNESYKKEVTKRIGCETTSACANWVWRSTR
DAFTNGAYFVSSGKAEDTNIYNSNEAFKVENGNAAPQLTQNAGVVA

>CAC37790.2 Cup a 1; pectate lyase [Cupressus arizonica (Hesperocyparis
MASPCLVAVLVFLCAIVSCYSDNPIDSCWRGDSNWDQNRMKLADCVVGFGSLTMGGKGGE
IYTVTSSDDNPVNPTPGTLRYGATREKALWITFSQNMNIKLQMPLYVAGYKTIDGRGADV
HLGNGGPCLFMRTASHVILHGLHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLGSTGITISNNHF FNHHKVMLLGHDDTYDDDISMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPTILSEGNSFTAPSESYKKEV
TKRIGCESTSACANWVWRFTRDAFTNGAYFVSSGKAEETNIYNSNEAFKVENGNAAPQLT

QNAGWVT

>ABK78766.1 Cup a 1; pectate lyase [Cupressus arizonica (Hesperocyparis
SDNPIDSCWRGDSNWDQNRMKLADCVVGFGSSTMGGKGGEIYTVTSSEDNPVYNPTPGTLR
YGATREKALWITFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILH
GLHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVT
LGSTGITISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQF GPNAGQRMPRARYGLVH
VANNNYDQWNIYAIGGSSNPTILSEGNSFTAPNESYKKEVTKRIGCETTSACANWVWRST
RDAFTNGAYFVSSGKAEDTNIYNSNEAFKVENGNAAPQLTQNAGVVA

>COMPARE145 Cup a 1; pectate lyase [Cupressus arizonica (Hesperocyparis
DNPIDSCWRGDSNWDQNRMKLADCVVGFGSSTMGGKGGEIYTVTSSEDNPVNPTPGTLRY
GATREKALWITIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHG
LHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTL
GSTGITISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHV
ANNNYDQWNIYAIGGSSNPTILSEGNSFTAPNESYKKEVTKRIGCETTSACSNWVWRSTR
DAFTNGAYFVSSGKAEDTNIYNSNEAFKVENGNAAPQLTQNAGVVA

arizonica)]

arizonica)]

arizonica)]

arizonica)]

>CACO5258.1 thaumatin-like [Cupressus arizonica (Hesperocyparis arizonica)]

VKFDIKNQCGYTVWAAGLPGGGKEFDQGQTWTVNLAAGTASARFWGRTGCTFDASGKGSC
RSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKA
DINAVCPSELKVDGGCNSACNVLQTDQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKD
DTATFACASGTDYSIVFCP

>ACY01951.1 unknown function [Cupressus arizonica (Hesperocyparis arizonica)]

MDEVPSSDESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDE
AEVKAMMEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETL
KSVGEPCTIEESKNITHNVDKNGDGLINVEEFQTMMTSEMTDKSK

>COHLQ2 Cup s 7; gibberellin-regulated protein, cypmaclein [Cupressus sempervirens]

AQIDCDKECNRRCSKASAHDRCLKYCGICCEKCHCVPPGTAGNEDVCPCYANLKNSKGGH

KCP

>COMPARE105 Cup s 7; gibberellin-regulated protein, cypmaclein, partial
BBP47166.1 [Cupressus sempervirens]

AQIDCDKECNRRCSKA

>COMPARE106 Cup s 7; gibberellin-regulated protein, cypmaclein, partial
BBP47166.1 [Cupressus sempervirens]

YCGICCEKCHCVPPGT

>AAF72625.1 Cup s 1; pectate lyase [Cupressus sempervirens]
MDSPCLIAVLVFLCAIVSCYSDNPIDSCWRGDSNWDQNRMKLADCAVGFGSSTMGGKGGD

from

from



IYTATSAEDNPVNPTPGTLRYGATREKALWITFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLSSTGITISNNHF FNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPTILSEGNSFAAPNENYKKEV
TKRIGCESTSACANWVWRSTRDAFSNGAYFVSSGKTEETNIYNSNEAFKVENGNLAPQLT
KNAGVVA

>AAF72626.1 Cup s 1; pectate lyase [Cupressus sempervirens]
MDSPCLIAVLVFLCAIVSCYSDNPIDSCWRGDSNWDQNRMKLADCAVGFGSSTMGGKGGD
IYTVTSAEDNPVNPTPGTLRYGATREKALWITFSQNMNIKLEMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLSSTGITISNNHF FNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPTILSEGNSFTAPNENYKKEV
TKRIGCESTSACANWVWRSTRDAFSNGAYFVSSGKTEETNIYNSNEAFKVENGNLAPQLT
KNAGVVA

>AAF72627.1 Cup s 1; pectate lyase [Cupressus sempervirens]
MDSPCLIAVLVFLCAIVSCYSDNPIDSCWRGDSNWDQNRMKLADCAVGFGSSTMGGKGGD
IYTVTSAEDNPVNPTPGTLRYGATREKALWITFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHSCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLPDCSDGLIDVTLSSTGITISNNHF FNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPTILSEGNSFTAPNENYKKEV
TKRIGCESTSACANWVWRSTRDAFSNGAYFVSSGKTEETNIYNSNEAFKVENGNLAPQLT
KNAGVVA

>AAF72628.1 Cup s 1; pectate lyase [Cupressus sempervirens]
MDSPCLIAVLVFLCAIVSCYSDNPIDSCWRGDSNWDQNRMKLADCAVGFGSSTMGGKGGD
IYTVTSAEDNPVNPTPGTLRYGATREKALWITFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHGCNTSVLGNVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLSSTGITISNNHF FNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPTILSEGNSFAAPNENYKKEV
TKRIGCVSTSACANWVWRSTRDAFSNGAYFVSSGKTEETNIYNSNEAFKVENGNLAPQLT
KNAGVVA

>AAF72629.1 Cup s 1; pectate lyase [Cupressus sempervirens]
MDSPCLIAVLVFLCAIVSCYSDNPIDSCWRGDSNWDQNRMKLADCAVGFGSSTMGGKGGD
IYTVTSAEDNPVNPTPGTLRYGATREKALWITFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHGCNTSVLGNVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLSSTGITISNNHF FNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPTILSEGNSFAAPNENYKKEV
TKRIGCVSTSACANWVWRSTRDAFSNGAYFVSSGKTEETNIYTSNEAFKVENGNLAPQLT
KNAGVVA

>COHKB1.1 Cup s 2; polygalacturonase [Cupressus sempervirens]
DVAIVFNVEHTLSAVFLVPANKKVDGIIAAYPDPVKIWMHFARTVCNDKGRPTAIKIDFS
KSELTLMNSPEFHLVFGECDGVKIQGIKIKRFEIEKDLTCGPGHGMSIGSLGKGNSRSEV
SFVHLDGAKFIDTQNGLRSAVKIEDVTFKNANGYYTNPLNPPCK

>AAR21073.1 Cup s 3; thaumatin-like [Cupressus sempervirens]
MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVN
LAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDV
SLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQTDQYCCRNAY
VDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP

>AAR21074.1 Cup s 3; thaumatin-like [Cupressus sempervirens]
MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVN
LAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDV



SLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQTDQYCCRNAY
VDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP

>ABC88428.1 alcohol dehydrogenase [Curvularia lunata]
MSNIPQEQWAQVIEKTGGPVEYKKIPVQKPGPDEVLVNIKFSGVCHTDLHAVNGDWPLPT
KLPLVGGHEGAGVVVARGELVNDVELGDHVGVKWLNGSCLSCDYCQTADEPLCPKPLLSG
YTVDGTFQQYCIAKAAHVARIPKECDLAAIAPVLCAGITVYKGLKESGVKPGQFAAIVGA
GGGLGSLACQYAKAMGVRTIAIDAGEEKKKMCVNDLGAETFVDFSTSKNLVADVQKATPD
GLGPHVVILVAVNEKPFQQAAEYVRPRGTVICIGLPAGAYLKAPVFETVIKMIRIQGSYV
GNRKDSSEATEFFRRGLIKAPFKIVGLSELQMVYDKMHQGAVVGRYVLDTSK
>AAK67492.1 Cur 1 3; cytochrome c [Curvularia lunata]

MGF EQGDAKKGANLFKTRCAQCHTLKAGEGNKIGPELHGLFGRKTGSVAGYSYTDANKQK
GIEWNHDTLFEYLENPKKYIPGTKMAFGGLKKPKDRNDLITFLEQETK

>AAK67491.1 Cur 1 2; enolase [Curvularia lunata]
MAITKIHARSVYDSRGNPTVEVDIVTETGLHRAIVPSGASTGSHEACELRDGDKTKWGGK
GVTKAVANVNDITAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMAIAK
AAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTFAEA
LRIRQGAEVYQKLKALTKKTYGQSAGNYGDEGGVAPDIQTAEEALDLIVDATEAAGHTGQ
IKTAMDVASSEFFKDDEKKYDLDFKNPDSDKSKWLTYPQLAEMYKSLAEKYPIVSIEDPF
AEDDWEAWSHFYKDGDFQIVGDDLTVTNPEFIKTATELKSCNALLLKVNQIGTISEAINA
AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEE
LGDKRLFAGNKFHTAINLYL

>ACF19589.1 Cur 1 4; serine protease [Curvularia lunata]
MKYSLIAALPALAAASPTFSTETIHKQSAPVLSSTSAKEVPNSYMVVFKKHVKDASKHHD
WVQSVHSKNTQERMELRKRSSDLPVSNEVFAGLKHTYELSGLKGYSGHFDDETLEATRNH
PDVDYIERDSEVRILGGDEPETENNSPWGLARISHRDSLSFGTWNKYLYAADGGEGVDVY
VIDTGTNVDHVDFEGRAKWGKTIPNGDADEDGNGHGTHCSGTVAGKKYGVAKKAHVYAVK
VLRSNGSGTMSDVVKGVEFAAKSHSEAVSAAKNGKKKGFKGSTANMSLGGGKSTTLDMAV
NAAVDAGLHFAVAAGNDNADSCNYSPAAAENAVTVGASTLLDERAYFSNYGKCNDIFAPG
LNILSTWIGSKHATNTISGTSMASPHIAGLLAYMLSLQPAKDSAYAVADITPKKLKANLI
ATIGTVGALSDVPSNTANVLAWNGGGSSNYTDITEKGGYTVKKAASKEEEKESEFRITIPS
LSELEDDFEKAKESAGRKAHHVGGKL

>AAB50734.2 Cyn d 1; beta-expansin [Cynodon dactylon]
AIGDKPGPNITATYGSKWLEARATFYGSNPRGAAPDDHGGACGYKDVDKPPFDGMTACGN
EPTFKDGLGCRACYEIKCKEPVECSGEPVLVKITDKNYEHIAAYHFDLSGKAFGAMAKKG
QEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAAGDGNIVAVDIK
PRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTS
KLQFGA

>AAF80379.2 Cyn d 1; beta-expansin [Cynodon dactylon]
AMGDKPGPNITATYGDKWLDAKATFYGSDPRGAAPDDHGGACGYKDVDKAPFDGMTGCGN
EPTFKDGLACGSCYEIKCKEPAECSGEPVLIKITDKNYEHIAAYHFDLSGKAFGAMAKKG
EEDKLRKAGELMLQFRRVKCEYPSDTKIAFHVEKGSSPNYLALLVKYAAGDGNIVGVDIK
PKGSDEFLPMKQSWGAIWRMDPPKPLKGPFTIRLTSESGGHVEQDDVIPEDWKPDTVYKS
KIQF

>AAK96255.1 Cyn d 1; beta-expansin [Cynodon dactylon]
AMGDKPGPNITATYGDKWLDAKATFYGSDPRGAAPDDHGGACGYKDVDKAPFDGMTGCGN
EPTFKDGLACGSCYEIKCKEPAECSGEPVLIKITDKNYEHIAAYHFDLSGKAFGAMAKKG
EEDKLRKAGELMLQFRRVKCEYPSDTKIAFHVEKGSSPNYLALLVKYAAGDGNIVGVDIK
PKGSDEFLPMKQSWGAIWRIDPPKPLKGPFTIRLTSESGGHVEQDDVIPEDWKPDTVYKS
KIQF

>AAL14077.1 Cyn d 1; beta-expansin [Cynodon dactylon]



MLAVVAVVLASMVGGALCAMGDKPGPNITATYGDKWLDAKATFYGSDPRGAAPDDHGGAC
GYKDVDKAPFDGMTGCGNEPIFKDGLACGSCYEIKCKEPAECSGEPVLIKITDKNYEHIA
AYHFDLSGKAFGAMAKKGEEDKLRKAGELMLQFRRVKCEYPSDTKIAFHVEKGSNPNYLA
LLVKYAAGDGNIVSVDIKSKGSDEFLPMKQSWGAIWRIDPPKPLKGPFTIRLTSESGGHV
EQEDVIPEDWKPDTVYKSKIQF

>AAL14078.1 Cyn d 1; beta-expansin [Cynodon dactylon]
MLAAVAVVLASMVGGAWCAMGDKPGPNITATYGDKWLDAKATFYGSDPRGAAPDDHGGAC
GYKDVDKAPFDGMTGCGNEPIFKDGLGCGSCYEIKCKEPAECSGEPVLIKITDKNYEHIA
AYHFDLSGKAFGAMAKKGEEDKLRKAGELMLQFRRVKCEYPSDTKITFHVEKGSSPNYLA
LLVKYAAGDGNIVGVDIKPKGSDVFLPMKLSWGAIWRMDPPKPLKGPFTIRLTSESGGHV
EQEDVIPEDWKPDTVYKSKIQF

>AAL14079.1 Cyn d 1; beta-expansin [Cynodon dactylon]
MLAVVAVVLASMVGGALCAMGDKPGPNITATYGDKWLDAKATFYGSDPRGAAPDDHGGAC
GYKDVDKAPFDSMTGCGNEPIFKDGLGCGSCYEIKCKEPAECSGEPVLIKITDKNYEHIA
AYHFDLSGKAFGAMAKKGEEDKLRKAGELMLQFRRVKCEYPSDTKIAFHVEKGSNPNYLA
LLVKYAAGDGNIVSVDIKSKGSDEFLPMKQSWGAIWRIDPPKPLKGPFTIRLTSESGGHV
EQEDVIPEDWKPDTVYKSKIQF

>AAB28566.1 Cyn d 1; beta-expansin, partial [Cynodon dactylon]
AMGDDPGPKITATYGSKWLDAKATF

>AAB28567.1 Cyn d 1; beta-expansin, partial [Cynodon dactylon]
GAAPDDHGGAXGYKDVDKPPFDGMTAXGNEPIFKDDLS

>AAB32317.1 Cyn d 1; beta-expansin, partial [Cynodon dactylon]
AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA

>CAAQ1909.1 Cyn d 7; calcium-binding protein, polcalcin [Cynodon dactylon]
GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFDEFISFCNAN
PGLMKDVAKVF

>CAA01910.1 Cyn d 7; calcium-binding protein, polcalcin [Cynodon dactylon]
GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFDEFISFCN
ANPGLMKDVAKVF

>CAA62634.1 Cyn d 7; calcium-binding protein, polcalcin [Cynodon dactylon]
KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGFID
FDEFISFCNANPGLMKDVAKVF

>AAS02108.1 FAD-linked oxidoreductase [Cynodon dactylon]
MARSRAFAFALLICAVAASCHVALSAPPPYAKQVERDFLTCLTKDIPPRQLYAKSSPAYA
SVWSSTVRNIKFLSDKTVKPLYIITPTNASHIQAAVVCGRRHGMRIRVRSGGHDYEGLSY
RSEKPEPFAVVDMNKMRAVSIDGKAATAWVDSGAQLGDLYYGIAKASPKLGFPAGVCTTI
GVGGHFSGGGFGMLLRKYGTAADNVIDAKVVDAQGRLLDRKAMGEDHFWAIRGGGGESFG
IVASWQVKLLPVPPKVTVFQVHKGIKEGAIDLVTKWQTVAPALPDDLMIRIMAMGQGAMF
EALYLGTCKDLVLLMTARFPELGMNATHCKEMTWIESVPYIPMGPKGTVRDLLNRTSNIK
AFGKYKSDYVLEPIPKSDWEKIFTWLVKPGAGVMIMDPYGGGIASVPESATPFPRRSGVL
FNIQYVVYWFGEGAAALPTQWTRDIYDFMTPYVSKNPRQAYVNYRDLDLGVNQVVGNVST
YASGKVWGEKYFKGNFERLARTKGKIDPEDYFRNEQSIPPLL

>COMPARE225 malate dehydrogenase, partial [Cynodon dactylon]
TPASGQPERKVAILG

>COMPARE226 Ole e 1-1like [Cynodon dactylon]

FTVTGEVYXDPXRA

>CAA69670.1 Cyn d 12; profilin [Cynodon dactylon]
MSWQAYVDDHLMCEIEGHHLTSAAIIGHDGTVWAQSAAFPAFKPEEMANIMKDFDEPGFL
APTGLFLGPTKYMVIQGEPGAVIRGKKGSGGVTVKKTGQALVIGIYDEPMTPGQCNMVIE
KLGDYLIEQGM



>CAC83658.1 Cyp c 1; calcium-binding protein, parvalbumin [Cyprinus carpio]
MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE
EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA
>CAC83659.1 Cyp ¢ 1; calcium-binding protein, parvalbumin [Cyprinus carpio]
MAFAGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFATIIDQDKSGFIE
EDELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA
>CAD20406.1 beta-expansin [Dactylis glomerata]
MASSSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKD
NGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDN
EEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSN
PNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPDKLTGPFTVRYTTE
GGTKSEVEDVIPEGWKADTSYEAK

>AAP96759.1 beta-expansin [Dactylis glomerata]
IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNT
PIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAKKGE
EQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAVDIKE
KGKDKWIALKESWGAIWRVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK
>AAB42200.1 Dac g 3; expansin [Dactylis glomerata]
VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL
TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE

>2103117A expansin-like [Dactylis glomerata]
EAPVTFTVEKGSDEKNLALSIKYNKEGDSMAEVELKEHGSNEWLALKKNGDGVWEIKSDK
PLKGPFNFRFVSEKGMRNVFVDVVPADFKVGTTYKPEEAAASASRRRSSEVFQFLILSCQ
GRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEITYKIFKMMFQKPRTRT
CIEKDFPRRSSSSIPT

>P82946.1 Dac g 4; FAD-containing oxidase [Dactylis glomerata]
DIYNYMEPYVSKVDPTDYFGNEQARTAWVDSGAQLGELSYGVLFNIQYVNYWFAP
>CAA10345.1 unknown function [Dactylis glomerata]
MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR
EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP
EE

>AAK62278.1 unknown function [Dactylis glomerata]
MAVQKYTVALFLAVVLVAGPVASYAADAGYTPAAAATPATAGGKAMTEEQTLIEDVNAGF
KAAVAAASSAPPADKFKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPT
PEAKYDAFVAALTEALRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAAT
AANAAPANDKFTVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYA
VFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV
>CAD20405.1 unknown function [Dactylis glomerata]
ADAGYTPAAAATPAAAGGKAMTEEQKLIEDVNAGFKAAVAAASSAPPADKFKTFEATFTA
ACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEV
HAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFEGAFNKAIKES
TGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA
ATGAATAAASAATGAATAAAGGYKV

>AEY79726.1 cyclophilin [Daucus carota]
MANPKVFFDMTIGGTPAGKIVMELYADTTPKTAENFRALCTGEKGTGKSGKPLHYKGSSF
HRVIPGFMCQGGDFTAGNGTGGESIYGAKFADENFERKHTGPGILSMANAGPGTNGSQFF
ICTAKTEWLDGKHVVFGKVVEGMDVVKATEKVGSGSGKTSKPVATIADCGQC
>AEY79727.1 Dau c 5; isoflavon reductase-like protein, phenylcoumaran benzylic
ether reductase [Daucus carota]
MATKILIVGGTGYIGKFIVEASAKAGHPTFVLVREATLTSPDKSQLIDSFKSLGVTFVHG



DLYDHGSLVKAIKQVDVVISALGHGQLADQDKLLAAIVEAGNVKRFFPSEFGQDVDRVNA
VEPAKSAFAAKALFRRTVEAAGVPFTYVACNFFAGYFLPTLAQAGAAAPPRDKAVILGDG
IPKVAFNKEEDIATYTIKAVDDPRTLNKILYVRPPHNTLSFNELLSVWEKKIGKTLEKIY
VPEEQVLKNIQESPVPINVLLSISHSAFVKGDQTSFEIEPSYGVEASALYPDVKYTTVDV
YLSQFV

>AEY79728.1 Dau c 5; isoflavon reductase-like protein, phenylcoumaran benzylic

ether reductase [Daucus carota]
MATKILIVGGTGYIGKFIVEASAKAGHPTFVLVREATLTSPDKSQLIDSFKSLGVTFVHG
DLYDHGSLVKAIKQVDVVISTLGHGQLADQDKLLAATIVEAGNVKRFFPSEFGQDVDRVNA
VEPAKSAFAAKAQFRRTVEAAGVPFTYVACDFFAGYFLPTLAQAGAAAPPRDKAVILGDG
IPKVAFNKEEDIATYTIKAVDDPRTLNKILYVRPPHNTLSFNELLSVWEKKIGKTLEKTY
VPEEQVLKSIQESPVPINVLLSISHSAFVKGDQTSFEVEPSFGVEASALYPDVKYTTVDE
YLSQFV

>BAB88129.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKHEQEITSSVPAEKMFHGLILDIDNVLPKAAPGAYKNVEIKGDGGVGTIKHITLPE
GGPVTTMTLRTDGLDKKNCTIDYSYIDGDILMGFIEKIENHLSVVPNADGGSTTKTTAIF
HTKGDAVVPEENIKYAEEQNTMLFKAVEAYLIAN

>AAB01092.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
LIFLLILSNNILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKG
DGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVP
TADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN

>BAA13604.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE
GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF
HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN

>CAB03715.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE
GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF
HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN

>CAB03716.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE
GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF
HTKGDAVVPEENIKFADEQNTALFKAIEAYLIAN

>CABO6416.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE
GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF
HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN

>AAL76932.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKTEVEAPSTVSAEKMYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVHLG
EATEYTTMKQKVDVIDKAGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIY
NTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN

>ADL32660.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
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MGVQKHEQEITSSVPAEKMFHGLILDIDNILPKAAPGAYKNVEIKGDGGVGTIKHITLPD
GGPVTTMTLRTDGLDKKGFTIDYSVIDGDVLMGFIDKIENHLSVVPTADGGSTTKTTAIF
HTKGDAVVPEENIKYAEAQNTMLFKAVEAYLIAN

>ADL32661.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKHEQEITSSVPAEKMFHGLILDIDNILPKAAPGAYKNVEIKGDGGVGTIKHITLPD
GGPVTTMTLRTDGLDKKGFTIDYSVIDGDVLMGFIDKIENHLSVVPTADGGSTTKTTAIF
HTKGDAVVPEENIKYAEEQNTLLFKAVEAYLIAN

>ADL32662.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKHEQEITSSVPAEKMFHGLILDIDNVLPKAAPGAYKNVEIKGDGGVGTIKHITLPE
GGPVTTMTLRTDGLDKKNCTIDYSYIDGDILMGFIDKIENHLSVVPNADGGSTTKTTAIF
HTKGDAVVPEENIKYAEAQNTMLFKAVEAYLIAN

>ADL32663.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKHEQEITSSVPAEKMFHGLILDIDNVLPKAAPGAYKNVEIKGDGGVGTIKHITLPE
GGPVTTMTLRTDGLDKKNCTIDYSYIDGDILMGFIDKIENHLSVVPNADGGSTTKTTAIF
HTKGDAVVPEENIKFAEAQNTMLFKAVEAYLIAN

>ADL32664.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKHEQEITSSVPAEKMFHGLILDIDNVLPKAAPGAYKNVEIKGDGGVGTIKHITLPE
GGPVTTMTQRTDGLDKKNCTIDYSYIDGDILMGFIDKIENHLSVVPNADGGSTTKTTAIF
HTKGDAVVPEENIKYAEAQNTMLFKAVEAYLIAN

>ADL32665.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKHEQEITSSVPAEKMFHGLILDIDNILPKAAPGAYKNVEIKGDGGVGTIKHITLPE
GGPVTTMTLRTDGLDKKGFTIDYSVIDGDVLLGFIDKIENHLSVVPTADGGSTTKTTAIF
HTKGDAVVPEENIKYAEEQNTMLFKAVEAYLIAN

>ADL32666.1 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKHEQEITSSVPAEKMFHGLILDIDNILPKAAPGAYKNVEIKGDGGVGTIKHITLPE
GGPVTTMTLRTDGLDKKGFTIDYSVIDGDVLMGFIDKIENHLSVVPTADGGSTTKTTAIF
HTKGDAVVPEENIKYAEEQNTMLFKAVEAYLIAN

>AOA161X1M2 Dau c 1; pathogenesis related protein, PR-10, Bet
carota]
MGVQKTEAEVTSSVSAEKLFKALCLDIDTLLPQVLPGAIKSSETLEGDGGVGTVKLVHLG
DASPFKTMKQKVDAIDKESFTYAYSIIDGDILLGFIESINNHFAYVPNADGGCTVKSTIT
FNTKGDAVVPEENIKFANDQNRAIFQAVEAYLIAN

>AAL76933.1 Dau c 4; profilin [Daucus carota]
MSWQTYVDDHLMCEVDGNPGQQLSAAAIIGHDGSVWAQSSTFPKFKPEEITGIMKNFDEP
GHLAPTGLYLGGTKYMVIQGEPIAVIRGKKGSGGVTIKKTGQALVFGVYDEPVTPGQCNL
IVERLGDYLIEQGL

>COMPAREQ®0265 actin, partial [Delonix regia]

RAVFPSIVGRPRH

>COMPAREQ®0266 actin, partial [Delonix regia]
KSYELPDGQVITIGAERF

>COMPARE®0267 actin, partial [Delonix regia]
KDLYGNIVLSGGSTMFPGIADRM

>COMPARE©®0268 actin, partial [Delonix regia]
RTTGIVLDSGDGVSHTVPIYEGYALPHAILRL
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>COMPARE®0269 actin, partial [Delonix regia]

KAEYDESGPSIVHRK

>COMPARE©®0271 ADP, ATP carrier protein 1, partial [Delonix regia]
RLADDDEFMVPSVFNSRF

>COMPARE©0272 ADP, ATP carrier protein 1, partial [Delonix regia]
KGNF LIDFLMGGVSAAVSKT

>COMPARE®0261 ATP synthase beta subunit, partial [Delonix regia]
KVVDLLAPYQRG

>COMPARE©®0262 ATP synthase beta subunit, partial [Delonix regia]
RVLNTGSPITVPVGRA

>COMPARE®0263 ATP synthase beta subunit, partial [Delonix regia]
RIPSAVGYQPTLATDLGGLQERI

>COMPAREQ0264 ATP synthase beta subunit, partial [Delonix regia]
RVGLTGLTVAEHFRD

>COMPARE©®0259 luminal-binding protein 5, partial [Delonix regia]
RVEIESLFDGIDFSEPLTRA

>COMPARE©0260 luminal-binding protein 5, partial [Delonix regia]
KFDLSGIPPAPRG

>COMPARE©®0273 S-adenosylmethionine synthase 1-1like, partial [Delonix regia]
RFVIGGPHGDAGLTGRK

>COMPARE©®0274 S-adenosylmethionine synthase 1-1like, partial [Delonix regia]
KTAAYGHFGRDDPDFTWETVKL

>COMPAREQ®0275 S-adenosylmethionine synthase 1-1like, partial [Delonix regia]
KTCPWLRPDGKT

>COMPARE©®O277 UDP-arabinopyranose mutase, partial [Delonix regia]
KTINVPDGFDYELYNRN

>COMPARE©0278 UDP-arabinopyranose mutase, partial [Delonix regia]
MSKPATPVAPPLKDELDIVIPTIRN

>COMPARE©®0279 UDP-arabinopyranose mutase, partial [Delonix regia]
KASNPFVNLRK

>COMPARE©®0276 unknown function, partial [Delonix regia]
REGEGEGGVAAAGVGVRR

>L7UZ85.1 alpha-actinin [Dermatophagoides farinae]
MTQDGYMQQEEEEWEREGLLDPAWEKQQRKTFTAWCNSHLRKAGTQIDNIEEDFRNGLKL
MLLLEVISGETLGKPDRGKMRFHKIANVNKALDFIESKGVKLVSIGAEEIVDGNSKMTLG
LIWTIILRFAIQDISVEEMTAKEGLLLWCQRKTAPYKNVNVQNFHLSWKDGLAFCALIHR
HRPDLIDYGKLRKDNPMDNFNLAFDVAEKHLNIPRMLDAEDVVYTAKPDERAIMTYVSWY
YHAFHGAQQAETAANRICKVLKVNQDNERLMEEYERLASDLLEWIRRTTPWLENRTTDNT
LPGTQKKLEEFRSYRRQHKPPRVEQKANLETNFNTLQTKLRLSKRPAYMPSEGKMVSDIT
GAWKGLESAEKGFEEWLLSEMMRLERLDHLAQKFKHKADIHEEWTQGKEEMLVSHDFRQC
KLNEIKALKKKHEAFESDLAAHQDRVEQIAAIAQELNALGYHDIASINARCQRICDQWDR
LGTLTTRRRQALDEAEQILEKVDLFHLEFAKRAAPFNNWLDETREDLVDMFIVHSIEEIQ
QLIDAHESFKNTLGEADKEYKTIVGLAQEVQPMATQYQIPGGLENPYTTLTPEVITTKWR
DVKQLVPQRDHTLQTELIRQQCNENLRRQFAEKANVVGPWIERQMDAVTAIGMGMQGTLE
DQLQRLHEYDQAVVQYRPHVDDLEKIHQEVQEAMIFENRYTQYTMETLRVGWEQLLTSIH
RNINEVENQILTRDSKGITQEQLNEFRTSFNHFDKKRTGRLAPEEFKSCLVSLGYNIRND
DRPEFRRILAIVDPNKTGYVHFDAFLDFMTREYTDTDTAEQMIDSFRILAGDKPYITADE
LRRELPPDQAEYCIRRMTPYNGQCAVPGALDYRSFSTALYGESDL

>AHX03180 Der f 4; alpha-amylase [Dermatophagoides farinae]
MLPKFFFILITVLTLLVSLFVNGDSKFSNPHFIGNRSVITHLMEWKYDDIGDECERFLGP



YGYGGVQVSPVNEHAIMDGRPWYERYQPVSYDIHTRSGDEQQFRRMVQRCNKAGVRIYVD
IVLNHMTGGQSGLGTNGHHYDGVAMQYPGVPFGPNDFHGHETCPTNDLEIHNYSNRIEAR
NCRLVGLRDLKQQSEYVKQKQVDFLNHLIDIGVAGFRSDASTHQWPDDLRSIYSRLHNLN
NEFFTENSHPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRNNNQLRWLRNF
GTEWGLVPSGDALVMIDSHDLRVGHTGQLGFNINCFEARLLKAATAFMLAWNYGIPRVMS
SYFWDQIIRDGKDVNDWVGPPTDQHGNILSVHPNPDMTCNHEWICEHRWREIYNMVKFKL
TAGQEPVNNWWDNGDNQIAFSRGNRAFIAINLQKNGNDHDKNLQKRLQTGLPPGIYCDII
SGNLINNRCMGKSIQVDKNGLSDIYVGHDEFDAFVAYHIDARVES

>AI008861.1 Der f 33; alpha-tubulin [Dermatophagoides farinae]
MRECISLHVGQAGVQIGNACWELYCLEHEIQPDGQLSPVKSTTTLSSSETISNDSFSTFF
NETGNGRFVPRSIYVDLEPTVVDEVRTGEYRRLFHPEQLITGKEDAANNYARGHYTEGKT
LIEPVMRRIAKLAEQCSGLQGFLIFHSFGGGTGSGFSSLLMERLSVEYGKKSKLEFAIYP
APAISTAVVEPYNSILTTHNTLEHSDCSFMVDNEATYDICRRNLNIERPSYMNLNRLIGQ
IVSSITASLRFDGALNVDLTEFQTNLVPYPRIHFPLVSYAPIVSSEKAYHEQFTVPEITG
TCFEPSNQMVKCNTRNGKYMACCLLYRGDVVPKDVNAATAATKAKSTIQFVQWCPTGFKI
GINYRPPTVVPSGDLAKVQRAVCLLSNTTAISEAWSRLNHKFDLMYSKRAFVHWYVGEGM
EEGEFSEAREDLAALEKDYEEVAAEYNADDDDYDDRDGEEF

>BBD75204.1 Der f 14; apolipophorin [Dermatophagoides farinae]
MRLFALLFTACLLGLGQAQHCTVACPNSIPQLINPKAQSTYVYTLDAKTVLTPRDSQKVT
IKADAEVAIVSACEAVLRLQNVAIDGVPNGAELASELASKSFAFGYFNGRILGVCPANDD
QDWSLNIKKAIVSALQVQFDENKDKVEESDFSGRCPTEYRKIRNEDNMVVMEKRKDLNLC
DDRRIDLRQTPDQALGQLKEMIRHYMHPMGSDLSCRMTLKDQVVSEVDCEERHVLVHRSH
KPVHLSYVKMMLKESKDGVAADLGQTDSEPKRPYLSFDHKHKNPTETDVVEVLKKLCSET
SEPQASIETSFTFQKLVDKLRYLSAEETASVDESVKTSVCPAHAYRIRELFLDASAFAAS
DGSIRTLVKAHENQELSITRSTALFTVVAMKAAPNKETVQVLLPVIASEKTIRPMLLGFS
VLVRRYCEKSADCASNSGVKDARDAYLARLATAKDANERITIVRALENLNVNTEGVDNMI
NAMDEITKSDAEPALRAAAVNALSNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGM
SHIKDLFTVKGECMKNYVLTYVDNLKKSKNDLRRQTVSGDVELPEQPKREIGITRNIARE
YGPYTFEYDVIYPETHENVTRSINGRLIRAKNDQLKEIVEIQITQNGFERELTNAMALME
KKSFQSIMQFVRDTLKMLAQIRKNADDNHHMKITVQINGKDVYYTDVFQDLKKMKELIIK
RAEKIINEKKVDRSIGGVLLDSKLVLPTITGLPLMYKFGDNFLIRYDGEFSGEKGDRHIK
LNGGFVAGVYGQMKLLVKDQKMGYEYDGKLAYTPILDMDIQKKEHSLLLRFNTKDVERRT
IMRFKQSLREKRATGEEKDYENEITPESRSDQCFSFFLLDYCRKASHIKGLIFPNVEYYV
VKPEKEVTALELLLKGETEDKTRRYVAELTAVGSPSNKQAKAQIEVTKGEEYKITLKSPE
HEFNTEFTIHADKNNLKMHMDFPNVFQADLTGTFQHDKENNVRKNQLNLQYKFAGDEKPH
TVDYENEFSFNLKRSSKDKNSGVDYRAKYMSSHFPILNHKVNIQFKYRPFKVNELNLEGE
FGRELQHKFQLMRNSQIEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPI
ELQYKISGKDRSKRAADLGAEDVEGVIDYKNNGSPIDSKMHAHLKMKGNNYGYDSELKQT
QPQQYEGKITLSKNDKKIFINHKSEMTKPTNTFHLKTDADVSYSDSDMKKHYQMEFKKEN
DIYTMRSTVERNGQMFYENHLTIHKGGKLNLNYRRNDRKILLDLDNALSPREGTMKLNIK
DREYNFVMKREPLRFRDITVEGNENAYIKNGKLHLSLMDPSTLSLVTKADGKIDMTVDLI
SPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIA
LKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIREGKIHIKGRQTDFEIESNYRY
EDGKLIIEPVKSENGKLEGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHF
EKHTDIEYEPGVRYKIIGNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDS
NKAQFSYTFNEYTETEEYEFDPHRAYYVNWLSSIRKYIQNFIVEDN

>AAP57094.1 Der f 20; arginine kinase [Dermatophagoides farinae]
MVDQAVIDKLEAGFQKLQSSAECHSLLKKYLTRNVLDACKGRKTGMGATLVDVVQSGFEN
LDSGVGLYAPDAESYTLFKELFDPVIEDYHKGFKPTDKHPQTDFGDVNTLCNVDPNNEFV
ISTRVRCGRSLQGYPFNPCLTEAQYKEMEEKVKGQLNSFEGELKGTYYPLLGMDKATQQQ



LIDDHFLFKEGDRFLQAANACRFWPVGRGIFHNDNKTFLIWVNEEEHLRIISMQKGGDLK
QVFSRLINGVNHIEKKLPFSRDDRLGFLTFCPTNLGTTIRASVHIKLPKLAADRKXLEEV
AGKYNLQVRGTAGEHTESVGGVYDISNKRRMGLTEYQAVKEMQDGILELIKIEKSM

>ABU97470.1 Der f 20; arginine kinase [Dermatophagoides farinae]

MVDQATLSKLEAGFQKLQNAQDCHSLLKKYLTRDVLDQLKTKKTDMGATLLDVIQSGVEN
LDSGVGIYAPDAQSYKTFAALFDPIIDDYHKGFKPTDKHPQTDFGNIEHFVNVDPKNEYV
ISTRVRCGRSLKGYPFNPMLTEAQYKEMETKVKGQLATFEGELKGTYYPLLGMDKATQQK
LIDDHFLFKEGDRFLQAANACRYWPVGRGIFHNDKKTFLMWVNEEDHLRIISMQKGGDLK
EVFGRLVKAVKHIEQKIPFSRDDRLGYLTFCPTNLGTTIRASVHIKLPKLAADRKKLEEV
AARYNLQVRGTAGEHTESVGGIYDISNKRRMGLTEYQAVKEMQDGIIELIKMEKSL

>AI008850.1 Der f 20; arginine kinase [Dermatophagoides farinae]

MVDQAVIDKLEAGFQKLQSSAECHSLLKKYLTRNVLDACKGRKTGMGATLVDVVQSGFEN
LDSGVGLYAPDAESYTLFKELFDPVIEDYHKGFKPTDKHPQTDFGDVNTLCNVDPNNEFV
ISTRVRCGRSLQGYPFNPCLTEAQYKEMEEKVKGQLNSFEGELKGTYYPLLGMDKATQQQ
LIDDHFLFKEGDRFLQAANACRFWPVGCGIFHNDNKTFLIWVNEEDHLRIISMQKGGDLK
QVFSRLINGVNHIEKKLPFSRDDRLGFLTFCPTNLGTTIRASVHIKLPKLAADRKKLEEV
AGKYNLQVRGTAGEHTESVGGVYDISNKRRMGLTEYQAVKEMQDGILELIKIEKSM
>AAP35077.1 Der f 7; bactericidal permeability-increasing like
farinae]
MMKFLLIAAVAFVAVSADPIHYDKITEEINKAIDDATIAAIEQSETIDPMKVPDHADKFER
HVGILDFKGELAMRNIEARGLKQMKRQGDANVKGEEGIVKAHLLIGVHDDIVSMEYDLAY
KLGDLHPTTHVISDIQDFVVALSLEIPDEGNITMTSFEVRQFANVVNHIGGLSILDPIFG
VLSDVLTAIFQDTVRKEMTKVLAPAFKRELEKN

>ACK76299.1 Der f 7; bactericidal permeability-increasing like
farinae]
MMKFLLIAAVAFVAVSADPIHYDKITEEINKAIDDATIAAIEQSETIDPMKVPDHADKFER
HVGILDFKGELAMRNIEARGLKQMKRQGDANVKGEEGIVKAHLLIGVHDDIVSMEYDLAY
KLGDLHPTTHVISDIQDFVVALSLEISDEGNITMTSFEVRQFANVVNHIGGLSILDPIFG
VLSDVLTAIFQDTVRKEMTKVLAPAFKRELEKN

>AI008853.1 Der f 7; bactericidal permeability-increasing like
farinae]
MMKFLLIAAVAFVAVSADPIHYDKITEEINKAIDDATAAIEKSETIDPMKVPDHTDKFER
HVGILDFKGELAMRNIEARGLKQMKRQGDANVKGEEGIVKAHLLIGVHDDIVSMEYDLAY
KLGDLHPNTHVISDIQDFVVALSLEISDEGNITMTSFEVRQFANVVNHIGGLSILDPIFG
VLSDVLTAIFQDTVRKEMTKVLAPAFKRELEKN

>AAB35977.1 Der f 7; bactericidal permeability-increasing like
farinae]
MMKFLLIAAVAFVAVSADPIHYDKITEEINKAIDDATIAAIEQSETIDPMKVPDHADKFER
HVGIVDFKGELAMRNIEARGLKQMKRQGDANVKGEEGIVKAHLLIGVHDDIVSMEYDLAY
KLGDLHPTTHVISDIQDFVVALSLEISDEGNITMTSFEVRQFANVVNHIGGLSILDPIFG
VLSDVLTAIFQDTVRKEMTKVLAPAFKRELEKN

>AAD52672.1 Der f 15; chitinase [Dermatophagoides farinae]
MKTIYAILSIMACIGLMNASIKRDHNDYSKNPMRIVCYVGTWSVYHKVDPYTIEDIDPFK
CTHLMYGFAKIDEYKYTIQVFDPYQDDNHNSWEKRGYERFNNLRLKNPELTTMISLGGWY
EGSEKYSDMAANPTYRQQFIQSVLDFLQEYKFDGLDLDWEYPGSRLGNPKIDKQNYLALV
RELKDAFEPHGYLLTAAVSPGKDKIDRAYDIKELNKLFDWMNVMTYDYHGGWENFYGHNA
PLYKRPDETDELHTYFNVNYTMHYYLNNGATRDKLVMGVPFYGRAWSIEDRSKLKLGDPA
KGMSPPGFISGEEGVLSYIELCQLFQKEEWHIQYDEYYNAPYGYNDKIWVGYDDLASISC
KLAFLKELGVSGVMVWSLENDDFKGHCGPKNPLLNKVHNMINGDEKNSFECILGPSTTTP
TPTTTPTTPTTTPTTPSPTTPTTTPSPTTPTTTPSPTTPTTTPSPTTPTPTTPTPAPTTS

[Dermatophagoides

[Dermatophagoides

[Dermatophagoides

[Dermatophagoides



TPSPTTTEHTSETPKYTTYVDGHLIKCYKEGDIPHPTNIHKYLVCEFVNGGWWVHIMPCP
PGTIWCQEKLTCIGE

>AAM19082.1 Der f 18; chitin-binding protein [Dermatophagoides farinae]

MTRFSLTVLAVLAACFGSNIRPNVATLEPKTVCYYESWVHWRQGEGKMDPEDIDTSLCTH
IVYSYFGIDAATHEIKLLDEYLMKDLHDMEHF TQHKGNAKAMIAVGGSTMSDQFSKTAAV
EHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFAHTSFVMGVTL
PATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLEAYHKRGAPR
HKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQFTQTDGFLSYNELCVQIQAETNAF
TITRDHDNTAIYAVYVHSNHAEWISFEDRHTLGEKAKNITQQGYAGMSVYTLSNEDVHGV
CGDKNPLLHAIQSNYYHGVVTEPTVVTLPPVTHTTEHVTDIPGVFHCHEEGFFRDKTYCA
TYYECKKGDFGLEKTVHHCANHLQAFDEVSRTCIDHTKIPGC

>AAB27594.1 Der f 6; chymotrypsin, serine protease [Dermatophagoides
AVGGQDADLAEAPFQISLLK

>AAF28423.1 Der f 6; chymotrypsin, serine protease [Dermatophagoides
MIKIFLVTILIVITVTVDARFPRSLQPKWAYLDSNEFPRSKIGDSPIAGVVGGQDADLAE
APFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGD
LKVKPIIQHESYEQDQTQTDKTIITILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLT
DGNGKDLPDKLQKGSMTIVGNDRCNEKWGSINATHPGMICALDKTQSGCNGDSGGPLVSA
NRKLTGIVSWGPSKCPPGEYMSVFTRPKYYLDWITKNIV

>ACK76296.1 Der f 6; chymotrypsin, serine protease [Dermatophagoides
MIKIFLVTILIVITVTVDARFPRSLQPKWAYLDSNEFSRSKIGDSPIACVVGGQDADLAE
APFQISLLKDYLIMKSHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGD
LKVKTIIQHESYDPDTIQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLT
DGNGKDLPDKLQKGSMTIVGNDRCNEKWGSINATIHPGMICALDKTQSGCNGDSGGPLVSA
NRKLTGIVSWGPSKCPPGEYMSVFTRPKYYLDWITKNIV

>ACK76297.1 Der f 6; chymotrypsin, serine protease [Dermatophagoides
MIKIFLVTILIVITVTVDARFPRSLQPKWAYLDSNEFSRSKIGDSPIAGVVGGQDADLAE
APFQISLLKDYLIMKSHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGD
LKVKTIIQHESYDPDTIQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLT
DGNGKDLPDKLQKGSMTIVGNDRCNEKWGSIDATIHPGMICALDKTQSGCNGDSGGPLVSA
NRKLTGIVSWGPSKCPPGEYMSVFTRPKYYLDWITKNIV

>COMPAREQ13 Der f 31; cofilin [Dermatophagoides farinae]
MASGVIVATEAKTLYEEVKKDKKYRYITIYHIKDERVIEVETTGPRDATYSDFVARLQDYK
NECRYCVFDFPANIPVEGGGEKSNMSVDRLVLMTWCPESAKIKQKMLYSSSYDALKKALV
GVYRYVQACDYEEASEEATAEAFRKGG

>AAP35065.1 Der f 29; cyclophilin [Dermatophagoides farinae]
MALPRVFFDIAADNQPLGRIVIELRSDVVPKTAENFRALCTGEKGFGFKSSSFHRIIPNF
MIQGGDFTNHNGTGGKSIYGNKFADENFTLQHTGPGIMSMANAGPNTNGSQFFITTVKTT
WLDGKHVVFGSVVEGMDIVKKVESYGSQSGKPSKKVTIANCGQL

>P16311.2 Der f 1; cysteine protease [Dermatophagoides farinae]
MKFVLAIASLLVLSTVYARPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEAN
KGAINHLSDLSLDEFKNRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRT
VTPIRMQGGCGSCWAFSGVAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIE
YIQQNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVI
IGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGY
GYFQAGNNLMMIEQYPYVVIM

>BAC53948.1 Der f 1; cysteine protease [Dermatophagoides farinae]
MKFVLAIASLLVLSTVYARPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEAN
KGAINHLSDLSLDEFKNRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRT
VTPIRMQGGCGSCWAFSGVAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIE

farinae]

farinae]

farinae]

farinae]



YIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVI
IGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGY
GYFQAGNNLMMIEQYPYVVIM

>ABA39436.1 Der f 1; cysteine protease [Dermatophagoides farinae]
RPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEANKGAINHLSDLSLDEFKNR
YLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRTVTPIRMQGGCGSCWAFSG
VAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAR
EQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTII
QRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT

>ABL84749.1 Der f 1; cysteine protease [Dermatophagoides farinae]
MKFVLAIASLLVLSTVYARPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEAN
KGAINHLSDLSLDEFKNRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRT
ATPIRMQGGCGSCWAFSGVAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIE
YIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVI
IGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGY
GYFQAGNNLMMIEQYPYVVIM

>ABL84750.1 Der f 1; cysteine protease [Dermatophagoides farinae]
MKFVLAIASLLVLSTVYARPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEAN
KGAINHLSDLSLDEFKNRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRT
VTPIRMQGGCGSCWAFSGVAATESAYLAYRNTSLDLSEQKLVDCASQHGCHGDTIPRGIE
YIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVI
IGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGY
GYFQAGNNLMMIEQYPYVVIM

>ABL84751.1 Der f 1; cysteine protease [Dermatophagoides farinae]
MKFVLAIASLLVLSTVYARPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEAN
KGAINHLSDLSLDEFKNRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRT
VTPIRMQGGCGSCWAFSGVAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIE
YIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVI
IGIKDLRAFQHYDGRTIIRHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGY
GYFQAGNNLMMIEQYPYVVIM

>ABU49605.1 Der f 1; cysteine protease [Dermatophagoides farinae]
MKFVLAIVSLLVLSTVYARPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEAN
KGAINHLSDLSLDEFKNRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRT
VTPIRMQGGCGSCWAFSGVAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIE
YIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVI
IGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGY
GYFQAGNNLMMIEQYPYVVIM

>ADM52184.1 Der f 1; cysteine protease [Dermatophagoides farinae]
RPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEANKGAINHLSDLSLDEFKNR
YLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRTVTPIRMQGGCGSCWAFSG
VAATESAYLAYRQTSLDLSEQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAR
EQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTII
QHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYFQAGNNLMMIEQYPYV

VIM

>AFJ68066.1 Der f 1; cysteine protease [Dermatophagoides farinae]
EARPASIKIFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEANKGAINHLSDLSLDEFK
NRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRTVTPIRMQGGCGSCWAF
SGVAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYV
AREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRT
ITQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYFQAGNNLMMIEQYP



YVVIM

>AAP35075.1 Der f 1; cysteine protease, partial [Dermatophagoides farinae]
MKFVLAIASLLVLSTVYARPASIKTFEEFKKAFNKNYATVEEEEVARKNFLESLKYVEAN
KGAINHLSDLSLDEFKNRYLMSAEAFEQLKTQFDLNAETSACRINSVNVPSELDLRSLRT
VTPIRMQGGCGSCWAFSGVAATESAYLAYRNTSLDLSEQELVDCASQHGCHGDTIPRGIE
YIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVI
IGIKDLRAFQHYDGRTIIQHDLS

>QBP14757.1 elongation factor [Dermatophagoides farinae]
MVNFTVDEIRVLMNKKRNIRNMSVIAHVDHGKSTLTDSLVSKAGITAAAKAGEMRFTDTR
KDEQERCITIKSTAISMYFEMREQDMVFITSADQKESDEKGFLINLIDSPGHVDFSSEVT
AALRVTDGALVVVDCVSGVCVQTETVLRQAIAERIKPVLFMNKMDLAMLTLQLEQEDLYQ
KFTRIVENVNVIISTYADENGPMGDIRVDPSKGSVGFGSGLHGWAFSLKQFAELYSEKFK
IDVDKLMNRLWGENFYNPTAKKWSKRFDEGYKRAFCMFVLDPIFKVFDAIMNFKKEETAK
LLEKLNIVLKGEDKEKDGKNLLKVVMRTWLPAGDSLLQMIAIHLPSPITAQKYRMELLYE
GPHDDEAAVAIKSCNPEGPLMMYISKMVPTSDKGRFYAFGRVFSGIVASGQKVRIMGPNY
VHGKKEDLVEKAIQRTVLMMGRYVESIENVPCGNICGLVGVDQFLVKTGTISTFKDAHNM
KVMKFSVSPVVRVAVEPKNPADLPKLVEGLKRLAKSDPMVQCITEESGEHIVAGAGELHL
EICLKDLEEDHAQIPIKTSDPVVSYRETVSEESEIMCLSKSPNKHNRLFMKACPLQDGIA
EDIDKGDINPRDDFKVRARFLADKYNWDATDARKIWAFGPEGTGPNLLVDVTKGVQYLNE
IKDSVVAGFQWATKESVLCEENMRGVRFNIHDVTLHADATHRGGGQIIPTARRCLYACLL
TAQPRLLEPVYLVEIQCPEQAVGGIYGVLNRRRGHVFEESQVVGTPMFTVKAYLPVNESF
GFTADLRSNTGGQAFPQCVFDHWQILPGDPLDGKSRPYQIVMDTRKRKGLKDSLPELDNY
FDKL

>BAV90601.1 Der f 34; enamine/imine deaminase [Dermatophagoides farinae]
MSPKRIISTPLAPQPIGPYSQAVQVGNTVYLSGQIGMNVRTNEMVTGPIRDEAQQAFTNM
KAVVEASGAKMSDVVKVNIFIRNFNDFPAINDVMKEFFQSPFPARSTVGVAELPKNARVE
IESIVVIE

>AAP35078.1 Der f 13; fatty acid-binding protein [Dermatophagoides farinae]
MASTIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT
EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD
GVTSVRTYKRI

>AGC56219.1 Der f 30; ferritin [Dermatophagoides farinae]
MAANPESTTKTSRVRMNIQINLEFYASYVYQQMAYHFNRDDVALPGFEKFFDVSSKEERE
HAERFMKLQNQRGGRIVLDDIHKPQQQDWSSGLEAMRAALELEKTVNQALLDLHAVATKH
NDAQFADFIETHYLTEQVEAIKKLADYITNLERCGPGLGEYLFDRHTLHSS

>AAM64112.1 Der f 16; gelsolin-like [Dermatophagoides farinae]
MAAHDKNFDVIPIGHTFFFIWRIKQFELVPVPKEDYGKFYKGDCYIVACCTENPTGGHSK
MESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREIEEFESRQF
SSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVMNNGDVFIL
LVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQTSGAEYDAF
NKALSLDKKDIDLKQMPKGYDYAASDKSFESHERSFVTLYKCFEGTETIDISFVKNGPLS
RADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKVLEG
DESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKI
YVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQIIKLKQGSEDGAFKSYFPKWN
>COMPAREQ79 glutathione S-transferase [Dermatophagoides farinae]
MELGTLEGSMSETKPILGYWDARGLGQAIRLLLTYAGVDFIDKRYTVGPPPNYDRSQWLN
DKYNLGLDFPNCPYYIDGNVKLSQSLAIIRYIARKQKLIGQNEHEEIRASLAEQQIIDMN
MAIARIAYNFNCEKLKPEFLKSLPEQVELLSKFLGDQPFTAGANISYADFLLYEYLTKLK
ILVPEVYDKFENLKKFHGNVLEALPRVSEYIKKQQPKAFHGPTSLWNGTYA

>AGC56218.1 Der f 28; heat shock protein 70 [Dermatophagoides farinae]



MSKTPAIGIDLGTTYSCVGVFQHGKVEITIANDQGNRTTPSYVGFTDTERLIGDAAKNQVA
MNPSNTVFDAKRLIGRKFDETTVQADMKHWPFKVIEKGNKPATEVEFKGETKQFIPEEIS
SMVLVKMRETAEAYLGGTVNNAVITVPAYFNDSQRQATKDSGLIAGLNVLRIINEPTAAA
IAYGLDKKGGAGERNVLIFDLGGGTFDVSLLTIEEGIFEVKSTAGDTHLGGEDFDNRLVN
HFVKEFKRKHKKDLTTNARALRRLRTSCERAKRTLSSAAQTSIEIDSLFEGIDFYTSITR
ARFEELCADLFRSTMEPVERVLRDAKTDKSSVNEIVLVGGSTRIPKIQRLVADFFNKDPN
KSINPDEATIAYGAAVQASILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTALIKRDTT
IPTRSPRLSLPTPTTSLVSRFRSTRVSVLAPRTTTSLVSSSSPVSPCSSWCSSDRGHFDV
DANGIMNVGAVEKGTGKTNKITITNDKGRLSKEETERMLAEAEKYKAEDEAEAARIHAKN
GPESYAYSLRNTVNEGKLSISDSDKEKLRARLTRLSTGSTTTRPPARRSTTLNRRSSRVL
PTPSFWLPTVVLAVVVPPLVVTPVLVALVVLTRLRSALRSLTKKVFNGVFLFPVLFDVS
>AI008848.1 Der f 28; heat shock protein 70 [Dermatophagoides farinae]
MPSKTLKAPAIGIDLGTTYSCVGVFQNGSVEITANDQGNRTTPSYVAFNDTERLIGDAAK
NQVSMNPTNTIFDAKRLIGRRFDESSVKSDMKHWPFKVVSESGKPKLEVEFKGERKRFWP
EEISAMVLTKMKETAEAYLGQKVTDVVITVPAYFNDSQRQATKDAGVIAGLNVLRIINEP
TAAATIAYGLDKKGGGEKNVLIFDLGGGTFDVSVLTIDNGIFEVKSTAGDTHLGGEDFDNR
LVNHFVQEFKRKFGKDIMSNKRALRRLRTSCERAKRTLSSSTQTSIEIDSLHEGIDFYST
ITRARFEELCSDLFRSTLEPVEKALRDAKLDKSKIDEIVLVGGSTRIPKIQKLLSDFFNG
KELNKSINPDEAVAYGAAVQAAILTGDNSNNVKDLLLLDVAPLSLGIETAGGVMTTLIKR
NTTIPTKQTQTFTTYADNQPAVTIQVYEGERAMTKDNNRLGTFDLTGIPPAPRGVPQIEV
TFDVDANGILNVSAVDKSTGRQNKITITNDKGRLSKADIEKMVQEAEQYREDDERQRERI
AAKNQLEAYAFQLKSTMEEEAVKSKLSEEDRKTVLNKVDETLRWLDSNQLADKEEFEHRQ
KEIENACRPIMMKIYQQQQQQHHPGANGSCGSNAYPGYNGFKSNNDGPVVEEVN
>BAX34757.1 Der f 35; NPC2-1like [Dermatophagoides farinae]
MIKFLCIFALTFAVASAGKMKFVDCGHKEVISLDVSGCEGDYCVLHKGKTIDLDMKCKSN
QDSEHLKLITSADVNGIEIEVPGFDQDGCHYVQCPIHKGQDYDIKYSYNVPAVLPNIKGT
LTAKVIGDNGLVGCLKLNGEIAD

>BAAQ1239.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDANQNTKTAK
IETKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLI
GDNGVLACAIATHGKIRD

>BAAQ1240.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDA
NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN
VVVTVKLIGDNGVLACAIATHGKIRD

>BAA@1241.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDANQNTKTAK
IETKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV
GDNGVLACAIATHAKIRD

>AAL47677.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
DQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDANQNTKTAKIEIKASLDG
LEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGVLACA
IATHAKIRD

>AAP35073.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
MVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDANQNTKT
AKTEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVK
LVGDNGVLACATIATHGKIRD

>CAIQ5848.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCITHRGKPFNLEAIFDA
NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN



VVVTVKLVGDNGVLACAIATHAKIRD

>CAIQ5849.1 Der f 2; NPC2-like [Dermatophagoides farinae]
MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDA
NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN
VVVTVKLIGDNGVLACAIATHAKIRD

>CAIQ5850.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDA
NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN
VVVTVKLVGDNGVLACAIATHAKIRD

>ABA39438.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
DQVDVKDCANNEIKKVMVDGRHGSDPCITHRGKPFTLEALFDANQNTKTAKIEIKANING
LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA
IATHAKIRD

>ABN14313.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDA
NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN
VVVTVKLIGDNGVLACAIATHGKIRD

>BAD74060.2 Der f 2; NPC2-like [Dermatophagoides farinae]
MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDA
NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN
VVVTVKLVGDNGVLACAIATHGKIRD

>AF]68072.1 Der f 2; NPC2-1like [Dermatophagoides farinae]
DQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFGANQNTKTAKIEIKASLDG
LEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA
IATHGKIRD

>AAK39511.1 Der f 11; paramyosin [Dermatophagoides farinae]
MNKKRDSELAKLRKLLEDVHIESEETAHHLRQKHQAAIQEMQDQLDQLQKAKNKSDKEKQ
KFQAEVFELLAQLETANKEKLTALKNVEKLEYTVHELNIKIEEINRTVIELTSHKQRLSQ
ENTELIKEVHEVKLQLDNANHLKTQIAQQLEDTRHRLEEEERKRASLENHAHTLEVELES
LKVQLDEESEARLELERQLTKANGDAASWKSKYEAELQAHADEVEELRRKMAQKISEYEE
QLEALLNKCSSLEKQKSRLQSEVEVLIMDLEKATRHAQQLEKRVAQLEKINLDLKNKLEE
VTMLMEQAQKELRVKIAELQKLQHEYEKLRDQRDQLARENKKLTDDLAEAKSQLNDAHRR
THEQEIEIKRLENERDELSAAYKEAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEE
TEALRKQYQIETEQLNMRLAEAEAKLKTEIARLKKKYQAQITELELSLDAANKANIDLQK
TIKKQALQITELQAHYDEVHRQLQQAVDQLGVTQRRCQALQAELEEMRIALEQANRAKRQ
AEQLHEEAVVRVNELTTINVNLASAKSKLESEFSALQADYDEVHKELRISDERVQKLTIE
LKSTKDLLIEEQERLVKLETVKKSLEQEVRTLHVRIEEVEANALAGGKRVIAKLESRIRD
VETEVEEERRRHAETDKMLRKKDHRVKELLLQ

>AI008864.1 Der f 11; paramyosin [Dermatophagoides farinae]
MSARTAKYMYRSSGAGASGDISVEYGTDLGALTRLEDKIRLLSDDLESEREMRQRIEREK
AELQIQVMSLGERLEEAEGSSESVTEMNKKRDSELAKLRKLLEDVHIESEETAHHLRQKH
QAAIQEMQDQLDQLQKAKNKSDKEKQKFQAEVFELLAQLETANKEKLTALKNVEKLEYTV
HELNIKIEEINRTVIELTSHKQRLSQENTELIKEVHEVKLQLDNANHLKTQIAQQLEDTR
HRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANGDAASWKSKYE
AELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSEVEVLIMDLEKAT
AHAQQLEKRVAQLEKINLDLKNKLEEVTMLMEQAQKELRVKIAELQKLQHEYEKLRDQRD
QLARENKKLTDDLAEAKSQLNDAHRRIHEQEIEIKRLENERDELSAAYKEAETLRKQEEA
KNQRLTIAELAQVRHDYEKRLAQKDEETEALRKQYQIETEQLNMRLAEAEAKLKTEIARLK
KKYQAQITELELSLDAANKANIDLQKTIKKQALQITAELQAHYDEVHRQLQQAVDQLGVT
QRRCQALQAELEEMRIALEQANRAKRQAEQLHEEAVVRVNELTTINVNLASAKSKLESEF



SALQADYDEVHKELRISDERVQKLTIELKSTKDLLIEEQERLVKLETVKKSLEQEVRTLH
VRIEEVEANALAGGKRVIAKLESRIRDVEIEVEEERRRHAETDKMLRKKDHRVKELLLQN
EEDHKQIQLLQEMTDKLNEKVKVYKRQMQEQEGMSQQONLTRVRRFQRELEAAEDRADQAE
SNLSFIRAKHRSWVTTSQVPGGTRQVFTTQEETTNY

>ALU66112.1 Der f 23; peritrophin [Dermatophagoides farinae]
MKFNITIAFVSLAILVHSSYADIDHFDNDDQNSSTSRPDDDPTTMIDVQTTTVQPSSMPT
TSESESTVKPTTTTVKPSPTTVKPTTTTVKLTTTTVKPSPTTVKPTTTTVKPSPTTTTTT
TTEQPEDEFECPTRFGYFADPKDPCKFYICSNWEAIHKSCPGNTRWNEKELTCT
>AI008866.1 profilin [Dermatophagoides farinae]
MSWQSYVDNQICQHVDCTLAAIANIQDGSVWAKFEKDDKKINPKELKTIADTIRQNPSGF
LETGIHIGGEKYICIQADNQLVRGRRGSSALCIVATNTCLLAAATVDGFPPGQLNNVIEK
LGDYLRSNNY

>AI008849.1 Der f 32; secreted inorganic pyrophosphatase [Dermatophagoides farinae]
MSTTNYSVDHRGSFNSLDYRIYFKDNSNGKIISPWHDIPLFVDKSAKHYNMVVEIPRWTN
EKMEIATAEPMSPIKQDIKKGALRYVKNVFPHKGYIWNYGAFPQTWENPNHIDQDTKTKG
DNDPIDVIEIGSRVAKRGDVVPVKILGTIALIDEGETDWKITIAIDTRDELASQMNNVDDV
EKLLPGLLRATVEWFKIYKIPDGKPANKFAFNGEAKDREFAEKIVEETHQYWQEMMENKS
GEHKLDLKNVTLGNSFSINDEQAKQFLETRPSSDAVEPTPIADQVAIDKWHHVKLI
>AAP35082.1 Der f 27; serpin [Dermatophagoides farinae]
MKFFLLSFVLMVVAATATYAAHVGSGSRDNNNNKPVPAEGFAKASNEFGFHLLKEVIQHR
SSSGSRGSSENVLFSPYSVAVALSMVHQGTQGSTAEQFKRVLYYDRVQQLNGGEYQTVAN
SVKQIQNQINQSDQSNQFDWGNMLMVDQQMPVKDQYKKIIEQYYDGQVMSVDFRKESKNV
MERINQFVSNKTHGLIDRMLEQPPSADTGLALINAVYFKGEWLKPFDSMRTEQSVFYGHH
GQEYKNVQYINGQGPYGYVEVPQWNSDLIQLPYKGEDIAFYGVLPRERNYDLDKIRQSIN
STFVDEIVGQITGSQSSTVYFPKIELSTSYQLPEILKSMGLQDVFTESADLSGITDKKPM
KIDDATHKAKLILNEQGTEAGAGTYIQMAVLSALETSHTFRFDHPFMYFIRHLPTGQILF
LGEIHDF

>AI008851.1 Der f 27; serpin [Dermatophagoides farinae]
MKFFLLSFVLMIVAATATYAAHVGSGSRDNNNNKPVPAEGFAKASNEFGFHLLKEVIQHR
SSSGSRGSSENVLFSPYSVAVALSMVHQGTQGSTAEQFKRVLYYDRVQQLNGGEYQTVAN
SVKQIQNQIKQSDQSNQFDWGNMLMVDQQIPVKDQYKKIIEQYYDGQVMSVDFRKESKNV
MERINQFVSNKTHGLIDRMLEQPPSADTGLALINAVYFKGEWLKPFDSMRTEQSVFYGHH
GQEYKNVQYINGQGPYGYVEVPQWNSDLIQLPYKGEDIAFYGVLPRERNYDLDKIRQSIN
STFVDEIVGQITGGQSSTVYFPKIELSTSYQLPEILKSMGLQDVFTESADLSGITDKKPM
KIDDATHKAKLILNEQGTEAGAGTYIQMAVLSALETSHTFRFDHPFMYFIRHLPTGQILF
LGEIHDF

>AGC56216.1 Der f 25; triosephosphate isomerase [Dermatophagoides farinae]
MGRKFFVGGNWKMNGNKTAIKEIVDFLKNGPLDSNVEVVVGVPAIYLMLCKNILPDNIRV
AAQNCYKVDKGAFTGEISPAMIKDVGAEWVILGHSERRNVFGESDQLIGEKVEHALQEGL
HVIACIGELLEEREAGKTTEVVFRQTQVISKHVKDWFKVVLAYEPVWAIGTGKTASPQQA
QEVHQKLRQCFSENVSPQIAETIRITIYGGSVTANNAKELASQADVDGFLVGGASLKPEFV
QIVNARQ

>AI008860.1 Der f 25; triosephosphate isomerase [Dermatophagoides farinae]
MVRKFFVGGNWKMNGSRATNEDLIKTLSNGPLDPNTDVVVGVPSIYMAEVRQKLPKTIGV
AAQNCYKVPKGAFTGEISPAMIKDVGAEWVILGHSERRNVFGESDQLIGEKVEHALQEGL
HVIACIGELLEEREAGKTTEVVFRQTQVISKHVKDWSKVVLAYEPVWAIGTGKTASPQQA
QEVHQKLRQWFSENVSPQIAETIRITYGGSVTANNAKELASQADVDGFLVGGASLKPEFV
QIVNARQ

>BAAG4557.1 Der f 10; tropomyosin [Dermatophagoides farinae]
FFFVAAKQQQQPSTKMEATIKKKMQAMKLEKDNAIDRAEIAEQKARDANLRAEKSEEEVRA



LQKKIQQIENELDQVQEQLSAANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEER
LKIATAKLEEASQSADESERMRKMLEHRSITDEERMDGLENQLKEARMMAEDADRKYDEV
ARKLAMVEADLERAEERAETGESKIVELEEELRVVGNNLKSLEVSEEKAQQREEAYEQQI
RIMTAKLKEAEARAEFAERSVQKLQKEVDRLEDELVHEKEKYKSISDELDQTFAELTGY
>BAAG9920.1 Der f 3; trypsin [Dermatophagoides farinae]
MMILTIVVLLAANILATPILPSSPNATIVGGVKAQAGDCPYQISLQSSSHFCGGSILDEY
WILTAAHCVNGQSAKKLSTIRYNTLKHASGGEKIQVAEIYQHENYDSMTIDNDVALIKLKT
PMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGWGYLQEGSYSLPSELQRVDIDVVSREQCD
QLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYP
GVYTRVGNFVDWIESKRSQ

>AAA99805.1 Der f 3; trypsin [Dermatophagoides farinae]
IVGGVKAKAGDCPYQISLQSSSHFCGGSILDEYWILTAAHCVNGQSAKKLSIRYNTLKHA
SGGEKIQVAEIYQHENYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKI
RVSGWGYLQEGSYSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDS
CQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ

>ABY28115.1 Der f 3; trypsin [Dermatophagoides farinae]
MMILTIVVLLAANILATPILPSSPNATIVGGVKAQAGDCPYQISLQSSSHFCGGSILDEY
WILTAAHCVNGQSAKKLSIRNNTLKHASGGEKIQVAEIYQHENYDSMTIDNDVALIKLKT
PTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGWGYLQEGSYSLPSELQRVDIDVVSREQCD
QLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYP
GVYTRVGNFVDWIESKRSQ

>ACK76291.1 Der f 3; trypsin [Dermatophagoides farinae]
MMILTIVVLLAANTWATPILPSSPNATIVGGVKAKAGDCPYQISLQSSSHFCGGSILDEY
RILTAAHCVNGQSAKKLSIRYNTLKHASGGEKIQVAEIYQHENYDSMTIDNDVALIKLKT
PMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGWGYLQEGSYSLPSELQRVDIDVVSREQCD
QLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYP
GVYTRVGNFVDWIESKRSQ

>ACK76292.1 Der f 3; trypsin [Dermatophagoides farinae]
MMILTIVVLLAANTWATPILPSSPNATIVGGVKAKAGDCPYQISLQSSSHFCGGSILDEY
WILTAAHCVNGQSAKKLSIRYNTLKHASGGEKIQVAEIYQHENYDSMTIDSDVALIKLKT
PMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGWGYLQEGSYSLPSELQRVDIDVVSREQCD
QLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYP
GVYTRVGNFVDWIESKRSQ

>AGI78542.1 Der f 24; ubiquinol-cytochrome c reductase binding protein
[Dermatophagoides farinae]
MVHLTKTLRFINNPGFRKFYYGLQGYNKYGLYYDDFYDYTDAAHLEAVRRLPPDLYDQHT
YRLVRASQLEITKQFLPKEQWPSYEEDMDKGRFLTPYLDEVMKEKKEKEEWINFLSKD
>AB084963.1 Der f 21; unknown function [Dermatophagoides farinae]
MKFITFCAIVMAVSVSGFIVDVDTEDKWRNAFDRMLMEEFGEKIDQIEHGLLMLSEQYKE
LEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIEILVK
DLAELAKKVKAVKSDD

>AB084964.1 Der f 21; unknown function [Dermatophagoides farinae]
MKFITFCAIVMAVSVSGFIVDVDTEDKWRNAFDRMLMEEFEEKMDQIEHGLLMLSEQYKE
LEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIEILVK
DLAELAKKVKAVKSDD

>AB084966.1 Der f 21; unknown function [Dermatophagoides farinae]
MKFITFCAIVMAVSVSGFIVDVDTEDKWRNAFDRMLMEEFEEKIDQIEHGLLMLSEQYKE
SEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIEILVK
DLAELAKKVKAVKSDD

>AB084967.1 Der f 21; unknown function [Dermatophagoides farinae]



MKFITFCAIVMAVSVSGFIVDVDTEDKWRNAFDRMLMEEFEEKIDQIEHGLLMLSEQYKE
LEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIEILVK
DLAELAKKVKAVKSDD

>AB084968.1 Der f 21; unknown function [Dermatophagoides farinae]
MKFITFCAIVMAVSVSGFIVDVDTEDKWRNAFDRMLMEEFEEKMDQIEHGLLMLSEQYKE
LEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVPTIEILVK
DLAELAKKVKAVKSDD

>AB084969.1 Der f 21; unknown function [Dermatophagoides farinae]
MKFITFCAIVMAVSVSGFIVDVDTEDKWRGAFDRMLMEEFEEKMDQIEHGLLMLSEQYKE
LEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIEILVK
DLAELAKKVKAVKSDD

>AHC94806.1 Der f 21; unknown function [Dermatophagoides farinae]
MKFITFCAIVMAVSVSGFIVDVDTEDKWRNAFDHMLMEEFEEKMDQIEHGLLMLSEQYKE
LEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIEILVK
DLAELAKKVKAVKSDD

>AAP35068.1 Der f 5; unknown function [Dermatophagoides farinae]
MKFITATAVCTLAVVCVSGEPKKHDYQNEFDFLLMQRIHDQMRKGEEALLHLHQINTFEE
NPTKEMKEQILASEMDTIIALIDGVRGVLNRLMKRTDLDIFERYNVEIALKSNEILERDL
KKEEQRVKKIEV

>ATIO8931.1 Der f 36; unknown function [Dermatophagoides farinae]
MKFYNILTVATIVILVAFFDNVHADSQAQEQCRQLHHVDIDPSGTKFLNNNCRLNCNIHG
QIYGHNINEGRTCMIGQTNYVCQNGECVGHNRQHVGHIDIELISASLYEKANAYATVCIM
NNSLPISLPIQDRRNCISCSTHVKENTNYPVWNEVCVGSSNYLFVSDSRVTTEVWDHHGS
NNNVFLGGVTLTIDQLVNHGDNHRQINLAMAGGHNPGQLSTRITWTQRT

>ABG35122.1 Der f 22; unknown function [Dermatophagoides farinae]
MNRFLIVCMALFCLAAAVQADETNVQYKDCGHNEIKSFFVTGGNPNQKSCVIHKHSKNQL
RISFVANENTGNKINTRFICNLGGIELGWPGIDGTDACQGHGLSCPLTKGQTYNYHLDFN
LGDDVPTANVTATVRLENGHGGDLLCGRMHISLQN

>P16312.1 Der m 1; cysteine protease, partial [Dermatophagoides microceras]
TQACRINSGNVPSELDLRSLRTVTPIRMQG

>AAD38942.1 Der p 4; alpha-amylase [Dermatophagoides pteronyssinus]
KYHNPHFIGNRSVITHLMEWKYDDIGDECERFLGPYGYGGVQVSPVNEHAILDRRPWYER
YQPVSYDIRTRSGDEQQFRRMVKRCNKAGVRIYVDIVLNHMTGAQSGKGTNGHHYDGNTL
QYPGVPFGPNDFHGHESCPTQDLEIHDYTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFL
NHLIDIGVAGFRSDASTHQWPDDLRSIYSRLHNLNKEFFPENSQPFIYHETIYYGGNGIN
SNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGH
TGKLGFNINCFEGRLLKAATAFMLAWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKN
GNILSVHPNPDMTCNHEWICEHRWREIYNMVKFRMIAGQEPVHNWWDNGDYQIAFSRGNR
AFTIATINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKNGQADVYVGHD
EFDAFVAYHIGARIVS

>QAT18644.1 Der p 33; alpha-tubulin [Dermatophagoides pteronyssinus]
MRECISVHVGQAGVQIGNACWELYCLEHGIQPDGQMPSDKTIGTGDDSFNTFFSETGSGK
HVPRAVYVDLEPTVVDEVRTGTYRQLFHPEQLITGKEDAANNYARGHYTIGKEIVDLVLD
RIRKLSDQCTGLQGFLIFHSFGGGTGSGFTSLLMERLSVDYGKKSKLEFAVYPAPQVSTA
VVEPYNSILTTHTTLEHSDCAFMVDNEAIYDICRRNLDIERPTYTNLNRLIGQIVSSITA
SLRFDGALNVDLTEFQTNLVPYPRIHFPLVTYAPVISAEKAYHEQLTVSEITNTCFEPAN
QMVKCDPRHGKYMACCLLYRGDVVPKDVNAATIASIKTKRSIQFVDWCPTGFKVGINYQPP
TVVQVVIWLKYNVLFVCCPTLLPSLKLGLDWIINLI

>AAM21322.1 Der p 14; apolipophorin [Dermatophagoides pteronyssinus]
LLTACLLGLGQAQHCEVACPRSIPQLINPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAE



VAFVSDCEAVLRLQNVAIDGVPNGAELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLN
VKKAIVSSLQALSDGNVEKAEEIDFSGRCPTEYRKIRSQDDNTVVIEKRKDLNLCDDRRI
DLRQTPDQALGQLKELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHM
SYVKMMLKQNKDGVAADLGPTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQA
SIETSFTFQKLVDKLRYLSAEETASVDESVKTSVCPAHAHRLRELFLDASAFAASDGSIR
TLVKAHENQELSITRSTALFTVAAIKAAPNKETVQVLLPVIASEKTIRPMLLGFSVLVRR
YCEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDE
ITKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIK
DLFAVKGECMKNYVLTYVDNLKKSKNDLRRQTVGEDVELPEKPKREIGITRNIAREYGPY
TFEYDVIYPETHENVTRSINGRLIRSKNDQLKELVEFQVTQSGFDRELNNAMSLLEKKSF
QSVMQFLRDMLKMLSQIRKNADDNHHMKITVQINGKNVYFTDLFQDTKKMKELLMKRVEK
IINDKKVDRSIGGVLLDSKLVLPTITGLPLMYKFGDNLVVRYDGEFSGEKGDRNIRMNGG
VVAGLYGKMKLMVKDHKMGYEYDAKASYTPMIDMNVQKQEHSLLVRFNMKDMDQHTVMRF
KQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASHIKGLMLPNVEYYVVKPE
KEVTALELMLKSETQDKTRRYIAEMTAVGSPSNKQAKAELEVTKGEQYRVSVKLPEHEFN
TEFTINADKNNLKMHMDLPNVLQADLTGSFEHDKENNVRKNRLNLQYKFAGDEKPHTVDY
ENEFLFNLKRSSKEKNSAVEYRAKYMSSHFPILNHKVNVQFKYRPFKVNELNLEGEFGRE
LQHKFRLMRNSQMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIELQY
KVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSELKQTEPQQ
YEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYT
LRSTVERDGQLFYENYLTVHKGGKLNLNYRRNDRKILLDLDNALSPREGTMKLNIKDREY
NFVLKRDPMRYRDITVEGNENAYVKNGKLHLSLIDPSTLSLVTKADGQIDMTVDLISPIT
KRASLKVDSKKYNLFHEGELSASLVNPRLSWHQYTKRDSREYKTDVDLSLRSSDIAVKIT
MPDYNSKIHYSRQNDQISMDIDGTLIEGHAKGTIKEGKIHIKGRQSDFEIESNYRYEDGK
MLIEPVKSENGKLEGVLSRKVPSHLTLETPRVKMNMQYDRHSPVKMFKLDYDGIHLEKHT
DLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPEDSNKAQ
FSYTFNDYTETEEYEFDPHRAYYINWISSTRKYIQNFIVEDH

>ACD50950.1 Der p 20; arginine kinase [Dermatophagoides pteronyssinus]
MVDPATLSKLEAGFQKLQNAQDCHSLLKKYLTRDVFDQLKNKKTDMGATLLDVIQSGVEN
LDSGVGIYAPDAQSYKTFAALFDPIIDDYHKGFKPTDKHPKTDFGNIENFVNVDPKNEYV
LSTRVRCGRSLNGYPFNPMLTEAQYKEMETKVKGQLATFEGELKGTYYPLLGMDKATQQQ
LIDDHFLFKEGDRFLQAANACRYWPVGRGIFHNDKKTFLMWVNEEDHLRIISMQKGGDLK
EVYGRLVKAVKHIEQKIPFSRDDRLGFLTFCPTNLGTTIRASVHIKLPKLAADRKKLEEV
AGRYNLQVRGTAGEHTESVGGIYDISNKRRMGLTEYQAVKEMQDGILELIKMEKSM
>AAA80264.1 Der p 7; bactericidal permeability-increasing like [Dermatophagoides
pteronyssinus]
MMKLLLIAAAAFVAVSADPIHYDKITEEINKAVDEAVAAIEKSETFDPMKVPDHSDKFER
HIGIIDLKGELDMRNIQVRGLKQMKRVGDANVKSEDGVVKAHLLVGVHDDVVSMEYDLAY
KLGDLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFA
VLSDVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ

>CACO9234.1 Der p 7; bactericidal permeability-increasing like [Dermatophagoides
pteronyssinus]
MMKLLLIAAAAFVAVSADPIHYDKITEEINKAVDEAVAAIEKSETFDPMKVPDHSDKFER
HIGIIDLKGQLDMRNIQVRGLKQMKRVGDANVKSEDGVVKAHLLVGVHDDVVSMEYDLAY
KLGDLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFA
VLSDVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ

>AAY84565.1 Der p 15; chitinase [Dermatophagoides pteronyssinus]
MKTSCAILILMACFGLMNAAVKRDHNNYSKNPMRIVCYVGTWSVYHKVDPYTIEDIDPFK
CTHLMYGFAKIDEYKYTIQVFDPYQDDNHNTWEKHGYERFNNLRLKNPELTTMISLGGWY
EGSEKYSDMVANPTYRKQFVQSVLDFLQEYKFDGLDLDWEYPGSRLGNPKIDKQNYLTLV



RELKEAFEPFGYLLTAAVSPGKDKIDVAYELKELNQLFDWMNVMTYDYHGGWENVFGHNA
PLYKRPDETDELHTYFNVNYTMHYYLNNGATRDKLVMGVPFYGRAWSIEDRSKVKLGDPA
KGMSPPGFITGEEGVLSYIELCQLFQKEEWHIQYDEYYNAPYGYNDKIWVGYDDLASISC
KLAFLKELGVSGVMIWSLENDDFKGHCGPKYPLLNKVHNMINGDEKNSYECLLGPSTTTP
TPTTPSTPSTTTPTPTTPSTPSTTTPTPTTPSTPSTTTPTPTTTDSTSETPKYTTYVDGH
LIKCYKEGDLPHPTNIHKYLVCEYVNGGWWVHIMPCPPGTIWCQEKLTCITE

>AAY84564.2 Der p 15; chitinase [Dermatophagoides pteronyssinus]
MKTSCAILILMACFGLMNAAVKRDHNNYSKNPMRIVCYVGTWSVYHKVDPYTIEDIDPFK
CTHLMYGFAKIDEYKYTIQVFDPYQDDNHNTWEKHGYERFNNLRLKNPELTTMISLGGWY
EGSEKYSDMVANPTYRQQFVQSVLDFLQEYKFDGLDLDWEYPGSRLGNPKIDKQNYLTLV
RELKEAFEPFGYLLTAAVSPGKDKIDVAYELKELNQLFDWMNVMTYDYHGGWENVFGHNA
PLYKRPDETDELHTYFNVNYTMHYYLNNGATRDKLVMGVPFYGRAWSIEDRSKVKLGDPA
KGMSPPGFITGEEGVLSYIELCQLFQKEEWHIQYDEYYNAPYGYNDKIWVGYDDLASISC
KLAFLKELGVSGVMIWSLENDDFKGHCGPKYPLLNKVHNMINGDEKNSYECLLGPSTTTP
TPTTPSTPSTTTPTPTTPSTPSTTTPTPTTPSTPSTTTPTPTTPSTPSTTTPTPTTPSTT
STTTPTPTTTDSTSETPKYTTYVDGHLIKCYKEGDLPHPTNIHKYLVCEYVNGGWWVHIM
PCPPGTIWCQEKLTCITE

>AAY84563.1 Der p 18; chitin-binding protein [Dermatophagoides pteronyssinus]
MTRLSFTVLIFLAAYFGSNIRPNVATLDPKTVCYYESWVHWRQGDGKMDPEDIDTSLCSH
IVYSYFGIDASSHEIKLLDQYLMITLHDMEHFTKHKGNAKAMIAVGGASMSDQFSKTAAV
EHYRETFVVSTIDLMTKYGFDGVMIDWSGMQAKDSDNFVKLLDKFDEKFAQTSFVMGVTL
PATIASYDNYNIPAISNYVDFMNVLTLDYDGPWAYTVGHASALPEQLKTLEAYNKRGAPR
HKMVMAVPFFARTWILEKMDKQDVGDKASGPGPKGQF TQTPGFLSYNELCVQIQAETNAF
SITRDHDNTAIYAVYVHDNHAEWISFEDRHTLGDKARNITEQGYGGMSVYTLSNEDVHGV
CGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVTDIPGVFHCHQEGFFRDKTYCA
KYYECKKGDFGLEQTVHHCPNHSQAFDEVSRTCVDHAKIPGC

>P49277.1 Der p 6; chymotrypsin, serine protease [Dermatophagoides pteronyssinus]
AIGXQPAAEAEAPFQISLMK

>AAA28296.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
MSAEAFEHLKTQFDLNAETNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAA
TESAYLAHRNQSLDLAEQELVDCASQHGCHGDTIPR

>AAB60215.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
MKIVLAIASLLALSAVYARPSSIKTFEEYKKAFNKSYATFEDEEAARKNFLESVKYVQSN
GGAINHLSDLSLDEFKNRFLMSAEAFEHLKTQFDLNAETNACSINGNAPAEIDLRQMRTV
TPIRMQGGCGSCWAFSGVAATESAYLAYRNQSLDLAEQELVDCASQHGCHGDTIPRGIEY
IQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVII
GIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYG
YFAANIDLMMIEEYPYVVIL

>CAD38361.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIY
PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38362.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY
PPNVNKIREALAQTHSATAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38363.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMETVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ



ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIY
PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38364.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMQTVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY
PPNVNKIREALAQTHSATAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38365.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCANQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY
PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38366.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMETVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCANQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY
PPNVNKIREALAQTHSATAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38367.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMQTVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCANQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIY
PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38368.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIY
PPNVNKIEEALAQTHSATAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38369.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIY
PPNVNKIQEALAQTHSAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38370.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIY
PPNVNKIEEALAQTHSATAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSFDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>CAD38371.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ
ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIY
PPNVNKIQEALAQTHSAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA
QGVDYWIVRNSFDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>AAX47076.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA
SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK
IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW
IVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>ABA39435.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
RPSSIKPFEEYKKAFNKSYATFEDEEAARKNFLESVKYVQSNGGAINHLSDLSLDEFKNR



FLMSAEAFEHLKTQFDLNAETNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGV
AATESAYLAYRNQSLDLAEQELVDCASQHGCHGDTIPRGIEYIQHNGVVQESYYRYVARE
QSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQ
RDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVV

IL

>2AS8 B Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAYRQQSLDLAEQ
ELVDCASQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIY
PPNANKIREALAQTHSATAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNA
QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>ABV66255.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
TNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAYRNQSLDLAEQ
ELVDCASQHNGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQI
YPQNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSN
AQGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL

>ACG58378.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
MKITLAIASLLALSAVYARPSSIKTFEEYKKAFNKSYATFEDEEAARKNFLESVKYVQSN
GGAINHLSDLSLDEFKNRFLMSAEAFEHLKTQSDLNAETNACNINGNAPAEIDLRQMRTV
TPIRMQGGCGSCWAFSGVAATESAYLAYRNQSLDLAEQELVDCASQHGCHGDTIPRGIEY
IQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVII
GIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYG
YFAANIDLMMIEEYPYVVIL

>CAQ68250.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
RPSSIKTFEEYKKAFNKSYATFEDEEAARKNFLESVKYVQSNGGAINHLSDLSLDEFKNR
FLMSAEAFEHLKTQFDLNAETNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGV
AATESAYLAYRNQSLDLAEQELVDCASQHGCNGDTIPRGIEYIQHNGVVQESYYRYVARE
QSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQ
RDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVV

IL

>AFJ68065.1 Der p 1; cysteine protease [Dermatophagoides pteronyssinus]
EARPSSIKTFEEYKKAFNKSYATFEDEEAARKNFLESVKYVQSNGGAINHLSDLSLDEFK
NRFLMSAEAFEHLKTQFDLNAETNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFS
GVAATESAYLAYRNQSLDLAEQELVDCASQHGCHGDTIPRGIEYIQHNGVVQESYYRYVA
REQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGRTI
IQRDNGYQPNYHAVNIVGYSNAQSVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPY

VVIL

>ADK92390.1 Der p 13; fatty acid-binding protein [Dermatophagoides pteronyssinus]
MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAKENDQYVFRSLSTFKNT
EIKFKLGEEFEEDRADGKRVKTVINKDGDNKFVQTQFGDKEVKIVREFNGDEVVVTASCD
GVTSVRTYKRI

>AAGO2250.1 ferritin [Dermatophagoides pteronyssinus]
MAANPESTTKTSRVRMNFHKECEAGINKQINLELYASYVYQQMAFHFNREDVALPGFEKF
FHESSEEEREHAEKLMKLQNQRGGRIVLQDIPKPVQQDWSSGLEALKASLELEKTVNQSL
LDLHDLATKHNDAQFADFIESNYLHEQVEAIKKLADYITNLERCGSVGLGEYLFDRHTLQ
>AAB32224.1 Der p 8; glutathione S-transferase [Dermatophagoides pteronyssinus]
MSQPILGYWDIRGYAQPIRLLLTYSGVDFVDKRYQIGPAPDFDRSEWLNEKFNLGLDFPN
LPYYIDGDMKMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTEDMMAAMIRVCYDAN
CDKLKPDYLKSLPDCLKLMSKFVGEHAFIAGANISYVDFNLYEYLCHVKVMVPEVFGQFE
NLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA

>AAX37326.1 Der p 8; glutathione S-transferase [Dermatophagoides pteronyssinus]



MSQPILGYWDIRGYAQPIRLLLTYSGVDFVDKRYQIGPAPDFDRSQWLNEKFNLGLDFPN
LPYYIDGDMKMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDAN
CDKLKPDYLKSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFE
NLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA

>QAT18639.1 Der p 28; heat shock protein 70 [Dermatophagoides pteronyssinus]
MPSKTSKAPAIGIDLGTTYSCVGVFQNGSVEIIANDQGNRTTPSYVAFTDTERLIGDAAK
NQVAMNPANTIFDAKRLIGRRFDEPSVKSDMKHWPFKVVSESGKPKIEVEFKGEQKRFWP
EEVSAMVLTKMKETAEAYLGQKVTDAVITVPAYFNDSQRQATKDAGVIAGLNVLRIINEP
TAAATIAYGLDKKGGGEKNVLIFDLGGGTFDVSVLTIDNGIFEVKSTAGDTHLGGEDFDNR
LVNHFVQEFKRKFGKDIMSNKRALRRLRTACERAKRTLSSSTQTTIEIDSLHEGTDFYST
ITRARFEELCSDLFRSTLEPVEKALRDAKLDKSKIDEIVLVGGSTRIPKIQKLLSDFFNG
KELNKSINPDEAVAYGAAVQAAILTGDTSNNVKDLLLLDVAPLSLGIETAGGVMTTLIKR
NTTIPTKQTQTFTTYADNQPAVTIQVYEGERAMTKDNNRLGTFDLTGIPPAPRGVPQIEV
TFDVDANGILNVSAVDKSTGRQNKITITNDKGRLSKADIEKMVNEAEQYREEDERQRERI
SAKNQLEAYAFQLKSTMEEEATKSKLSEEDRKTVLNKVEETLRWLDSNQLADKEEYEHRQ
KELESACRPIMTKIYQQQQQHPGAPGANGSCGSNAYPGYGGFNSNNDGPVVEEVN
>QAT18643.1 Der p 32; inorganic pyrophosphatase [Dermatophagoides pteronyssinus]
MSIRSINLLTRQTIPGSLISIIGINNNFHNRYIYFSFKHPHQSFKYHHLSSASLSINFSI
SKNVHYKQQPYNIGNKVHFVQNHQLRKFFATKTNNKMSTNYSVDNRGALNSLDYRIYFKN
DSNGKIISPWHDIPLFADKSAKQYNMVVEIPRWTNEKMEIATAEPMTPIKQDVKKGALRY
VKNVFPHKGYIWNYGAFPQTWENPNHIDQGTKAKGDNDPIDVIEIGSRIAKRGDVIPVKI
LGTIALIDEGETDWKIITIDTRDELAGQMNNVDDVEKLLPGLLRATVEWFRIYKIPDGKP
ANKFAFNGEAKDREFAEKVVEETHQYWREMMENKAGEHQLDLKNITLGNSYTINDEQAKQ
FLETRPASNTVEPNPIADQVAIDKWHHVKLI

>QAT18638.1 Der p 26; myosin light chain [Dermatophagoides pteronyssinus]
MADLRPPEVEKARLHFDIYDFEGQGKVDYHLLGDLLRSLDLRPTQEMVAKNGWEKKKGQK
YMTFEEFLPIYSQVKKDKDCGAYEDLVEGLKVYDKAENGTMMEAELAHVLLSLGENWMIR

K

>AAF86462.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCITHRGKPFQLEAVFEAN
QNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV
VVTVKVMGDDGVLACAIATHAKIRD

>1KTJ_A Der p 2; NPC2-like [Dermatophagoides pteronyssinus]
SEVDVKDCANHEIKKVLVPGCHGSEPCITHRGKPFQLEAVFEANQNTKTAKIEIKASIDG
LEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGVLACA
IATHAKIRD

>CAD38372.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIRD

>CAD38373.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38374.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG
LEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38375.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG



LSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38376.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38377.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38378.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGNEPCITHSGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIRD

>CAD38379.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGNEPCITIHSGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38381.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGNEPCITHSGKPFQLEALFEANQNSATAKIEIKASIDG
LEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38382.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKEVLVPGCHGSEPCITHSGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIQD

>CAD38383.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKKVLVPGCHGNEPCITHSGKPFQLEALFEANQNSATAKIEIKASIDG
LSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGVLACA
IATHAKIQD

>ABA39437.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKKVLVPGCHGSEPCITHRGKPFQLEAVFEANQNSKTAKIEIKASIDG
LEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGVLACA
IATHAKIRD

>CAK22338.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCITHRGKPFQLEALFEA
NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN
VVVTVKVLGDNGVLACAIATHAKIRD

>ABG76196.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID
GLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGVLAC
ATIATHAKIRD

>1A9V_A Der p 2; NPC2-like [Dermatophagoides pteronyssinus]
SQVDVKDCANHEIKKVLVPGCHGSEPCITHRGKPFQLEAVFEANQNTKTAKIEIKASIDG
LEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGVLACA
IATHAKIRD

>ABY53034.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCITHRGKPFQLEADFEAN
QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV
VVTVKVMGDDGVLACAIATHAKIRD



>CAQ68249.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKKVLVPGCHGSEPCITIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG
LEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGVLACA
IATHAKIRD

>AFJ68067.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKKVLVPGCHGSEPCITHRGKPFQLEALFEANQNSKTAKIEIKASIDG
LEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGVLACA
IATHAKIRD

>AFJ68070.1 Der p 2; NPC2-1like [Dermatophagoides pteronyssinus]
DQVDVKDCANHEIKKVLVPGCHGSETCITIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG
LEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGVLACA
IATHAKIRD

>AA073464.1 Der p 11; paramyosin [Dermatophagoides pteronyssinus]
MSARTAKYMYRSSGAGASGDISVEYGTDLGALTRLEDKIRLLSDDLESEREMRQRIEREK
AELQIQVMSLSERLEEAEGSSESVTEMNKKRDSELAKLRKLLEDVHMESEETAHHLRQKH
QAAVHEMQDQLDQLQKAKNKSDKEKQKFQAEVFELLSQLETANKEKLTALKSVEKLEYTV
HELNIKIEEINRTVIELTSHKQRLTQENTELIKEVHEVKLQLDNANHLKQQIAQQLEDTR
HRLEEEERKRSSLENHAHTLEVELESLKVQLDDESEARLELERQLTKANGDAASWKSKYE
AELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSEVEVLIMDLEKAA
AHAQQLEKRVAQLEKINLDLKDKLEEVTMLMEQAQKELRIKIGELQKLQHEYEKVRDQRD
QLARENKKLTDDLAEAKSQLNDAHRRIHEQEIEIKRLENERDELSAAYKEAETLRKQEEA
KNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIETEQLNMRLAEAEAKLKTEIARLK
KKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQQAVDQLGVTQ
RRCQALQAELEEMRIALEQASRAKRQAEQLHEEAVVRVNELTTINVNLASAKSKLESEFS
ALQADYDEVHKELRISDERVQKLTIELKSTKDLLIEEQERLVKLETVKKSLEQEVRTLHV
RIEEVEANALAGGKRVIAKLESRIRDVEIEVEEERRRHAETEKMLRKKDHRVKELLLQNE
EDHKQIQLLQEMTDKLNEKVKVYKRQMQEQEGMSQQNL TRVRRFQRELEAAEDRADQAES
NLSFIRAKHRSWVTTSQVPGGTRQVFTTQEETTNY

>4ZCE_A Der p 23; peritrophin [Dermatophagoides pteronyssinus]
SFTKFECPSRFGYFADPKDPHKFYICSNWEAVHKDCPGNTRWNEDEETCT

>ACB46292.1 Der p 23; peritrophin [Dermatophagoides pteronyssinus]
MKFNIIIVFISLAILVHSSYAANDNDDDPTTTVHPTTTEQPDDKFECPSRFGYFADPKDP
HKFYICSNWEAVHKDCPGNTRWNEDEETCT

>COMPAREQQ9 Der p 23; peritrophin [Dermatophagoides pteronyssinus]
MKFNIIIVFISLATILVHSSYAANDNDDDPTTTVHPTTTEQPDDKFECPSRFGYFADPKDP
HKRYICSNWEAVHKDCPGNTRWNEDEETCT

>QAT18637.1 Der p 25; triosephosphate isomerase [Dermatophagoides pteronyssinus]
MGRKFFVGGNWKMNGSRATNDDLIKILTNTPLDPNTEVVVGVPSIYLADVRHKLSKSIGV
AAQNCYKVAKGAFTGEISPAMIKDVGAEWVILGHSERRNVFGENDQLIGEKVEHALNEGL
NVIACIGELFEEREAGKTTEVVFRQTQVISKHVKDWSKVVLAYEPVWAIGTGKTASPQQA
QEVHQQLRQWFSTNISPQIAETIRITIYGGSVTASNAKELASQADVDGFLVGGASLKPEFV
QIVNARQ

>AAB69424.1 Der p 10; tropomyosin [Dermatophagoides pteronyssinus]
MEAIKKKMQAMKLEKDNAIDRAEIAEQKARDANLRAEKSEEEVRALQKKIQQIENELDQV
QEQLSAANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSA
DESERMRKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKAQQREEAHEQQIRIMTTKLKEAEARAE
FAERSVQKLQKEVDRLEDELVHEKEKYKSISDELDQTFAELTGY

>CAA75141.1 Der p 10; tropomyosin [Dermatophagoides pteronyssinus]
MEAIKNKMQAMKLEKDNAIDRAEIAEQKARDANLRAEKSEEEVRALQKKIQQIENELDQV



QEQLSAANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSA
DESERMRKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKAQQREEAHEQQIRIMTTKLKEAEARAE
FAERSVQKLQKEVGRLEDELVHEKEKYKSISDELDQTFAELTGY

>ABB52642.1 Der p 10; tropomyosin [Dermatophagoides pteronyssinus]
MEAIKNKMQAMKLEKDNAIDRAEIAEQKARDANLRAEKSEEEVRALQKKIQQIENELDQV
QEQLSAANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSA
DESERMRKMLEHRSITDEERMEGLENQSKEARMMAEDADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKAQQREEAHEQQIRIMTTKLKEAEARAE
FAERSVQKLQKEVGRLEDELVHEKEKYKSISDELDQTFAEL

>ACI32128.1 Der p 10; tropomyosin [Dermatophagoides pteronyssinus]
MEAIKNKMQAMKLEKDNAIDRAEIAEQKARDANLRAEKSEEEVRALQKKIQQIENELDQV
QEQLSAANTKLEEKEKAPQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSA
DESERMRKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKAQQREEAHEQQIRIMTTKLKEAEARAE
FAERSVQKLQKEVDRLEDELVHEKEKYKSISDELDQTFAELTGY

>AAA19973.1 Der p 3; trypsin [Dermatophagoides pteronyssinus]
MIIYNILIVLLLAINTLANPILPASPNATIVGGEKALAGECPYQISLQSSSHFCGGTILD
EYWILTAAHCVAGQTASKLSIRYNSLKHSLGGEKISVAKIFAHEKYDSYQIDNDIALIKL
KSPMKLNQKNAKAVGLPAKGSDVKVGDQVRVSGWGYLEEGSYSLPSELRRVDIAVVSRKE
CNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKG
YPGVYTRVGNFIDWIESKRSQ

>ALA65345.1 Der p 24; ubiquinol-cytochrome c reductase binding protein
[Dermatophagoides pteronyssinus]
MVHLTKTLRFINNPGFRKFYYGLQGYNKYGLYYDDFYDYTDPAHLEAVRRLPPDLYDQHT
YRVIRASQLEITKQF LPKEQWPSYEEDMDKGRFLTPYLDEVMKEKKEKEEWVNFLSKD

>CAA35692.1 Der p 5; unknown function [Dermatophagoides pteronyssinus]
LFLENKDPKPLKKISIMKFIIAFFVATLAVMTVSGEDKKHDYQNEFDFLLMERIHEQIKK
GELALFYLQEQINHFEEKPTKEMKDKIVAEMDTIIAMIDGVRGVLDRLMQRKDLDIFEQY
NLEMAKKSGDILERDLKKEEARVKKIEV

>AAB32842.1 Der p 5; unknown function [Dermatophagoides pteronyssinus]
MKFIIAFFVATLAVMTVSGEDKKHDYQNEFDFLLMERIHEQIKKGELALFYLQEQINHFE
AKPTKEMKDKIVAEMDTIIAMIDGVRGVLDRLMQRKDLDIFEQYNLEMAKKSGDILERDL
KKEEARVKKIEV

>CAD69036.1 Der p 5; unknown function [Dermatophagoides pteronyssinus]
MKFIIAFFVATLAVMTVSGEDKKHDYQNEFDFLLMERIHEQIKKGELALFYLQEQINHFE
EKPTKEMKDKIVAEMDTIIAMIDGVRGVLDRLMQRKDLDIFEQYNLEMLKKSGDILERDL
KKEEARVKNIEV

>ABC73706.1 Der p 21; unknown function [Dermatophagoides pteronyssinus]
MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY
KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL
IKKLDELAKKVKAVNPDEYY

>ATI08932.1 Der p 36; unknown function [Dermatophagoides pteronyssinus]
MKFYNVLTITIGVILLSVFDNVQADTVAQEQCRQLHHVDVDPSGTQFLNNNCLLDCNIHG
KIYSHNMNEGRTCMVGRTNYVCRNGQCVGNNQHVGHVDIELISASLYEKANAYASVCIKN
NSMPISLPIQDRRDCITCSTQVRSNTNNPIWNEVCTGSGNYLLVSDSRVAIEVWNHLGTS
NNIFLGGVSLTIDQLVNHGDNHRAINLAMAGNKPGQLTTRITWTQRN

>ABC96702.1 NPC2-like [Dermatophagoides siboney]
MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCITHRGKPFTLEALFDA
NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN



VVVTVKLIGDNGVLACAIATHAKIRD

>COMPARE146 dioscorin, partial [Dioscorea opposita]
VEDEFSYIEGNPH

>AAA28303.1 Dol a 5; unknown function, antigen 5 [Dolichovespula arenaria]
NNYCKICPKGTHTLCKYGTSMKPNCGGKIVKSYGVTNDEKNEIVKRHNEFRQKVAQGLET
RGNPGPQPPAKNMNL LVWNDELAKTAQTWANQCNFGHDQCRNTAKYPVGQNVAIASTTGN
SYQTMSYLIKMWEDEVKDYNPHKDLMHNNFSKVGHYTQMVWGKTKEIGCGSVKYIENKWH
THYLVCNYGPAGNYMNQPVYERK

>AAA68279.1 Dol m 2; hyaluronidase [Dolichovespula maculata]
SERPKRVFNIYWNVPTFMCHQYGLYFDEVTNFNIKHNSKDDFQGDKISIFYDPGEFPALL
PLKEGNYKIRNGGVPQEGNITIHLQRFIENLDKTYPNRNFNGIGVIDFERWRPIFRQNWG
NMMIHKKFSIDLVRNEHPFWDKKMIELEASKRFEKYARLFMEETLKLAKKTRKQADWGYY
GYPYCFNMSPNNLVPDCDATAMLENDKMSWLFNNQNVLLPSVYIRHELTPDQRVGLVQGR
VKEAVRISNNLKHSPKVLSYWWYVYQDDTNTFLTETDVKKTFQEIAINGGDGIIIWGSSS
DVNSLSKCKRLREYLLTVLGPITVNVTETVN

>CAA47341.1 Dol m 1; phospholipase Al [Dolichovespula maculata]
RLIMFVGDPSSSNELDRFSVCPFSNDTVKMIFLTRENRKHDFYTLDTMNRHNEFKKSIIK
RPVVFITHGFTSSATEKNFVAMSEALMHTGDFLIIMVDWRMAACTDEYPGLKYMFYKAAV
GNTRLVGNFIAMIAKKLVEQYKVPMTNIRLVGHSLGAHISGFAGKRVQELKLGKFSEIIG
LDPAGPSFKKNDCSERICETDAHYVQILHTSSNLGTERTLGTVDFYINNGSNQPGCRYII
GETCSHTRAVKYFTECIRRECCLIGVPQSKNPQPVSKCTRNECVCVGLNAKKYPKRGSFY
VPVEAEAPYCNNNGKII

>P53357.1 Dol m 1; phospholipase Al [Dolichovespula maculata]
GILPECKLVPEEISFVLSTRENRDGVYLTLQKLKNGKMFKNSDLSSKKVPFLIHGFISSA
TNKNYADMTRALLDKDDIMVISIDWRDGACSNEFALLKFIGYPKAVENTRAVGKYIADFS
KILIQKYKVLLENIRLIGHSLGAQIAGFAGKEFQRFKLGKYPEIIGLDPAGPSFKKKDCP
ERICETDAHYVQILHTSSNLGTERTLGTVDFYINDGSNQPGCTYIIGETCSHTRAVKYLT
ECIRRECCLIGVPQSKNPQPVSKCTRNECVCVGLNAKEYPKKGSFYVPVEAKAPFCNNNG
KII

>AAA28301.1 Dol m 5; unknown function, antigen 5 [Dolichovespula maculata]
MEIGGLVYLILIITIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLT
NDEKNEILKRHNDFRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFN
HDDCRNTAKYQVGQNIAISSTTATQFDRPSKLIKQWEDEVTEFNYKVGLQNSNFRKVGHY
TQMVWGKTKEIGCGSIKYIEDNWYTHYLVCNYGPGGNDFNQPIYERK

>AAA28302.1 Dol m 5; unknown function, antigen 5 [Dolichovespula maculata]
PIINLSFGEANNYCKIKCSRGIHTLCKFGTSMKPNCGSKLVKVHGVSNDEKNEIVNRHNQ
FRQKVAKGLETRGNPGPQPPAKNMNVLVWNDE LAKTAQTWANQCSFGHDQCRNTEKYQVG
QNVAIASTTGNSYATMSKLIEMWENEVKDFNPKKGTMGDNNFSKVGHYTQMVWGKTKEIG
CGSVKYIENNWHTHYLVCNYGPAGNYMDQPIY

>COMPAREQ72 elongation factor [Echinococcus granulosus]
FDAHSYHQFPNYHEMESAYMRFLSKDIGKTSATEQKGDSYLVKEIQKVRDNIKSSLESNG
SWNERMEKLEAIVKEMSLRVNELEVQIQRLGQILPSESLKGAKPIRPVVVKAPPAEGGDD
DDIDLFGSEDEGEADKCKQMMAEQNKAAASKKEKPVAKSMIVLDVKPWDDTTNMAEMEKG
VRAITADGLLWGTSKLVPLVHGINKLQIACVVEDDKVGTDFLEESIMELEDYVQSVDVAS
FNKL

>P83340.1 Epi p 1; serine protease [Epicoccum nigrum]
ADGIVAVELDTYRGSFXK

>XP_014705584.1 Equ a 6; lysozyme [Equus asinus]
MRSTLIISLLSCFFAVYEAKVFSKCELAHKLKAQEMDGFGGYSLANWVCMAEYESNFNTR
AFNGKNANGSSDYGLFQLNNKWWCKDNKRSSSNACNIMCSKLLDDNIDDDISCAKRVVRD



PKGMSAWKAWVKHCKDKDLSEYLASCNL

>AAM@9530.3 Equ c 4; latherin [Equus caballus]
MLKVSCLFVLLCGLLVPSSAQQIPPEVSSQITDALTQGLLDGNFLSLLNAINLEGLLNTI
LDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPDSKGIDIWIPLELSVYLKLLI
LEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAIELQSGNPLSLPVNAVLGTIE
NALGNFITEDLGAGLCPTLNSLVSNLDLQLVNNLINLTILDRANVDLSV

>AAC48691.1 Equ c 1; lipocalin [Equus caballus]
MKLLLLCLGLILVCAQQEENSDVAIRNFDISKISGEWYSIFLASDVKEKIEENGSMRVFV
DVIRALDNSSLYAEYQTKVNGECTEFPMVFDKTEEDGVYSLNYDGYNVFRISEFENDEHI
ILYLVNFDKDRPFQLFEFYAREPDVSPEIKEEFVKIVQKRGIVKENIIDLTKIDRCFQLR
GNGVAQA

>P81216.1 Equ ¢ 2; lipocalin [Equus caballus]
SQXPQSETDYSQLSGEWNTIYGAASNIXK

>P81217.1 Equ ¢ 2; lipocalin [Equus caballus]
XQDPQSETDYSQLSGEWNT

>P11376 Equ c 6; lysozyme [Equus caballus]
KVFSKCELAHKLKAQEMDGFGGYSLANWVCMAEYESNFNTRAFNGKNANGSSDYGLFQLN
NKWWCKDNKRSSSNACNIMCSKLLDENIDDDISCAKRVVRDPKGMSAWKAWVKHCKDKDL
SEYLASCNL

>CAA52194.1 Equ c 3; serum albumin [Equus caballus]
MKWVTFVSLLFLFSSAYSRGVLRRDTHKSEIAHRFNDLGEKHFKGLVLVAFSQYLQQCPF
EDHVKLVNEVTEFAKKCAADESAENCDKSLHTLFGDKLCTVATLRATYGELADCCEKQEP
ERNECFLTHKDDHPNLPKLKPEPDAQCAAFQEDPDKFLGKYLYEVARRHPYFYGPELLFH
AEEYKADFTECCPADDKLACLIPKLDALKERILLSSAKERLKCSSFQNFGERAVKAWSVA
RLSQKFPKADFAEVSKIVTDLTKVHKECCHGDLLECADDRADLAKYICEHQDSISGKLKA
CCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLYEYSRR
HPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNCDLFEE
VGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSRCCKLPESERLPCSENHLALAL
NRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEGYVPKEFKAETFTFHADICTLP
EDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGREDKEACFAEEGPKLVA
SSQLALA

>XP_005598291.1 uteroglobin [Equus caballus]
MRLFLPVLLVTLALCCCETNAATCPAVATDIASFFLLPDSLFKLQLIKYQAPPEAKDATM
QVKQCINEISAGDRYIITETLGKIVLQCGA

>XP_003362701.1 uteroglobin [Equus caballus]
MKLVTVLMLVAFPLYCYAGSGCQLLEDVVEKTITAELSPAEYVEAVQEFIPDEATEKAAI
QLKQCYLKQSNETLNDFRTMMNSMYNSAYCALF

>BAF47268.1 tropomyosin [Erimacrus isenbeckii]
MDAIKKKMQAMKLEKDNAMDRAHTLEQQNKEANLRAEKTEEETRATQKKMQQIENELDHA
QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>BAF47269.1 tropomyosin [Erimacrus isenbeckii]
MDAIKKKMQAMKLEKDNAMDRAHTLEQQNKEANLRAEKTEEETRATQKKMQQIENELDHA
QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKNIADEMDQAFSELSGF

>Q5QKR2 Eri s 2; ovary development-related protein [Eriocheir sinensis]



MWCSILLAAVMVAVAGGQSRFSYDGTPLADDVVVGSGQRQQF FASRQPRPQQLFVQERPQ
QVFVQQQPQPPVFVQPEPQQVFVQPQPRPMFQMLPSFSQQAAVIQSVQPQVSSACPATYS
LVHTTYQGRVYHSSWCNLPGHRFSQSAARDYCRGLGEVTVMNRRGSFDLYSVDRTTDFDY
FFELLLQHQIPSVWTRDLASTAPYEIRGSITRSGDSTAGQDCLSLEASTDGLFLLQDSCS
DRKAAVCVAHWQ

>AB071783.1 tropomyosin [Eriocheir sinensis]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKTEEETIRATQKKMQQVENELDQA
QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>BAF76431.1 tropomyosin [Euphausia pacifica]
MDAIKKKMQAMKMEKDSAMDRADALEAQNKETNARAEKADDEVHNLQKRLQTLENDLDQV
SEALLKANTQLVEKDKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLLDEERMDALENQLKEARLLAEEADRKYDEVARKLAMVEADLERAE
ERAEAGENKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKHLTHKLKTAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKGITDELDQTFNELSGY

>BAF76430.1 tropomyosin [Euphausia superba]
MDAIKKKMQAMKMEKDSAMDRSDALEAQNKETNAKADKADDEVHNLQKRLQTLENDLDQV
SEALLKANTQLVEKDKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSMLDEERMDALESQLKEARLLAEEADRKYDEVARKLAMVEADLERAE
ERAEAGENKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKHLTHKLKTAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKGITDELDQTFNELSGY

>AAC82351.1 Eur m 1; cysteine protease [Euroglyphus maynei]
MKIILATIASLLVLSAVYARPASIKTFEEFKKAFNKTYATPEKEEVARKNFLESLKYVESN
KGAINHLSDLSLDEFKNQFLMNANAFEQLKTQFDLNAETYACSINSVSLPSELDLRSLRT
VTPIRMQGGCGSCWAFSGVASTESAYLAYRNMSLDLAEQELVDCASQNGCHGDTIPRGIE
YIQQONGVVQEHYYPYVAREQSCHRPNAQRYGLKNYCQISPPDSNKIRQALTQTHTAVAVI
IGIKDLNAFRHYDGRTIMQHDNGYQPNYHAVNIVGYGNTQGVDYWIVRNSWDTTWGDNGY
GYFAANINLMMIEQYPYVVML

>AAC82352.1 Eur m 1; cysteine protease [Euroglyphus maynei]
KHLSTIMKIILATASLLVLSAVYARPASTIKTFEEFKKAFNKSYATPEKEEVARKNFLESL
KYVESNKGAINHLSDLSLDEFKNQF LMNANAFEQLKTQFDLNAETYACSINSVSLPSELD
LRSLRTVTPIRNQGGCGSCWAFSGVASTESAYLAYRNMSLDLAEQELVDCASQNGCHGDT
IPRGIEYIQQNGVVQEHYYPYVAREQSCHRPNAQRYGLKNYCQISPPDSNKIRQALTQTH
TAVAVIIGIKDLNAFRHYDGRTIMQHDNGYQPNYHAVNIVGYGNTQGVDYWIVRNSWDTT
WGDNGYGYFAANINLMMIEQYPYVVIL

>AAC82349.1 Eur m 2; NPC2-1like [Euroglyphus maynei]
MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN
QNSNAAKTEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV
VVTVKLLGDNGVLACAIATHAKIRD

>AAC82350.1 Eur m 2; NPC2-1like [Euroglyphus maynei]
VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKTIETI
KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN
GVLACAIATHAKIRD

>BAK@9232.1 calcium-binding protein, parvalbumin [Evynnis japonica]
MPFKGLQDADVAKALEGCKDAGTFDHKKFFHACGLSGKSGADVKDAFFVIDQDKSGFIEE
EELKLFLONFKAGARALTDEETKKFLKAGDSDGDGKIGADEFAEMVKV

>BAK©9233.1 calcium-binding protein, parvalbumin [Evynnis japonica]
MAFSGVLSDADMKAALDGCSAADSFDYKKFFKACGLSGKSADEVKKAFATIDQDKSGFIE



EEELKLFLQNFGKSARALTDKETKAFLAAGDSDGDGKIGVDEFAALVKA
>COMPARE215 Exo m 1; tropomyosin [Exopalaemon modestus]
MDAIKKKMQAMKLEKDNAMDRALTCEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDSV
QEALLKANAHLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>023878.1 13S globulin [Fagopyrum esculentum]
MSTKLILSFSLCLMVLSCSAQLLPWRKGQRSRPHRGHQQFHHQCDVQRLTASEPSRRVRS
EAGVTEIWDNDTPEFRCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGC
PETFQSESEFEYPQSQRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFS
RGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQHQKIFRIRDGDVIPSPAGVVQWTHND
GDNDLISITLYDANSFQNQLDGNVRNFFLAGQSKQSREDRRSQRQTREEGSDRQSRESDD
DEALLEANILTGFQDEILQEIFRNVDQETISKLRGDNDQRGFIVQARDLKLRVPEEYEEE
LQRERGDRKRGGSGRSNGLEQAFCNLKFKQNVNRPSRADVFNPRAGRINTVNSNNLPILE
FIQLSAQHVVLYKNAILGPRWNLNAHSALYVTRGEGRVQVVGDEGRSVFDDNVQRGQILV
VPQGFAVVLKAGREGLEWVELKNDDNAITSPIAGKTSVLRAIPVEVLANSYDISTKEAFR
LKNGRQEVEVFLPFQSRDEKERERF

>023880.1 13S globulin [Fagopyrum esculentum]
MSTKLILSFSLCLMVLSCSAQLWPWQKGQGSRPHHGRQQHQFQHQCDIQRLTASEPSRRV
RSEAGVTEIWDHDTPEFRCTGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVIP
GCPETFQSDSEFEYPQSQRGRHSRQSESEEESSRGDQHQKIFRIREGDVIPSPAGVVQWT
HNDGNDDLISVTLLDANSYHKQLDENVRSFFLAGQSQRETREEGSDRQSRESDDDEALLG
ANILSGFQDEILHELFRDVDRETISKLRGENDQRGFIVQAQDLKLRVPQDFEEEYERERG
DRRRGQGGSGRSNGVEQGFCNLKFRRNFNTPTNTYVFNPRAGRINTVNSNSLPILEFLQL
SAQHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQG
FAVVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNG
RQEVEVFRPFQSRDEKERERFSIV

>Q9XFM4.1 13S globulin [Fagopyrum esculentum]
MSTKLILSFSLCLMVLSCSAQLLPWQKGQRSRPHHGHQQFQHQCDIQRLTASEPSRRVRS
EAGVTEIWDHDTPEFRCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGC
PETFQSGSEFEYPRSQRDQRSRQSESGESSRGDQRSRQSESEESSRGDQRSRQSESEEFS
RGDQHQKIFRIRDGDVIPSPAGVVQWTHNNGDNDLISITLYDANSFQNQLDENVRNFFLA
GQSKQSREDRRSQRQTREEGSDRQSRESQDDEALLEANILSGFEDEILQEIFRNVDQETI
SKLRGENDQRGFIVQARDLKLRVPEEYEEELQRERGDRKRGGSGRSNGLEQAFCNLKFRQ
NVNRPSRADVFNPRAGRINTVDSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALY
VTRGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITS
PIAGKTSVLRAIPVEVLANSYDISTKEAFRLKNGRQEVEVFRPFQSRDEKERERFSIV
>BA050870.1 13S globulin [Fagopyrum esculentum]
MLLGVLLCIMVSLAASETRSRGSSTMRARQCRLDQLTSSQPNQKIQSEGGTIEVWDEEED
QFQCAGVAAMRVTVQPDSLSLPSYYSSPRLVYVEQGEGVFGLSLPGCPETYQSRGMEMRG
DEEEEEGFESGRRMTDAHQPTRRVRKGDVVALPQGTVHWCFNDGQEDLVVVAVHNLNTDA
NQLDQSLKTFFLAGGVQGGSKEGKSQKLNFNNILSAFETKLLAEALGTEEETVRKMQESD
ERGPIVKARKNMRQMVTPPRFGREQDEDETNGLEESFCNMRFRHNLGPRTEADIASRQAG
RIHSVDQNKLPILEFIDMSAEKGHLLPNAMLAPAWPLSGHRVFYVLRGEAQMQIVDDNGQ
TVLDDRVSEGSMVVIPQFYISTCRAGRDGLEYVSFETTANPMSSPLNGHASVFKGMPIPV
LSNSYQISPRAAYELKQTRSHEHGLFSPFGGRS

>BA050872.1 13S globulin [Fagopyrum esculentum]
MLLGVLLCIMVSLAASETRTRGSSTMRARQCRLDQLTSSQPNQKIRSEGGTIEVWDEEED
QFQCAGVAAMRVTVQPDSLSLPSYYSSPRLVYVEQGEGVFGLSLPGCPETYQSRGMEMRG



DEEEEEGFESGRRMTDAHQPTRRVRKGDVVALPQGTVHWCFNDGQEDLVVVAVHNLNTDA
NQLDQSLKTFFLAGGVQGGSKEGKSQKLNFNNILSAFETKLLAEALGTEEETVRKMQESD
ERGPIVKARKNMRQMVTPPRFGREQDEDETNGLEESFCNMRFRHNLGPRTEADIASRQAG
RIHSVDQNKLPILEFIDMSAEKGHLLPNAMLAPAWPLSGHRVFYVLRGEAQMQIVDDNGQ
TVLDDRVSEGSMVVIPQFYISTCRAGRDGLEYVSFETTANPMSSPLNGHASVFKGMPIPV
LSNSYQISPRAAYELKQTRSHEHGLFSPFGGRS

>BA050858.1 13S globulin [Fagopyrum esculentum]
MSTKLILSFSLCLMVLSCSAQLLPWQKGQRSRPHHGHQQFQHQCDVQRLTASEPSRRVRS
EAGVTEIWDNDTPEFRCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGC
PETFQSESEFEYPQSQRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQHSRQSESEESS
HGDQHQKIFRIRDGDVIPSPAGVVQWTHNDGDNDLISITLYDANSFQNQLDGNVRNFFLA
GQSKQSREDRRSQRQTREEGGDRQSRESDDDEALLEANILSGFQDEILQEIFRNVDQETI
SKLRGETDQRGFIVQARDLKLRVPEEYEEELQRERGDRKRGGSGRSNGLEQAFCNLKFKQ
NVNRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALY
VTRGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGNEGLEWVELKNDDNAITS
PIAGKTSVLRAIPVEVLANSYDISTKEAFRLKNGRQEVEVFRPFQSRDEKERERYSIV
>BAB79444.1 2S albumin, conglutin [Fagopyrum esculentum]
MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSMRGREC
RSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGH
MRCHMGIGTRDYE

>AAX57578.1 Fag e 2; 2S albumin, conglutin [Fagopyrum esculentum]
RDEGFDLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEES
CMRGCCVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGS
RGNRYFV

>ABC18306.1 Fag e 2; 2S albumin, conglutin [Fagopyrum esculentum]
MKLFIILATATLLIAATQATYPRDEGFDLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDI
LDDKYAEALSRVEGEGCKSEESCMRGCCVAMKEMDDECVCEWMKMMVENQKGRIGERLIK
EGVRDLKELPSKCGLSELECGSRGNRYFV

>ABQ10638.1 Fag e 3; 7S globulin, vicilin-like, partial [Fagopyrum esculentum]
GDYPFEPRRQIEHCRQRCQDRSQGFRETRECLETCEKRAGFDDEPSKEVDSYTTDTRSRD
PQQEFRQCRHRCQTQEEGGRQQRKCEQRCEKQLERQQGYDDEEFGQGRSNIGAPVRNYDD
CTEMCGGSPLCALFCE

>COMPARE174 7S globulin, vicilin-like, partial [Fagopyrum esculentum]
GDYPLEXCRQKIEH

>AAS48514.1 Fag e 5; 8S globulin, vicilin [Fagopyrum esculentum]
IAVVTNGKGKFQMACPHISAEGKQSKRQREGKSIVHYETVNGDLSSGTVFVVPAGHPFVT
AASLEDNLELICFEVNADDNERIPLAGKNSLFKQFEREAKELAFEEKADVVDKLLEKQQQ
EFFFEGPRRRKEQEAGRSDA

>COMPARE172 Fag e 4; antimicrobial peptide, partial from PODKH7.1 [Fagopyrum
esculentum]

AQCGAQGGGATC

>COMPARE175 trypsin-inhibitor [Fagopyrum esculentum]
SDKPQQLLEECRYLXRI

>AB093594.1 2S albumin, conglutin [Fagopyrum tataricum]
MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADSMRGQEC
RSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGE EDMRMVMRKMKQLPNKCGMGH
MRCHMGMGTRVYE

>ADW27428.1 Fag t 2; 2S albumin, conglutin [Fagopyrum tataricum]
MKLFITLATATLLIAATQAKYLRDEGFDLGETQMSSKCTRQVKMMEPELVKCNRYIAMDI
MDDKYEEALSRIQGEGCESEEKFLRGCCVAMKEMEDECVCEWMKMMVENQKGRIGETLMR



KGIRDLKELPNKCGISEMECHSRGNWYYV

>ABI32184.1 unknown function [Fagopyrum tataricum]
MSTKLILSFSLCLMVLSCSAQAAQLWPWRKGQDSRPHHGHQQFQQQCDIQRLTASEPSRR
VRSEAGVTEIWDHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVI
PGCPETFQSDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHN
DGDQDLISVTLLDANSFHNQLDENVRSFFLAGQSQQGREERRSQQQTREEGGDRQSRESD
DVEALIGANILSGFQDEILHELFRDVDRETISKLRGENDQRGFIVQAQDLKLRVPEDSEE
GYERQRGDRKRDERGSGRSNGLEQAFCNLKFRQNVNRPSHADVFNPRAGRINTVNSNNLP
ILEFLQLSAQHVVLYKNAITIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDNVQRGQ
ILVVPQGFAVVVKAGRQGLEWVELKNNDNAITSPIAGRTSVLRAIPVEVLANSYDISTEE
AYKLKNGRQEVEVFRPFQSRYEKEEEKERERFSIV

>ACJ23864.1 Fag s 1; pathogenesis related protein, PR-10, Bet v 1-like [Fagus
sylvatica]
MGVFTYESETTTVITPARLFKAFVLDADNLIPKVAPQAIKSSEITEGSGGPGTIKKITFG
EGSQFNYVKHRIDEIDNANFTYACTLIEGDAISETLEKIAYEIKLVASPDGGSILKSTSK
YHTKGDHEIKEDQIKAGKEEASGIFKAVEAYLLANPAAYH

>ACJ23865.1 Fag s 1; pathogenesis related protein, PR-10, Bet v 1-like [Fagus
sylvatica]
MGVFTYESETTTVITPARLFKAFVLDADNLIPKVAPQAIKSSEITEGSGGPGTIKKITFG
EGSQFNYMKHRIDEIDNANFTYAYTLIEGDAISETLEKIAYEIKLVASPDGGSILKSTSK
YHTKGDHEIKEDQIKAGKEEASGIFKAVEAYLLANPAAYH

>ACJ23866.1 Fag s 1; pathogenesis related protein, PR-10, Bet v 1-like [Fagus
sylvatica]
MGVFTYESETTTVITPARLFKAFVLDADNLIPKVAPQAIKSSEITEGSGGPGTIKKITFG
EGSQFNYVKHRIDEIDNTNFTYACTLIEGDAISETLEKIAYEIKLVASPDGGSILKSTSK
YHTKGDHEIKEDQIKAGKEEASGIFKAVEAYLLANPAAYH

>AAL49391.1 Fel d 3; cystatin A [Felis catus]
MIPGGLSEAKPATPEIQEIANEVKPQLEEKTNETYQKFEAIEYKTQVVAGINYYIKVQVD
DNRYIHIKVFKGLPVQDSSLTLTGYQTGKSEDDELTGF

>ADM15668.1 Fel d 8; latherin [Felis catus]
MLKVSSLFILLCGLLASSSTQEVLSRVSSHITDALTQGLLGMNFLPTLQTIDFQGPLKDI
FSLVLGHQLTNGEANFMVQMKDLRLFQVFIETSPDFKGIDLRMPLAFSIQIKFPALNPYI
FHVRTDMKVQLYLEKDVDNRYQLTFGHCRIVPETVWIQSGNFITPMKNFIVENIERALGN
VITHNFGAKMCPFINSWLYNLNPQVTNQLISLLLQHGTYQATVEIPAK

>AAS77253.1 Fel d 4; lipocalin [Felis catus]
MKLLLLCLGLILVCAHEEENVVRSNIDISKISGEWYSILLASDVKEKIEENGSMRVFVEH
IKALDNSSLSFVFHTKENGKCTEIFLVADKTKDGVYTVVYDGYNVFSIVETVYDEYILLH
LLNFDKTRPFQLVEFYAREPDVSQKLKEKFVKYCQEHGIVNILDLTEVDRCLQARGSEVA
QDSSVE

>ADK56160.1 Fel d 7; lipocalin [Felis catus]
MKALLLAVGLSLITVLQAQDPPASGEDTMAMSGKWYLKAMITDRETSWKKPELVTPMTLT
VLEGGNLKAETTLLTNGQCKEVELILEKTSEPKKYTTYGGKRVVYIEPTEVKDHYIFYCE
GEMQGEQARMAKLVGRDPESNEEALENFREFLRAKGFNQEIFSPKQSDTCPPGTDQEPEV
>COMPARE©©247 NPC2-like, partial from XP_003987882.1 [Felis catus]
EPVIFKDCGSGFGVIKELNVSPCPTQPCKLHKGQSYSVNVTFTSNVSSQGSKALVYGILM
GVAVPFPIPEADGCKSGINCPIQQGKTYSYLNKLPVKNEYPSIKVMVKWQLLGDKEQNLF
CWEIPVQIEG

>CAA59279.1 Fel d 2; serum albumin [Felis catus]
MKWVTFISLLLLFSSAYSRGVTRREAHQSEIAHRFNDLGEEHFRGLVLVAFSQYLQQCPF
EDHVKLVNEVTEFAKGCVADQSAANCEKSLHELLGDKLCTVASLRDKYGEMADCCEKKEP



ERNECFLQHKDDNPGFGQLVTPEADAMCTAFHENEQRFLGKYLYEIARRHPYFYAPELLY
YAEEYKGVFTECCEAADKAACLTPKVDALREKVLASSAKERLKCASLQKFGERAFKAWSYV
ARLSQKFPKAEFAEISKLVTDLAKIHKECCHGDLLECADDRADLAKYICENQDSISTKLK
ECCGKPVLEKSHCISEVERDELPADLPPLAVDFVEDKEVCKNYQEAKDVFLGTFLYEYSR
RHPEYSVSLLLRLAKEYEATLEKCCATDDPPACYAHVFDEFKPLVEEPHNLVKTNCELFE
KLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSKCCTHPEAERLSCAEDYLSVV
LNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDETYVPKEFSAETFTFHADLCTL
PEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAEDKEACFAEEGPKLYV
AAAQAALA

>AAC41616.1 Fel d 1; uteroglobin [Felis catus]
MRGALLVLALLVTQALGVKMAETCPIFYDVFFAVANGNELLLDLSLTKVNATEPERTAMK
KIQDCYVENGLISRVLDGLVMTTISSSKDCMGEAVQNTVEDLKLNTLGR

>AAC37318.1 Fel d 1; uteroglobin [Felis catus]
MKGARVLVLLWAALLLIWGGNCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENA
RILKNCVDAKMTEEDKENALSLLDKIYTSPLC

>CAA44345.1 Fel d 1; uteroglobin [Felis catus]
MRGALLVLALLVTQALGVKMAETCPIFYDVFFAVANGNELLLDLSLTKVNATEPERTAMK
KIQDCYVENGLISRVLDGLVMIAINEYCMGEAVQNTVEDLKLNTLGR

>P30438.2 Fel d 1; uteroglobin [Felis catus]
MKGACVLVLLWAALLLISGGNCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENA
RILKNCVDAKMTEEDKENALSVLDKIYTSPLC

>CAA44343.1 Fel d 1; uteroglobin [Felis catus]
VRRSPSTLPYCCGHSRDCEICPAVKRDVDLFLTGTPDEYVEQVAQYNALPVVLENARILK
NCVDAKMTEEDKENALSVLDKIYTSPLC

>CAA44344.1 Fel d 1; uteroglobin [Felis catus]
EGGLCSRASLGCLALDLGWKDCEICPAVKRDVDLFLTGTPDEYVEQVAQYNALPVVLENA
RILKNCVDAKMTEEDKENALSVLDKIYTSPLC

>NP_001041618.1 Fel d 1; uteroglobin [Felis catus]
MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENARILK
NCVDAKMTEEDKENALSLLDKIYTSPLC

>COMPARE141 lipid transfer protein, partial [Foeniculum vulgare]
AITXGQVTSKLG

>COMPARE142 lipid transfer protein, partial [Foeniculum vulgare]
GGGDPTPACCGGVK

>COMPARE143 lipid transfer protein, partial [Foeniculum vulgare]
GINYGAASALPGK

>COMPARE144 lipid transfer protein, partial [Foeniculum vulgare]
CGISIPYPISPSTNCSR

>COMPARE140 pathogenesis related protein, PR-10, Bet v 1-1like, partial [Foeniculum
vulgare]

GVQKSEVVITSA

>ACD65081.1 For t 2; eukaryotic translation initiation factor [Forcipomyia taiwana]
MKPLMMQGHERAITQIKYNREGDLLFSCAKDHKPNVWFSLNGERLGTFNGHAGAVWCVDV
DWTTTKLITGSGDMSVRLWDVETGTSVACIPCKSSARTVGFSFSGNQAAYSTDRAMGHIC
ELFVIDSREPDSSLNDGDAILKIPISQSKITAMIWGTLDETIITGHENGQITLWDLRIGR
EINSVNDHMGAINDLQLSKDGTMFVSSSRDTTAKLFDSDSLMCLKTYKTERPVNSAAISP
LLEHVVLGGGQDAMEVTTTSARQGKFDSRFFHLIYEEEFARVKGHFGPINSLAFHPDGRS
YATGGEDGFVRLQTFDSSYYEYIFD

>ACD65080.1 For t 1; serine/threonine protein kinase [Forcipomyia taiwana]
GTRVDEIKGHPFFREIDWTKELRNQKAPYEPKIKYPTDTSNFDPIDPDKLHDSSNADDYM



IEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDNQSGATIYV

>CAC86258.1 Fra a 3; lipid transfer protein [Fragaria x ananassa]
MASSTAMKLSLVALLCIVVALPIAQAITCGQVASNISPCLTYVKSGGAVPAACCSGIRNL
NGMAKTTADRQAACNCLKQAAGGIKGLNPNLAAGLPGKCGVSVPYKISTTTNCAAVK

>AAY83341.1 Fra a 3; lipid transfer protein [Fragaria x ananassa]
MASSTAMKLSLVALLCIVVALPIAQAITCGQVASSISPCVNYVKSGGAVPAACCNGIRSL
NSAAKTTADRQATCNCLKQASGAIKGLNPSLAAGLPGKCGVSVPYKISTSTNCAAVK

>AAY83342.1 Fra a 3; lipid transfer protein [Fragaria x ananassa]
MASSTAMKLSLVALLCIVVALPIAQAITCGQVASNISPCVTYVKSGGAVPAPCCSGIRNL
NGMAKTTADRQATCNCLKQAAGGIKGLNPNLAAGLPGKCGVSVPYKISTTTNCAAVK

>AAY83345.1 Fra a 3; lipid transfer protein [Fragaria x ananassa]
MAISTAMKLSLVALLCIVVALPIAQAITCGQVASSISPCVNYVKSGGAVPAACCNGIRSL
NSAAKTTADRQTTCNCLKQASGAIKGLNPNLAAGLPGKCGVNVPYKISTSTNCAAVK

>AHZ10957.1 pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x ananassa]
MGVFTYETEFTSVIPPPRLFKAFILDADNLIPKIAPQAVKCAEIVEGDGGVGTIKKITFG
EGSQFGSVTHKIDGIDKENFVYSYSLVEGDALSDKIEKISYETKLVASSDGGSVIKSTSN
YHTKGDVEIKEEHVKAGKEKASHLFKLVEDYLLANPNEYC

>AHZ10958.1 pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x ananassa]
MGVFTYETEFTSVIPPPRLYKAFVLDTDNLIPKIAPQAVKSTELVQGDGGVGTIKKIHLG
EGSEYSYVKHQIDGLDKDNFVYNYSIIEGDAIGDKVEKISYEIKLVASPSGGSIIKSTSH
YHCKGEVEIKEEHVKAGKERAAGLFKIIENYLLGNPDAYN

>AHZ10959.1 pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x ananassa]
MGVFTYETEFTSVIPPPRLYKAFVLDADNLIPKIAPQAVKSAEIVQGDGGVGTIKKIHLG
EGSEYSYVKHQIDGLDKDNFVYNYSIIEGDAIGDKVEKISYEIKLVASPSGGSIIKSTSH
YHCKGEVEIKEEHVKAGKEKAAGLFKITENHLLANPEAYN

>ABD39049.1 Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x
ananassa]

MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG
EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTSK
YHTKGDVEIKEEHVKAGKEKASHLFKLIEGYLKDHPSEYN

>CAJ85641.1 Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x
ananassa]

MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG
EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK
YHTKGDVEIKEEHVKAGKEKASHLFKLIEGYLKDHPSEYN

>CAJ85642.1 Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x
ananassa]

MGGYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG
EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK
YHTKGDVEIKEEHVKAGKEKASHLFKLIEGYLKDHPSEYN

>CAJ85644.1 Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x
ananassa]

MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG
EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSKY
HTKGDVEIKEEHVKAGKEKASHLFKLIEGYLKDHPSEYN

>CAJ85646.1 Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x
ananassa]

MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG
EGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTSK
YHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN



>4C9C_B Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x
ananassa]
AMAGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKIT
FGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTT
SKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN

>ACX47057.1 Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x
ananassa]
MGVFTYETEFTSVIPPPRLFKAFILDADNLIPKIAPQAVKCAEITEGDGGVGTIKKITFG
EGSQFGSVTHKIDGIDKENFVYSYSLIEGDALSDKIEKISYETKLVSSSDGGSIIKSTSN
YHTKGDVEIKEEHVKAGKEKASHLFKLVEGYLLANPNEYC

>ACX47058.1 pathogenesis related protein, PR-10, Bet v 1-like [Fragaria x ananassa]
MGVFTYESEFTSVIPPPKLFKAFVLDADNLIPKIAPQAVKSAEITEGDGGVGTIKKIHLG
EGSEYSYVKHKIDGIDKDNFVYSYSITEGDAIGDKIEKISYEIKLVASGGGSIIKSTSHY
HTKGEVEIKEEHVKAGKERAAGLFKIIENHLLAHPEEYN

>COMPARE©@20 Fra a 1; pathogenesis related protein, PR-10, Bet v 1-like, partial
[Fragaria x ananassa]

KITFGEGSQYGYVK

>AHL24661.1 calcium-binding protein, polcalcin [Fraxinus excelsior]
MADDPQEVAQLERIFKRLDANGDGKISSSELGETLKTLGSITPDEIQRMMAEIDTDGDGF
ISYEEFTDFARANRGLVKDVAKIF

>AAQ83588.1 Fra e 1; Ole e 1-like [Fraxinus excelsior]
MEDVPQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQCRDKENGDVTFTEIGYT
RGEGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPTIEGWVKPSLKFILNTVNGTTRTINP
LGFFKKEALPQCAQVYNKLGMYPPNM

>AAQO8947.1 Fra e 1; Ole e 1-like, partial [Fraxinus excelsior]
EDVPQPPVSLFYVQGQVYCDTCRAGFITELSEFIQGAGVRLQCKDKENGKVTFTEVGYTR
AEGLYSMVIERDHKNEFCEIVLLSSSRKDCDEIPTEGWVKPSLKFILNTVNGTTRTINPL
GFFKKEVLPKCPQVYNKLGMYPPNM

>AAV74343.1 Fra e 1; Ole e 1-like, partial [Fraxinus excelsior]
EDVPQPPVSLFYVQGQVYCDTCRAGFITELSEFIQGAGVRLQCKEKENGKVTFTEVGYTR
AEGLYSMVIERDHKNEFCEIVLLSSSRKDCHEIPTEGWVKPSLKFILNTVNGTTRTINPL
GFFKKEALPKCPQVYNKLGMYPPNM

>AHL24660.1 profilin [Fraxinus excelsior]
MSWQAYVDDHLMCDIEGHEGHRLTAAAIVGHDGSVWAQSATFPQFKPEEINGITTDFNEP
GHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPITPGQCNM
VVERLGDYLIDQGL

>BAH10153.1 tropomyosin [Fulvia mutica]
MEAIKKKMQSMKNEKENAIDKAEQLEIKLKDTEDSKAKIEEDLTSLQKKYTNLENEFDQV
NEKHADSVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSA
DESERGRKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAE
TRLEAAEAKIVELTEELSVVGNNLKGLQNAVDQASQREDSYEETIRDLTQRLKDAENRAS
EAERVVIKLQKEVDRLEDELLQEKEKYKQISDELDQTFAELAGM

>AAL79930.1 Fus c 1; ribosomal protein P2 [Fusarium culmorum]
MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE
KLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD

>AAL79931.1 Fus c 2; thioredoxin [Fusarium culmorum]
MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV
DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG

A

>AAN73248.1 unknown function [Fusarium culmorum]



MAGDHAGDQSFYDFLIEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHH
ANHPPALPVLGMQLPVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHA
HEIQRHRAHSAQSSAGLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPG
HMNVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEVPSQWDDSLGHGASTPK
VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS
TGGTAHSVSDAASPSSTSHQSRASLTSKSASMTSAASTASSRKSKLRSASRTSKNTLDKP
NDTAEDRRTRASHNLVEKQYRNRLNAQFESLLHALPEQIRHGDNGGGNGNVDNESEQAND
LDRRVSKGEVLEMARRHIEALERERNQLGT

>COMPAREQ70 glyceraldehyde-3-phosphate-dehydrogenase, partial [Fusarium lateritium]
RVPTANVSVVDLTVRI

>COMPAREQ71 glyceraldehyde-3-phosphate-dehydrogenase, partial [Fusarium lateritium]
RTTYFGPTGNDSSTVLKY

>AHY02994.1 Fus p 4; aldolase [Fusarium proliferatum]
MSSSLEQLKATGTTVVSDSGDFVSIGKYKPQDATTNPSLILAASKKAEYAKLIDVAIDYA
KQKGGSIDQQVDDALDRLLVEFGKEILKIIPGKVSTEVDARYSFDTEASVNKALHLIELY
GEQGISKDRILIKIAATWEGIKAAEILQRDHGINTNLTLMFSLVQAIGAAEAGAYLISPF
VGRILDWFKASTKKEYSKEEDPGVQSVKTIFNYYKKYGYNTIVMGASFRNTGEITELAGC
DYLTISPNLLEDLLNSNEPVPKKLDASQAASLDIEKKSYINDEALFRFDFNEDQMAVEKL
REGISKFAADAVTLKSILKEKLA

>AJA79001.1 Fus p 9; serine protease [Fusarium proliferatum]
DKCDGETERQAPWGLARISHRNTLNFGTFNKYLYSSDGGEGVDAYIVDTGTNVDHVDFEG
RAHWGKTIPSGDADEDGNGHGTHCSGTVAGKKYGVAKKANVYAVKVLRSNGSGSMSDVVK
GVEFAATSHLEQKKKAKDGKRKGFKGSVANMSLGGGKTQALDAAVNAAVRTGIHFAVAAG
NDNADACNYSPAAASEPVTVGASALDDSRAYFSNYGKCTDIFAPGLNIQSTWIGSKYAVN
TISGTSMASPHIAGLLAYYLSLQPAEDSEYALASITPKKLKENLISVATEDALSDIPSDT
PNLLAWNGGGCSDYKKIVEAGSYKVKAAPSSRVEEIKHAVEQEVNLVSGKLTTGAKELGS
KAEKFSKKTIHELVDEELEEFLKELNL

>P02622.1 Gad ¢ 1; calcium-binding protein, parvalbumin [Gadus callarias]
AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKKLFKIADEDKEGFIEE
DELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG

>P86980.1 Gad m 3; aldolase [Gadus morhua]

PHAYPFLSPEQKKEL

>AAK63086.1 Gad m 1; calcium-binding protein, parvalbumin [Gadus morhua]
MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIE
EDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA

>AAK63087.1 Gad m 1; calcium-binding protein, parvalbumin [Gadus morhua]
MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE
EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA

>CAM56785.1 Gad m 1; calcium-binding protein, parvalbumin [Gadus morhua]
MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIE
EDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA

>CAM56786.1 Gad m 1; calcium-binding protein, parvalbumin [Gadus morhua]
MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSSADIKKVFEIIDQDKSDFVE
EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA

>B3AOL6.1 Gad m 2; enolase [Gadus morhua]

SITKIKAREIL

>QCI56571.1 tropomyosin [Galleria mellonella]
MDAIKKKMQAMKLEKDNALDRAAMCEQQAKDANLRAEKAEEEARQLQKKIQTIENDLDQT
QESLMQVNGKLEEKEKALQNAESEVAALNRRIQLLEEDLERSEERLATATAKLSEASQAA
DESERARKVLENRSLADEERMDALENQLKEARFLAEEADKKYDEVARKLAMVEADLERAE



ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREEEYKNQIKTLTTRLKEAEARAE
FAERSVQKLQKEV

>QCI56572.1 tropomyosin [Galleria mellonella]
MDAIKKKMQAMKLEKDNAMDKADTCEQQARDANLRAEKVNEEVRELQKKLAQVEEDLTLN
KNKLDQANKDLEEREKQLAATEAEVASLNRKVQQIEEDLEKSEERSGTAQQKLLEAQQSA
DENNRMCKVLENRAQQDEERMDQLTNQLKEARLLAEDADGKSDEVSRKLAFVEDELEVAE
DRVKSGDAKISELEEELKVVGN

>COMPARE©0295 Gal d 10; aldolase, partial [Gallus gallus]
PHQYPALTPEQKKELHDIAKRIVAPGKGILAADESTGSIAKRLSSVGAENTEENRRW

>COMPARE©®0296 Gal d 10; aldolase, partial [Gallus gallus]
RVDPCIGGVILFHETLYQKADDGRPFPQVIKS

>COMPARE©0297 Gal d 10; aldolase, partial [Gallus gallus]
KVDKGVVPLAGTNGETTTQGLDGLMERC

>COMPARE©©298 Gal d 10; aldolase, partial [Gallus gallus]
KKDGADFAKWRCVLKISEHTPTRLAIMENANVLARYASICQQNGIVPIVEPEILPDGDHD

LKH

>COMPARE©0299 Gal d 10; aldolase, partial [Gallus gallus]
KKYSPEEIAMATVTALRRT

>COMPAREQ0O300 Gal d 10; aldolase, partial [Gallus gallus]

RALQASALRAWAGKK

>COMPARE©0301 Gal d 10; aldolase, partial [Gallus gallus]

KAAQEEYVKRA

>COMPARE©0288 Gal d 9; beta-enolase, partial [Gallus gallus]
REILDSRGNPTVEVDLHTAKGHFRAAVPSGASTGIHEALELRDGDKKRF

>COMPARE©0291 Gal d 9; beta-enolase, partial [Gallus gallus]
KAATAQAGYTDKVVIGMDVAASEFCRDGRYDLDFKS

>COMPARE©0292 Gal d 9; beta-enolase, partial [Gallus gallus]
KRIITGEQLGEIYRGFIKDYPVVSIEDPFDQDDWEAWKRF

>COMPARE100 Gal d 9; beta-enolase, partial from P07322.3 [Gallus gallus]
SIQKIHAREI

>COMPARE©0289 Gal d 9; beta-enolase, partial from P07322.3 [Gallus gallus]
KAVEHINKTIGPALIEKKISVVEQEKIDKVMIEMDGTENKSKFGANAILGVSLAVCKA

>COMPARE©0290 Gal d 9; beta-enolase, partial from P07322.3 [Gallus gallus]
KAGAAEKGVPLYRHIADLAGNTELILPVPAFNVINGGSHAGNKLAMQEFMVLPVGAASFH
DAMRVGAEVYHSLKGVIKA

>COMPARE©®©293 Gal d 9; beta-enolase, partial from P07322.3 [Gallus gallus]
KVNQIGSVTESIQACKLAQSHGWGVMVSHRSGETEDTFIADLVVGLCTGQIKTGAPCRSE

RL

>COMPARE©0294 Gal d 9; beta-enolase, partial from P07322.3 [Gallus gallus]
RIEEALGDKAKF

>CAX32963.1 Gal d 8; calcium-binding protein, parvalbumin [Gallus gallus]
MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE
EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES

>CAA23711.1 Gal d 4; lysozyme [Gallus gallus]
MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCVAKFESNFNTQA
TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG
NGMSAWVAWRNRCKGTDVQAWIRGCRL

>POR698.1 Gal d 4; lysozyme [Gallus gallus]
MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA
TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG



NGMNAWVAWRNRCKGTDVQAWIRGCRL

>AAA48944.1 Gal d 4; lysozyme [Gallus gallus]
MNAWVAWRNSCKGTDVQAWIRGCR

>P02604.3 Gal d 7; myosin light chain [Gallus gallus]
MAPKKDVKKPAAAAAPAPAPAPAPAPAPAKPKEPAIDLKSIKIEFSKEQQDDFKEAFLLF
DRTGDAKITLSQVGDIVRALGQNPTNAEINKILGNPSKEEMNAKKITFEEFLPMLQAAAN
NKDQGTFEDFVEGLRVFDKEGNGTVMGAELRHVLATLGEKMTEEEVEELMKGQEDSNGCI
NYEAFVKHIMSV

>CAA23681.1 Gal d 2; ovalbumin [Gallus gallus]
MGSIAAASMEFCFDVFKELKVHHANENIFYCPIAIMSALAMVYLGAKDSTRTQINKVVRF
DKLPGFGDSTEAQCGTSVNVHSSLRDILNQITKPNDVYSFSLASRLYAEERYPILPEYFQ
CVKELYRGGLEPINFQTAADQARELINSWVESQTN

>P01012.2 Gal d 2; ovalbumin [Gallus gallus]
MGSIGAASMEFCFDVFKELKVHHANENIFYCPIAIMSALAMVYLGAKDSTRTQINKVVRF
DKLPGFGDSTEAQCGTSVNVHSSLRDILNQITKPNDVYSFSLASRLYAEERYPILPEYLQ
CVKELYRGGLEPINFQTAADQARELINSWVESQTNGIIRNVLQPSSVDSQTAMVLVNAIV
FKGLWEKAFKDEDTQAMPFRVTEQESKPVQMMYQIGLFRVASMASEKMKILELPFASGTM
SMLVLLPDEVSGLEQLESTINFEKLTEWTSSNVMEERKIKVYLPRMKMEEKYNLTSVLMA
MGITDVFSSSANLSGISSAESLKISQAVHAAHAEINEAGREVVGSAEAGVDAASVSEEFR
ADHPFLFCIKHIATNAVLFFGRCVSP

>CAA23682.1 Gal d 2; ovalbumin [Gallus gallus]
MGSIGAASMEFCFDVFKELKVHHANENIFYCPIAIMSALAMVYLGAKDSTRTQINKVVRF
DKLPGFGDSTEAQCGTSVNVHSSLRDILNQITKPNDVYSFSLASRLYAEERYPILPEYLQ
CVKELYRGGLEPINFQTAADQARELINSWVESQTNGIIRNVLQPSSVDSQTAMVLVNAIV
FKGLWEKTFKDEDTQAMPFRVTEQESKPVQMMYQIGLFRVASMASEKMKILELPFASGTM
SMLVLLPDEVSGLEQLESTINFEKLTEWTSSNVMEERKIKVYLPRMKMEEKYNLTSVLMA
MGITDVFSSSANLSGISSAESLKISQAVHAAHAEINEAGREVVGSAEAGVDAASVSEEFR
ADHPFLFCIKHIATNAVLFFGRCVSP

>1JTI_A Gal d 2; ovalbumin [Gallus gallus]
GSTIGAASMEFCFDVFKELKVHHANENIFYCPIAIMSALAMVYLGAKDSTRTQINKVVRFD
KLPGFGDSIEAQCGTSVNVHSSLRDILNQITKPNDVYSFSLASRLYAEERYPILPEYLQC
VKELYRGGLEPINFQTAADQARELINSWVESQTNGIIRNVLQPSSVDSQTAMVLVNAIVF
KGLWEKTFKDEDTQAMPFRVTEQESKPVQMMYQIGLFRVASMASEKMKILELPFASGTMS
MLVLLPDEVSGLEQLESIINFEKLTEWTSSNVMEERKIKVYLPRMKMEEKYNLTSVLMAM
GITDVFSSSANLSGISSAESLKISQAVHAAHAEINEAGTEVVGSAEAGVDAASVSEEFRA
DHPFLFCIKHIATNAVLFFGRCVSP

>P01005.1 Gal d 1; ovomucoid [Gallus gallus]
MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRPICGTDGVT
YTNDCLLCAYSIEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCNRAFNPVCG
TDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGS
DNKTYGNKCNFCNAVVESNGTLTLSHFGKC

>ACJ04729.1 Gal d 1; ovomucoid [Gallus gallus]
MAMAGVFVLFSFVLCGFLPDAVFGAEVDCSRFPNATDMEGKDVLVCNKDLRPICGTDGVT
YTNDCLLCAYSVEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCNRAFNPVCG
TDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGS
DNKTYGNKCNFCNAVVESNGTLTLSHFGKC

>CAA26040.1 Gal d 3; ovotransferrin [Gallus gallus]
MKLILCTVLSLGIAAVCFAAPPKSVIRWCTISSPEEKKCNNLRDLTQQERISLTCVQKAT
YLDCIKAIANNEADAISLDGGQVFEAGLAPYKLKPIAAEIYEHTEGSTTSYYAVAVVKKG
TEFTVNDLQGKNSCHTGLGRSAGWNIPIGTLLHWGATIEWEGIESGSVEQAVAKFFSASCV



PGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAFHCLKDGKGDVAFVKHTTVNENAPDLN
DEYELLCLDGSRQPVDNYKTCNWARVAAHAVVARDDNKVEDIWSFLSKAQSDFGVDTKSD
FHLFGPPGKKDPVLKDFLFKDSAIMLKRVPSLMDSQLYLGFEYYSAIQSMRKDQLTPSPR
ENRIQWCAVGKDEKSKCDRWSVVSNGDVECTVVDETKDCIIKIMKGEADAVALDGGLVYT
AGVCGLVPVMAERYDDESQCSKTDERPASYFAVAVARKDSNVNWNNLKGKKSCHTAVGRT
AGWVIPMGLIHNRTGTCNFDEYFSEGCAPGSPPNSRLCQLCQGSGGIPPEKCVASSHEKY
FGYTGALRCLVEKGDVAFIQHSTVEENTGGKNKADWAKNLQMDDFELLCTDGRRANVMDY
RECNLAEVPTHAVVVRPEKANKIRDLLERQEKRFGVNGSEKSKFMMFESQNKDLLFKDLT
KCLFKVREGTTYKEFLGDKFYTVISNLKTCNPSDILQMCSFLEGK

>P02789.2 Gal d 3; ovotransferrin [Gallus gallus]
MKLILCTVLSLGIAAVCFAAPPKSVIRWCTISSPEEKKCNNLRDLTQQERISLTCVQKAT
YLDCIKAIANNEADAISLDGGQAFEAGLAPYKLKPIAAEVYEHTEGSTTSYYAVAVVKKG
TEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHRGAIEWEGIESGSVEQAVAKFFSASCV
PGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAFHCLKDGKGDVAFVKHTTVNENAPDQK
DEYELLCLDGSRQPVDNYKTCNWARVAAHAVVARDDNKVEDIWSFLSKAQSDFGVDTKSD
FHLFGPPGKKDPVLKDLLFKDSAIMLKRVPSLMDSQLYLGFEYYSAIQSMRKDQLTPSPR
ENRIQWCAVGKDEKSKCDRWSVVSNGDVECTVVDETKDCIIKIMKGEADAVALDGGLVYT
AGVCGLVPVMAERYDDESQCSKTDERPASYFAVAVARKDSNVNWNNLKGKKSCHTAVGRT
AGWVIPMGLIHNRTGTCNFDEYFSEGCAPGSPPNSRLCQLCQGSGGIPPEKCVASSHEKY
FGYTGALRCLVEKGDVAFIQHSTVEENTGGKNKADWAKNLQMDDFELLCTDGRRANVMDY
RECNLAEVPTHAVVVRPEKANKIRDLLERQEKRFGVNGSEKSKFMMFESQNKDLLFKDLT
KCLFKVREGTTYKEFLGDKFYTVISSLKTCNPSDILQMCSFLEGK

>CAA43098.1 Gal d 5; serum albumin [Gallus gallus]
MKWVTLISFIFLFSSATSRNLQRFARDAEHKSEIAHRYNDLKEETFKAVAMITFAQYLQR
CSYEGLSKLVKDVVDLAQKCVANEDAPECSKPLPSITLDEICQVEKLRDSYGAMADCCSK
ADPERNECFLSFKVSQPDFVQPYQRPASDVICQEYQDNRVSFLGHFIYSVARRHPFLYAP
AILSFAVDFEHALQSCCKESDVGACLDTKEIVMREKAKGVSVKQQYFCGILKQFGDRVFQ
ARQLIYLSQKYPKAPFSEVSKFVHDSIGVHKECCEGDMVECMDDMARMMSNLCSQQDVFS
GKIKDCCEKPIVERSQCIMEAEFDEKPADLPSLVEKYIEDKEVCKSFEAGHDAFMAEFVY
EYSRRHPEFSIQLIMRIAKGYESLLEKCCKTDNPAECYANAQEQLNQHIKETQDVVKTNC
DLLHDHGEADFLKSTILIRYTKKMPQVPTDLLLETGKKMTTIGTKCCQLGEDRRMACSEGY
LSIVIHDTCRKQETTPINDNVSQCCSQLYANRRPCFTAMGVDTKYVPPPFNPDMFSFDEK
LCSAPAEEREVGQMKLLINLIKRKPQMTEEQIKTIADGFTAMVDKCCKQSDINTCFGEEG
ANLIVQSRATLGIGA

>P02845 vitellogenin [Gallus gallus]
AEAPSAVLENLKARCSVSYNKIKTFNEVKFNYSMPANCYHILVQDCSSELKFLVMMKSAG
EATNLKAINIKIGSHEIDMHPVNGQVKLLVDGAESPTANISLISAGASLWIHNENQGFAL
AAPGHGIDKLYFDGKTITIQVPLWMAGKTCGICGKYDAECEQEYRMPNGYLAKNAVSFGH
SWILEEAPCRGACKLHRSFVKLEKTVQLAGVDSKCYSTEPVLRCAKGCSATKTTPVTVGF
HCLPADSANSLTDKQMKYDQKSEDMQDTVDAHTTCSCENEECST

>MANUAL3 Gal d 6; vitellogenin, partial [Gallus gallus]
PEIASQIAQEDQSTCEVSKGDFKTFDRMSFTCSFNKSCNVVVAQDCTEHPKFIITTRKVD
HQSLSREVHINTSSANITICPAADSSLLVTCNKESVLSDSGVSEYEKDNIKIYKNGKTVI
VEAPIHGLKNVNFDGEILKVTVASWMRGKTCGVCGNNDREKHNELLMPNHKLAHSCSAFV
HSWVLLEETCSGGCKLQRRYVKLNRNPTIDGEESTCYSVDPVLKCMKDCTPIEKTSVKVG
FHCFPKATAVSLLEWQRSSDKKSASEDVVESVDADIDCTCTGDCS

>AAF82096.1 Glo m 5; unknown function, antigen 5 [Glossina morsitans]
MNFVLATLSLLILGSAAVGGDYCGLCDNHDACVMQNVFQSGCPSGAKMIDLNKYQSALLD
AHNKKRNHVAGGGESKLKRACQMATMKWDSE LAKLAEYNVKQCQMNHDRCRNTVKFKYAG
QNLAELGRSGGPPPDYRKLIEKAVDKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAE



RNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLC
SPNEKYEVNKWIKNGVEYH

>ADD18879.1 Glo m 5; unknown function, antigen 5 [Glossina morsitans]
MKFVLATLNLLVLVSAGSVDYCNLCEKHVACVSQNVFQSGCSSDAKMIDLKKYQTTLLDA
HNKKRDNVAGGGESKLKRACRMATMKWNSE LAKLAEYNVRQCEMNHDKCRNTNTFKYAGQ
NLAELGRSGAGTPDYGQLIQKAVDSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAER
NTHMGCAASQYTRSNGFTYFLLACNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCS
ANEKYEVNRWFKDGVEYQ

>ADD19985.1 Glo m 5; unknown function, antigen 5 [Glossina morsitans]
MNFVLATLSLLILLSAAVSADYCGLCDNHVACVMQNVFQSGCPSGAKMIDLNKYQSTLLD
AHNKKRNHVAGGGESKLKRACQMATMKWDPE LAKLAEYNVKQCQMNHDKCRNTVKFKYAG
QNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAE
RNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLC
SPNEKYEVNKWIKNGMEYH

>ADD19989.1 Glo m 5; unknown function, antigen 5 [Glossina morsitans]
MNFVLATLSLLILGSAAVGGDYCGLCDNHVACVMQNVFQSGCPSGAKMIDLNKYQSALLD
AHNKKRNHVAGGGESKLKRACQMATMKWDSE LAKLAEYNVKLIEKAVDKWYEEVKDCNQG
YIDSYPMNYRGPAIGHF TVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI
YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH

>Q9YGJ8.2 plasminogen activator [Gloydius brevicaudus]
MALIRVLANLLILQLSYAQKSSELVVGGDECNINEHRSLVVLFNSSGLICSGTLINQEWV
LTAAHCDSKNFQMLFGVHSKKILNEDEQTRDPKEKFICPNKKKDDEKDKDIMLIRLDSPV
SNSEHIAPLSLPSSSPTVDSVCRIMGWGTIKPADETYPDVPHCANINILDHTVCRAAYPV
LLAGSSTLCAGTQQGGKDTCVGDSGGPLICNGQIQGIVSWGAHPCGQGSKPGVYTKVFDH
LDWIKSITAGNTAVTCPP

>CAA26575.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MAKLVLSLCFLLFSGCFALREQAQQNECQIQKLNALKPGNRIESEGGFIETWNPNNKPFQ
CAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS
QRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFY
LAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNL
QGENEEEDSGAIVTVKGGLRVTAPAMRKPQQEEDDDDEEEQPQCVE TDKGCQRQSKRSRN
GIDETICTMRLRQNIGQNSSPDIYNPQAGSITTATSLDFPALWLLKLSAQYGSLRKNAMF
VPHYTLNANSITYALNGRALVQVVNCNGERVFDGELQEGGVLIVPQNFAVAAKSQSDNFE
YVSFKTNDRPSIGNLAGANSLLNALPEEVIQHTFNLKSQQARQVKNNNPFSFLVPPQESQ
RRAVA

>CAA26723.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MAKLVFSLCFLLFSGCCFAFSSREQPQQNECQIQKLNALKPGNRIESEGGLIETWNPNNK
PFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR
GQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPR
RFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIA
KNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEKPQCKGKDKHCQRP
RGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPALSWLRLSAG
FGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRVLIVPQNFVV
AARSQSDNFEYVSFKTNDTPMIGTLAGANSLLNALPEEVIQHTFNLKSQQARQIKNNNPF
KFLVPPQESQKRAVA

>CAA33217.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MAKLVLSLCFLLFSGCCFAFSFREQPQQNECQIQRLNALKPDNRIESEGGFIETWNPNNK
PFQCAGVALSRCTLNRNALRRPSYTNAPQEIYIQQGSGIFGMIFPGCPSTFEEPQQKGQS
SRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTNSFQNQLDQMPRRFY
LAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPEFLEHAFVVDRQIVR



KLQGENEEEEKGAIVTVKGGLSVISPPTEEQQQRPEEEEKPDCDEKDKHCQSQSRNGIDE
TICTMRLRHNIGQTSSPDIFNPQAGSITTATSLDFPALSWLKLSAQFGSLRKNAMFVPHY
NLNANSTIIYALNGRALVQVVNCNGERVFDGELQEGQVLIVPQNFAVAARSQSDNFEYVSF
KTNDRPSIGNLAGANSLLNALPEEVIQQTFNLRRQQARQVKNNNPFSFLVPPKESQRRVV

A

>CAA37044.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MGKPFTLSLSSLCLLLLSSACFAISSSKLNECQLNNLNALEPDHRVEFEGGLIQTWNSQH
PELKCAGVTVSKLTLNRNGLHLPSYSPYPRMITIIAQGKGALQCKPGCPETFEEPQEQSNR
RGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVPYWTYNTGDEPVVAISLLDTSNFNNQLD
QTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRKQGQHQQEEEEEGGSVLSGFSKHFLAQS
FNTNEDIAEKLQSPDDERKQIVTVEGGLSVISPKWQEQQDEDEDEDEDDEDEQIPSHPPR
RPSHGKREQDEDEDEDEDKPRPSRPSQGKREQDQDQDEDEDEDEDQPRKSREWRSKKTQP
RRPRQEEPRERGCETRNGVEENICTLKLHENIARPSRADFYNPKAGRISTLNSLTLPALR
QFQLSAQYVVLYKNGIYSPHWNLNANSVIYVTRGQGKVRVVNCQGNAVFDGELRRGQLLV
VPQNFVVAEQAGEQGFEYIVFKTHHNAVTSYLKDVFRAIPSEVLAHSYNLRQSQVSELKY
EGNWGPLVNPESQQGSPRVKVA

>AAA33964.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MGKPFFTLSLSSLCLLLLSSACFATITSSKFNECQLNNLNALEPDHRVESEGGLIETWNSQ
HPELQCAGVTVSKRTLNRNGSHLPSYLPYPQMIIVVQGKGAIGFAFPGCPETFEKPQQQS
SRRGSRSQQQLQDSHQKIRHFNEGDVLVIPLGVPYWTYNTGDEPVVAISPLDTSNFNNQL
DQNPRVFYLAGNPDIEHPETMQQQQQQKSHGGRKQGQHRQQEEEGGSVLSGFSKHFLAQS
FNTNEDTAEKLRSPDDERKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRP
SHGKHEDDEDEDEEEDQPRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIA
RPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYVVLYRNGIYSPDWNLNANSVTMTRG
KGRVRVVNCQGNAVFDGELRRGQLLVVPQNPAVAEQGGEQGLEYVVFKTHHNAVSSYIKD
VFRVIPSEVLSNSYNLGQSQVRQLKYQGNSGPLVNP

>AAA33965.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG
RGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYLV
LYRNGIYSPHWNLNANSVIYVTRGKGRVRVVNCQGNPVFDGDLTRGQLLLVPQNFVVADQ
GGKQGLEYVVFKTQHNAVSSYIKDLFRAIPSEVLSNSYNLGQSQVRQLKYQGNSGPLLNP
>AAA33966.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MAKLVFSLCFLLFSGCCFAFSSREQPQQNECQIQKLNALKPDNRIESEGGLIETWNPNNK
PFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR
GQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPR
RFYLAGNQEQEF LKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIA
KNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEKPQCKGKDKHCQRP
RGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPALSWLRLSAE
FGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRVLIVPQNFVV
AARSQSDNFEYVSFKTNDTPMIGTLAGANSLLNALPEEVIQHTFNLKSQQARQIKNNNPF
KFLVPPQESQKRAVA

>BAAGO154.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MAKLVLSLCFLLFSGCFALREQAQQNECQIQKLNALKPDNRIESEGGFIETWNPNNKPFQ
CAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS
QRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFY
LAGNQEQEF LKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNL
QGENEEEDSGAIVTVKGGLRVTAPAMRKPQQEEDDDDEEEQPQCVE TDKGCQRQSKRSRN
GIDETICTMRLRQNIGQNSSPDIYNPQAGSITTATSLDFPALWLLKLSAQYGSLRKNAMF
VPHYTLNANSITYALNGRALVQVVNCNGERVFDGELQEGGVLIVPQNFAVAAKSQSDNFE
YVSFKTNDRPSIGNLAGANSLLNALPEEVIQHTFNLKSQQARQVKNNNPFSFLVPPQESQ



RRAVA

>CAA26478.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MGKPFTLSLSSLCLLLLSSACFAISSSKLNECQLNNLNALEPDHRVESEGGLIQTWNSQH
PELKCAGVTVSKLTLNRNGLHSPSYSPYPRMITIIAQGKGALGVAIPGCPETFEEPQEQSN
RRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPSVPYWTYNTGDEPVVAISLLDTSNFNNQL
DQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRKQGQHQQEEEEEGGSVLSGFSKHFLAQ
SFNTNEDIAEKLESPDDERKQIVTVEGGLSVISPKWQEQQDEDEDEDEDDEDEQIPSHPP
RRPSHGKREQDEDEDEDEDKPRPSRPSQGKRNKTGQDEDEDEDEDQPRKSREWRSKKTQP
RRPRQEEPRERGCETRNGVEENICTLKLHENIARPSRADFYNPKAGRISTLNSLTLPALR
QFQLSAQYVVLYKNGIYSPHWNLNANSVIYVTRGQGKVRVVNCQGNAVFDGELRRGQLLV
VPQNFVVAEQAGEQGFEYIVFKTHHNAVTSYLKDVFRAIPSEVLAHSYNLRQSQVSELKY
EGNWGPLVNPESQQGSPRVKVA

>BAA74953.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MGKPFTLSLSSLCLLLLSSACFAISSSKLNECQLNNLNALEPDHRVESEGGLIQTWNSQH
PELKCAGVTVSKLTLNRNGLHLPSYSPYPRMIITAQGKGALGVAIPGCPETFEEPQEQSN
RRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVPYWTYNTGDEPVVAISLLDTSNFNNQL
DQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRKQGQHQQEEEEEGGSVLSGFSKHFLAQ
SFNTNEDIAEKLQSPDDERKQIVTVEGGLSVISPKWQEQQDEDEDEDEDDEDEQIPSHPP
RRPSHGKREQDEDEDEDEDKPRPSRPSQGKREQDQDQDEDEDEDEDQPRKSREWRSKKTQ
PRRPRQEEPRERGCETRNGVEENICTLKLHENIARPSRADFYNPKAGRISTLNSLTLPAL
RQFQLSAQYVVLYKNGIYSPHWNLNANSVIYVTRGQGKVRVVNCQGNAVFDGELRRGQLL
VVPQNFVVAEQAGEQGFEYIVFKTHHNAVTSYLKDVFRAIPSEVLAHSYNLRQSQVSELK
YEGNWGPLVNPESQQGSPRVKVA

>BAB15802.1 Gly m 6; 11S globulin, glycinin, cupin [Glycine max]
MGKPFFTLSLSSLCLLLLSSACFAITSSKFNECQLNNLNALEPDHRVESEGGLIETWNSQ
HPELQCAGVTVSKRTLNRNGLHLPSYSPYPQMIIVVQGKGAIGFAFPGCPETFEKPQQQS
SRRGSRSQQQLQDSHQKIRHFNEGDVLVIPPGVPYWTYNTGDEPVVAISLLDTSNFNNQL
DQNPRVFYLAGNPDIEHPE TMQQQQQQKSHGGRKQGQHQQQEEEGGSVLSGFSKHFLAQS
FNTNEDTAEKLRSPDDERKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRP
SHGKHEDDEDEDEEEDQPRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENTIA
RPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYVVLYRNGIYSPHWNLNANSVIYVTR
GKGRVRVVNCQGNAVFDGELRRGQLLVVPQNFVVAEQGGEQGLEYVVFKTHHNAVSSYIK
DVFRAIPSEVLSNSYNLGQSQVRQLKYQGNSGPLVNP

>AADR9630.1 Gly m 8; 2S albumin, conglutin [Glycine max]
MTKLTILLIALLFTIAHTCCASKWQQHQQESCREQLKGINLNPCEHIMEKIQAGRRGEDGS
DEDHILIRTMPGRINYIRKKEGKEEEEEGHMQKCCSEMSELKSPICQCKALQKIMDNQSE
QLEGKEKKQMERELMNLATRCRLGPMIGCDLSSDD

>NP_001238443.1 Gly m 8; 2S albumin, conglutin [Glycine max]
MTKFTILLISLLFCIAHTCSASKWQHQQDSCRKQLQGVNLTPCEKHIMEKIQGRGDDDDD
DDDDNHILRTMRGRINYIRRNEGKDEDEEEEGHMQKCCTEMSELRSPKCQCKALQKIMEN
QSEELEEKQKKKMEKELINLATMCRFGPMIQCDLSSDD

>CAA35691.1 Gly m 5; 7S globulin, vicilin, beta-conglycinin [Glycine max]
MMRARFPLLLLGLVFLASVSVSFGIAYWEKENPKHNKCLQSCNSERDSYRNQACHARCNL
LKVEKEECEEGEIPRPRPRPQHPEREPQQPGEKEEDEDEQPRPIPFPRPQPRQEEEHEQR
EEQEWPRKEEKRGEKGSEEEDEDEDEEQDERQFPFPRPPHQKEERNEEEDEDEEQQRESE
ESEDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEFNS
KPNTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRLQSGDALRVPSGTTYYVVNPDN
NENLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSRNILEASYDTKFEEINKVLFSR
EEGQQQGEQRLQESVIVEISKEQIRALSKRAKSSSRKTISSEDKPFNLRSRDPIYSNKLG
KFFEITPEKNPQLRDLDIFLSIVDMNEGALLLPHFNSKAIVILVINEGDANIELVGLKEQ



QQEQQQEEQPLEVRKYRAELSEQDIFVIPAGYPVVVNATSNLNFFAIGINAENNQRNFLA
GSQDNVISQIPSQVQELAFPGSAQAVEKLLKNQRESYFVDAQPKKKEEGNKGRKGPLSSI

LRAFY

>P25974.1 Gly m 5; 7S globulin, vicilin, beta-conglycinin [Glycine max]
MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN
KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP
GDAQRIPAGTTYYLVNPHDHQNLKITKLAIPVNKPGRYDDFFLSSTQAQQSYLQGFSHNI
LETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQLSRRAKSSSRKTISSEDEPF
NLRSRNPIYSNNFGKFFEITPEKNPQLRDLDIFLSSVDINEGALLLPHFNSKAIVILVIN
EGDANIELVGIKEQQQKQKQEEEPLEVQRYRAELSEDDVFVIPAAYPFVVNATSNLNFLA
FGINAENNQRNFLAGEKDNVVRQIERQVQELAFPGSAQDVERLLKKQRESYFVDAQPQQK
EEGSKGRKGPFPSILGALY

>AAA33947.1 Gly m 5; 7S globulin, vicilin, beta-conglycinin [Glycine max]
SKRAKSSSRKTISSEDKPFNLGSRDPIYSKKLGKFFEITPEKNPQLRDLDIFLSIVDMNE
GALLLPHFNSKAIVILVINEGDANIELVGLKEQQQEQQQEEQPLEVRKYRAELSEQDIFV
IPAGYPVVVNATSNLNFFATIGINAENNQRNFLAGSQDNVISQIPSQVQELAFPGSAQAVE
KLLKNQRESYFVDAQPNEKEEGNKGRKGPLSSTILRAFY

>AABO1374.1 Gly m 5; 7S globulin, vicilin, beta-conglycinin [Glycine max]
MMRARFPLLLLGVVFLASVSVSFGIAYWEKQNPSHNKCLRSCNSEKDSYRNQACHARCNL
LKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEHEQK
EEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEEEED
QDEDEEQDKESQESEGSESQREPRRHKNKNPFHFNSKRFQTLFKNQYGHVRVLQRFNKRS
QQLQNLRDYRILEFNSKPNTLLLPHHADADYLIVILNGTAILTLVNNDDRDSYNLQSGDA
LRVPAGTTFYVVNPDNDENLRMIAGTTFYVVNPDNDENLRMITLAIPVNKPGRFESFFLS
STQAQQSYLQGFSKNILEASYDTKFEEINKVLFGREEGQQQGEERLQESVIVEISKKQIR
ELSKHAKSSSRKTISSEDKPFNLGSRDPIYSNKLGKLFEITQRNPQLRDLDVFLSVVDMN
EGALFLPHFNSKAIVVLVINEGEANIELVGIKEQQQRQQQEEQPLEVRKYRAELSEQDIF
VIPAGYPVMVNATSDLNFFAFGINAENNQRNFLAGSKDNVISQIPSQVQELAFPRSAKDI
ENLIKSQSESYFVDAQPQQKEEGNKGRKGPLSSILRAFY

>BAB64303.1 Gly m 5; 7S globulin, vicilin, beta-conglycinin [Glycine max]
MMRARFPLLLLGVVFLASVSVSFGIAYWEKQNPSHNKCLRSCNSEKDSYRNQACHARCNL
LKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPRQEGEHEQK
EEHEWHRKEEKHGGKGSEEEQDGREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEEEED
QDEDEEQDKESQESEGSESQREPRRHKNKNPFHFNSKRFQTLFKNQYGHVRVLQRFNKRS
QQLQNLRDYRILEFNSKPNTLLLPHHADADYLIVILNGTAILTLVNNDDRDSYNLQSGDA
LRVPAGTTYYVVNPDNDENLRMITLAIPVNKPGRFESFFLSSTQAQQSYLQGFSKNILEA
SYDTKFEEINKVLFGREEGQQQGEERLQESVIVEISKKQIRELSKRAKSSSRKTISSEDK
PFNLRSRDPIYSNKLGKLFEITPEKNPQLRDLDVFLSVVDMNEGALFLPHFNSKAIVVLV
INEGEANIELVGIKEQQQRQQQEEQPLEVRKYRAELSEQDIFVIPAGYPVVVNATSDLNF
FAFGINAENNQRNFLAGSKDNVISQIPSQVQELAFLGSAKDIENLIKSQSESYFVDAQPQ
QKEEGNKGRKGPLSSILRAFY

>BAB64306.1 Gly m 5; 7S globulin, vicilin, beta-conglycinin [Glycine max]
MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNGRIRLLQRFN
KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP
GDAQRIPAGTTYYLVNPHDHQNLKITKLAIPVNKPSRYDDFFLSSTQAQQSYLQGFSHNI
LETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQLSRRAKSSSRKTISSEDEPF
NLRSRNPIYSNNFGKFFEITPEKNPQPRDLDIFLSSVDINEGALLLPHFNSKAIVILVIN
EGDANIELVGIKEQQQKQKQEEEPLEVQRYRAELSEDDVFVIPAAYPFVVNATSNLNFLA
FGINAENNQRNFLAGEKDNVVRQIERQVQELAFPGSAQDVERLLKKQRESYFVDAQPQQK
EEGSKGRKGPFPSILGALY



>BAA23361.2 Gly m 5; 7S globulin, vicilin, beta-conglycinin [Glycine max]

LKVREDENNPFYFRSSNSFQTLFENQNGRIRLLQRFNKRSPQLENLRDYRIVQFQSKPNT
ILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHDHQNL
KIIKLAIPVNKPGRYDDFFLSSTQAQQSYLQGFSHNILETSFHSEFEEINRVLFGEEEEQ
RQQEGVIVELSKEQIRQLSRRAKSSSRKTISSEDEPFNLRSRNPIYSNNFGKFFEITPEK
NPQLRDLDIFLSSVDINEGALLLPHFNSKAIVILVINEGDANIELVGIKEQQQKQKQEEE
PLEVQRYRAELSEDDVFVIPAAYPFVVNATSNLNFLAFGINAENNQRNFLAGEKDNVVRQ
IERQVQELAFPGSAQDVERLLKKQRESYFVDAQPQQKEEGSKGRKGPFPSILGALY
>BAA23360.2 Gly m 5; 7S globulin, vicilin, beta-conglycinin,
VEKEECEEGEIPRPRPRPQHPEREPQQPGEKEEDEDEQPRPIPFPRPQPRQEEEHEQREE
QEWPRKEEKRGEKGSEEEDEDEDEEQDERQFPFPRPPHQKEERKQEEDEDEEQQRESEES
EDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEFNSKP
NTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRLQSGDALRVPSGTTYYVVNPDNNE
NLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSRNILEASYDTKFEEINKVLFSREE
GQQQGEQRLQESVIVEISKEQIRALSKRAKSSSRKTISSEDKPFNLRSRDPIYSNKLGKF
FEITPEKNPQLRDLDIFLSIVDMNEGALLLPHFNSKAIVILVINEGDANIELVGLKEQQQ
EQQQEEQPLEVRKYRAELSEQDIFVIPAGYPVVVNATSNLNFFATIGINAENNQRNFLAGS
QDNVISQIPSQVQELAFPGSAQAVEKLLKNQRESYFVDAQPKKKEEGNKGRKGPLSSILR
AFY

>BAA74452.2 Gly m 5; 7S globulin, vicilin, beta-conglycinin,
VEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEHEQKEE
HEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEEEEDQD
EDEEQDKESQESEGSESQREPRRHKNKNPFHFNSKRFQTLFKNQYGHVRVLQRFNKRSQQ
LQNLRDYRILEFNSKPNTLLLPHHADADYLIVILNGTAILTLVNNDDRDSYNLQSGDALR
VPAGTTYYVVNPDNDENLRMITLATIPVNKPGRFESFFLSSTQAQQSYLQGFSKNILEASY
DTKFEEINKVLFGREEGQQQGEERLQESVIVEISKKQIRELSKHAKSSSRKTISSEDKPF
NLRSRDPIYSNKLGKLFEITPEKNPQLRDLDVFLSVVDMNEGALFLPHFNSKAIVVLVIN
EGEANIELVGIKEQQQRQQQEEQPLEVRKYRAELSEQDIFVIPAGYPVVVNATSDLNFFA
FGINAENNQRNFLAGSKDNVISQIPSQVQELAFPGSAKDIENLIKSQSESYFVDAQPQQK
EEGNKGRKGPLSSILRAFY

>ACD36974.1 7S globulin, vicilin, partial [Glycine max]
LDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAFYLVNIGEGQRLHVICSI
DPSTSLGLETFQSFYIGGGANSHSVLSGFEPATILETAFNESRTVVEEIFSKELDGPIMFV
DDSHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIE
NKDTAGSPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPH
VNPISDEYTIVLSGYGELHIGYPNGSKAMKTKIKQGDVFVVPRYFPFCQVASRDGPLEFF
GFSTSARKNKPQFLAGAASLLRTLMGPELSAAFGVSEDTLRRAVDAQHEAVILPSAWAAP
PENAGKLKMEEEP

>ACD36975.1 7S globulin, vicilin, partial [Glycine max]
LDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAFYLVNIGEGQRLHVICSI
DPSTSLGLETFQSFYIGGGANSHSVLSGFEPATILETAFNESRTVVEEIFSKELDGPIMFV
DDSHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIE
NKDTAGSPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPH
VNPISDEYTIVLSGYGELHIGYPNGSKAMKTKIKQGDVFVVPRYFPFCQVASRDGPLEFF
GFSTSARKNKPQFLAGAASLLRTLMGPELSAAFGVSEDTLRRAVDAQHEAVILPSAWAAP
PENAGKLKMEEEP

>ACD36976.1 7S globulin, vicilin, partial [Glycine max]
LDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAFYLVNIGEGQRLHVICSI
DPSTSLGLETFQSFNIGGGANSHSVLSGFEPATILETAFNESRTVVEETFSKELDGPIMFV
DDSHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIE

partial [Glycine max]

partial [Glycine max]



NKDTAGSPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPH
VNPISDEYTIVLSGYGELHIGYPNGSKAMKTKIKQGDVFVVPRYFPFCQVASRDGPLEFF
GFSTSARKNKPQFLAGAASLLRTLMGPELSAAFGVSEDTLRRAVDAQHAAVILPSAWAAP
PENAGKLKMEEEP

>ACD36978.1 7S globulin, vicilin, partial [Glycine max]
VLCHGVATTTMAFHDDEGGDKKSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHMH
IGFISMEPKSLFVPQYLDSNLITFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAFY
LVNIGEGQRLHVICSIDPSTSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTV
VEEIFSKELDGPIMFVDDSHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSW
RKLLETVFGKVNEKIENKDTAGSPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDI
GVLLVKLSAGSMLAPHVNPISDEYTIVLSGYGELHIGYPNGSKAMKTKIKQGDVFVVPRY
FPFCQVASRDGPLEFFGFSTSARKNKPQF LAGAASLLRTLMGPELSAAFGVSEDTLRRAV
DAQHEAVILPSAWAAPRKMQEAEMEESQMLLKLCQ

>BAB21619.2 7S globulin, vicilin, partial [Glycine max]
MGNKTTLLLLLFVLCHGVATTTMAFHDDEGGDKKSPKSLFLMSNSTRVFKTDAGEMRVLK
SHGGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTG
DLYMIPSGSAFYLVNIGEGQRLHVICSIDPSTSLGLETFQSFYIGGGANSHSVLSGFEPA
ILETAFNESRTVVEEIFSKELDGPIMFVDDSHAPSLWTKFLQLKKDDKEQQLKKMMQDQE
EDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAGSPASYNLYDDKKADFKNAYGWSKALH
GGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISDEYTIVLSGYGELHIGYPNGSRAMKTK
IKQGDVFVVPRYFPFCQVASRDGPLEFFGFSTSARKNKPQF LAGAASLLRTLMGPELSAA
FGVSEDTLRRAVDAQHEAVILPSAWAAPPENAGKLKMEEEPNAIRSFANDVVMDVF
>P24337.1 Gly m 1; lipid transfer protein [Glycine max]
ALITRPSCPDLSICLNILGGSLGTVDDCCALIGGLGDIEAIVCLCIQLRALGILNLNRNL
QLILNSCGRSYPSNATCPRT

>CAA42646.1 Gly m 4; pathogenesis related protein, PR-10, Bet v 1-like [Glycine
max |
MGVFTFEDEINSPVAPATLYKALVTDADNVIPKALDSFKSVENVEGNGGPGTIKKITFLE
DGETKFVLHKIESIDEANLGYSYSVVGGAALPDTAEKITFDSKLVAGPNGGSAGKLTVKY
ETKGDAEPNQDELKTGKAKADALFKAIEAYLLAHPDYN

>CAA11755.1 Gly m 3; profilin [Glycine max]
MSWQAYVDDHLLCGIEGNHLTHAAITIGQDGSVWLQSTDFPQFKPEEITAIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTGAALITIGIYDEPMTPGQCNMVVE
RLGDYLIDQGY

>CAA11756.1 Gly m 3; profilin [Glycine max]
MSWQAYVDDHLLCDIEGNHLTHAAITIGQDGSVWAQSTDFPQFKPEEITAIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTGAALITIGIYDEPMTPGQCNMVVE
RPGDYLIDQGY

>ABU97472.1 Gly m 3; profilin [Glycine max]
MSWQAYVDDHLLCEIEGNHLTHAAITIGQDGSVWAQSTNFPQFKPEEITAINNDFNEPGSL
APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTGAALITIGIYDEPMTPGQCNMVVE
RLGDYLIDQGL

>ACS49840.1 Gly m 7; seed biotinylated protein [Glycine max]
MASEQLARRENTTTEKEIHVEKHRVPKMATHFEHLAEQAKESDITAGKDTPQGSIEALQA
GERVKDHAGKAMGDIGGRGKARETHELGAHFESLADKVTDHAAANVVGNKESQREARGGV
RDVGKFEMRTEGGEKGNKDRPELKTRTREVIGRTEKERGRESGGQVVAEKGRETETARGR
VGAENEGARTTAVITCTLEKGGGTQKPIREEERESESERSAWEQISNYSDQATQGVKEKY
ERAKQAASETLNTTTQTAQEKSAQAKNLAAQAKDATLEKGQQGYAVTKDTISSAAKTASE
KTAPVAEKAKDYTLQAAEKAKSAGGTTASYVGEKAVQAKDVAVESGKSAAGYAAKVAADL
RDKATAVGWAAAHFSAEKTVEGTKAAAHVVEGAAGYAGHKAAELASMSAGAVKGLAASAG



ETAKEYTAKKKEEAQRELEAKKPSQPQEAEERPSEGIGETVRQYAQKPKPSERNPQKEGT
GSIVFTAIGETVSSAGEKVKKPFKNTTGGESEGGGGKEEGKSVIGKSLTSIGEKLGDAKQ
REELLDNVTGNITEGGGEVLGAVGETVAEIGQNMMKPAEIVQERAHVRQAGGVLDAIGET
IAEIAETTRVMVSGEDERVLRQSVVLETRVTGRAKHEEGSHGA

>P22895.1 thiol protease [Glycine max]
MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE
EAKRLETIFKNNSNYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKM
ANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLV
SLSEQELVDCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT
IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN
HFVLLVGYGSADGVDYWIAKNSWGFDWGEDGYIWIQRNTGNLLGVCGMNYFASYPTKEES
ETLVSARVKGHRRVDHSPL

>AAB09252.1 thiol protease [Glycine max]
MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE
EAKRLETIFKNNSNYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKM
ANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLV
SLSEQELVDCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT
IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN
HFVLLVGYGSADGVDYWIAKNSWGEDWGEDGYIWIQRNTGNLLGVCGMNYFASYPTKEES
ETLVSARVKGHRRVDHSPL

>BAA25899.1 thiol protease [Glycine max]
MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE
EAKRLETIFKNNLNYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKM
ANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLV
SLSEQELVDCVEESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT
IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN
HFVLLVGYGSADGVDYWIAKNSWGEDWGEDGYIWIQRNTGNLLGVCGMNYFASYPTKEES
ETLVSARVKGHRRVDHSPL

>CAA45777.1 trypsin-inhibitor [Glycine max]
MKSTIFFALFLFCAFTTSYLPSAIADFVLDNEGNPLENGGTYYILSDITAFGGIRAAPTG
NERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSV
VEDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHD
DGTRRLVVSKNKPLVVQFQKLDKESLAKKNHGLSRSE

>CAA45778.1 trypsin-inhibitor [Glycine max]
MKSTIFFALFLFCAFTTSYLPSAIADFVLDNEGNPLDSGGTYYILSDITAFGGIRAAPTG
NERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLRLKFDSFAVIMLCVGIPTEWSV
VEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHD
DGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE

>AAB23464.1 trypsin-inhibitor [Glycine max]
MKSTIFFLFLFCAFTTSYLPSAIADFVLDNEGNPLENGGTYYILSDITAFGGIRAAPTGN
ERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVV
EDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDD
GTRRLVVSKNKPLVVQFQKLDKESLAKKNHGLSRSE

>AAB23482.1 trypsin-inhibitor [Glycine max]
MKSTIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDST
GKEICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWA
IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI
RRLVLSKNKPLVVQFQKFRSSTA

>AAB23483.1 trypsin-inhibitor [Glycine max]
MKSTIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNST



GKEICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWA
IVEREGLQAVTLAARDTVDGWFNIERVSREYNDYYKLVFCPQEAEDNKCEDIGIQIDNDG
IRRLVLSKNKPLVVEFQKFRSSTA

>CAA56343.1 trypsin-inhibitor [Glycine max]
MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT
ETETCPLTVVQSPFEGLQRGLPLITISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY
SQGSARRTPCQTHWLQKHNRCWFRIQRASSESNYYKLVFCTSNDDSSCGDIVAPIDREGN
RPLIVTHDQNHPLLVQFQKVEAYESSTA

>P82947.1 unknown function, partial [Glycine max]
ANPTFGFTPLGLSSDAN

>CAA60533.1 unknown function [Glycine soja]
MGKPFTLSLSSLCLLLLSSACFAISSSKLNECQLNNLNALEPDHRVESEGGLIQTWNSQH
PELKCAGVTVSKLTLNRNGLHLPSYSPYPRMITIIAQGKGALGVAIPGCPETFEEPQEQSN
RRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVPYWTYNTGDEPVVAISLLDTSNFNNQL
DQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRKQGQHQQEEEEEGGSVLSGFSKHFLAQ
SFNTNEDIAEKLQSPDDERKQIVTVEGGLSVISPKWQEQQDEDEDEDEDDEDEQIPSHPP
RRPSHGKREQDEDEDEDEDKPRPSRPSHGKREQDQDQDEDEDEDEDQPRKSREWRSKKTQ
PRRPRQEEPRERGCETRNGVEENICTLKLHENIARPSRADFYNPKAGRISTLNSLTLPAL
RQFQLSAQYVVLYKNGIYSPHWNLNANSVIYVTRGQGKVRVVNCQGNAVFDGELRRGQLL
VVPQNFVVAEQAGEQGFEYIVFKTHHNAVTSYLKDVFRAIPSEVLAHSYNLRQSQVSELK
YEGNWGPLVNPESQQGSPRVKVA

>CAB59976.1 Gly d 2; NPC2-like [Glycyphagus domesticus]
GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGD
IATDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACG
WVDGEVQE

>CAB76459.1 Gly d 2; NPC2-like [Glycyphagus domesticus]
GKMKFKDCGKGEVTELDITDCSGDFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAGT
PIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLACGRF
GRQVE

>AAQ54603.1 unknown function [Glycyphagus domesticus]
MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGQVE

>QCI56570.1 tropomyosin [Gromphadorhina portentosa]
MDAIKKKMQAMKLEKDNAMDRALLCEQQARDANIRAEKAEEEARSLQKKIQQIENDLDQT
LEQLMQVNAKLDEKDKAFQNAESEVAALNRRIQLLEEDLERSEERLATATAKLAEASQAA
DESERARKILESKGLADEERMDALENQLKEARFMAEEADKKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANLREEEYKQQIKTLTTRLKEAEARAE
FAERSVQKLQKEVDRLEDELVHEKEKYKYICDDLDMTFTELIGN

>BAJ61596.1 paramyosin [Haliotis discus]
MDYGDVSSKVVRTVSHRSYNVYRGSSPATQNRLEARIRELEDALDTERDCRVRAEKNLAE
ITFQYDQVADRLEEQGGVTVQQIEINKKRESELNKVRKDLELAVISHESAEASLRKRNQE
TINDLTDQLEYMTKQKNRVEKEKHQLITEIDTLQGMTDSLAKAKSSAESRADGLQGSVDR
LKLQVDDLSRQLTDANSAKARLTQENFDLQHQVQELDSANAALAKAKSQLQASNDDLKRQ
LDDESRQRQNLQVQFSQLQSGYDNLNARYEEESESASTLRTQLSKVNAEFAALKARFEKE
LMAKSEALEELRRRLNTRIAQLEDECETLRARNNNLEKTKAKLTAEIKEITIELENTQII
VQDLTKRNRTLENENGILQRRCDELGAEVSALRAEKASLEAEVHRLRVANAELTERNDNL
QRENKNLSDQLREAQLALKDANRELNELRQIRAQLEMERDSLASQLRDTEEALRDAEGKL
AAAQAALNQLRIDMENRLREKDEEIDNIRRSSARATEELQRTLIEVETRYKTEISRIKKK
YETDIRELEGALDNANKANAEYLKQIRSLQLRVKELEVLLEEERRLADDLRGQLSISERK



RIALQQEVEDVRSLLEAAERARKNAENELNDANARLSELQIQVTALSNDKRRMEADISAM
QSDLEDAINAQRAAEERADRLFNENVRLADELKQEQENYKNAESLRKQLEIEIREITVRL
EEAEAFATREGKRMVAKLQARIRDLEAELEAEQRRVREAFATSRKLERQYKEIQMQTEDD
RRILAETMSINDQLSMKVKAYKRQIEESEDVANLTMNKYRKAQQLIEEADHRADMAEKNL
VAVRRSRSMSVTRDVKIVRI

>BAH10148.1 tropomyosin [Haliotis discus]
MDAIKKKMLAMKMEKENAVDRAEQNEQKLRDTEEQKAKTIEEDLNNLQKKCANLENDFDNV
NEQLQEAMAKLETSEKRVTEMEQEVSGTTRKITLLEEDLERNEERLQTATERLEEASKAA
DESERGRKVLESRSLADDERIDQLEAQLKEAKYIAEDAERKYDEAARKLAITEVDLERAE
ARLEAAEAKILELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTQRLKDAENRAT
EAERTVSKLQKEVDRLEDELLAEKEKYKAISDELDQTFAELAGY

>AAGO8987.1 tropomyosin [Haliotis diversicolor]
MDAIKKKMLAMKMEKENAVDRAEQNEQKLRDTEEQKAKTEEDLNNLQKKCANLENDFDNV
NEQLQEAMAKLETSEKRVTEMEQEVSGTTRKITLLEEDLERNEERLQTATERLEEASKAA
DESERGARVLESRSLADDERIDQLEAQLKEAKYIAEDAERKYDEAARKLAITEVDLERAE
ARLEAAEAKILELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTQRLKDAENRAT
EAERTVSKLQKEVDRLEDELLAEKEKYKAISDELDQTFAELAGY

>P23110.1 2S albumin, conglutin [Helianthus annuus]
MARFSIVFAAAGVLLLVAMAPVSEASTTTIITTIIEENPYGRGRTESGCYQQMEEAEMLN
HCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMMMLNEPMWIRMRDQ
VMSMAHNLPIECNLMSQPCQM

>AAP47226.1 Hel a 3; lipid transfer protein [Helianthus annuus]
MKGTSMGVAILAMIVMAQLMVHPSVAITCNDVTGNLTPCLPYLRSGGKPTPACCAGAKKL
LGATRTQADRRTACKCAKTAAPQLKVRPDMASSLPGKCGISTSIPINPNVNCNTIP
>CAA75506.1 Hel a 2; profilin [Helianthus annuus]
MSWQAYVDEHLMCDIEGTGQHLTSAAILGLDGTVWAQSAKFPQFKPEEMKGIIKEFDEAG
TLAPTGMFIAGAKYMVLQGEPGAVIRGKKGAGGICIKKTGQAMIMGIYDEPVAPGQCNMV
VERLGDYLLEQGM

>CAB38044.1 Hel as 1; tropomyosin [Helix aspersa]
MDAIKKKMLAMKMEKENALDRAEQVEQKLRDCECNKNKVEEDLNNLQKKFAILENDFDSI
NEQLLDANTKLEASEKKNAEIESETAGLQRRIQLLEEDLERSEERLQSATEKLEEASKAA
DESERGRKVLESRSLADDERLDGLEAQLKEAKYIAEDAERKFDEAARKLAITEVDLERAE
ARLEAAEAKILELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTQRLKDAENRAS
EAERTVSKLQKEVDRLEDELLAEKERYKATSDELDSTFAELAGY

>AAA87456.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSFPSRTTVMLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYK
KSNITRMRIYDPNRAVLEALRGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSV
LFRYIAVGNEISPVNRGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLDPIIGFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS
TEHNATILFLKSDM

>AAP87281.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLIFFTASLGITDAQVGVCYGMQGNNLPPVSEVIALYK
QSNIKRMRIYDPNRAVLEALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRGFWSSV
LFRYIAVGNEISPVNGGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLDPIIGFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS
TEHNATILFLKSDM



>ABN@3965.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLIFFTASLGITDAQVGVCYGMQGNNLPSVSEVIALYK
QSNIKRMRIYDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRGFWSSV
RFRYIAVGNEISPVNGGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLDPIIGFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS
TEHDATILFLKSDM

>ABN@3966.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLFFFTASVGITDAQVGVCYGMQGNNLPPVSEVIALYK
KSNITRMRIYDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSV
RFRYIAVGNEISPVNRGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVRNSY
PPSAGAFRDDVRSYLNPIIRFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKRGTPKRPKRAIETYLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDIS
TEHNATILFLKSDM

>ABN@9653.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLIFFTASIGITDAQVGVCYGMQGNNLPSVSEVIALYK
QSNIKRMRIYDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRGFWSSV
RFRYIAVGNEISPVNGGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLDPIIGFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS
TEHNATILFLKSDM

>ABNO9654.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLIFFTASLGITDAQVGVCYGMQGNNLPSVSEVIALYK
KSNIKRMRIYDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRGFWSSV
RFRYIAVGNEISPVNGGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLDPIIGFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS
TEHNATILFLKSDM

>ABN@9655.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLFFFTASVGITDAQVGVCYGMQGNNLPPVSEVIALYK
KSNITRMRIYDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSV
RFRYIAVGNEISPVNRGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLNPIIRFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKRGTPKRPKRAIETYLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDIS
TEHNATILFLKSDM

>ACY91851.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAICSSTSGTSSSLPSRTTVMLLLFFFTASVGITDAQVGVCYGMQGNNLPPVSEVIALYK
KSNITRMRIYDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSV
RFRYIAVGNEISPVNRGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLNPIIRFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKRGTPKRPKRAIETYLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDIS
TEHNATILFLKSDM

>ACZ74626.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAMLSSTSRTTGSLLSRTPVMLLLILYIASLGITDAQVGVCYGKLGNNLPPASEVIALYK



QSNIKRMRIYDPNQEVLQALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRDFWSSV
RLRYIAVGNEISPVNGGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLMGNTY
PPSAGAFRDDVRSYLDPIIGFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDIS
TEHNATVLFLKSDM

>AEV41413.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAIFSSNSATSSSLPSRTTSILLVLFIASLSITDAQVGVCYGMLGNNLPPASQVISLYKQ
ANIKRMRIYDPNQAALQALRGSNIQLMLGVPNSDLQSLTNPSNANSWIQRNVRAFWPSVR
FRYIAVGNEISPVNGGTASLAKFVLPAMRNIYNAIRSAGLQDQIKVSTAIDMTLIGNSYP
PSAGAFRGDVRSYLDPITIGFLSSIRSPLLANIYPYFSYAGNPRDISLPYALFTSPSIVVIW
DGQRGYKNLFDAMLDALYSALERAGGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQ
HVKGGTPKRPGRFIETYLFAMFDENQKQPEFEKHFGLFFPNKQQKYNLNFGAKKNWDISA
DYNATVLLLKSDI

>AFJ97274.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLIFFTASLGITDAQVGVCYGMQGNNLPSVSEVIALYK
QSNIKRMRIYDPNRAVLEALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRGFWSSV
RFRYIAVGNEISPVNGGTAWLAQFVLPAMRNIHDAIRSAGLQDKIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLDPIIGFLSSSRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS
TEHNATILFLKSDM

>AFJ97275.1 Hev b 2; beta-1,3-glucanase [Hevea brasiliensis]
MAISSSTSGTSSSLPSRTTVMLLLIFFTASLGITDAQVGVCYGMQGNNLPSVSEVIALYK
QSNIKRMRIYDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRGFWSSV
RIRYIAVATKLVPVNGGTAWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSY
PPSAGAFRDDVRSYLDPIIGFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVV
WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI
QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHSGLFFPDKRPKYNLNFGAEKNWDIS
TEHDATILFLKSDM

>CAC42881.1 Hev b 11; chitinase [Hevea brasiliensis]
EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGSIISRST
FEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG
GWPTAPDGPYAWGYCYKEELNQASSYCSPSPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQ
ALGLDLLNNPDLVATDRVISFKAATWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPG
YGVITNIINGGLECGRGWDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG
>CAD24068.1 Hev b 11; chitinase [Hevea brasiliensis]
EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGGEGGCVDLGSIISRST
FEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG
GWPTAPDGPYAWGYCHKEELNQASSYCSPSPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQ
ALGLDLLNNPDLVATDRVISFKAATWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPG
YGVITNIINGGLECGSGWDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG
>CACO0532.1 Hev b 9; enolase [Hevea brasiliensis]
MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL
GKGVSKAVENVNITIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV
SLAVCKAGAHVKGIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVG
ASSFKEAMKMGAEVYHHLKSVIKKKYGQDATNVGDEGGFAPNIQENKEGLELLKTAIAKA
GYTGKVVIGMDVAASEFYGSDQTYDLNFKEENNNGSQKISGEALKDLYKSFVAEYPIVSI
EDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEKACNALLLKVNQIGSV
TESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATGQIKTGAPCRSERLAKYNQL



LRIEEELGSEAVYAGANFRKPVEPY

>Q9LEI9.1 Hev b 9; enolase [Hevea brasiliensis]
MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL
GKGVSKAVENVNITIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV
SLAVCKAGAHVKGIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVG
ASSFKEAMKMGAEVYHHLKSVIKKKYGQDATNVGDEGGFAPNIQENKEGLELLKTATAKA
GYTGKVVIGMDVAASEFYGSDKTYDLNFKEENNNGSQKISGDVLKDLYKSFVTEYPIVSI
EDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACNALLLKVNQIGSV
TESTEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATGQIKTGAPCRSERLAKYNQL
LRIEEELGAEAVYAGANFRTPVEPY

>AAP37470.1 Hev b 13; esterase [Hevea brasiliensis]
MEFPETNNNPIITLSFLLCMLSLAYASETCDFPAIFNFGDSNSDTGGKAAAFYPLNPPYG
ETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTI
IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDL
TEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAE
KDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDIYSVKYSLFSEPEKHGFEF
PLITCCGYGGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFF
DQISTGAFSDPPVPLNMACHKTESLRTLASV

>ADR82196.1 Hev b 14; hevamine [Hevea brasiliensis]
GGIVIYWGQNGNEGTLTQTCSTRKYSYVNIAFLNKFGNGQTPQINLAGHCNPAAGGCTIV
SNGIRSCQIQGIKVMLSLGGGIGSYTLASQADAKNVADYLWSNFLGGKSSSRPLGDAVLD
GIDFDIEHGSTLYWDDLARYLSAYSKQGKKVYLTAAPQCPFPDRYLGTALNTGLLTMYGF
NSITIHHASIAQVTLTTSLTRGIDGPHL

>CAAR5978.1 Hev b 6; hevein [Hevea brasiliensis]
EQCGRQAGGKLCPNNLCCSQWGWCGSTDEYCSPDHNCQSNCKDSGEGVGGGSASNVLATY
HLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLSVTNT
GTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNPLFSV
MKSSVIN

>ABW34946.1 Hev b 6; hevein [Hevea brasiliensis]
MNIFIVVLLCLTGVAIAEQCGRQAGGKLCPNNLCCSQWGWCGSTDEYCSPDHNCQSNCKD
SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV
GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV
NYQFVDCGDSFNPLFSVMKSSVIN

>1IWKX_A Hev b 6; hevein, partial [Hevea brasiliensis]
EQCGRQAGGKLCPDNLCCSQWGWCGSTDEYCSPDHNCQSNCKD

>AAR98518.1 Hev b 4; lecithinase-like [Hevea brasiliensis]
MASLAYSLFILSLFTFTLLNPVCTELDEYLFSFGDGLYDAGNAKFIYPDKYLPSYHHPYG
TTFFDYPTGRFSDGRTVVDFVAENVSLPRIPPFKNKEANFTYGANFASEGATASDSNPLI
DFRSQIRDFGELKLEWAVQLVNVTELARRLKKAVYLISFGADDYLNYEIPSEASREQLES
IVDVVLGNISDRIKELYDFGARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLP
QILEKIQDGYLFPEFNYTVFNYFGIIKEITDAPGEHGFKYGDIACCGNSTYRGQACGFLD
YEFCVCGNKTEYLFFDGTHNTDAANNLLAELMWDKESGFISPYGVKDFFPSPTTIQTLLT
EATALG

>AAL25839.1 Hev b 12; lipid transfer protein [Hevea brasiliensis]
MAALKMVSFLVLCMLVAAPMTAQAITCGQVQSALVPCLSYLKTTGPTPPATCCNGVRTIN
NAAKTTADRRTACQCLKSAAGSVKGLNPTTVAGLPGKCGVNIPYKISLSTNCATVK
>AAC27724.1 Hev b 7; patatin [Hevea brasiliensis]
MATGSTTLTQGKKITVLSIDGGGIRGIIPGITILASLESKLQDLDGPDARIADYFDITAGT
STGGLITTMLTAPNEDKKPMYQAKDIKDFYLENCPKIFPKESRDNYDPIHSIGPIYDGEY
LRELCNNLLKDLTVKDTSTDVIIPTFDIKLLLPVIFPSDDAKCNALKNARLADVCISTSA



APVLLPAHSFTTEDDKNIHTFELIDGGVAATNPTLLALTHIRNEITIRQNPRFIGANLTES
KSRLVLSLGTGKSEYKEKYNADMTSKWRLYNWALYNGNSPAVDIFSNASSDMVDSHLSAL
FKSLDCEDYYLRIQDDTLTGEESSGHIATEENLQRLVEIGTELLEKQESRINLDTGRLES
IPGAPTNEAAIAKFAKLLSEERKLRQLK

>CAA11041.1 Hev b 7 patatin [Hevea brasiliensis]
MATGSTTLTQGKKITVLSIDGGGIRGIIPGIILASLESKLQDLDGPDARIADYFDIIAGT
STGGLITTMLTAPNEDKKPMYQAKDIKDFYLENCPKIFPKESRDNYDPIHSIGPIYDGEY
LRELCNNLLKDLTVKDTLTDVIIPTFDIKLLLPVIFSSDDAKCNALKNARLADVCISTSA
APVLLPAHSFTTEDDKNIHTFELIDGGAAATNPTLLALTHIRNEITIRQNPRFIGANLTES
KSRLVLSLGTGKSEYKEKYNADMTSKWRLYNWALYNGNSPAVDIFSNASSDMVDFHLSAL
FKSLDCEDYYLRIQDDTLTGEESSGHIATEENLQRLVEIGTRLLEKQESRINLDTGRLES
IPGASTNEAAITKFAKLLSEERKLRQLK

>CAA11042.1 Hev b 7; patatin [Hevea brasiliensis]
MATGSTTLTQGKKITVLSIDGGGIRGIIPGIILASLESKLQDLDGPDARIADYFDIIAGT
STGGLITTMLTAPNEDKKPIYQAKDIKDFYLENCPKIFPKESRDTYDPIHSIGPIYDGEY
LRELCNNLLKDLTVKDTLTDVIIPAFDIKLLLPVIFSSDDAKCNALKNARLADVCISTSA
APVLLPAHSFTTEDDKNIHTFELIDGGVAAANPTLLALTHIRNEITIRQNPRFIGANLTES
KSRLVLSLGTGKSEYKEKYNADMTSKWRLYNWALYNGNSPAVDIFSNASSDMVDFHLSAL
FKSLDCEDYYLRIQDDTLTGEESSGHIATEENLQRLVEIGTELLEKQESRINLDTGRLES
IPGAPTNEAAIAKFAKLLSEERKLRQLK

>AAF25553.1 Hev b 7; patatin [Hevea brasiliensis]
MATGSTPLTQGKKITVLSIDGGGIRGIIPGIILASLESKLQDLDGPDARIADYFDIIAGT
STGGLITTMLTAPNEDKKPMYQAKDIKDFYLENCPKIFPKESRDNYDPIHSIGPIYDGEY
LRELCNNLLKDLTVKDTLTDVIIPTFDIKLLLPVIFSSDDAKCNALKNARLADVCISTSA
APVLLPAHSFTTEDDKNIHTFELIDGGVAATNPTLLALTHIRNEITIRQNPRFIGANLTES
KSRLVLSLGTGKSEYKEKYNADMTSKWRLYNWALYNGNSPAVDIFSNASSDMVDFHLSAL
FKSLDCEDYYLRIQDDTLTGEESSGHIATEENLQRLVEIGTELLEKQESRINLDTGRLES
IPGAPTNEAAIAKFAKLLSEERKLRQLK

>CAE85467.1 Hev b 7; patatin [Hevea brasiliensis]
ATGSTTLTQGKKITVLSIDGGGIRGIIPGIILASLESKLQDLDGPDARIADYFDIIAGTS
TGGLITTMLTAPNEDKKPMYQAKDIKDFYLENCPKIFPKESRDNYDPIHSIGPIYDGEYL
RELCNNLLKDLTVKDTLTDVIIPTFDIKLLLPVIFSSDDAKCNALKNARLADVCISTSAA
PVLLPAHSFTTEDDKNIHTFELIDGGVAATNPTLLALTHIRNEIIRQNPRFIGANLTESK
SRLVLSLGTGKSEYKEKYNADMTSKWRLYNWALYNGNSPAVDIFSNASSDMVDFHLSALF
KSLDCEDYYLRIQDDTLTGEESSGHIATEENLQRLVEIGTRLLEKQESRINLDTGRLEST
PGASTNEAAITKFAKLLSEERKLRQLK

>CAA75312.1 Hev b 8; profilin [Hevea brasiliensis]
MSWQTYVDERLMCEIEGNHLTAAAITIGQDGSVWAQSSNFPQFKSEEITAIMSDFDEPGTL
APTGLHLGGTKYMVIQGEAGAVIRGKKGPGGVTVRKTNQALITGIYDEPMTPGQCNMIVE
RLGDYLLEQGM

>CAB51914.1 Hev b 8; profilin [Hevea brasiliensis]
MSWQAYVDDHLMCEIEGNHLSAAAITIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL
APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALITGIYDEPMTPGQCNMIVE
RLGDYLIDQGY

>AAF34341.1 Hev b 8; profilin [Hevea brasiliensis]
MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALITIGIYDEPLTPGQCNMIVE
RLGDYLLEQGM

>AAF34342.1 Hev b 8; profilin [Hevea brasiliensis]
MSWQTYVDDHLMCDIDGHRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSL



APTGLHLGSTKYMVIQGEPGAVIRGKKGSGGITVKKTSQALITIGIYDEPLTPGQCNMIVE
RLGDYLLEQGM

>AAF34343.1 Hev b 8; profilin [Hevea brasiliensis]
MSWQTYVDDHLMCDIDGHRLTAAAIIGHDGSVWAQSSGFPQFKSDEVAAVMKDFDEPGSL
APTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALITIGIYDEPLTPGQCNMIVE
RLGDYLLEQGM

>CAB96215.1 Hev b 8; profilin [Hevea brasiliensis]
MSWQTYVDDHLMCDIDGHRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAVMKDFDEPGSL
APTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALITIGIYDEPLTPGQCNMIVE
RLGDYLLDQGL

>1G5U A Hev b 8; profilin [Hevea brasiliensis]
MSWQTYVDDHLMCDIDGHRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAVMKDFDEPGSL
APTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKRTGQALITIGIYDEPLTPGQCNMIVE
RLGDYLLDQGL

>CAA39880.1 Hev b 1; rubber elongation factor [Hevea brasiliensis]
MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV
AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA
SSLPGQTKILAKVFYGEN

>CCW27997.1 Hev b 15; serine protease inhibitor [Hevea brasiliensis]
MASQCPVKDAWPELIGTNGDIAAGIIETENANVKAIVLKKGSPMTMEYNLCRVLVFVDDN
RVVTQAPAIG

>AAC82355.1 Hev b 3; small rubber particle protein [Hevea brasiliensis]
MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY
YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ
EGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPTAVYFSEKYNDVVRGTTEQG
YRVSSYLPLLPTEKITKVFGDEAS

>AAA16792.1 Hev b 10; superoxide dismutase [Hevea brasiliensis]
MALRSLVTRKNLPSAFKAATGLGQLRGLQTFSLPDLPYDYGALEPAISGEIMQLHHQKHH
QTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIFWKNLAPVREGGGEL
PHGSLGWAIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVT
KGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS
>CAB53458.1 Hev b 10; superoxide dismutase [Hevea brasiliensis]
QTFSLPDLPYDYGALEPATISGEIMQLHHQKHHQTYITNYNKALEQLNDATIEKGDSAAVVK
LQSAIKFNGGGHVNHSIFWKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVY
ALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPD
YLKNIWKVMNWKYASEVYAKECPSS

>CAC13961.1 Hev b 10; superoxide dismutase [Hevea brasiliensis]
QTFSLPDLPYDYGALEPAISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVK
LQSATIKFNGGGHVNHSIFWKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGA
ALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPD
YLKNIWKVMNWKYASEVYAKECPSS

>AAC49447.1 Hev b 5; unknown function [Hevea brasiliensis]
MASVEVESAATALPKNETPEVTKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPE
APAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAP
AEGEKPAEEEKPITEAAETATTEVPVEKTEE

>CAA81610.1 Hol 1 1; beta-expansin [Holcus lanatus]
MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKPTGAGPK
DNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDD
NEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGS
NPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTT



EGGTKGEAEDVIPEGWKADTAYEAK

>CAA93121.1 Hol 1 1; beta-expansin [Holcus lanatus]
VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFS
GMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFDLSGHAF
GSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGD
VVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWK
ADTAYEAK

>CAA10140.1 Hol 1 1; beta-expansin [Holcus lanatus]
MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDN
GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE
EPTAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP
NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG
GTKVEAEDVIPEGWKADTAYESK

>CAB10766.1 Hol 1 5; ribonuclease [Holcus lanatus]
QKLLEDVNASFKAAVAAAAKVPPADKYKTFLRAFTVLDRGSTEQSKAEETKMPELSSKLV
DAYMAAFKASTGGTQEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVPAAKIPAGDLQ
VVDKIDASFKIAATAANAAPANDKFTVFETAFNKALKESTGGAYESYKFIPSLEAAVKQA
YASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV
>CAB10765.1 Hol 1 5; ribonuclease [Holcus lanatus]
ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNAGFKTAVAAAANVPPADKYKTFEAAFTAS
SKASTAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEVH
AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST
GGAYEAYKFIPSLETAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAAA
TGAATAAAGVAAGAATAAAGGYKV

>AAG42255.1 Hol 1 5; ribonuclease [Holcus lanatus]
MAVQKYTVALFLTVALVAGPAASYAADAGYAPTTPAAAGAAAGKITPTQEQKLMEDINVG
FKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVG
ATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQIIDKIDAAFKVA
ATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEVK
FAVFKAALTKAITAMAEVQKVSKPVAGAATAATGAATGAAGAATGAATVSAGGYKV
>Q7M262 Hol 1 5; ribonuclease [Holcus lanatus]
ADAGYTPAAPAATGAGGDAT

>AAC48287.1 Hom a 1; tropomyosin [Homarus americanus]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANIRAEKTEEEIRITHKKMQQVENELDQV
QEQLSLANTKLEEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLANKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>AAC48288.1 Hom a 1; tropomyosin [Homarus americanus]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANIRAEKSEEEVHNLQKRMQQLENDLDQV
QESLLKANTQLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLANKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>CAA41956.1 alpha-amylase inhibitor [Hordeum vulgare]
MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGS
PVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAK
VLVTPGQCNVLTVHNAPYCLGLDI

>CAA46705.1 alpha-amylase inhibitor [Hordeum vulgare]
MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT



SDMKRRCCDELSAIPAYCRCEALRITIMQGVVTWQGAFEGAYFKDSPNCPRERQTSYAANL
VTPQECNLGTIHGSAYCPELQPGYGVVL

>CAA49555.1 alpha-amylase inhibitor [Hordeum vulgare]
MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGS
PVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFA
KVLVTPGQCNVLTVHNAPYCLGLDI

>CAAB8836.1 alpha-amylase inhibitor [Hordeum vulgare]
MGAMWMKSMLLVLLLCMLMVTPMTGARSDNSGPWMWCDPEMGHKVSPLTRCRALVKLECV
GNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKDVMKL
LVAGVPALCNVPIPNEAAGTRGVCYWSASTDT

>CAA45085.1 Hor v 15; alpha-amylase, partial [Hordeum vulgare]
PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA
AIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAVASLPAVCNQY
IPNTNGTDGVCYWLSYYQPPRQMSSR

>P32936.2 alpha-amylase/trypsin inhibitor [Hordeum vulgare]
MASKSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGP
PYLAKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTP
GFCNLTTVHNTPYCLAMDEWQWNRQFCSS

>CAA35188.1 alpha-amylase/trypsin inhibitor [Hordeum vulgare]
MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT
SDMKRRCCDELSAIPAYCRCEALRITIMQGVVTWQGAFEGAYFKDSPNCPRERQTSYAANL
VTPQECNLGTIHGSAYCPELQPAY

>P80198.1 Hor v 20; gamma-hordein-3 [Hordeum vulgare]
ITTTTMQFNPSGLELERPQQLFPQWQPLPQQPPFLQQEPEQPYPQQQPLPQQQPFPQQPQ
LPHQHQF PQQLPQQQFPQQMPLQPQQQFPQQMPLQPQQQPQFPQQKPFGQYQQPLTQQPY
PQQQPLAQQQPSIEEQHQLNLCKEFLLQQCTLDEKVPLLQSVISFLRPHISQQNSCQLKR
QQCCQQLANINEQSRCPAIQTIVHAIVMQQQVQQQVGHGFVQSQLQQLGQGMPIQLQQQP
GQAFVLPQQQAQFKVVGSLVIQTLPMLCNVHVPPYCSPFGSMATGSGGQ
>COMPARE187 Hor v 20; gamma-hordein-3, partial [Hordeum vulgare]
ITTTTMFNPSGLELERPQQLFPQW

>CAA42832.1 lipid transfer protein [Hordeum vulgare]
MARAQVLLMAAALVLMLTAAPRAAVALNCGQVDSKMKPCLTYVQGGPGPSGECCNGVRDL
HNQAQSSGDRQTVCNCLKGIARGIHNLNLNNAASTIPSKCNVNVPYTISPDIDCSRFTERR
SVKLVLSSSIHVEL

>AAA32970.1 lipid transfer protein [Hordeum vulgare]
MARAQVLLMAAALVLMLTAAPRAAVALNCGQVDSKMKPCLTYVQGGPGPSGECCNGVRDL
HNQAQSSGDRQTVCNCLKGIARGIHNLNLNNAASTIPSKCNVNVPYTISPDIDCSRIY
>Q0L11118.1 pectin methylesterase [Humulus japonicus]
SVTAAKDGTGDFRTINDALAAIPTKYEGRYVIYVKEGLYEETVTVTKKMANVTMYGDGSQ
KSIITGSKNFVDGVRTFQTATFVVLGGGFMGKAMGFGNTAGPEKHQAVAARVQADRAIFA
NCRFEGYQDTLYTQTHRQFYRSCVVAGTIDFIFGDAAVVFQNCMLVVRLPMANQKNIVTA
RGRVDKQQTTGIVIHNCRIMADKKLEPEKARVKSFLGRPWKEYSRTIIMESTIEDLIHPD
GWLPWEGEFALKTLYYAEYNNKGPGAKVTTRVNWPGYSVINKKEAEKFTVENFLQGNDWL
NIKGIPVRYTLILRANRSEVQ

>AAP94213.1 Hum j 1; unknown function [Humulus japonicus]
MKNLQHHNKIITFKTPDDSTTLELNSHISLPYHWEQCLDLKTGEIYYINWRNGMKAKEDP
RTTITEYNSNGSNGDYYYSEEDSSYDSEESSSESSPPPATTSRESQYRGAEKDHVLVVGG
CKSCFMYFMVPKQVQECPKCCGQPLHFDRSQSGSQ

>AAP15199.1 profilin [Humulus scandens]
MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL



APTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTPGQCNMIVE
RLGDYLIDQNL

>AAP15200.1 profilin [Humulus scandens]
MSWQAYVDDHLMCEIDGNHLSAAAITIGHDGSVWAQSAAFPQLKPEEVTGIMNDFNEPGTL
APTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALITIGVYDEPMTPGQCNMIVE
RLGDYLIDQGL

>APR62629.1 Jug n 4; 11S globulin, cupin [Juglans nigra]
MAKPILLSISLCLVALVNGCLAQSGGRQQPRFGECKLKRLVALEPSNRIEAEAGVIESWD
PNNQQFQCAGVAVVRRTIEPNGLLLPQYSNAPQLLYIVKGRGITGVLFPGCPETFEESQQ
GQSRIRPSLRSASFQRDRHQKIRHFREGDVIAFPAGVAHWCYNDGDTPVVAVALMDTTNN
ANQLDQNPRNFYLAGNPDDEFRPQGQQEYEQHRRQQQHQQRHGEPGQQQRGSGNNVFSGF
DADFLADAFNVDTETARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERE
RESESERRQSRRGGRDDNGLEETICTLRLRENIGDPSRADIYTEEAGRISTANSHTLPVL
RWLQLSAERGALYSDALYVPHWNLNAHSVVYALRGRAEVQVVDNFGQTVFDDELREGQLL
TIPQNFAVVKRARNEGFEWVSFKTNENAMVSPLAGRTSAIRALPEEVLANALQIPREDAR
RLKFNRQESTLVRSRPSSSRSSRSERRAEV

>AAM54365.1 Jug n 1; 2S albumin, conglutin [Juglans nigra]
RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG
CQEQIQRQONLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR
RQQQQQGLRGEEMEEMVQSARDLPKECGISSQRCEIRRSWF

>AAM54366.1 Jug n 2; 7S globulin, vicilin-1like [Juglans nigra]
GRDRQDPQQQYHRCQRRCQIQEQSPERQRQCQQRCERQYKEQQGRERGPEASPRRESKGR
EEEQQRHNPYYFHSQSIRSRHESEEGEVKYLERFAERTELLRGIENYRVVILDANPNTFM
LPHHKDAESVIVVTRGRATLTLVSQETRESFNLECGDVIRVPAGATEYVINQDSNERLEM
VKLLQPVNNPGQVREYYAAGAKSPDQSYLRVFSNDILVAALNTPRDRLERFFDQQEQREG
VIIRASQEKLRALSQHAMSAGQRPWGRRSSGGPISLKSERPSYSNQFGQFFEACPEEHRQ
LQEMDVLVNYAEIKRGAMMVPHYNSKATVVVYVVEGTGRYEMACPHVSSQSFEDQGRREQ
EEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLRLLGFGINGENNQRNFLAGQ
NSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTERQSRRGQGRDHPLASILGFAF
F

>AAW29810.1 Jug r 4; 11S globulin, cupin [Juglans regia]
MAKPILLSIYLFLIVALFNGCLAQSGGRQQQQFGQCQLNRLDALEPTNRIEAEAGVIESW
DPNNQQFQCAGVAVVRRTIEPNGLLLPQYSNAPQLVYIARGRGITGVLFPGCPETFEESQ
RQSQQGQSREFQQDRHQKIRHFREGDIIAFPAGVAHWSYNDGSNPVVAISLLDTNNNANQ
LDQNPRNFYLAGNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDAD
FLADAFNVDTETARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERES
ESERRQSRRGGRDDNGLEETICTLRLRENIGDPSRADIYTEEAGRISTVNSHTLPVLRWL
QLSAERGALYSDALYVPHWNLNAHSVVYALRGRAEVQVVDNFGQTVFDDELREGQLLTIP
QNFAVVKRARNEGFEWVSFKTNENAMVSPLAGRTSATIRALPEEVLATAFQIPREDARRLK
FNRQESTLVRSRPSRSRSSRSERRAEV

>AAB41308.1 Jug r 1; 2S albumin, conglutin [Juglans regia]
AALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEGCREQIQRQQNLNHCQYYLRQQS
RSGGYDEDNQRQHFRQCCQQLSQMDEQCQCEGLRQVVRRQQQQQGLRGEEMEEMVQSARD
LPNECGISSQRCEIRRSWF

>XP_018814692.1 Jug r 6; 7S globulin, vicilin [Juglans regia]
MAFKPKIPIALLLLTSLLAICAGLALAMQDPELKQCKHQCRHQRQFDEQEKEHCQRSCDE
YHIEKKARERAERRRSEEGSSREEGYEEEELGGEREEENPYVFEDEDFETRVRTDEGRIQ
VLEKFTKRSKLLRGIENFRVAILEANPQTFISPAHFDAELVVFVAKGRATITTVREEKRE
NFNVEQGDIMRIPAGTPVYLINRDENEKLYIVKILRPVSVPGHFEAFHGSGGEDPESFYR
AFSWEVLEAALKTRRDQLEKLFGKQTQGVIIKASKEQIRSMSKHEETTPRIWPFGGDSTH



PFNLFHKRPSQSNQFGRLFETDPKECKQLQDLDLMVSFANITKGSMAGPYYNSRATKISV
VIEGEGYFEMACPHLSSSGSRGQREGSGSSRRRSRSGPSYQQIRGRLRPGMVFVAPAGHP
VAVIASRNKNLQVLCFDVNAQGNIRFPLAGKNNIVNEFEKEAKELAFNFPAREVEKIFRN
QDQEFFFPGPSRQPEEGGRAFE

>AAF18269.1 Jug r 2; 7S globulin, vicilin-1like [Juglans regia]
RGRDDDDEENPRDPREQYRQCQEYCRRQGQGQRQQQQCQIRCEERLEEDQRSQEERERRR
GRDVDDQNPRDPEQRYEQCQQQCERQRRGQEQTLCRRRCEQRRQQEERERQRGRDRQDPQ
QQYHRCQRRCQIQEQSPERQRQCQQRCERQYKEQQGRERGPEASPRRESRGREEEQQRHN
PYYFHSQSIRSRHESEEGEVKYLERFTERTELLRGIENYRVVILDANPNTSMLPHHKDAE
SVAVVTRGRATLTLVSQETRESFNLECGDVIRVPAGATVYVINQDSNERLEMVKLLQPVN
NPGQFREYYAAGAKSPDQSYLRVFSNDILVAALNTPRDRLERFFDQQEQREGVIIRASQE
KLRALSQHAMSAGQRPWGRRSSGGPISLKSESPSYSNQFGQF FEACPEEHRQLQEMDVLYV
NYAEIKRGAMMVPHYNSKATVVVYVVEGTGRYEMACPHVSSQSYEGQGRREQEEEESTGR
FQKVTARLARGDIFVIPAGHPIAITASQNENLRLLGFDINGENNQRDFLAGQNNIINQLE
REAKELSFNMPREEIEEIFESQMESYFVPTERQSRRGQGRDHPLASILDFAFF
>ACI47547.1 Jug r 3; lipid transfer protein [Juglans regia]
MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK
SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK
>APD76154.1 Jug r 5; pathogenesis related protein, PR-10, Bet v 1-like [Juglans
regia]
MGVFTYETESTSVIPPARLFKAFVLDADNLIPKVVPQAVKSSEITEGNGGPGTIKKINFG
EGSQYKYVKHRTDAIDEANFTYAYSVIEGDALADKIEKISYETKIVASHEGGSILKSISH
YHSKGDHEIKEEDVKDGKEKASGLFKAVEGYLLAHPDAYN

>COHLQO Jun a 7; gibberellin-regulated protein [Juniperus ashei]
AQIDCDKECNRRCSKASAHDRCLKYCGICCKKCHCVPPGTAGNEDVCPCYANLKNSKGGH
KCP

>AADO3608.1 Jun a 1; pectate lyase [Juniperus ashei]
MASPCLIAVLVFLCAIVSCYSDNPIDSCWRGDSNWDQNRMKLADCAVGFGSSTMGGKGGD
FYTVTSTDDNPVNPTPGTLRYGATREKALWITFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHSLHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLGSTGITISNNHF FNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPSESYKKEV
TKRIGCESPSACANWVWRSTRDAFINGAYFVSSGKTEETNIYNSNEAFKVENGNAAPQLT
KNAGVVT

>CACO5582.1 Jun a 2; polygalacturonase [Juniperus ashei]
MSMKFMAALAF LALQLIVMAAGEDQSAQIMLDSDTKQYHRSSRNLRKRVHHARHDVAIVF
NVEHYGAVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFK
VDGTIAAYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCND
KGRPTAIKIDFSKSVTVKELTLTNSPEFHLVFGECDGVKIQGIKIKAPRDSPNTDGIDIF
ASKRFEIEKCTIGTGDDCVAVGTGSSNITIKDLTCGPGHGMSIGSLGKGNSRSEVSFVHL
DGAKFIDTQNGLRIKTWQGGSGLASHITYENVEMINAENPILINQFYCTSAAACKNQRSA
VKIQDVTFKNIHGTSATTAAIQLMCSDSVPCSNIKLSNVFLKLTSGKVATCVNKNANGYY
TNPLNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKL
ITVHPNQPEDYYPQRWVCSCHNKIYNP

>P81295.1 Jun a 3; thaumatin-like [Juniperus ashei]
MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVN
LAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDV
SLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVDGGCNSACNVFKTDQYCCRNAY
VDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP

>AAC15474.2 Jun o 4; calcium-binding protein, polcalcin [Juniperus oxycedrus]



MDEVPSSDGSKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGE
AEVKAMMEEADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTL
ESVGEPCTIEESKNITHNVDKNGDGLISVEEFQTMMTSEMTDKSK

>CAC48400.1 Jun o 1; pectate lyase [Juniperus oxycedrus]
MASPCLRAVLVFLCAIVSCYSDNPIDSCWRGDSNWGQNRMKLADCVVGFGSSTMGGKGGE
FYTVTSAEDNPVNPTPGTLRYGATREKALWIIFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHGCNTSVLGDVLVSESIGVEPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPSESYKKEV
TKRIGCESTSACANWVWRSTRDAFTNGAYFVSSGKIEETNIYNSNEAFKVENGNAAPQLT
KNAGWVT

>AAR21071.1 thaumatin-like [Juniperus rigida]
MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLN
LAAGTASARFWGRTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDV
SLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQTDQYCCRNAY
VDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP

>AAR21072.1 thaumatin-like [Juniperus rigida]
MARVSELALLLVATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLN
LAAGTASARFWGRTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDV
SLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQTDQYCCRNAY
VDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP

>AAF80164.1 Jun v 1; pectate lyase [Juniperus virginiana]
MASPCLIAFLVFLCAIVSCCSDNPIDSCWRGDSNWGQNRMKLADCAVGFGSSTMGGKGGD
FYTVTSADDNPVNPTPGTLRYGATREKTLWIIFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHGCNTSVLGDVLVSESIGVVPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLGSTGITIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPNENYKKEV
TKRIGCESTSACANWVWRSTRDAFSNGAYFVSSGKIEETNIYNSNEAFKVENGNAAPQLT
KNAGVVA

>AAF80166.1 Jun v 1; pectate lyase [Juniperus virginiana]
MASPCLIAFLVFLCAIVSCCSDNPIDSCWRGDSNWGQNRMKLADCAVGFGSSTMGGKGGD
FYTVTSADDNPVNPTPGTLRYGATREKTLWIIFSQNMNIKLKMPLYVAGHKTIDGRGADV
HLGNGGPCLFMRKVSHVILHGLHIHGCNTSVLGDVLVSESIGVVPVHAQDGDAITMRNVT
NAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAF
NQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPNENYKKEV
TKRIGCESTSACANWVWRSTRDAFSNGAYFVSSGKIEETNIYNSNEAFKVENGNAAPQLT
KNAGVVA

>Q9LD79.2 Jun v 3; thaumatin-like [Juniperus virginiana]
AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTAS
ARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY
>COMPARE227 Lac s 1; lipid transfer protein, partial from XP_023731522.1 [Lactuca
sativa]

AISXGQVTANLA

>AAT45383.1 Lat c 1; calcium-binding protein, parvalbumin [Lates calcarifer]
MAFSNVLSDSDVAAALDGCKDAGTFDHKKFFSACGLSNKTSDDVKKAFATIDQDKSGFIE
EEELKLFLQNFKADARVLTDVETSTFLKAGDTDGDGKIGADEFTALVKP
>AAV97933.1 Lat c 1; calcium-binding protein, parvalbumin [Lates calcarifer]
MAFAGILNEADITAALAACQAADSFKHKDFFVKVGLAGKSDDDVKKAFAVIDQDKSGFIE
EDELKLFLQNFSASARALTDAETKEFLKAGDSDGDGKIGVDEFAALVKV
>COMPARE©28 7S globulin, vicilin [Lathyrus sativus]



YRLLEYKSKPHTLFLPQYTDADFILVVLSGKAILTVLNSNDRNSFSLERGDTIKIPAGTI
AYLANRDDNEDLRVLDLAIPVNKPGQLQPFLLSGTQNQPSLLSGFSKKVLEAAFNTNYEE
TEKVLLEQQEQQHRRSLKDRRQEINEENVIVKVSREQIEELSKNAKSSSKKSVSSESEPF
NLRSRNPIYSNKFGKFFEITPEKNQQLQDLDIFVNSVEIKEGSLLLPNYNSRAIVIVTVN
EGKGDFELLGIRNENQREESDEEEEQEEETSKQVQRYRAKLSPGDVFVIPAGHPVAINAS
SNLNLIGFGINAENNQRNFLAGEEDNVISQIQRPVKELVFPGSSREVDKLLKNQRQSYFA
NAQPLQRE

>CAD87730.1 Len c 1; 7S globulin, vicilin [Lens culinaris]
SRSDQENPFIFKSNRFQTIYENENGHIRLLQRFDKRSKIFENLQNYRLLEYKSKPHTIFL
PQFTDADFILVVLSGKAILTVLNSNDRNSFNLERGDTIKLPAGTIAYLANRDDNEDLRVL
DLATPVNRPGQLQSFLLSGTQNQPSFLSGFSKNILEAAFNTEYEETIEKVLLEEQEQKSQH
RRSLRDKRQEITNEDVIVKVSREQIEELSKNAKSSSKKSVSSESEPFNLRSRNPIYSNKF
GKFFEITPEKNPQLQDLDIFVNSVEIKEGSLLLPNYNSRAIVIVTVNEGKGDFELVGQRN
ENQQEQREENDEEEGQEEETTKQVQRYRARLSPGDVLVIPAGHPVAINASSDLNLIGFGI
NAKNNQRNFLAGEEDNVISQIQRPVKELAFPGSSREVDRLLTNQKQSHFANAQPLQIE
>CAD87731.1 Len ¢ 1; 7S globulin, vicilin [Lens culinaris]
SRSDQENPFIFKSNRFQTIYENENGHIRLLQKFDKRSKIFENLQNYRLLEYKSKPHTLFL
PQYTDADFILVVLSGKAVLTVLNSNDRNSFNLERGDTIKLPAGTIAYLANRDDNEDLRVL
DLATPVNNPGQLESFLLSGTQNQPSFLSGFNKSILEAAFNTDYEEIEKVLLEDQEQEPQH
RRSLRDRRQEINKENVIVKVSREQIKELSKNAKSSSKKSVSSESEPFNLRSRNPIYSNKF
GKFFEITPEKNPQLQDLDIFVNSVEIKEGSLLLPNYNSRAIVIVTVNEGKGYFELVGQRN
ENQREENDDEEEQEEETSTQVQRYRAKLSPGDVFVVPAGHPVAINASSDLNLIGFGINAK
NNQRNF LAGEEDNVISQIQRPVKELAFPGSSREVDRLLTNQKQSHFANAQPLQIE
>AAX35807.1 Len c 3; lipid transfer protein [Lens culinaris]
MARGMKLACVVLVICMVVIAPMAEGAISCGAVTSDLSPCLTYLTGGPGPSPQCCGGVKKL
LAAANTTPDRQAACNCLKSAAGSITKLNTNNAAALPGKCGVNIPYKISTTTNCNTVKF
>CAB65963.1 Lep d 7; bactericidal permeability-increasing like [Lepidoglyphus
destructor]
MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID
KKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLD
LGKITHPNLKFEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVD
VIADSFVKYFNPQARKLVTDMLKPILVEEIKKLKLN

>CAB62213.1 Lep d 13; fatty acid-binding protein [Lepidoglyphus destructor]
MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT
EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD
GVTSVRPYKRA

>CAA58755.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSGDTCVIHRGQKMTLDAKFAANQ
DTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKADV
TAELVGDHGVMACGTIHGQVE

>2118249A Lep d 2; NPC2-like [Lepidoglyphus destructor]
MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQ
DTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADV
TAELIGDHGVMACGTVHGVQE

>2118249B Lep d 2; NPC2-like [Lepidoglyphus destructor]
MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSGDTCVIHRGQKMTLDAKFAANQ
DTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKADV
TAELVGDHGVMACGTIHGVQE

>CAD32313.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQ



DTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADV
TAELIGDHGVMACGTVHGQVE

>CAD32314.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSGDTCVIHRGQKMTLDAKFAANQ
DTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKVDV
TAELVGDHGVMACGTIHGQVE

>AAQ73484.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIVLFALIAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGQVE

>AAQ73486.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIVLFALDAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGQVE

>AAQ73487.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGQSVTLDAKFVANQD
SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT
AELIGDHGILACGTVNGQVE

>AAQ73488.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIVLFALVAVASAGNMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGQVE

>AAQ73489.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGGFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGQVE

>AAQ73490.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIVLFALNAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGQVE

>AAQ73491.1 NPC2-like [Lepidoglyphus destructor]
MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGQVE

>AAQ73492.1 Lep d 2; NPC2-1like [Lepidoglyphus destructor]
MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVANQ
DSAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEV
TAELIGDHGILACGTVNGTVE

>CAA57160.1 Lep d 2; NPC2-1like, partial [Lepidoglyphus destructor]
THRGEKMTLEAKFAANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDF
IYSGTIPAITPKVKADVTAELIGDHGVMACGTVHGQVE

>CAB71342.1 Lep d 10; tropomyosin [Lepidoglyphus destructor]
MEAIKNKMQAMKLEKDNAIDRAEIAEQKSRDANLRAEKSEEEVRGLQKKIQQIENELDQV
QESLTQANTKLEEKEKSLQTAEGDVAALNRRIQLIEEDLERSEGRLKIATSKLEEASQSA
DESERMRKMLEHRSITDEERMEGLESQLKEARMMAEDADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKAQQREEAYEQQIRIMTTKLKEAEARAE
FAERSVQKLQKEVDRLEDELVHEKEKYKSISDELDQTFAELTGY

>AAQ55550.1 unknown function [Lepidoglyphus destructor]
MKSVLIFLVAIALFSANIVSADEQTTRGRHTEPDDHHEKPTTHATHEETTSTQHHHEEVT
TQTPHHEEKTTTEETHHSDDLIVHEGGKTYHVVCHEEGPIPHPGNVHKYIICSKSGSLWY



ITVMPCSIGTKFDPISRNCVLDN

>AAQ73493.1 Lep d 5; unknown function [Lepidoglyphus destructor]
MTGVKTHLEHELKRTDLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPN
PDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFI
DSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDLTALATKVKAIETK

>AAQ73494.1 Lep d 5; unknown function [Lepidoglyphus destructor]
MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD
EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS
AKGHFERELKRADLNLAEKFNFESALSTGAVLHKDLTALATKVKAIETK

>CAB62212.1 Lep d 5; unknown function, partial [Lepidoglyphus destructor]
DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFID
SAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDLTALATKVKAIETK

>CAP17694.1 Lep w 1; calcium-binding protein, parvalbumin [Lepidorhombus
whiffiagonis]
MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESGFIEE
DELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK

>CAC84590.2 Lep s 1; tropomyosin [Lepisma saccharina]
MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFTTT
KENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHAA
DEASRMCKVLENRSQQDEERMDQLTNQLKEARMLAEDADGKSDEVSRKMAQVEDDLEVAE
DRVKSGDSKIMELEEELKVVGNSLKSLEVSEEKANQRVEEYKRQIKTLTVKLKEAEARAE
YAEKYVKKLQKEVDRLEDELGINKDRYRALADEMDQTFAELSGY

>CAC84593.2 tropomyosin [Lepisma saccharina]
MEAIKKKMQAMKLEKDNAVDRARQNEQEAKDANLRAEKAEEEARSLQKKIQTIENELDQT
QEQLMQVNAKLEEKDKALQNAESEVAALNRRIQLLEEDLERSEERLATATQKLAEASQAA
DESERMRKVLENRSLADEERMDALENQLKEARFLAEEADKKYDEVARKLAMVEADLERAE
ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREEEYKQQIKTLTTRLKEAEARAC
WLL

>CAA54818.1 Lig v 1; Ole e 1-like [Ligustrum vulgare]
EDVPQPPVSQFYIQGQVYCDTCRARFITELSEFIPGAGVRLQCKDGENGKVTFTEVGYTK
AEGLYNMLIERDHKNEFCEITLISSSRKDCDEIPTEGWVKPSLKFVLNTVNGTTRTINPL
GFLKKEVLPKCPQVFNKLGMYPPNM

>CAA54819.1 Lig v 1; Ole e 1-like [Ligustrum vulgare]
EDVPQPPVSQFYIQGQVYCDTCRARFITELSEFIPGAGVRLQCKDGENGKITFTEVGYTR
AEGLYSMLIERDHKNEFCEITLLSSSRKDCDEIPIEGWVKPSLKFMLNTVNGTTRTINPL
GFFKKEALPKCPQVFNKLGMYPPNM

>AAZ91659.1 polygalacturonase [Lilium longiflorum]
MASISSARLLLLSSVLLIVKLTAGLVPETKVNVKSFGAVGDGKTDSTQAILRAWDQACNG
FGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDVGKYPNAKWVSYEDLNGLL
VTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNATIRRINSIDSKFFHIAIDQ
CTDITVHHINITAPGTSPNTDGIHIGRSTNVNISNAIIGTGDDCISLGPGSSHITISKVQ
CGPGHGISVGSLGRYMNEENVWDVKVKNCTLTGTTNGVRIKTWKGSSPSEASQFIFQDIE
MREVQNPIITIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSKVAINLICSSAVPC
EGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSLFTTQML
>BAWO3242.1 Lip b 1; unknown function [Liposcelis bostrychophila]
MAAIKFILIAFLAFSVSQTTEANVVAQPKAFDITIAIVKQVIDIVRIVVKAVNDAVPDIDK
ILQQLVALLPSDVAATVTTVLDAIKQAITDENARIDHIIQVLEKAMDDLLAIDPCYQPQA
DAIKAVLDKALSGIDGVLHGSIDAHKADIDNVIAGFSQDLEDLRNLYDTQLPAAVVCLTP
GNAESCGCLDGVKETVVNGVVSLAANFVLHLTAASDVLKVVVPEVINGSTPIVNDGLAAA
GPLIDNVCTCVAAM



>BAWO3243.1 Lip b 1; unknown function [Liposcelis bostrychophila]
MAAFKFILLAFLAFSVSQTTEANVVAQPRAFDIIDIVKKVIQIVEIVVEAVNGAVEPIDK
ILQELIALLPADVAKTVTAVVDALRQAIADENVRIDHITEVLNKALDDLLAIDPCYQPQA
DAIKAVLDTALSGIDKVLHGSIDAHKADIDNVIAGFSQDLEDLRNLYDTQLPAAVVCLTP
GNADSCTCLDGVKETVVNGVVSLAANFVLHLTAASDVLKVVVPEVIDGATPVVNDGLAAA
GPLIDNVCACVQGM

>AALO7320.1 Lit c 1; profilin [Litchi chinensis]
MSWQTYVDDHLMCETDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEPGAVIRGKKGPGGITVKKTTQALITIGIYDEPMTPGQCNMVVE
RLGDYLVDQGL

>ABCO2750.1 Lit c 1; profilin [Litchi chinensis]
MSWQAYVDDHLMCETDGQHLTAAAIIGHDGSVWAQSANFPQFKPVEITAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEPGAVIRGKKGPGGITVKKTTQALITIGIYDEPMTPGQCNMVVE
RLGDYLVDQGL

>QCI56573.1 tropomyosin [Litopenaeus setiferus |
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQV
QESLLKANIQLVEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVN

>ABI98020.1 Lit v 2; arginine kinase [Litopenaeus vannamei (Penaeus vannamei)]
MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN
LDSGVGIYAPDAEAYTLFAPLFDPITEDYHVGFKQTDKHPNKDFGDVNSFVNVDPEGKFV
ISTRVRCGRSLQGYPFNPCLTESQYKEMEAKVSSTLSSLEGELKGTYYPLTGMSKEVQQK
LIDDHFLFKEGDRFLQAANACRYWPAGRGIYHNDNKTFLVWVNEEDHLRIISMQMGGDLG
QVFRRLTSAVNEIEKRIPFSHHDRLGFLTFCPTNLGTTVRASVHIKLPKLAANREKLEEV
AGKYNLQVRGTRGEHTEAEGGIYDISNKRRMGLTEFQAVKEMQDGILELIKIEKEM
>ACM89179.1 Lit v 4; calcium-binding protein, sarcoplasmic calcium-binding protein
[Litopenaeus vannamei (Penaeus vannamei)]
MAYSWDNRVKYVVRYMYDIDNNGFLDKNDFECLAVRNTLIEGRGEFSADAYANNQKIMRN
LWNEIAELADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAFKVFIANQFKAIDVNGDGK
VGLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESC
SACYLFGPLKVVQ

>ACC76803.1 Lit v 3; myosin light chain [Litopenaeus vannamei (Penaeus vannamei)]
MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAEFKEGFQLMDRDKDGVIGKTDLRGTFD
EIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNID
CDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVIQMLTAGGGDDAAAEEA
>ACB38288.1 Lit v 1; tropomyosin [Litopenaeus vannamei (Penaeus vannamei)]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQV
QESLLKANIQLVEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>P14946.2 Lol p 1; beta-expansin [Lolium perenne]
MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDN
GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE
EPTIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG
GTKSEFEDVIPEGWKADTSYSAK

>AAA63278.1 Lol p 1; beta-expansin [Lolium perenne]



ALFAVFLGSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDK
APFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLS
GHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLATILVKYVD
GDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGTKSEVEDVIP
EGWKADTSYSAK

>AAA63279.1 Lol p 1; beta-expansin [Lolium perenne]
MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDN
GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE
EPTIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
NYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEG
GTKSEFEDVIPEGWKADTSYSAK

>CAB63699.1 Lol p 1; beta-expansin [Lolium perenne]
MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDN
GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE
EPTAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP
NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG
GTKSEVEDVIPEGWKADTSYSAK

>P14947.1 Lol p 2; expansin [Lolium perenne]
AAPVEFTVEKGSDEKNLALSIKYNKEGDSMAEVELKEHGSNEWLALKKNGDGVWEIKSDK
PLKGPFNFRFVSEKGMRNVFDDVVPADFKVGTTYKPE

>P14948.1 Lol p 3; expansin [Lolium perenne]
TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKPL
TGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN

>CAA51775.1 Lol p 2; expansin [Lolium perenne]
EFTVEKGSDEKNLALSIKYSKEGDAMAEVELKEHGSNEWLALKKNGDGVWEIKSDKPLKG
PFNFRFVSEKGMWNVFDDVVPADFKVGT

>CAH92637.1 Lol p 4; FAD-containing oxidase [Lolium perenne]
AVVCGRRYDVRIRVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGA
QLGELYYAISKYSRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDAN
GKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTIFKIPKSVSEGAVDIIN
KWQLVAPQLPADLMIRITAMGPKATFEAMYLGTCKTLTPMMQSKFPELGMNASHCNEMSW
IESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAG
IMIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPY
VSKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYF
RNE

>Q7M1X5.1 Lol p 11; Ole e 1-1like [Lolium perenne]
DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
KEPLKECGGILQAY

>AAA33405.1 Lol p 5; unknown function [Lolium perenne]
MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAAVP
SGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGYAD
QSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEV
KVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKF
IPTLVAAVKQAYAAKQATAPEVKYTVSETALKKAVTAMSEAEKEATPAAAATATPTPAAA
TATATPAAAYATATPAAATATATPAAATATPAAAGGYKV

>AAD20386.1 Lol p 5; unknown function [Lolium perenne]
MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL
EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY
KAAEGATPEAKYDAFVTALTEALRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDA



AFKIAATAANAAPTNDKFTVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAA
APEVKYAVFEAALTKATITAMTQAQKAGKPAAAAATGAATVATGAATAAAGAATAAAGGYK

A

>CAB64344.1 Lol p 5; unknown function [Lolium perenne]
MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPAATPAAGGGKATTDEQKLL
EDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAY
KAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDA
AFKIAATAANAAPTNDKFTVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAA
APEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYK

A

>Q40240.2 Lol p 5; unknown function [Lolium perenne]
MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL
EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY
KAAEATPEAKYDAFVTALTEALRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAA
FKIAATAANAAPTNDKFTVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAA
PEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATAAATVATAAATAAAVLPPPLLVVQSL

ISLLIYY

>COMPARE@29 11S globulin, cupin, partial [Lupinus albus]

PAEVLANAFGLR

>Q6EBC1.1 7S globulin, vicilin, beta-conglutin [Lupinus albus]
MGKMRVRFPTLVLVLGIVFLMAVSIGIAYGEKDVLKSHERPEEREQEEWQPRRQRPQSRR
EEREQEQEQGSPSYPRRQSGYERRQYHERSEQREEREQEQQQGSPSYSRRQRNPYHFSSQ
RFQTLYKNRNGKIRVLERFDQRTNRLENLQNYRIVEFQSKPNTLILPKHSDADYVLVVLN
GRATITIVNPDRRQAYNLEYGDALRIPAGSTSYILNPDDNQKLRVVKLAIPINNPGYFYD
FYPSSTKDQQSYFSGFSRNTLEATFNTRYEEIQRIILGNEDEQEYEEQRRGQEQSDQDEG
VIVIVSKKQIQKLTKHAQSSSGKDKPSDSGPFNLRSNEPIYSNKYGNFYEITPDRNPQVQ
DLNISLTYIKINEGALLLPHYNSKAIYVVVVDEGEGNYELVGIRDQQRQQDEQEEKEEEV
IRYSARLSEGDIFVIPAGYPISINASSNLRLLGFGINADENQRNFLAGSKDNVIRQLDRA
VNELTFPGSAEDIERLIKNQQQSYFANGQPQQQQQQQSEKEGRRGRRGSSLPF

>CAI84850.2 7S globulin, vicilin, beta-conglutin, partial [Lupinus albus]
MGKMRVRFPTLVLVLGIVFLMAVSIGIAYGEKDVLKSHERPEEREQEEWQPRRQRPQSRR
EEREQEQEQGSPSYPRRQSGYERRQYHERSEQREEREQEQQQGSPSYSRRQRNPYHFNSQ
RFQTLYKNRNGKIRVLERFDQRTNRLENLQNYRIVEFQSKPNTLILPKHSDADYVLVVLN
GRATITIVNPDRRQAYNLEYGDALRIPAGSTSYILNPDDNQKLRVVKLAIPINNPGYFYD
FYPSSTKDQQSYFSGFSRNTLEATFNTRYEEIQRILLGNEDEQEYEEQRRGQEQSHQDEG
VIVRVSREQIQELTKYAQSSSGKDKPSQSGPFNLRSNEPIYSNKYGNFYEITPDRNPQVQ
DLDISLTFTEINEGALLLPHYNSKAIFIVVVGEGNGKYELVGIRDQQRQQDEQEEEPEEV
RRYSARLSEGDIFVIPAGYPISVNASSNLRLLGFGINAYENQRNFLAGSEDNVIRQLDRE
VKELTFPGSAEDIERLIKNQQQSYFANALPQQQQQSEKEGRRGRRGPISSI

>COMPARE@30 7S globulin, vicilin, gamma-conglutin, partial from Q9FSH9.1 [Lupinus
albus]

AGIALGTHQLEENLVVFDLAR

>COMPARE@34 7S globulin, vicilin, gamma-conglutin, partial from Q9FSH9.1 [Lupinus
albus]

HSIFEVFTQVFANNVPK

>COMPARE@36 7S globulin, vicilin, gamma-conglutin, partial from Q9FSH9.1 [Lupinus
albus]

KISGGVPSVDLIMDK

>COMPARE®41 7S globulin, vicilin, gamma-conglutin, partial from Q9FSH9.1 [Lupinus
albus]



SRVGFNTNSLK

>COMPARE®43 7S globulin, vicilin, gamma-conglutin, partial from Q9FSH9.1 [Lupinus
albus]

VGFNTNSLKSHGK

>COMPARE©0280 Lup a 5; profilin [Lupinus albus]
SWQTYVDEHLLCDIEGNQLTSAAIIGQDGSVWAQSSSFPQFKPEEITAIVNDFAEPGSLA
PTGLYLGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNVVVER

LGDYLIDTGL

>ABR21771.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
EERQEEERERRREPCREREQEQQPQHGRREEEEEEEEWQPRRLRPQSRKEEREQEQGSSS
SSRKQSGYERRQYHERREQRDEKEKEQDSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRV
LERFDQRTNRLENLQNYRIVEFQSNPNTLILPKHSDADYILVVLNGRATITIVNPDKRQA
YNLEYGDALRLPAGTTSYILNPDDNQNLRVVKLAIPINNPSNFYDFYPSSTKDQQSYFSG
FSKNTLEATFNTRYEEIQRILLGNEDEQEDEEQRRGQEQSYQDEGVIVRVSKEQIQELRK
HAQSSSRKGKPSESGPFNLRSNESIYSNKFGNFYEITPERNPQVQDLDISLTFTEINEGA
LLLPHYNSKAIFIVVVDEGEGNYELVGIRDQQRQQDEQEEEEEEVRRYSARLSEGDIFVI
PAGYPISVNASSNLRLLGFGINANENQRNFLAGSEDNVISQLDREVKELTFPGSAQDVER
LIKNQQQSYFANAQPQQKQQREKEGRRGRRSLISSILSTLY

>ABR21772.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MAKMRVRLPMLILLLGVVFLLAASIGIAYGEKDFTKNPPKEREEEEHEPRQQPRPRQQEE
QEREHRREEKHDGEPSRGRSQSEESQEEEHERRREHHREREQEQQPRPQRRQEEEEEEEE
WQPRRQRPQSRREEREEREQEQGSSSGSQRGSGDERRQHRERRVHREEREQEQDSRSDSR
RQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRITIEFQSKPNTLILPKH
SDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDDNQNLRVAKLA
IPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQR
RGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNFY
EITPDINPQFQDLNISLTFTEINELWLTKEKEIMN

>ACBO5815.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MAKMRVRLPMLILLLGVVFLLAASIGIAYGEKDFTKNPPKEREEEEHEPRQQPRPRQQEE
QEREHRREEKHDGEPSRGRSQSEESQEEEHERRREHHREREQEQQPRPQRRQEEEEEEEE
WQPRRQRPQSRREEREEREQEQGSSSGSQRGGGDERRQHRERRVHREEREQEQDSRSDSR
RQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRIIEFQSKPNTLILPKH
SDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDDNQNLRVAKLA
IPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQR
RGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNFY
EITPDINPQFQDLNISLTFTEINEGALLLPHYNSKAIFIVVVDEGEGNYELVGIRDQQRQ
QDEQEEEYEQGEEEVRRYSDKLSKGDVFITIPAGHPLSINASSNLRLLGFGINANENQRNF
LAGSEDNVIKQLDREVKELTFPGSIEDVERLIKNQQQSYFANAQPQQQQQREKEGRRGRR

GPISSILNALY

>F5B8V9.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MAKMRVRLPMLILLLGVVFLLAASIGIAYGEKDFTKNPPKEREEEEHEPRQQPRPRQQEE
QEREHRREEKHDGEPSRGRSQSEESQEEEHERRREHHREREQEQQPRPQRRQEEEEEEEE
WQPRRQRPQSRREEREEREQEQGSSSGSQRGSGDERRQHRERRVHREEREQEQDSRSDSR
RQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRIIEFQSKPNTLILPKH
SDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDDNQNLRVAKLA
IPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQR
RGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNFY
EITPDINPQFQDLNISLTFTEINEGALLLPHYNSKAIFIVVVDEGEGNYELVGIRDQQRQ
QDEQEEEYEQGEEEVRRYSDKLSKGDVFITPAGHPLSINASSNLRLLGFGINANENQRNF
LAGSEDNVIKQLDREVKELTFPGSIEDVERLIKNQQQSYFANAQPQQQQQREKEGRRGRR



GPISSILNALY

>F5B8WO.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MANMRVKFPTLVLLLGIVFLMAVSIGIAYGEKNAIKNHERPQEREQEERDPRQQPRPRHQ
EEQEREHGREEERNREPSRGRSESEESREEEREQRREPSRGREQEQQPQHGRREEEEEWQ
PRRQRPQSRREEREQEQGSSSSSGRQSGYERREQREEREQQQEQDSRSESRRQRNPYYFS
YERFQTLYKNRNGQIRVLERFDQRTNRLENLQNYRIVEFQSKPNTLILPKHSDADYILVV
LNGRATITIVNPDKRQAYNLEHGDALRLPAGTTSYILNPDDNQNLRVVKLAIPINNPGNF
YDFYPSSTKDQQSYFNGFSRNTLEATFNTRYEEIQRIILGNEDGQEDEEQSRGQEQSHQD
QGVIVRVSKEQIQELRKHAQSSSGKGKPSESGPFNLRSDEPIYSNKFGNFYEITPDRNPQ
AQDLDISLTFIEINEGGLLLPHYNSKAIFVVVVDEGEGNYELVGIRDQERQQDEQEQEEV
RRYNAKLSEGDIFVIPAGHPISINASSNLRLLGFGINADENQRNFLAGSEDNVIRQLDKE
VKQLTFPGSVEDVERLIKNQQQSYFANAQPQQQQQREKEGRRGRRGLSFPFRSLFTKLLS

TIM

>F5B8W1.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MAKMRVRFPTLVLLLGIVFLMAVSIGIAYGEKNVLKNHERPQEREQEERDPRQQPRPHHQ
EEQEREHRRESEESQEEEREQRREPRREREQEQQPQHGRREEEEEWQPRRQRPQSRREER
EQEQGSSSSSRRQSGYERREQREEREQEQEQGSRSDSRRQRNPYYFSSERFQTLYRNRNG
QIRVLERFDQRTNRLENLQNYRIVEFQSKPNTLILPKHSDADYILVVLNGSATITIVNPD
KRQSYNLENGDALRLPAGTTSYILNPDDNQNLRVVKLAIPINNPGNFYDFYPSSSKDQQS
YFSGFSKNTLEATFNTRYEEIQSILLGNEDEQEDDEQWHGQEQSHQDEGVIVRVSKEQVQ
ELRKYAQSSSRKGKPYESGPFNLRSNKPIYSNKFGNFYEITPDRNPQAQDLDISLTFIEI
NEGALLLPHYNSKAIFVVVVDEGEGNYELVGIRDQQRQQDEQEVRRYSARLSEGDIFVIP
AGHPISINASSNLRLLGFGINADENQRNFLAGSEDNVIRQLDREVKGLIFPGSAEDVERL
IKNQQQSYFANAQPQQQQQREREGRHGRRGHISSILSTLY

>F5B8W2.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MIKMRVRFPTLVLLLGIVFLMAVSIGIAYGEKNVIKNHERPQEREQEERDPRQQPRPHHQ
EEQEREHRREEERDREPSRGRSESEESREEEREQRREPRREREQEQQPQHGRREEEEEWQ
PRRQRPQSRREEREQEQGSSSSSRRQSGYERREEREQEQEQGSRSDSRRQRNPYYFSSER
FQTLYRNRNGQIRVLERFDQRTDRLENLQNYRIVEFQSKPNTLILPKHSDADYILVVLNG
SATITIVNPDKRQSYNLENGDALRLPAGTTSYILNPDDNQNLRVVKLAIPINNPGNFYDF
YPSSSKDQQSYFSGFSRNTLEATFNTRYEEIQRILLGNEDEQEDDEQRHGQEQSHQDEGV
IVRVSKEQVQELRKYAQSSSRKGKPSKSGPFNLRSNKPIYSNKFGNFYEITPNRNPQAQD
LDISLTFIEINEGALLLPHYNSKAIFVVLVDEGEGNYELVGIRDQQRQQDEQEVRRYSAR
LSEGDIFVIPAGHPISINASSNLRLLGFGINADENQRNFLAGSEDNVIRQLDTEVKGLTF
PGSTEDVERLIKNQQQSYFANAQPQQQQQREREGRRGRRGHISSILSTLY

>F5B8W3.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MAKMRVRFPMLVLLLGVVFLLAVSIGIAYGEKDVIKNPERPEERQEEERDPRQPPRSRQQ
EEQEREHRREKERDREPSRGRSESKQSQEEERERRKEHDREREQEQQPQYGRRHEEEEKG
EEEEEGQARRQRPQRRREEREQEQGSSSESRRQSGDERRHRHEKREQREEREQEQGSSSG
RQSDYGRRQRHEGREQREEREQEQGSSSESHRLRNPYYFSSERFQTRYKNKNGQIRVLER
FDQRTNRLENLQNYRIVEFQSRPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNL
EYGDALRLPAGTTSYILNPDDNQDLRVVKLAIPINNPGKFYDFYPSRTKDQQSYFSGFSK
NTLEATFNTHYEEIQRILLGYEDEQEDEEQRREQEQSHQDEGVIVRVSKEQIQELRKHAQ
SSSRKGKPSESGPFNLRSNEPIYSNKFGNFYEITPDRNPQVQDLDISLIFTEISEGALLL
PHYNSKAIFVIVVDEGEGNYELVGIRNQQRQQDEQEVEEVRSYNARLSEGDILVIPAGHP
LSINASSNLRLLGFGINADENQRNFLAGSEDNVIRQLDREVKELIFPGSAEDVERLIRNQ
QQSYFANAQPQQQQQQREKEGRRGRRGPISSILSALY

>F5B8W5.1 Lup an 1; 7S globulin, vicilin, beta-conglutin [Lupinus angustifolius]
MARMRVRFPTLVLLLGILFLMAVSIGIAYGEKDVIKNHERPGEREHEERDPRQQPRPRKQ
EEQEREHRREEEHDRDPSRGRRESEERQEEERERRREPCREREQEQQPQHGRREEEEEEE



EWQPRRLRPQSRKEEREQEQGSSSSSRKQSGYERRQYHERREQRDEKEKEQDSRSDSRRQ
RNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIVEFQSNPNTLILPKHSD
ADYILVVLNGRATITIVNPDKRQAYNLEYGDALRVPAGTTSYILNPDDNQNLRVVKLAIP
INNPSNFYDFYPSSTKDQQSYFSGFSKNTLEATFNTRYEEIQRILLGNEDEQEDEEQRRG
QEQSYQDEGVIVRVSKEQIQELRKHAQSSSRKGKPSESGPFNLRSNESIYSNKFGNFYEI
TPERNPQVQDLDISLTFTEINEGALLLPHYNSKAIFIVVVDEGEGNYELVGIRDQQRQQD
EQEEEEEEVRRYSARLSEGDIFVIPAGYPISVNASSNLRLLGFGINANENQRNFLAGSED
NVISQLDREVKELTFPGSAQDVERLIKNQQQSYFANAQPQQKQQREKEGRRGRRSLISST
LSTLY

>COMPARE®52 7S globulin, vicilin, beta-conglutin, partial [Lupinus angustifolius]

SVPAEATEVGLLVFST

>COMPAREQ®44 7S globulin, vicilin, gamma-conglutin, partial from Q42369.1 [Lupinus

angustifolius]
AGIALGAHHLEENLVVFDLERSR

>COMPARE®46 7S globulin, vicilin, gamma-conglutin, partial from Q42369.1 [Lupinus

angustifolius]
ISGGAPSVDLILDKNDAVWR

>COMPAREQ@48 7S globulin, vicilin, gamma-conglutin, partial from Q42369.1 [Lupinus

angustifolius]
KISGGAPSVDLILDK

>COMPARE®51 7S globulin, vicilin, gamma-conglutin, partial from Q42369.1 [Lupinus

angustifolius]
SRVGFNSNSLK

>COMPARE®53 7S globulin, vicilin, gamma-conglutin, partial from Q42369.1 [Lupinus

angustifolius]
VGFNSNSLKSYGK

>XP_019446786.1 Lup an 3; lipid transfer protein [Lupinus angustifolius]

MAGIVKLACAVLICMVVVSAPLTKAITCGQVTANLAQCLNYLRSGGAVPAPCCNGIKNIL
NLAKTTPDRRTACNCLKAAAANTPGLNPSNAGSLPGKCGVNIPYKISTSTNCASIK

>COMPARE®54 7S globulin, vicilin, beta-conglutin, partial [Lupinus luteus]

AIFIVVVDEGEGNYELVGIR

>COMPAREQ55 putative TAG factor protein, partial [Lupinus luteus]

AVCNLFALEGATVIFTYVK

>COMPARE@®56 unknown function, partial [Lupinus luteus]
RPFYTNAPQEIYIQQGR

>B3AGN2.1 lipid transfer protein, partial [Lycium barbarum]
GPLGGCCGGIKKSAAAGISGINYGIAAGLPGKCGVNIPYKISPSTDCSKVQ
>ADC55380.1 Mac r 1; tropomyosin [Macrobrachium rosenbergiil]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDSV
QEALLKANQHLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>AHA85706.1 tropomyosin [Macrobrachium rosenbergii]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVFSLQKRMQQLENDLDSV
QEALLKANQHLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>P86739.1 calcium-binding protein, parvalbumin [Macruronus magellanicus]



SFAGILDDADITAALAACKAEGSFKHVEFFAKIGLAGKKVFAITIDQDKSDFVEEDELKLF
LQVFSAGARALTDAETKAGDSDGDGKIGVDEFAQMIKG

>P86741.1 calcium-binding protein, parvalbumin [Macruronus magellanicus]
AFAGILADADCAAALKACEAADSFNYKAFFAKVGLASKSAEEIKKAFFVIDQDKSGFIEE
DELKLFLQNFVAGARALTDAETKAFLKAGDSDGDGAIGVDEFAALVKA

>P86740.1 calcium-binding protein, parvalbumin [Macruronus magellanicus]
TFFKSNDDVKKAFFVIDQDKSGFIEEDELKLFLQNFSAGARALTAGETKTFLAAGDSDGD
GMIGVDEFQALVKA

>P86742.1 calcium-binding protein, parvalbumin [Macruronus novaezelandiae]
SFNYKTFFKLAAKSNDDVKKAFFVIDQDKSGFIEEDELKLFLQNFSAGARALTAGETKTF
LAAGDSDGDGMIGVDEFQALVKA

>AAD25927.1 Mala f 4; mitochondrial malate dehydrogenase [Malassezia furfur]
MFARAALRNSVRAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYD
IRLAPGVAADLSHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNA
SIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVYDPKRLFGVTTLDTTRAA
TFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGDKVQAGEQYDKLVHRIQFGGDEV
VKAKDGAGSATLSMAYAAAVFTEGLLKGLDGEAVTQCTFVESPLFKDQVDFFASPVEFGP
EGVKNIPALPKLTAEEQKLLDACLPDLAKNIKKGVAWAAENP

>BAA32435.1 Mala f 2; peroxisomal protein [Malassezia furfur]
MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTTFKTRDEWKGKKVVIVSIPGAY
TPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATDIDLA
FSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQNASIDTILTKV

>BAA32436.1 Mala f 3; peroxisomal protein [Malassezia furfur]
EIGSTIPNATFAYVPYSPELEDHKVCGMPTSFQSHERWKGKKVVIVAVPGAFTPTCTANH
VPPYVEKIQELKSKGVDEVVVISANDPFVLSAWGITEHAKDNLTFAQDVNCEFSKHFNAT
LDLSSKGMGLRTARYALIANDLKVEYFGIDEGEPKQSSAATVLSKL

>COMPAREQ11 unknown function [Malassezia furfur]
MNNEKYCSVADYDVKWFKERCQSHPTDVKTTKWIAGTDLKIEMDPKEPYELYCFNYYTTF
GNLPDAGAKELDDDATKKACSALKSGKYQSDPKKKSCRMDKKDIDQFKEQCSQYQPSDRP
PYGDWSAGTSLNVVLNLKKNA

>XP_001732036 unknown function [Malassezia globosa]
MVSLNIFSAAFVASLASAVFAAPSALERRAAPDNTVWVTSVADHCLILPRHKMSVGDSES
PGNMRSFCTKPYSSKQGQLASDFWTKAHFKKTDKYVQITGCINPNVQSTLLSNDEGGQYD
SNGGEGGRGNPAGSVCLGYSSYVELVEPAGNRACIRCCYDPSDCDVSQDEAGCETVIPGK

YDC

>CAAQ9884.1 Mala s 6; cyclophilin [Malassezia sympodialis]
MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML
QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
DGKHVVFGEVIDGMNVVKAIEAEGSGSGKPRSRIEIAKCGVC

>CAI43283.4 Mala s 12; glucose-methanol-choline oxidoreductase [Malassezia
sympodialis]
MKGIVSWAVVSAALVLSATESLAFANVSSFEKRTTTGNGWDLDGKSYDYVIVGGGTAGLV
LANRLSANQGTTVAVIEAGNSGYDDNDKFVVPDANLYNSAVNTQYDWQFHTSSQKHMNNR
RASWPRGKVLGGSSAVNGLYYVRPSETEVNVWSKLAGGSGRWSWNSLLSGMKKSEHFRGP
VKSVQNQLQIQYNAGSHGSNGPIGTTWPAVTYDPVERFIKTADSMSGAINNDPYNGNNHG
TYVALSSIDKTNWQRSFSRNGYLDPISKRSNLHVLTGHTVTGIIFDRSGKNAQATGVHYA
ASSNEASHTVHANKEVIISGGAINSPQILQLSGIGDKNLLNGLGIDVVVDLPGVGENLQD
HVSAGMSFKPKNKKDAGPTSVTGDAKADSYVNSAVSYTSLGKLFNNKDSILGKIQARAKQ
IADSHNVSPAVKQGQSKAYNALADTIFPSKVSPVEILGNVMFGSISIQAALQHPLSRGSI
KITSKDPFAYPKINPNYFAENLDLVLLREGFKLIREMSQQSPLKDVIDFETVPGDKVQTN



EDWENWIRSAAGTEYHPSSTCAMLPRGDGGVVDENLKVYGTSNLRVVDASVTPIAMSCHL
ESVVYGLAEVAADIILGN

>CAD20981.3 Mala s 10; heat shock protein 70 [Malassezia sympodialis]
MSSVVGLDIGNSSSKIGVARARGVDIVSNEVSNRSTPSLVSFGQKARLLGEGAATAQTSN
FKNTVGSLKRLIGRTFQDESIQTYEKPFVNAELVDAKGEVGVKVRFQNEEHIFSATQLLA
MYLGKLLDTTQNELGGSGVSDVVLSVPIWFTDAQRRAMLHAAETIANLNPLRVMNEPTATA
LGYGITKTDLPEPDSPRNVIFVDIGHSSYQVSVVAFCKGQLTVLGAWADPNFGGRNFDRV
LMEHFAEEFKGKYKIDVFFNPKATFRLAAGCERLKKVLSANTLAQLNVESLMNDIDAASQ
LKRDEFESLIAPYLERVNGPLDAALSQSGLTKDEIHSVELVGGSSRVPALKERIAAWYGK
PLSYTLNQDEAIVRGCTLACATLSPVFRVREFSVHDISSYPIKVSWEPAPDVPDEENELV
VFENTNNPVPSTKILTFYRKEPFSLDATYADASTLPKGTNPWLGRVTIKNVAPNEKGEHSI
VKVKARLNLHGVLNVESAYTVDEIEKEEEVPVVDPNAAEDAEPKTEKKIVKKLQRKDDLP
IVSGIGLLDPTLLAELKEREGQMYAADKLVADTEDRKNALEEYIYDTRSKLDERYATFVQ
SEEKEKLLAMLAESEDWLYTEEGEDATKSAYVSRLETLQKVGAPIHFRWKEHEERPKAAA
QLREVVNKYMSVFENEPEKYDHLSDDDKTKVIEKAATVGKWLDDYMYKQSELPKNVDPKL
TSEEILKKKDDVIYVCTPILTKPKPRVPVDTSKPEENAQTSNENEKQGDMDVD
>CCU97864.1 Mala s 10; heat shock protein 70 [Malassezia sympodialis]
MSSVVGLDIGNSSSKIGVARARGVDIVSNEVSNRSTPSLVSFGQKARLLGEGAATAQTSN
FKNTVGSLKRLIGRTFQDESIQTYEKPFVNAELVDAKGEVGVKVRFQNEEHIFSATQLLA
MYLGKLRDTTQNELGGSGVSDVVLSVPIWFTDAQRRAMLHAAETIANLNPLRVMNEPTATA
LGYGITKTDLPEPDSPRNVIFVDIGHSSYQVSVVAFCKGQLTVLGAWADPNFGGRNFDRV
LMEHFAEEFKGKYKIDVFFNPKATFRLAAGCERLKKVLSANTLAQLNVESLMNDIDAASQ
LKRDEFESLIAPYLERVNGPLDAALSQSGLTKDEIHSVELVGGSSRVPALKERIAAWYGK
PLSYTLNQDEAIVRGCTLACATLSPVFRVREFSVHDISSYPIKVSWEPAPDVPDEENELV
VENTNNPVPSTKILTFYRKEPFSLDATYADASTLPKGTNPWLGRVTIKNVAPNEKGEHSI
VKVKARLNLHGVLNVESAYTVDEIEKEEEVPVVDPNAAEDAEPKTEKKIVKKLQRKDDLP
IVSGIGLLDPTLLAELKEREGQMYAADKLVADTEDRKNALEEYIYDTRSKLDERYATFVQ
SEEKEKLLAMLAESEDWLYTEEGEDATKSAYVSRLETLQKVGAPIHFRWKEHEERPKAAA
QLREVVNKYMSVFENEPEKYDHLSDDDKTKVIEKAATVGKWLDDYMYKQSELPKNVDPKL
TSEEILKKKDDVIYVCTPILTKPKPRVPVDTSKPEENAQTSNENEKQGDMDVD
>CAD68071.1 Mala s 11; superoxide dismutase [Malassezia sympodialis]
PFYPIPSALPFPLPIHSLFSRRTRLFRFSRTAARAGTEHTLPPLPYEYNALEPFISADIM
MVHHGKHHQTYVNNLNASTKAYNDAVQAQDVLKQMELLTAVKFNGGGHVNHALFWKTMAP
QSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDLVVAK
DQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKASL
>CCVO0R99.1 Mala s 11; superoxide dismutase [Malassezia sympodialis]
MTEHTLPPLPYEYNALEPFISADIMMVHHGKHHQTYVNNLNASTKAYNDAVQAQDVLKQM
ELLTAVKFNGGGHVNHALFWKTMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKA
LGIQGSGWCWLGLSKTGSLDLVVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQ
WWNVVNWSEAESRYSEGLKASL

>CCU98198.1 Mala s 13; thioredoxin [Malassezia sympodialis]
MGVQVISSYDQFKQVTGGDKVVVIDFWATWCGPCKMIGPVFEKISDTPAGDKVGFYKVDV
DEQSQIAQEVGIRAMPTFVFFKNGQKIDTVVGADPSKLQAAITQHSA

>CCU99457.1 Mala s 5; unknown function [Malassezia sympodialis]
MSATTGSQAPNTTFTYIPWAPELDSGKVCGVPQTFKAHDRWKGKKVVVVAIPGAFTPVCH
QNHIPGFVEKINELKAKGVDEVVVIAVNDAFVMSGWGVTVGGKDQIVYACDNDLAFSKAL
GGTLDLTSGGMGVRTARYAVVLDDLKITYFGMDEGNMGAPEKSSVDAVLAQL
>CAA65341.1 Mala s 1; unknown function [Malassezia sympodialis]
MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPEDTIYDRTRQVFYQSNLYKGRIE
VYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSKRLFAVMKNAKSFNFADQSSHG



ASSFHSFNLPLSENSKPVWSVNFEKVQDEFEKKAGKRPFGVVQSAQDRDGNSYVAFALGM
PATIARVSADGKTVSTFAWESGNGGQRPGYSGITFDPHSNKLIAFGGPRALTAFDVSKPYA
WPEPVKINGDFGTLSGTEKIVTVPVGNESVLVGARAPYAISFRSWDNWKSANIKKTKRSE
LQNSGFTAVADYYQGSEQGLYAVSAFFDNGAHGGRSDYPLYKLDNSILNF

>CAAB9883.1 Mala s 5; unknown function [Malassezia sympodialis]
MSATTGSQAPNTTFTYIPWAPELDSGKVCGVPQTFKAHDRWKGKKVVVVAIPGAFTPACH
QNHIPGFVEKINELKAKGVDEVVVIAVNDAFVMSGWGVTVGGKDQIVYACDNDLAFSKAL
GGTLDLTSGGMGVRTARYAVVLDDLKITYFGMDEGNMGAPEKSSVDAVLAQL
>CAAB9885.1 Mala s 7; unknown function [Malassezia sympodialis]
AVSASPTPSKHNLYCYAQGKDLFEFHINDTVTKDVCKSLNSGKYHNMNNEKYCSVADYDV
KWFKERCQSHPTDVKTTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDD
ATKKACSALKSGKYQSDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVV
LNLKKNA

>CAAQ9886.2 Mala s 8; unknown function [Malassezia sympodialis]
MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPG
RMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSN
GNGGVGNPEGSVCLGYSSYVELVEPSDGKACIRCCVNDKYCDVGHDEDGCEAVIPGQYC
>CAAQ9887.4 Mala s 9; unknown function [Malassezia sympodialis]
MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG
VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR
NNLTQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHV
QPVVDSEHLAEQIHSRVVPQTTVREVHANTDKDAALMRAVAGNPKDTFTQAAIDRSVIDK
GETVREIVHHHIHNIVQPIIEKETHEYHRIRTTIPTTHITHEAPIVHESTAHQPIRKEDF
LKGGGVLTSTTRSIEEVGLLNLGNNQRTVEGETYTGGLPLSQ

>CCU99206.1 Mala s 9; unknown function [Malassezia sympodialis]
MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG
VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR
NNLTQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHV
QPVVDSEHLAEQIHSRVVPQTTVREVHANTDKDAALMRAVAGNPKDTFTQAAIDRSVIDK
GETVREIVHHHIHNIVQPIIEKETHEYHRIRTTIPTTHITHEAPIVHESTAHQPIRKEDF
LKGGGVLTSTTRSIEEAGLLNLGNNQRTVEGETYTGGLPLSQ

>Q9M5X7.1 Mal d 3; lipid transfer protein [Malus domestica]
MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING
LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK
>AAR22488.1 Mal d 3; lipid transfer protein [Malus domestica]
MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING
LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK
>AAT80649.1 Mal d 3; lipid transfer protein [Malus domestica]
MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAVPPACCNGIRTINS
LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK
>AAT80659.1 Mal d 3; lipid transfer protein [Malus domestica]
MASSAVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTING
LAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK
>AAT80662.1 Mal d 3; lipid transfer protein [Malus domestica]
MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTING
LAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK
>AAT80664.1 Mal d 3; lipid transfer protein [Malus domestica]
MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTING
LAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK
>AAT80665.1 Mal d 3; lipid transfer protein [Malus domestica]



MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTING
LAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK
>CAA58646.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQATIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPDAYN

>AAB01362.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG
EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY
HTKGDVEIKEEHVKAGKEKAHGLFKLIESYLKGHPDAYN

>CAA88833.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISHY
HPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPDAYN

>CAA96534.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVFNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG
EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY
HTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN

>CAA96535.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVFNYETETTSVIPAPRLFKAFILDGDNLIPKIAPQAIKSTEITEGDGGVGTIKKVTFG
EGSQYGYVKQRVNGIDKDNFTYSYSMIEGDTLSDKLEKITYETKLIASPDGGSIIKTTSH
YHAKGDVEIKEEHVKAGKEKASGLFKLLEAYLLAHSDAYN

>CAA96536.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVFNYETEFTSVIPAPRLFKAFILDGDNLIPKIAPQAIKSTKITIEGDGGVGTIKKVTFG
EGSQYGYVKQRVNGIDKDNFTYSYSMIEGDTLSDKLEKITYETKLIASPDGGSIIKTNSH
YHAKGDVEIKEEHVKAGKEKASGLFKLLEAYLLAHSDAYN

>CAA96537.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVFNYETEFTSVIPAPRLFKAFILDGDNLIPKIAPQAIKSTEITEGDGGVGTIKKVTFG
EGSQYGYVKQRVNGIDKDNFTYSYSMIEGDTLSDKLEKITYETKLIASPDGGSIIKTTSH
YRAKGDVEIKEEHVKAGKEKASGLFKLLEAYLLAHSDAYN

>AAD13683.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVYTFENEYTSEIPPPRLFKGFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG
EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY
HTKGDVEIKEEHVKAGKEKAHGLFKLIESYLKGHPDAYN

>AAD26546.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPDAYN

>AAD26547.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG
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EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY
HTKGDVEIKEEHVKAGKEKAHGLFKLIESHLKGHPDAYN

>AAD26548.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG
EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISHY
HTKGDVEIKEEHVKAGKEKAHGLFKLIESYLKGHPDAYN

>AAD26552.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN

>AAD26553.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN

>AAD26554.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN

>AAD26555.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVYTFENEYTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPDAYN

>AAD26558.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG
EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY
HTKGDVEIKEEHVMAGKEKAHGLFKLIESYLKGHPDAYN

>AAD29671.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN

>AAK13027.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG
EGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHY
HTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN

>AAK13029.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG
EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY
HTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPDAYN

>AAK13030.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTTKKITFG
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EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY
HTKGDVEIKEEHVKAGKEKAHGLFKLIESYLKGHPDAYN

>CAD32318.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
GVYTYENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFGE
GSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYH
TKGDVEIMEEHVKAGKEKAHGLFKLIESYLKDHPDAYN

>AA025113.1 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG
EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY
HTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN

>COMPARE@21 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]

GVYTFENEYTSEIPPGRLFKAFVLDADNLIPKIAPQA

>COMPARE240 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVFTYESEFTSVIPPARLYNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFG
EGSTYSYVKHRIDGLDKDNFVYKYSVIEGDAISETIEKISYETKLVASDSGSIIKSTSHY
HTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHHDAYN

>COMPARE241 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVLTYETEYASIIPPARLYNALVLDADNLIPKIAPQAVKTVEILEGDGGVGTIKKVSFG
EGSEYNYVKHKVEGIDKDNFVYSYSLIEGDAISDKIEKISYEIKLVASGSGSIIKNISHY
HTKGDFEIKEEHVKAGKERAHGLFKLIENYLVANPDAYN

>COMPARE242 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVFTYESEFTSVVPPARLFNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFG
EGSTYSYVKHRIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHY
HTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHHDAYN

>COMPARE243 Mal d 1; pathogenesis related protein, PR-10, Bet
domestica]
MGVTKISQKFVTQVTPQRMFNALILDAHNICPKLMFSSIKSIEFLSGSGEVGTIKQINFT
EASPMKYAKHRIDALDKEALSCTYTFIESDATDHLLDKLEYITYDVKFEGYGRGGCICHL
TSTYKAKDDIQIKEEDIELGKDRAIGMYEVLEAYLMAHPRAYV

>COMPARE244 Mal d 1; pathogenesis related protein, PR-10, Bet
domestical]
MGVFTYETEFASVCAPARLYNALVLDADNLIPKIAPQAVKTAEILEGDGGVGTIKKISFG
EGSEYSYVKHKVDGIDKDNFVYNYSLIEGDVISDKIEKISYETKLVASGSGSVIKSTSHY
HTKGDVEIKEEHVKAGKERAHGLFKLIENYLVANPDAI

>AAD29412.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE
RLGDYLIDQGL

>AAD29413.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCEIEGNHLSAAAITIGHNGSVWAQSATFPQLKPEEVTGIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVE
RLGDYLIEQGL

>AAD29414.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGNRLTAAAILGQDGSVWSQSASFPAFKPEEIAAILKDFDQPGTL
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APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE
RLGDYLIEQGL

>CAD46559.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE
RLGDYLIDQGL

>CAD46560.1 Mal d 4; profilin [Malus domestical]
MSWQAYVDDHLMCEIEGNHLSAAAITIGHDGSVWAQSATFPQLKPEEVTGIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVE
RLGDYLIEQGL

>CAD46561.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGYRLTAAAILGQDGSVWSQSASFPAFKPEEIAAILKDFDQPGTL
APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE
RLGDYLIEQGL

>AAX19854.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE
RLGDYLIDQGL

>AAX19856.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQDLVFGIYEEPLTPGQCNMIVE
RLGDYLIDQGL

>AAX19858.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCEIEGNHLSAAAITIGHDGSVWAQSATFPQLKPEEVTGIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVE
RLGDYLIEQGL

>AAX19860.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCEIEGNHLSAAAITIGHDGSVWAQSATFPQLKPEEVTGVMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVE
RLGDYLIEQGL

>CAK93713.1 Mal d 4; profilin [Malus domestica]
MSWQTYVDDHLMCEIEGNHLSAAAITIGHDGSVWAQSATFPQLKPEEVTGIMNDFNEPGSL
APTGLYLGGTKYMVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVE
RLGDYLIEQGL

>CAK93753.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGNSLTAAAILGQDGSVWAQSATFPAFKPEEIAAILKDFDQPGTL
APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE
RLGDYLIEQGL

>CAK93757.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL
APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE
RLGDYLIEQGL

>CAT99617.1 Mal d 4; profilin [Malus domestica]
MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL
APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE
RLGDYLIDQGV

>CAT99618.1 Mal d 4; profilin [Malus domestica]
AQSATFPQLKPEEVTGVMNEFNEPGSLAPTGLYFGGTKYMVIPGEPGVVIRGKKGPGGVT
VKKSTMALLIGIYDEPM

>CAT99619.1 Mal d 4; profilin [Malus domestica]



GNSLTAAAILGQDGSVWAQSATFPAFKPEEIAATILKDFDQPGTLAPTGLFLGGTKYMVIQ
GEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPLTPGQCNIVVERLGDYLIEQGL
>COMPARE246 Mal d 4; profilin [Malus domestical]
MSWQQYVDDHLMCDIDGNRLTAAAILGQDGSVWSQSASFPAFKPEEIAAILKDFDQPGTL
APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE
RLGDYLIEQGL

>AAB35897.1 Mal d 2; thaumatin-like [Malus domestica]
AKITFTNNXPNTVWPGILTGFGQKPQ

>AAC36740.1 Mal d 2; thaumatin-like [Malus domestica]
MMKSQVAPRPTLAILFFFSGAHAAKITFTNNCPNTVWPGTLTGDQKPQLSLTGFELASKA
SRSVDAPSPWSGRFWGRTRCSTDAAGKFTCETADCGSGQVACNGAGAVPPATLVEITIAA
NGGQDYYDVSLVDGFNLPMSVAPQGGTGECKPSSCPANVNKVCPAPLQVKAADGSVISCK
SACLAFGDSKYCCTPPNNTPETCPPTEYSEIFEKQCPQAYSYAYDDKNSTFTCSGGPDYV
ITFCP

>AAX19848.1 Mal d 2; thaumatin-like [Malus domestica]
MMKSQVASLLGLTLAILFFSGAHAAKITFTNNCPNTVWPGTLTGDQKPQLSLTGFELASK
ASQSVDAPSPWSGRFWGRTRCSTDAAGKFTCETADCGSGQVACNGAGAVPPATLVEITIA
ANGGQDYYDVSLVDGFNLPMSVAPQGGTGECKPSSCPANVNMACPAQLQVKAADGSVISC
KSACLAFGDSKYCCTPPNDTPETCPPTEYSEIFEKQCPQAYSYAYDDKNSTFTCSGGPDY
VITFCP

>AAX19851.1 Mal d 2; thaumatin-like [Malus domestica]
MMKSQAASLLGLTLAILFFSGAHAAKITFTNNCPNTVWPGTLTGDQKPQLSLTGFELASK
ASQSVDAPSPWSGRFWGRTRCSTDAAGKFTCETADCGSGQVACNGAGAVPPATLVEITIA
ANGGQDYYDVSLVDGFNLPMSVAPQGGTGECKPSSCPANVNMACPAQLQVKAADGSVISC
KSACLAFGDSKYCCTPPNDTPETCPPTEYSEIFEKQCPQAYSYAYDDKNSTFTCSGGPDY
VITFCP

>CAT99611.1 Mal d 2; thaumatin-like [Malus domestica]
ASRSVDAPSPWSGRLWGRTRCSTDAAGKFTCETADCGSGQVACNGAGAVPPATLVEITIA
ANGGQDYYDVSLVDGFNLPMSVAPQGGTGECKPSSCPANVNMACPAQLQVKAADGSVISC
KSACLAFGDSKYCCTPPNDTPETCPPTEYSEIFEKQCP

>CAT99612.1 Mal d 2; thaumatin-like [Malus domestica]
ASRSVDAPSPWSGRFWGRTRCSTDAAGKFTCETADCGSGQVACNGAGAVPPATLVEITIA
ANGGQDYYDVSLVDGFNLPMYVAPQGGTGECKPSSCPANVNMACPAQLQVKAADGSVISC
KSACLAFGDSKYCCTPPNDTPETCPPTEYSEIFEKQCP

>AFM77001.1 Mal d 2; thaumatin-like [Malus domestica]
LTGFELASKASRSVDASSPWSGRFWGRTRCSTDAAGKFTCETADCGSGQVACNGAGAVPP
ATLVEITIAANGGQDYYDVSLVDGFNLPMSVAPQGGTGECKPSSCPANVNAACPAQLQVK
AADGSVISCKSACLAFGDSKYCCTPPNNTPETCPPTEYSEIFEKQCPQAYSYAYDDKNST
FTCSGGPDYVITF

>COMPARE245 Mal d 2; thaumatin-like [Malus domestica]
MTMMKSQVASLLGLTLAILFFSGAHAAKITFTNNCPNTVWPGTLTGDQKPQLSLTGFELA
SKASRSVDAPSPWSGRFWGRTRCSTDAAGKFTCETADCGSGQVACNGAGAVPPATLVEIT
IAANGGQDYYDVSLVDGFNLPMSVAPQGGTGECKPSSCPANVNKVCPAPLQVKAADGSVI
SCKSACLAFGDSKYCCTPPNNTPETCPPTEYSEIFEKQCPQAYSYAYDDKNSTFTCSGGP
DYVITFCP

>COMPARE129 beta-1,3-glucanase, partial from ABD16200.1 [Mangifera indica]
AGDWVQTNVLAYSADVK

>COMPARE131 beta-1,3-glucanase, partial from ABD16200.1 [Mangifera indica]
GSNIELILDVPKDKLQDLTDSAK

>COMPARE132 beta-1,3-glucanase, partial from ABD16200.1 [Mangifera indica]



IYDPDQATLQALR
>COMPARE133 beta-1,3-glucanase, partial from ABD16200.1 [Mangifera indica]
NGNNLPPQAEVVTLYK

>COMPARE134 beta-1,3-glucanase, partial from ABD16200.1 [Mangifera indica]
NVYNAIAAANLQGQIK

>COMPARE136 beta-1,3-glucanase, partial from ABD16200.1 [Mangifera indica]
YIAVGNEIRPGDAEAQYVLPAMR

>ANQ43386.1 chitinase [Mangifera indica]
MAGGKKIKIGINGFGRIGRLVARVALQRNDVELVAVNDPFITTDYMTYMFKYDTVHGQWK
HHEVKIKDQKTLLFDEKPVTVFGIRNPEEIPWAETGAEFVVESTGVFTDKEKAAAHLKGG
AEKVVISAPSKDAPMFVVGVNEKEYKPELNIVSNASCTTNCLAPLAKVINDRFGIVEGLM
TTVHSITATQKTVDGPSMKDWRGGRAASFNIIPSSTGAAKAVGKVLPSLNGKLTGMSFRV
PTVDVSVVDLTVRLEKEATYEEIKAATKEESEGKLKGILGYTEEDVVSTDFVGDSRSSIF
DAKAGIALNKKFVKLVSWYDNEWGYSSRVIDLIVHMASTA

>AAM55492.1 Man e 5; glutamic acid rich protein, Hev b 5-1like [Manihot esculenta]
MATAEVVTAQTALPEEKPAEEVKVSEIVTEEAAPAVEPVAEEPKEAEPVAVSEEPKEADD
APAEVAVETKEVVEVEEAKTVTEEPTVEKTEEEEETPKEETPEPVVVKETPKEEPAAETV
VVEAPKETTEAATEAEAPAPESAPASASETPAEEEVPKEEEGDEKKSEAEVEAEKTE

>AEE98392.1 Man e 5; glutamic acid rich protein, Hev b 5-1like [Manihot esculenta]
MATAEVVTAQTALPEEKPAEEVKVSEIVTEEAAPAVEPVAEEPKEAEPVAVSEEPKGGDD
APAEVAVETKEVVEVEEAKTVTEEPTVEKTEEEEETPKEETPEPVVVKETPKEEPTAETV
VEEAPKETTEAATEAEAPAPESAPASAPETPAEEEVPKEEEGDEKKSEAEVEAEKTE

>G5DC91.2 thaumatin-like [Manilkara zapota]
ATFDVVNQCTFTVWAGASPGGGKQLDQGQTWTITVAPGSTKARIWGRTGCNFDANGQGKC
QTGDCNGLLQCQGYGSPPNTLAEFSLNQPNNLDYVDISLVDGFNIPMDFSPAAAGVCKDI
RCATDITAQCPAELQAPGGCNNPCTVYKTNEYCCTNGQGTCGPTALSKFFKDRCPDAYSY
PQDDPTSLFTCPAGTNYKVVFCPNLDA

>B3EWSO.1 thaumatin-like, partial [Manilkara zapota]

ATFDIVNQCTFT

>BAF47263.1 tropomyosin [Marsupenaeus japonicus]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQV
QESLLKANIQLVEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>CAA73720.1 Mer a 1; profilin [Mercurialis annua]
MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG
HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV
VERLGDYLIEQGM

>P86745.1 calcium-binding protein, parvalbumin [Merluccius australis]
AFAGILADADITAALAACKAEGTFTHGVFFTKIGLKGKSAADIKKVFGIIDQDKSDFVEE
DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVDEFAAMVKG

>P86749.1 calcium-binding protein, parvalbumin [Merluccius australis]
AFAGILADADITAALAACKAEGTFTHGEFFTKIGLKGKSAADIKKVFGIIDQDKSDFVEE
DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVDEFAAMVKG

>P86750.1 calcium-binding protein, parvalbumin [Merluccius australis]
AFSGILAEADIAAALKACEAADSFNYKAFFAKVGLSAKSADDIKKAFFVIDQDKSGFIEE
DELKLFLQVFSAGARALTDAETKAFLKAGDSDGDGAIGVDEFAVLVKA

>P86752.1 calcium-binding protein, parvalbumin [Merluccius bilinearis]
AFAGILADADIAAALAACKAEGSFKHGEYFAKIGLKGKSAADIKKVFGIIDQDKSDFVEE



DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVDEFAAMVKG

>P86753.1 calcium-binding protein, parvalbumin [Merluccius bilinearis]
AFSGILADADIAAALKACEAADSFNYKAFFAKVGLSAKSAEDIKKAFFVIDQDKSGFIEE
DELKLFLQVFSAGARALTDAETKAFLKAGDSDGDGAIGVDEFAVLVKA

>P86754.1 calcium-binding protein, parvalbumin [Merluccius bilinearis]
AFAGVLADADIKAALAGCAAADSFNYKTFFKACGLFFAIIDQDHSGFIEEEELKLFLQTF
SAGARALSDAETKTFLAAGDVDGDGMIGVDEFAA

>P86757.1 calcium-binding protein, parvalbumin [Merluccius capensis]
AFSGILAEADIAAALKACEAAGTFNYKAFFAKVGLTGKSADDIKKAFFVIDQDKSGFIEE
DELKLFLQVFSAGARALTDDETKAFLKAGDSDGDGAIGVEEWAALVKA

>P86761.1 calcium-binding protein, parvalbumin [Merluccius gayi]
AFAGILADADITAALAACKAEGTFKHGEFFTKIGLKGKSAADIKKVFGIIDQDKSDFVEE
DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVDEFAAMVKG

>P86760.1 calcium-binding protein, parvalbumin [Merluccius gayi]
AFAGVLADADIKAALAGCAAADSFNYKTFFKFFAIIDQDHSGFIEEEELKLFLQTFSAGA
RALSDAETKAFLAAGDSDGDGKIGFVALVKA

>P02620.1 calcium-binding protein, parvalbumin [Merluccius merluccius]
AFAGILADADITAALAACKAEGSFKHGEFFTKIGLKGKSAADIKKVFGIIDQDKSDFVEE
DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVEEFAAMVKG

>P86765.1 calcium-binding protein, parvalbumin [Merluccius merluccius]
AFAGILADADITAALAACKAEGSFKHGEFFTKIGLKGKSAADIKKVFGIIDQDKSDFVEE
DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVDEFAAMVKG

>P86768.1 calcium-binding protein, parvalbumin [Merluccius paradoxus]
AFAGILADADITAALAACKAEGTFKHGEFFTKIGLKGKSPADIKKVFGIIDQDKSDFVEE
DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVDEFAAMVKG

>P86769.1 calcium-binding protein, parvalbumin [Merluccius paradoxus]
AFSGILAEADIAAALKACEAAGTFNYKAFFAKVGLTGKSADDIKKAFFVIDQDKSGFIEE
DELKLFLQVFSAGARALTDDETKAFLKAGDSDGDGAIGVDEWAALVKA

>P86770.1 calcium-binding protein, parvalbumin [Merluccius paradoxus]
AFAGVLADADIKAALAGCAAAESFNYKTFFKACGLAGKFFAIIDQDHSGFIEEDELKLFL
QTFSAGARALSDAETKDVDGDGMIGVDEFVALVKA

>P86771.1 calcium-binding protein, parvalbumin [Merluccius polli]
AFSGILAEADIAAALKACEAAGTFNYKAFFAKVGLTGKSADDIKKAFFVIDQDKSGFIEE
DELKLFLQVFSAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA

>P86772.1 calcium-binding protein, parvalbumin [Merluccius polli]
AFAGVLADADIKAALAGCAAAESFNYKTFFKFFAIIDQDHSGFIEEEELKLFLQTFSAGA
RALSDAETK

>P86774.1 calcium-binding protein, parvalbumin [Merluccius productus]
AFAGILADADITAALAACKAEGTFKHGEFFTKIGLKGKSAADIKKVFGIIDQDKSDFVEE
DELKLFLQNFSAGARALTDAETATFLKAGDSDGDGKIGVDEFTAMIKG

>P86775.1 calcium-binding protein, parvalbumin [Merluccius productus]
AFSGILAEADIAAALKACAAADTFNYKAFFAKVGLSAKSADDIKKAFFVIDQDKSGFIEE
DELKLFLQVFSAGARALTDAETKAFLKAGDSDGDGAIGVDEFAVLVKA

>ARG42047.1 lipocalin [Mesocricetus auratus]
MKLLLLLLVLGLELTLVCVHAEEKTSLTGKNFNPEKIVGKWHSILLASDKREMIEEYGSM
RMFMEYIRLFKNSSLAVKFHTIANEECTELYLVCDKTEKGGVYDAKYDGYNRFTILDTDY
NDYIITHLRNIKNGETFQLMKLCGRKPKLSSNIKKKFGDLCQKHGIVKENIIDLTEADHC
LKTQVEIVA

>AAD55792.2 Mes a 1; lipocalin [Mesocricetus auratus]
MVKFLLLALALGVSCAQHQNLEVSPSEVDGKWHSLYIAADNKSKVSEGGPLRVYVKHLEC



SDECQTFTIKFYTKVENVCQEHRVVGRKGKDGKYITDFSGQNYFHVVEKADDTMTFHNVN
VDDSGKTNVILVVGKGESSSIEQKQRFEKTAEKYDIPKENIEHLVTTDTCNQ
>COMPAREQ14 Mes a 1; lipocalin [Mesocricetus auratus]
HYQNLEVSPSEVDGKWYSLYIAADNKEKVSEGGPLRAYIKNVECIDECQTLKITFYTKVE
GVCQEHTIVGRKGEDGKYITDFSGQNYFHIVEKSDDTMTFHNVNVDDSGKTNVILVVGRG
ESSSIEQKQRFEKTAEEYDIPKENIEDLVPTDNCDQ

>AAA60330.1 Met e 1; tropomyosin [Metapenaeus ensis]
MKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQVQESLLKANNQ
LVEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKVL
ENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAEERAETGESKI
VELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAEFAERSVQKLQ
KEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>AAGO8989.1 tropomyosin [Mimachlamys nobilis]
MDAIKKKMQAMKVDRENAQDLAEQMEQKLKDTETAKAKLEEEFNELQKKLTATENNYDTV
NEQLQEANTKLENSEKQITQLESDVGGLQRRLTLLEEDYERSEEKLNSTTEKLEEASKAA
DESERNRKVLEGRSNSYEERIDELEKQLETAKNVATDADHKFDEAARKLAITEVDLERAE
TRLEAADAKVLELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTKSLKDAENRAT
EAERQVVKLQKEVDRLEDELLAEKERYKAISDDLDQTFAEIAGY

>AHW81906.1 pathogenesis related protein, PR-10, Bet v 1-like [Morus alba]
MGVFTFDDEFPSTVAPARFFKAAVLDADNLFPKVAPQAAKSAETVEGNGGPGTVKKITLP
DGKYVKQRLDSIDHDNFTYGHSITEGDVLSADIEKISHVTKFVASSSGGSIIKVTTTFHT
VGNAPVDEAKAKEGKEKAEGLFKLVEGYLEANPSAYN

>AAV33670.1 pathogenesis related protein, PR-10, Bet v 1-like [Morus bombycis]
MGVFTFDDEFTSTVAPARFFKAAVLDADNLFPKVAPQAAKSAETVEGNGGPGTVKKITLP
DGKYVKQRLDSIDHDNFTYGHSITEGDVLSADIEKISHVTKFVASPSGGSIIKVTTTFHT
VGDAPVDEAKAKEGKEKAEGLFKLVEGYLEANPSAYN

>AAV33672.1 pathogenesis related protein, PR-10, Bet v 1-1like [Morus bombycis]
MGVSTHNDEFTSTVAPARLFKAAVLDADNLFPKIAPDAAKSAENIEGNGGPGTIKKITFP
DGKYVKQKLDAIDLDNYSYSHSITEGDILSAELEKISHETKFVAAPGGGSVIKVTTTFHT
VGNATVDEAKAKEGKEKAAGLFKLVEGYLEANPSAYN

>P85894.1 Mor n 3; lipid transfer protein [Morus nigra]
ITCGQVSSSLAPCINYLRAGGVVPANCCNGVRSLNNAAKTTADRQAACNCLKSAFNSIKG
LNLNLAAGLPGKCGVSVPYKISPSTDCKSVK

>AAA39768.1 Mus m 1; lipocalin, urinary globulin [Mus musculus]
MKMLLLLCLGLTLVCVHAEEASSTGRNFNVEKINGEWHTITLASDKREKIEDNGNFRLFL
EQIHVLEKSLVLKFHTVRDEECSELSMVADKTEKAGEYSVTYDGFNTFTIPKTDYDNFLM
AHLINEKDGETFQLMGLYGREPDLSSDIKERFAKLCEEHGILRENIIDLSNANRCLQARE
>CAA26953.1 Mus m 1; lipocalin, urinary globulin [Mus musculus]
MKMLLLLCLGLTLVCVHAEEASSTGRNFNVEKINGEWHTITILASDKREKIEDNGNFRLFL
EQIHVLENSLVLKFHTVRDEECSELSMVADKTEKAGEYSVTYDGFNTFTIPKTDYDNFLM
AHLINEKDGETFQLMGLYGREPDLMSDIKERFAQLCEEHGILRENIIDLSNANRCLQARE
>P02762.2 Mus m 1; lipocalin, urinary globulin [Mus musculus]
MKMLLLLCLGLTLVCVHAEEASSTGRNFNVEKINGEWHTITLASDKREKIEDNGNFRLFL
EQIHVLENSLVLKFHTVRDEECSELSMVADKTEKAGEYSVTYDGFNTFTIPKTDYDNFLM
AHLINEKDGETFQLMGLYGREPDLSSDIKERFAQLCEEHGILRENIIDLSNANRCLQARE
>AAB82772.2 Mus a 5; beta-1,3-glucanase [Musa acuminata]
MATKASLSIKGFALLVSVLVAVPTRVQSIGVCYGMLGNNLPPPSEVVSLYKSNNIARMRL
YDPNQAALQALRNSNIQVLLDVPRSDVQSLASNPSAAGDWIRRNVVAYWPSVSFRYIAVG
NELIPGSDLAQYILPAMRNIYNALSSAGLQNQIKVSTAVDTGVLGTSYPPSAGAFSSAAQ
AYLSPIVQFLASNGAPLLVNVYPYFSYTGNPGQISLPYALFTASGVVVQDGRFSYQNLFD



AIVDAVFAALERVGGANVAVVVSESGWPSAGGGAEASTSNARTYNQNLIRHVGGGTPRRP
GKEIEAYIFEMFNENQKAGGIEQNFGLFYPNKQPVYQISF

>2CYG_A Mus a 5; beta-1,3-glucanase [Musa acuminata]
IGVCYGMLGNNLPPPSEVVSLYKSNNIARMRLYDPNQAALQALRNSNIQVLLDVPRSDVQ
SLASNPSAAGDWIRRNVVAYWPSVSFRYIAVGNELIPGSDLAQYILPAMRNIYNALSSAG
LQNQIKVSTAVDTGVLGTSYPPSAGAFSSAAQAYLSPIVQFLASNGAPLLVNVYPYFSYT
GNPGQISLPYALFTASGVVVQDGRFSYQNLFDAIVDAVFAALERVGGANVAVVVSESGWP
SAGGGAEASTSNAQTYNQNLIRHVGGGTPRRPGKEIEAYIFEMFNENQKAGGIEQNFGLF
YPNKQPVYQISF

>ADG36438.1 Mus a 5; beta-1,3-glucanase [Musa acuminata]
IGVCYGMLGNNLPPPSEVVSLYKSNDIARMRLYDPNQAALQALRNSNIQVLLDVPRSDVQ
SLASNPSAAGDWIRRNVVAYWPSVSFRYIAVGNELIPGSDLAQYILPAMRNIYNALSSAG
LONQIKVSTAVDTGVLGTSYPPSAGAFSSAAQAYLSPIVQFLASNGAPLLVNVYPYFSYT
GNPGQISLPYALFTASGVVVQDGRFSYQNLFDAIVDAVFAALERVGGANVAVVVSESGWP
SAGGGAEASTSNAQTYNQNLIRHVGGGTPRRPGKEIEAYIFEMFNENQKAGGIEQNFGLF
YPNKQPVYQMSF

>ABV55108.1 catalase [Musa acuminata]
MDPYKFRPSSSFDTNFTTTNAGAPVWNDDQALTVGSRGPILLEDYHLVEKIAHFARERIP
ERVVHARGASAKGFFECTHDVTHLTCADFLRAPGVQTPIILRFSTVIHERGSPETIRDPR
GFAVKFYTREGNWDLLGNNFPVFFIRDGIKFPDVIHAFKPNPKSHVQEYWRVFDFLSHHP
ESLHTFFFLFDDVGVPSDYRHMEGFGVNTYTFVSKEGKVNYVKFHWKPTCGVKCLLEDEA
IVVGGKNHSHATQDLYDSIAAGNYPEWKLFVQVMDPDTEDRYDFDPLDDTKTWPEDLLPL
QPVGRLVLNRNIDNFFSENEQLAFGPGLVVPGIYYSDDKMLQCRVFAYGDTQRYRLGPNY
LTLPVNAPKCAHHNNHYDGLMNVMHRDEEVDYFPSRHASLRHAERFPIPNRVVTGKREKN
VIPKQNDFKQPGERYRSWAPDRQERFVRRWAEQLAHPKVSYELRSIWISFLSKCDTSLGQ
KVANRLNMRANI

>CAC81811.1 Mus a 2; chitinase [Musa acuminata]
MKALLLVIFTLASSLGAFAEQCGRQAGGALCPGGLCCSQYGWCGNTDPYCGQGCQSQCGG
SGGSGGGSVASIISSSLFEQMLKHRNDAACPGKGFYTYNAFIAAANSFSGFGTTGDDAKK
KREIAAFLAQTSHETTGGWATAPDGPYAWGYCFVQEQNPSSDYCVASSQWPCAAGKKYYG
RGPIQISFNYNYGPAGRAIGSDLLNNPDLVATDATISFKTALWFWMTPQSPKPSCHDVIT
GSWTPSNADQAAGRLPGYGVTTNIINGGLECGKGYDARVADRIGFYKRYCDLLGVSYGDN
LDCYNQRPFASTAATATF

>AAK54834.1 Mus a 1; profilin [Musa acuminata]
MSWQAYVDDHLLCDIDGQCLTAAAIVGHDGSVWAQSDAFPQCKPEEIAATIMKDFDEPGSL
APTGLYLGGTKYMVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVE
RLGDYLFDQGF

>1Z3Q_A Mus a 4; thaumatin-like [Musa acuminata]
ATFEIVNRCSYTVWAAAVPGGGRQLNQGQSWTINVNAGTTGGRIWGRTGCSFDGSGRGRC
QTGDCGGVLSCTAYGNPPNTLAEFALNQFNNLDFFDISLVDGFNVPMDFSPTSGGCRGIR
CAADINGQCPGALKAPGGCNNPCTVFKTDQYCCNSGACSPTDYSQF FKRNCPDAYSYPKD
DQTTTFTCPGGTNYRVVFCP

>COMPARE149 calcium-binding protein, parvalbumin, partial [Mustelus griseus]
LFLKNFSATAR

>COMPARE147 calcium-binding protein, parvalbumin, partial from 5ZGM_A, 5ZGM B
[Mustelus griseus]

EVFEILDKDQSGFIEEEELK

>COMPARE148 calcium-binding protein, parvalbumin, partial from 5ZGM_A, 5ZGM_B
[Mustelus griseus]

ALLAAGDSDHDGKIGADEFAK



>BAD36780.1 Myr p 3; pilosulin [Myrmecia banksi]
MKLSCLLLTLATIIFVLTIVHAPNVKAKALADPESDAVGFADAVGEADPFDITKLNIKKLT
KATCKVISKGASMCKVLFDKKKQE

>COMPARE118 arginine kinase, partial [Myrmecia pilosula]
VSSTLSGLTGELK

>COMPARE119 arginine kinase, partial [Myrmecia pilosula]
LGLTEYQAVK

>COMPARE120 arginine kinase, partial [Myrmecia pilosula]
GEHTEAEGGIYDISNK

>COMPARE121 arginine kinase, partial [Myrmecia pilosula]
LVTAVNEIEK

>COMPARE125 dipeptidyl peptidase, partial [Myrmecia pilosula]
VYYLATAPGEPSQR

>COMPARE126 dipeptidyl peptidase, partial [Myrmecia pilosula]
NLYSVPLDASQKPT

>COMPARE127 dipeptidyl peptidase, partial [Myrmecia pilosula]
EYDHYITTNR

>COMPARE122 esterase, partial [Myrmecia pilosula]
DEFGGVVVAVEK

>COMPARE123 esterase, partial [Myrmecia pilosula]

YAEPPTGQQR

>COMPARE124 esterase, partial [Myrmecia pilosula]
APGNLGLKDQVVALR

>COMPARE117 hyaluronidase, partial [Myrmecia pilosula]
NGGVPQEGDLKK

>COMPARE110 phosphoglycerate mutase, partial [Myrmecia pilosula]

DAGYTFDVAHTSVLTR

>COMPARE111 phosphoglycerate mutase, partial [Myrmecia pilosula]

YGEEQVQIWR

>COMPARE112 phosphoglycerate mutase, partial [Myrmecia pilosula]

TLPYWNETIIPQLK

>COMPARE113 phosphoglycerate mutase, partial [Myrmecia pilosula]

AAMAAVAAQGK

>COMPARE114 phosphoglycerate mutase, partial [Myrmecia pilosula]

ITITAAHGNSLR

>COMPARE115 phosphoglycerate mutase, partial [Myrmecia pilosula]

YADGPKPEEFPKFESLK

>COMPARE107 phospholipase A2, partial [Myrmecia pilosula]
MVELNADAPFCALYNDR

>COMPARE108 phospholipase A2, partial [Myrmecia pilosula]
IGASVLVADTTMSR

>COMPARE109 phospholipase A2, partial [Myrmecia pilosula]
GVIQRMVLGADPR

>CAA49760.1 Myr p 1; pilosulin [Myrmecia pilosula]
MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS
VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEATIPMAVEMAKSQEEQQPQ
>AAB36316.1 Myr p 2; pilosulin [Myrmecia pilosula]
MKLSCLLLTLATIIFVLTIVHAPNVEAKALADPESDAVGFADAVGEADPIDWKKVDWKKVS
KKTCKVMLKACKFLG

>2206305A Myr p 2; pilosulin [Myrmecia pilosula]



MKLSCLLLTLAIIFVLTIVHAPNVEAKALADPESDAVGFADAVGGADPIDWKKVDWKKVS
KKTCKVMLKACKFLG

>AAB50883.1 Myr p 1; pilosulin [Myrmecia pilosula]
MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS
VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEATPMAVEMAKSQEEQQPQ
>COMPARE116 unknown function, partial [Myrmecia pilosula]
WDNELETIAQR

>BAH10150.1 tropomyosin [Neptunea polycostata]
MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV
NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA
DESERARKVLESKNQTAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAE
TRLEAAEAKCYELDEQLHVVGNNIKTLSIQNDQASQREDSYEETIRDLTQRLKDAENRAQ
EAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELAGY

>CAE17316.1 villin [Nicotiana tabacum]
EGGGKIEVWRINGSAKTPVPGDDIGKFYSGDCYIVLYTYHCNDRKEDYYLCWWIGKDSVE
EDQNMAAKLASTMCNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADK
GLNDETYTADSVALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQST
YEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFWFALGGKQSYTSKKIASEVARDPHLFAY
SFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQKYIEM
AASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKATAHGNSFQKKVMLLFGVGHASENQ
QRFNGTNQGGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAATAALSSALS
AEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAETDGEDV
GPKPEPEQDETGNDSSQTTFSYERLKAKSENPVTGIDLKRREAYLSDEEFESVLEMTKEA
FYKLPKWKQDIHKKKVDLF

>CAE17317.1 villin [Nicotiana tabacum]
REDYYLCWWIGKDSTIEEDQSMAARLASTMCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLV
LKGGLSSGYKNYIADKGLNDETYAADSVALIRLSGTSVHNNKAVQVDAVPASLNSNECFL
LQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFWFAVGGKQSYTS
KKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADS
KEKQSAFDVGQKYVEMAASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQ
KKVMLLFGVGHASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSAS
QRAAAIAALSGVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEV
QDSEKASEPKEIVEPAESNGSEPKPEAEQDEGGNESGQAIFSYEQLKAKSDNPVTGIDFK
RREAYLSDEEFESVLGMKKEAFYKLPKWKQDMHKRKVDLF

>BAE54433.1 tropomyosin [Octopus vulgaris]
MDAIKKKMLAMKMERELATDKAEQTDQKLRDTEDNKNKLEEDLTTLQKKFSNLENDFDNA
KEQLAEANQKLETSEKRVGECESEIAGLNRRIQLLEEDLERSEERLSTAQTKLDEASKAA
DESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAARKLAITEVDLERAE
ARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTHRLKEAENRAA
EAERTVSKLQKEVDRLEDELLAEKERYKAISDELDQTFAELAGY

>AAK58515.1 Ole e 9; beta-1,3-glucanase [Olea europaea]
MAANVQTSSLLFLVFLLLQNFYSANSQSFLGVNYGQLSDNLPSLQATVNLLKSTTIQKVR
LFGAEPAVIKAFANTGVEIVIGFDNGDIPTLASNPNVASQFVKSNVMSFYPASNITAITV
GNEVLTSGDQKLISQLLPAMQNVQNALNAASLGGKVKVSTVHAMAVLSQSYPPSSGVFNP
GLGDTMKALLQFQSANDAPFMISPYPYFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYT
NMFDAQVDAVHSALNAMGFKDIEIVVAETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKS
KVGTPLMPGKSIDTYLFSLYDEDKKTGASSEKYFGLFKPDGSTTYDVGLLKNTQNPTTPA
TPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYV
MNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN

>AAL92578.1 Ole e 10; beta-1,3-glucanase [Olea europaea]



MRGTAGVPDQPVPTPTPSVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQS
GMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCS

FLS

>2JON_A Ole e 9; beta-1,3-glucanase, partial [Olea europaea]
ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY
VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN

>AADO5375.1 Ole e 3; calcium-binding protein, polcalcin [Olea europaea]
MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF
ISFEEFTVFARANRGLVKDVAKTIF

>AAF31151.1 Ole e 8; calcium-binding protein, polcalcin [Olea europaea]
MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI
MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI
LTRLGERYAEHDCVEMIKSVDSDGDGYVSFEEFKKMMTNKSGNNSQAEPPK

>AAF31152.1 Ole e 8; calcium-binding protein, polcalcin [Olea europaea]
MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELACALKALGSNTSKEETIARM
MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI
LTRLGERYAEHDCVEMIKSVDSDGDGYVSFEEFKKMMTNKSGNNSQAEPPK

>AA033897.1 Ole e 3; calcium-binding protein, polcalcin, partial [Olea europaea]
EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL

>AVV30163.1 Ole e 15; cyclophilin [Olea europaea]
MANPKVFFDMTIGGQPVGRIVMELFADVVPRTSENFRALCTGEKGVGKSGKPLHYKGSAF
HRVIPNFMCQGGDFTAGNGTGGESIYGSKFADENFVKKHTGPGILSMANAGPGTNGSQFF
ICTAKTEWLDGKHVVFGQVVEGFYVVKATIEQVGSGSGKTAKPVVVADCGQLS

>E1U332.1 Ole e 12; isoflavon reductase-like protein, phenylcoumaran benzylic ether
reductase [Olea europaea]
MADKTKILITIGGTGYIGKFIVEASAKSEHPTFALARESTISDPVKGKIIQGFKNSGVTIL
TGDLYDHESLVKAIKQVDVVISTVGQLQLADQVKITIAAIKEAGNVKRFFPSDFGTDVDRC
HAVEPAKSSFEIKSQIRRAIEAEGIPYTFVSANYFAGYSLPTLVQPEVTAPPRDKVIILG
DGNAKAVFNEENDIGTYTIKAVDDARTLNKILYIKPPKNIYSFNELVALWEKKIGKTLEK
IYVPEEQVLKQIQESPFPINIVMAINHSAFVKGDLTNFKIEPSFGVEASELYPDVKYTTV

EEYLDQFV

>P81430.2 0Ole e 7; lipid transfer protein, partial [Olea europaea]
APSQSTVTALLTSCVSYIDDQ

>COMPAREQ59 Ole e 7; lipid transfer protein, partial [Olea europaea]
APSQGTVTAKLTSCVSYKDXQ

>COMPAREQ60O Ole e 7; lipid transfer protein, partial [Olea europaea]
APSCSTVTAK

>COMPARE®61 Ole e 7; lipid transfer protein, partial [Olea europaea]
APSQSTVTAKLTSCVSYLDDQ

>COMPARE®63 Ole e 7; lipid transfer protein, partial [Olea europaea]
LTSCVSYLDDKSAKPTSDCCAGVK

>COMPARE®64 Ole e 7; lipid transfer protein, partial [Olea europaea]
TVLAQATSKPDK

>COMPARE®65 Ole e 7; lipid transfer protein, partial [Olea europaea]
SALALVGNKVDTGR

>COMPAREQ66 Ole e 7; lipid transfer protein, partial [Olea europaea]
SALANVGNKVDTGR

>COMPARE®67 Ole e 7; lipid transfer protein, partial [Olea europaea]
VDTGRVSSLPK

>COMPARE®68 Ole e 7; lipid transfer protein, partial [Olea europaea]



KCGMSVDLPPLDK

>COMPAREQ69 Ole e 7; lipid transfer protein, partial [Olea europaea]
PPIDKNYDCSKVP

>I53806 Ole e 1; Ole e 1-like [Olea europaea]
SQFHIQGQVYCDTCRARFITELSEFIPGAGVRLECRDGEKGSITFTEVGYTRAEGLYSML
TERDHKNEFCEITLASSSRKDCDEIPVEGWVKPSLKFKLNTVNGTTRTINPLGFFKKEVL
PKCPQVFNKLGMYPPNM

>E53806 Ole e 1; Ole e 1-like [Olea europaea]
QFHIQGQVYCDTCHARFITELSEFIPGASVRLQCREKENGDITFTEIGYTRAEGLYSMLV
ERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALP
KCAQVYNKLGMYPPNM

>F53806 Ole e 1; Ole e 1-like [Olea europaea]
QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQCREKKNGDITFTEVGYTRAEGLYSMLV
ERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEALP
KCAQVYNKLGMYPPNM

>C53806 Ole e 1; Ole e 1-like [Olea europaea]
EDVPQPPISQFYVQGQVYCDTCRTRFITEFSEFIPGAGVRLQCKDGENGKITFTEVGYTR
AEGLYSMLIERDHKNEFCEITLLSSSRKDCDEIPTEGWVKPSVKFILNTVNGTTRTINPL
GFFKKEALPKCPQVFNKLGMYPPNM

>A38968 Ole e 1; Ole e 1-like [Olea europaea]
QFHIQGQVYCDTCRARFITELSEFIPGAGVRLECRDGEKGSITFTEVGYTRAEGLYSMLI
ERDHKNEFCEITLASSSRKDCDEIPVEGWVKPSLKFKLNTVNGTTRTINPLGFFKKEVLP
KCAPQVFNKLGMYPPNM

>G53806 Ole e 1; Ole e 1-like [Olea europaea]
QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQCKEKKNGDITFTEVGYTRAEGLYSMLV
ERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEALP
KCAQVYNKLGMYPPNM

>B53806 Ole e 1; Ole e 1-like [Olea europaea]
EDVPQPPVSQFHIQGQVYCDTCRARFITELSEFIPGASVRLQCKDGENGSITFTEVGYTR
AEGLYSMLIERDHKDEFCEITLISSSRKDCDEIPVEGWVKPSLKFMLNTVNGTTRTINPL
GFFKKEALPKCPQVFNKLGMYPPNM

>H53806 Ole e 1; Ole e 1-like [Olea europaea]
QFHIQGQVYCDTCRARFITELSEFIPGAGVRLECKDGGKGSITFTEVGYTRAEGLYSMLI
ERDHKNEFCEITLASSSRKDCDEIPVEGWVKPSLKFKLNTVNGTTRTINPLGFFKKEVLP
KCPQVFNKLGMYPPNM

>CAA73038.1 Ole e 1; Ole e 1-1like [Olea europaea]
MEDVPQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQCKDKENGDVTFTEIGYT
RAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNP
LRFYKKEALPKCAQVYNKLGMYPPNM

>CAA73037.1 Ole e 1; Ole e 1-1like [Olea europaea]
MEDVPQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQCKDKENGDVTFTEIGYT
RAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILSTVNGTTRTVNP
LGFYKKEALPKCAQVYNKLGMYPPNM

>CAA73036.1 Ole e 1; Ole e 1-1like [Olea europaea]
MEDVPQPPVSQFHIQGQVYCDTCRSRFITELSEFIPGASVRLQCREKENGDITFTEIGYT
RAEGLYSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNTVNGTTRTVNP
LGFFKKEALPKCAQVYNKLGMYPPNM

>AAB32652.2 Ole e 1; Ole e 1-1like [Olea europaea]
QVYCDTCRAGFITELSEFIPGASVRLQCKEKKNGDITFTEVGYTRAEGLYSMLVERDHKN
EFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQVY



NKLGMYPPNM

>P19963.2 Ole e 1; Ole e 1-like [Olea europaea]
EDIPQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASLRLQCKDKENGDVTFTEVGYTR
AEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNTVNGTTRTVNPL
GFFKKEALPKCAQVYNKLGMYPPNM

>AAQO8190.1 Ole e 1; Ole e 1-1like [Olea europaea]
IRTVYCDTCRAGFITELSEFIPGASVRLQCKDKENGDITFTEVGYTRAEGLYSMLVERDH
KNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ
VYNKLGMYPPNM

>AAQ10268.1 Ole e 1; Ole e 1-1like [Olea europaea]
ILTVYCDTCRAGFITELSEFIPGASVRLQCKDKENGDITFTEVGYTRAEGLYSMLVERDH
KNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ
VYNKLGMYPPNM

>AAQ10271.1 Ole e 1; Ole e 1-1like [Olea europaea]
IWTVYCDTCRAGFITELSEFIPGASVRLQCKDKENGDITFTEVGYTRAEGLYSMLVERDH
KNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ
VYNKLGMYPPNM

>AAQ10274.1 Ole e 1; Ole e 1-1like [Olea europaea]
WTVSCDTCRAGFITELSEFIPGASVRLQCKDKENGDITFTEVGYTRAEGLYSMLVERDHK
NEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQV
YNKLGMYPPNM

>AAQ10276.1 Ole e 1; Ole e 1-1like [Olea europaea]
SYCDTCRAGFITELSEFIPGAGVRLQCKDGENGNITFTEVGYTRAEGLYSMLVERDHKNE
FCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTINPLGFFKKEALPKCAQVYN
KLGMYPPNM

>AAQ10277.1 Ole e 1; Ole e 1-1like [Olea europaea]
QAVYCDTCRAGFITELSEFIPGASVRLQCKDRENGDITFTEVGYTRAEGLYSMLVERDHK
NEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQV
YNKLGMYPPNM

>AAQ10278.1 Ole e 1; Ole e 1-1like [Olea europaea]
QDSYRDTCRAGFITELSEFIPGASVRLQCKDRENGDITFTEVGYTRAEGLYSMLVERDHK
NEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQV
YNKLGMYPPNM

>AAQ10279.1 Ole e 1; Ole e 1-1like [Olea europaea]
IRTVSQDTCCARFITELSEFIPGAGVRLQCKDGENGNVTFTEVGYTRAEGLYSMLIERDH
KNEFCEITLLSSSRKDCDEIPVEGWVKPSLKFMLNTVNGTTRTINPLGFFKKEALPKCPQ
VFNKLGMYPPDM

>AAQ10280.1 Ole e 1; Ole e 1-1like [Olea europaea]
IRTVFRVTCRARFITELSEFIPGAGVRLQCKDGENGNVTFTEVGYTRAEGLYSMLIERDH
KNEFCEITLLSSSRKDCDEIPVEGWVKPSLKFMLNTVNGTTRTINPLGFFKKEALPKCPQ
VFNKLGMYPPDM

>AAQ10281.1 Ole e 1; Ole e 1-1like [Olea europaea]
QDSYSGHCRARFITELSEFIPGAGVRLQCKDGENGNVTFTEVGYTRAEGLYSMLIERDHK
NEFCEITLLSSSRKDCDEIPVEGWVKPSLKFMLNTVNGTTRTINPLGFFKKEALPKCPQV
FNKLGMYPPDM

>AAN18044.1 Ole e 1; Ole e 1-1like [Olea europaea]
IGQVYCDTCRAGFITELSEFIPGASVRLQCKDKENGDITFTEVGYTRAEGLYSMLVERDH
KNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ
VYNKLGMYPPNM

>AA022132.1 Ole e 1; Ole e 1-1like [Olea europaea]



SDSYCDTCRAGFITELSEFIPGASLRLQCKDKENGDVTFTEVGYTRAEGLYSMLVERDHK
NEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQV
YNKLGMYPPTWNVTI

>AA022133.1 Ole e 1; Ole e 1-1like [Olea europaea]
RTVTGYCRAGFITELSEFIPGASLRLQCKDKENGDVTFTEVGYTRAEGLYSMLVERDHKN
EFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQVY
NKLGMYPPNHGMSR

>ABP58632.1 Ole e 1; Ole e 1-1like [Olea europaea]
PPVSQFHIQGQIYCDTCRSRFITELSEFIPGASVRLQCREKENGDITFTEIGYTRAEGLY
SMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNTVNGTTRTVNPLGFFKK
EALPKCAQVYNKLGMYPPNM

>ABP58633.1 Ole e 1; Ole e 1-1like [Olea europaea]
PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQCREKKNGDITFTEVGYTRAEGLY
SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFYKK
EALPKCAQVYNKLDMYPPNM

>ABP58635.1 Ole e 1; Ole e 1-1like [Olea europaea]
PPVSQFHIQGQVYCDTCRARFITELSEFIPGASVRLQCRDGENGSITFTEVGSTRAEGLY
SMLTERDHKDEFCEITLISSSRKDCDEIPVEGWVKPSLKFMLNTVNGTTRTVNPLGFFKK
EALPKCPQVFNKLGMYPPDM

>ABP58636.1 Ole e 1; Ole e 1-1like [Olea europaea]
PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQCREKKNGDITFTEVGYTRAEGLY
SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFYKK
EALPKCAQVYNKLGMYPPNM

>ABP58637.1 Ole e 1; Ole e 1-1like [Olea europaea]
PPVSQFHVQGQIYCDTCRAGFIAELSEFILGAGVRLQCRDSKKGNITFTEVGYTRAEGLY
SMLTERDHKNEFCEVNSLSSSRKDCDEIPIEGWVRPSLRFLLNTVNGTTCTIKPLGFFKN
KALPKCPQVFNKLGMYPPDL

>X76395 Ole e 1; Ole e 1-like [Olea europaea]
EDVPQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASLRLQCKDKENGDVTFTEVGYTR
AEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPL
GFFKKEALPKCAQVYNKLGMYPPNM

>AAY88919.1 Ole e 11; pectin methylesterase [Olea europaea]
MSCIAVEAVLLGILLYIPIVLSDDRAPIPANSAQLNSWFDGIIQPVAVRKATMDPALVTA
EGQAKVIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFY
GEDPNNMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAAL
RISGDKASFYNVKIYGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPG
DQPAITTAQARKTESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGIW
ILVKPEHESTVRFPEYNNKGPGANMEKRAKFVKRLSDAEAKQSISLGSIEASKWLLPPRV
VGLP

>ACZ57582.1 Ole e 11; pectin methylesterase [Olea europaea]
MSCIAVEAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWFDGIIQPVAVRKATMDPALVTA
EGQTKVIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFY
GEDPNNMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAAL
RISGDKASFYNVKIYGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPG
DQPAITTAQARKTDSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDATIHPEGIW
ILVKPEHESTVRFSEYNNKGPGANMEKRAKFVKRLSDAEAKQSISLGSIEASKWLLPPRV
VGLP

>AHL24656.1 Ole e 14; polygalacturonase [Olea europaea]
IPHNGVRRGLVGETIFDVMKYGAKADGRFDNAQAFIKAWKAACESTGPAKVVIPKGDFVA
GEVVFQGPCTAPKPITIEIQGNVLASTDVSAYTSGSWIMLEEIDGLVINGGGTINGRGKS



SWQFAGANNEGPLLPVSLTFKKVKNSEMHDVNFVDSMGFHSKVADSENIKISKLKISAPG
DSPNTDGMHISCSTNVNVTDSIIGTGDDCVSIGHGTTDILVSGITCGPGHGISVGSLGKR
PDETDVKGISVINCTLTGTTNGARIKTYHASPSIQASDILYKDITIVTDVKNPILIDQHYD
SKKKPEQSKVKISGVHFVNIKGTTVSEIPVALNCSEAVPCEDVELADIDLAPSGAAGSLK
SVCANAKFVLKGKPIPPGC

>CAA73035.1 Ole e 2; profilin [Olea europaea]
MSWQAYVDDHLMCDIEGHEDHRLTAAATIVGHDGSVWAQSATFPQFKPEEMNGIMTDFNEP
GHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM
VVERLGDYLVEQGM

>024170.1 Ole e 2; profilin [Olea europaea]
MSWQAYVDDHLMCDIEGHEGHRLTAAATIVGHDGSVWAQSATFPQFKPEEMNGIMTDFNEP
GHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM
VVERLGDYLLEQGL

>024171.1 Ole e 2; profilin [Olea europaea]
MSWQAYVDDHLMCDIEGHEGHRLTAAATIVGHDGSVWAQSATFPQFKPEEMNGIMTDFNEP
GHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM
VAERLGDYLLEQGL

>AAGFC3.1 Ole e 2; profilin [Olea europaea]
MSWQAYVYEHLMCEIESHHLSSAATLGHDGTVWAQSTAFPQFKPEEITGIMKDFDEPGHL
APTGMFVAGAKYMVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVE
RLGDYLLEQGQ

>AAGFCO.1 Ole e 2; profilin [Olea europaea]
MSWQTYVDEHLMCEIEGLHLASTAITGHAGTVWAQSTAFPQFKPEEITGIMKDFDEPGHL
APTGMFVAGAKYMVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVE
RLGDYLLEQGL

>CAD21706.2 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABP58627.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX26131.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX26132.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRG
CHELSKSTGNAGGRVACGIIGLQG

>ABX26134.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHEQSKSTGNAGGRVACGIIGLQG

>ABX26138.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG
PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX26139.1 Ole e 5; superoxide dismutase [Olea europaea]



MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGDAGGRVACGIIGLQG

>ABX26140.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVTCGIIGLQG

>ABX26141.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX26143.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX26145.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX26147.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54842.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54844.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54849.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54855.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAISIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRSGHELSKSTGNAGGRVACGIIGLQG

>ABX54859.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54862.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDFGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54864.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRG



GHELSKSTGNAGGRVACGIIGLQG

>ABX54866.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54869.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHVLSKSTGNAGGRVACGIIGLQG

>ABX54876.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHF LPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>ABX54877.1 Ole e 5; superoxide dismutase [Olea europaea]
MVKAVTVFNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG
PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS
DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG

>P80740.2 Ole e 5; superoxide dismutase, partial [Olea europaea]
MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV

>E3SU11.1 Ole e 13; thaumatin-like [Olea europaea]
MNFSKNLPLLVSLWAITFFAYTHAATFDIVNQCTYTVWAAASPGGGRRLDQGQSWNINVA
PGTTQARIWGRTNCNFDANGRGQCETGDCNGLLECQGYGRPPNTLAEFALNQPNNLDFVD
ISNVDGFNIPLEFSPTTNVCRRLVCNAPIVQQCPSELRTPGGCNNPCTVFNTNEYCCTNG
PGSCGPTPLSRFFKERCPDAYSYPQDDPTSLFTCPAGTNYRVVFCP

>AAB66909.1 Ole e 6; unknown function [Olea europaea]
DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN

>BAE54432.1 tropomyosin [Ommastrephes bartramii]
MDAIKKKMLAMKMEKEVATDKAEQTEQSLRDLEDAKNKTEEDLSTLQKKYANLENDFDNA
NEQLTAANTNLEASEKRVAECESEIQGLNRRIQLLEEDLERSEERFSSAQSKLEDASKAA
DESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAARKLAITEVDLERAE
ARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTHRLKEAENRAA
EAERTVSKLQKEVDRLEDELLAEKERYKTISDELDQTFAELAGY

>Q25632.1 tropomyosin [Onchocerca volvulus]
MDAIKKKMQAMKIEKDNALDRADAAEEKVRQMTEKLERIEEELRDTQKKMMQTENDLVKA
QEDLSVANTNLEDKEKKVQEAEAEVAALNRRMTLLEEELERAEERLKIATDKLEEATHTA
DESERVRKVMENRSFQDEERANTVESQEKEAQLLAEEADRKYDEVARKLAMVEADLERAE
ERAEAGENEIVELEEELRVVGNNLKSLEVSEEKALQREDSYQEQIRTVSVRLKEAETRAE
FAERSVQKLQKKVDRLEDELVHEKERYKNISEELDQTFQELSGY

>BAJO7603.1 Onc k 5; vitellogenin, partial [Oncorhynchus keta]
SMTDLSPFDDNIVNKIHYLFSEVNAVKCSMVGDTLTTFNNRKYPVNMPLSCYQVLAQDCT
IELKFMVLLKKDHASEQNHINVKISDIDVDLYTEDHGVMVKVNEMEISKDNLPYTDPSGS
IMIKQKGEGVSLYAKSHGLQEVYFDSNSWKIKVVDWMKGQTCGLCGKADGEHRQEYRTPS
GRLTKSSVSFAHS

>P86431.1 Onc m 1; calcium-binding protein, parvalbumin [Oncorhynchus mykiss]
ACAHLCKEADLKTALEACKAADSFNFKTFFHTLGFASKXXDDVKKXXXVLDQDASGFLEV
EELKLFLQNFCPKXXXLTDAETKAFLKAGDADGDGMLGLDEFAVLVKQ

>P86432.1 Onc m 1; calcium-binding protein, parvalbumin [Oncorhynchus mykiss]
SFAGLNDADVAAALAACAAADSFNHKAFFAKXXXXXXSPDDLKKXXXXLDQDKSGFLEED
ELKLFLQNFSASARALTDAETKXXXXAGDADGDGMLGLDEFAVLVKQ

>CBA35339.1 calcium-binding protein, parvalbumin [Oncorhynchus mykiss]



MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE
VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ
>CBA35340.1 calcium-binding protein, parvalbumin [Oncorhynchus mykiss]
MAFAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEE
DELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG

>BAB55663.1 collagen [Oncorhynchus mykiss]
MLSFVDNRILLLLAVTSLLASCQSGGLKGPRGAKGPRGDRGPQGPNGRDGKAGLPGIAGP
PGPPGLGGNFAAQFDGGKGSDPGPGPMGLMGSRGPNGPPGAPGPQGFTGHAGEPGEPGQT
GSIGARGPTGSAGKPGEDGNNGRPGKPGDRGGPGTQGARGFPGTPGLPGMKGHRGYNGLD
GRKGESGTAGAKGETGAHGANGSPGPAGSRGLNGERGRAGPAGPAGARGADGSTGPAGPA
GPLGAAGPPGFPGAPGPKGEIGGAGSNGPSGPQGGRGEPGINGAVGPVGPVGNPGNNGIN
GAKGAAGLPGVAGAPGFPGPRGGPGPQGPQGSTGARGLGGDPGPSGQKGDSGAKGEPGHS
GVQGAAGPAGEEGKRGSTGEVGATGPAGLRGARGGAGTRGLPGLEGRGGPIGMPGARGAT
GPGGIRGAPGDAGRAGESGLTGARGLPGNSGQGGPPGKEGPPGAAGLDGRTGPPGPTGPR
GQPGNIGFPGPKGPGGEAGKGGDKGPTGATGLRGGPGADGNNGAPGPAGVVGNTGEKGEQ
GPAGAPGFQGLPGPAGPAGEAGKAGNQGMPGDQGLPGPAGVKGERGNSGPAGSAGSQGAI
GARGPAGTPGPDGGKGEPGSVGIVGAAGHQGPGGMPGERGAGGTPGPKGEKGEGGHRGLE
GNMGRDGARGGPGPSGPPGPSGANGEKGESGSFGPAGPAGLRGPSGERGEGGPAGLPGFA
GPPGSDGQSGPRGEKGPAGGKGDVGPAGPAGPSGQSGPSGASGPAGPPGGRGDAGPSGLT
GFPGAAGRVGGPGPAGIAGPPGSAGPAGKDGPRGLRGDPGPGGPQGEQGVVGPAGISGDK
GPSGESGPPGAPGTAGPQGVLGPSGFVGLPGSRGDKGLPGGPGAVGEPGRLGPAGASGPR
GPAGNIGMPGMTGTQGEAGREGNSGNDGPPGRPGAAGFKGDRGEPGSPGALGSSGQPGPN
GPAGSAGRPGNRGESGPTGNGGPVGAVGARGAPGPAGPRGEKGGAGEKGDRGMKGLRGHG
GLQGMPGPNGPSGETGSAGITGPAGPRGPAGPHGPPGKDGRAGGHGAIGPVGHRGSPGHL
GPAGPPGSPGLPGPAGPAGGGYDQSGGYDEYRADQPSFRAKDYEVDATIKSLNSQIENLL
TPEGSKKNPARTCRDIRLSHPDWSSGFYWIDPNQGCIADAIKAYCDFSTGHTCIHPHPES
TARKNWYRSSENKKHVWFGETINGGTEFAYNDETLSPQSMATQLAFMRLLANQATQNITY
HCKNSVAYMDGENGNLKKAVLLQGSNDVELRAEGNSRFTFNVLEDGCTRHTGQWSKTVIE
YRTNKPSRLPILDIAPLDIGEADQEFGLDIGPVCFK

>BAF95206.1 tropomyosin [Oratosquilla oratoria]
MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKAEEEVHNLQKRMQQLENDLDQV
QEQLLKANTQLEEKDKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKQLTNKLKAAEARAE
FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY

>AFV53352.1 Ore m 4; tropomyosin [Oreochromis mossambicus]
MDAIKKKMQMLKLDKENALDRAEQAESDKKAAEDRSKQLEDDLVALQKKLKGTEDELDKY
SEALKDAQEKLELAEKIATDAEGEVASLNRRIQLVEEELDRAQERLATALTKLEEAEKAA
DESERGMKVIENRAMKDEEKMELQEIQLKEAKHIAEEADRKYEEVARKLVITIEGDLERTE
ERAELSEGKCSELEEELKTVTNNLKSLEAQAEKYSQKEDKYEEEIKALTDKLKEAETRAE
FAERSVAKLEKTIDDLEDELYAQKLKYKAISEELDHALNDMTSI

>AAG42802.1 Ory c 3; lipophilin [Oryctolagus cuniculus]
MKLLVPLLLVALALGCYEADAAACPAFVLDSVGFLFDPKPVYRQKLAKYDAPPEAVEAKL
QVKECTDEIDKGKRVLIAAVLTKIVKECAL

>AAG42806.1 Ory c 3; lipophilin [Oryctolagus cuniculus]
MKVVMVLLLAALPLYCYAGSGCVLLESVVEKTIDPSVSVEEYKADLQRFIDTEQTEAAVE
EFKECFLSQSNETLANFRVMVHTIYDSLYCAAY

>Q75GX9.1 7S globulin, vicilin-like [Oryza sativa]
MATRARATILLLLAAVLFAAAAAASGEDRRRETSLRRCLQRCEQDRPPYERARCVQECKD
QQQQQQERRREHGGHDDDRRDRDRRGEGSSEEEDEGRERGSRRRPYVFGRRSFRQVVRSD



QGSVRLLPPFHQASSLLRGIKNYRVAVLEANPRSFVMPTHTDAHCICYVAQGEGVVAIIE
NGEKWSYAIRQGDVFVAPAGTINYLANTDGRRKLIVTKILHTISVPGQIQFFFAPGGRNP
ESFLSSFSKGVQRAAFKISEEKLEKLLGKQDKGVIIRASEEQVRELRRHASEGGHGPHWP
LPPFGESSRGPFNILEQRPRFANRHGRLYEADARSFHDLAEHDIRVAVVNITAGSMNAPF
YNTRSVKVAYVLDGEGEAEIVCPHLSRGGRGGESEERRRERGKGKWREEEEEEEEQQKGQ
EEEEEEQVGQGYETIRARLSRGTVFVVPSGHPIVVTSSRDSTLQIVCFDVHANNNERMYL
AGMNSVLKKLDPQAKELAFAASAREVDELLNAQQESAFLAGPEKSGRRGEESEDEDRRRR
RSHRGRGDEAVETLLRMAAAAV

>Q7X7E6.1 alpha-amylase/trypsin inhibitor [Oryza sativa]
MASASDKLVLSAIVLAVLAAVVAAASGYGDVGEYCRVGKAVSRNPVPSCRNYIARWCAAA
GGRMDSRKQPPREFLEPCCRELAAVPMQCRCDALSVLVRGVVTEEGDRVSGMISQHAAPG
CDAATIAGMASALTDYGRCNLQHTAGSFACLMFGGGMD

>Q7X8H9.1 alpha-amylase/trypsin inhibitor [Oryza sativa]
MALASDKFVLSAIVLAVLTVAAAAAGYGGYGDVGEYCRVGKAVSRNPVPSCRNYIARWCA
VAGGRLDSGKQPPRQLLEPCCRELAAVPMQCRCDALSVLVRGVVTEEGDRVAGMISQHAA
PGCDAATIAGMASALTDYGRCNLQHTGFFGCPMFGGGMD

>AAA86533.1 Ory s 1; beta-expansin [Oryza sativa]
MASSSLLLACVVVAAMVSPSPAGHPKVPPGPNITTSYGDKWLEARPPGMVRPRVLAPKDN
GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND
EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL
ALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGATIWRIDTPKPLKGPFSVRVTTEGARR
SSAEDAIPDPGRRQRVQVNVQAK

>AAF72991.1 Ory s 1; beta-expansin [Oryza sativa]
MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN
GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT
EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP
NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES
DQKLVANDVIPDNWKANALYKSEIQVD

>Q40638.2 Ory s 1; beta-expansin [Oryza sativa]
MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN
GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND
EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP
NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG
GEKIIAEDAIPDGWKADSVYKSNVQAK

>BAD13150.1 calcium-binding protein, polcalcin [Oryza sativa]
MAAASSADMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFID
FNEFISFCNANPGLMKDVAKVF

>XP_015646887.1 casein kinase [Oryza sativa]
MSKARVYTDVNVLRPKEYWDYEALTVQWGEQDDYEVVRKVGRGKYSEVFEGINVNNNEKC
ITKILKPVKKKKIKREIKILQNLCGGPNIVKLLDIVRDQHSKTPSLIFEYVNNTDFKVLY
PTLTDYDIRYYIYELLKALDYCHSQGIMHRDVKPHNVMIDHELRKLRLIDWGLAEFYHPG
KEYNVRVASRYFKGPELLVDLQDYDYSLDMWSLGCMFAGMIFRKEPFFYGHDNHDQLVKI
AKVLGTDSLNSYLNKYRIELDPQLEALVGRHSRKPWSKFINADNQHLVSPEAIDFLDKLL
RYDHQDRLTAREAMAHPYFLQVRAAENSRPRAQ

>B8AL97.1 cupincin [Oryza sativa]
MAKKKTSSSMARSQLAALLISLCFLSLASNAVGWSRRGEREEEDERRRHGGEGGRPYHFG
EESFRHWTRTRHGRFSVLERFPDEQVVGAAVGGYRVAVLEAAPRAFLQPSHYDADEVFYV
KEGEGVIVLLREGRKESFCVREGDAMVIPAGAIVYSANTHSSKWFRVVMLLNPVSTPGHF
EEYFPVGGDRPESFFSAFSDDVLQAAFNTRREELEKVFERQREGGEITTAPEEQIRELSK
SCSRGGGGGSGSEWEIKPSSLTGKSPYFSNNHGKLFELTGDECRHLKKLDLQIGLANITR



GSMIAPNYNTRATKLAVVLQGSGYFEMACPHVSGGGSSERREREREHGRRREEEQGEEEH
GERGEKARRYHKVRAQVREGSVIVIPASHPATIVASEGESLAVVCFFVGANHDEKVFLAG
RNSPLRQLDDPAKKLVFGGSAAREADRVLAAQPEQILLRGPHGRGSVSDM

>Q852L2.2 cupincin [Oryza sativa]
MAKKKTSSSMARSQLAALLISLCFLSLASNAVGWSRRGEREEEDERRRHGGEGGRPYHLG
EESFRHWTRTRHGRFSVLERFPDEQVVGAAVGGYRVAVLEAAPRAFLQPSHYDADEVFYV
KEGEGVIVLLREGRRESFCVREGDAMVIPAGAIVYSANTHSSKWFRVVMLLNPVSTPGHF
EEYFPVGGDRPESFFSAFSDDVLQAAFNTRREELEKVFERQREGGEITTAPEEQIRELSK
SCSRGGGGGSGSEWEIKPSSLTGKSPYFSNNHGKLFELTGDECRHLKKLDLQIGLANITR
GSMIAPNYNTRATKLAVVLQGSGYFEMACPHVSGGGSSERREREREHGRRREEEQGEEEH
GERGEKARRYHKVRAQVREESVIVIPASHPATIVASEGESLAVVCFFVGANHDEKVFLAG
RNSPLRQLDDPAKKLVFGGSAAREADRVLAAQPEQILLRGPHGRGSVSDM
>COMPARE218 glutelin, partial [Oryza sativa]
GLLLPHYTNGASLVYIIQGR

>BAB71741.1 glyoxalase [Oryza sativa]
MASGSEAEKSPEVVLEWPKKDKKRVLHAVYRVGDLDRTIKCYTECFGMKLLRKRDVPEEK
YTNAFLGFGPEDTNFALELTYNYGVDKYDIGAGFGHFAIATEDVYKLAEKIKSSCCCKIT
REPGPVKGGSTVIAFAQDPDGYMFELIQRGPTPEPLCQVMLRVGDLDRSIKFYEKALGMK
LLRKKDVPDYKYTIAMLGYADEDKTTVIELTYNYGVTEYTKGNAYAQVAIGTEDVYKSAE
AVELVTKELGGKILRQPGPLPGLNTKIASFLDPDGWKVVLVDNADFLKELQ
>Q948T6.2 lactoylglutathione lyase [Oryza sativa]
MASGSEAEKSPEVVLEWPKKDKKRLLHAVYRVGDLDRTIKCYTECFGMKLLRKRDVPEEK
YTNAFLGFGPEDTNFALELTYNYGVDKYDIGAGFGHFAIATEDVYKLAEKIKSSCCCKIT
REPGPVKGGSTVIAFAQDPDGYMFELIQRGPTPEPLCQVMLRVGDLDRSIKFYEKALGMK
LLRKKDVPDYKYTIAMLGYADEDKTTVIELTYNYGVTEYTKGNAYAQVAIGTEDVYKSAE
AVELVTKELGGKILRQPGPLPGLNTKIASFLDPDGWKVVLVDNADFLKELQ
>BAG92398.1 lipid transfer protein [Oryza sativa]
MARAQLVLVAVVAALLLAAPHAAVAITCGQVNSAVGPCLTYARGGGAGPSAACCNGVRSL
KSAARTTADRRTACNCLKNAARGIKGLNAGNAASIPSKCGVSVPYTISASIDCSRVR
>BAG93005.1 Ole e 1-like [Oryza sativa]
MARPRFATTAPLLALAVLAAVVSVAVATAPAGKDPGGFVVTGRVYCDPCRAGFETNVSKS
IPGATVSVECRHYGAGRESLKAEATTDEKGWYKVEIDQDHQEEICEVVLDKSSDPACSET
EKTRDRSRVPLTSNNGLKQNGIRYANPIAFFRKEPLADCGSILQKYDLKDAPETP
>BAG93129.1 polygalacturonase [Oryza sativa]
MGFVRALFLLAMVCVAAHAKDYPKEEGAKAEGPAAASGGGGGSTHDVVKLGGKGDGKTDS
TKAVNEAWTAACAGTGKQTIVVPKGDFLTGPLNFTGPCKGDIVIQLDGNLLGSTDLALFK
SNWIETMRLESLEISGKGKLDGQGAAVWSKNSCAKKYDCKILPNTLVLDFVNNGLISGIS
LVNPKFFHMNVFKSKNITIKDVTITAPGDSPNTDGIHMGDSSKISTIIDTVIGTGDDCISI
GPGTEGVNISGVTCGPGHGISVGSLGRYKDEKDVTDVTVKNCVLKKSTNGVRIKSYEDAA
SVLTASKFTYENIKMEDVANPIIIDMKYCPNKICTANGNSKVTIKDITFKNITGTSSTPE
AVSLLCSDKLPCTGVTLNDIKVEYSGTNNKTMAVCKNAKGTATGCLKELSCF
>BAG94438.1 Ory s 12; profilin [Oryza sativa]
MSWQTYVDEHLMCEIEGHHLTSAAIVGHDGTVWAQSAAFPQFKPEEMTNIMKDFDEPGFL
APTGLFLGPTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVE
RLGDYLVEQGL

>BAG86826.1 unknown function [Oryza sativa]
MKMKALLPVAAMLLLVSGQLAAPVTADGYVGQLAVFWGRHKEEGSLREACDTGRYNIVVI
TFYNVFGYQRGRYGLDFSGHPVAAVGADIKHCQSKGVQVLLSIGGQGGEYSLPSSQSASD
VADNLWNAYLGGRRAGVPRPFGDAVVDGIDFFIDQGGADHYEQLARQLHGRGVLLTATVR
CAYPDSRMEAALATGVFARIHVRIFGDDQCTMFPKDAWEKWAAAYPRCTVFLTVVASPEQ



DEGYMFQKDLYYGVQQF IDKEPNYGGIAIWDRYYDKKANYSGEG

>BAG88472.1 unknown function [Oryza sativa]
MASSSFSFLLVAALLGLASWKATASDPSPLQDFCVADLNSPVRVNGFVCKNPMNASADDF
FKAAMLDKPRDTNNKVGSNVTLVNVLQLPGLNTLGISIARLDFAPLGLNPPHTHPRATEI
FTVLEGTLYVGFVTSNPDNRLLSKVLNKGDVFVFPEGLIHFQFNPNPHKPAVAIAALSSQ
NPGVITIANAVFGSNPPISDDILMKAFQVDKKIIDLLQAQF

>BAG93480.1 unknown function [Oryza sativa]
MPPDVEVIRHEHIDHPSSTRDRSVVVSSNSLSNTVSAYTDMKNTSSLCLLLLVVLCSLTC
NSGQAQVLFQGFNWE SWKQQGGWYNMLKGQVDDIAKAGVTHVWLPPPSHSVAPQGYMPGR
LYDLDASKYGTAAELKSLTAAFHGKGVQCVADVVINHRCAEKKDARGVYCVFEGGTPDDR
LDWGPGMICSDDTQYSDGTGHRDTGEGFGAAPDIDHLNPRVQRELTDWLNWLKSDVGFDG
WRLDFAKGYSTDIAKMYVESCKPGFVVAEIWNSLSYNGDGKPAANQDQGRQELVNWVNAV
GGPAMTFDFTTKGLLQAGVQGELWRLRDGNGKAAGMIGWLPEKAVTFVDNHDTGSTQKLW
PFPSDKVMQGYAYILTHPGVPCIFYDHMF