Table S4 The protein backbones of newly identified BrAGPs.

Gene name BRAD Domains Protein backbones
locus ?
BrAGP46 | Bra008765 | - MAARSSLIRFAFVCIVLAVLVMTAESHNGVNHBBA KBBSSHDPK A HBMBS A ATFSAY PQ
LIATALVGALSFVF
BrAGP47 | Bra023457 | - MAARSSLVRFAFVCIVLAVLVMTAESHAGHHHGRAMBBGMEENV PHHHEBRBRBSGATFS

AYPQLIATALVGALSFVF

BrFLA35 Bra007193 | FAS MRRLLIKKNPVFFLFLLITTSSLTILIFSLLRLPDSPPIIFTGKLRADLSDELGFFGNMIIEML
PEDLVFTAFVPSEKAFDRDLGMTKPNNTRKSKSLEDEENTYAVVSRILGFAVVPYRVEAG
DVGKDETASYESLSGFTLKIWRKSGGLVVNGVETEKMGLKRGKIMVHIMDGVIMDSDF
AQSVASTDTITPQDEEEPKP

BrFLA34 Bra018207 | FAS MSPPPAGINLTQILINGHNFNVALSLLVASGVITELENDDHGAGITVEFVPTDSAFSDLPENQ
NLQSLPADKKAIVLKFHVLNSYYTLGSLESITNPVNPTLATELMGAGSY TLNISRVNGSIV
TINSGLVLALVTQTAFDONPVSVFGVSKVLLPKELFPKSGQPVSTPATTTPPRQVSLSPEG
SDDQPSRLVAPPGEVVSSSTVKRTRVFFYLCWCIAFWCAFLV

BrFLA36 | Bra023589 | FAS MRAIQTYVTLFFILVITTTSTGAQKSPHHGNNHDLSIAIEEMEKANYFSFVMLINMLHST
NPRLLANITFLMPRDKPLSRSNIIQQDSISDFLLRHSIPSPLLFEHLNLIPNGSIVPSSLPHYT
LKITNGGRLNYFLNNVKIISRNICSLGSIKCHGIDGILPSPSAINDDEBR DNHTEBFISCPSSH
NNSEHDBBHDNSEHDEBLNNSSNHNSSRPDDHTHTH VIBBSH TSBB TLVPKSDSSTIREGDT




SGFVVLLGLLSCVMGIAMAM

BrENODL7

Bra003532

plastocyanin-li
ke (PCNL)

domain

MVVVASEGPRVFKVGDEFEWRVPLONDTSVYSRWANTNRFHIGDSLSEFVYDKDSVMEV
DKWGFYH.NGSDPITAFDNGNSTFYLDRPGLFYFISGSNAH.TSGQRLIVEVMHIHHHH
NHHDVSLPPSM.LSAS.SESAFDSHDPAS SAAASSLLASFFPPFAALLVALESCQP

BrENODL19

Bra010371

PCNL

MGLVKSFDAYLMIVMLTGLVFALGLSNGYKFYVGGKDGWVLTPSEDYSHWSHRNRFQ
VNDTLYFKYPKGKDSVLEVSEEEYNTINTTHPITSLSDGDSLFVLSRSGPFFFVSGNSEN.

LKGQKLAVNVMSTAHHSREBR QPEBSBSE T BB AW SEBRBSBG vV VLSDSEAL MBBBEPAK
ARNSASLVGPGMVSLGLVLVVFIRSMV

BrENODL35

Bra026261

PCNL

MGLIKRFDAYLMTVMLMSLGFAIGFSNGYKFYVGGRDGWVLTPSEDYSHWSYRSRFQV
NDTLYFKYPKGKDSVLEVSEEEFNI.NTTHPITSLTDGDSLYVLSRSGPFFFVSGNSENIL

KGQKLPVKVMSAAHHSHERR QPEESESESE 1L BEsHOA L SEBRBSER Y VL SESEA L NEREG

lAKAHNSAGLVSPRAVSLGLVLVVHSFVL

BrENODLA40

Bra030730

PCNL

MSLMVLSLSADAYKNY TVGESKGWEDIQERPSVNYQKWADSKSFSLGDFLIENTDSNHS
VVQTYDYKTYKSIIDYNNNEDNSTREWSAAKPSATSPVPVSVKVPLVKEGSNYFFSGNY
DGEQEKFGQHFMINVTHGQGLPEBDEDDE THBBBGQSSQSGDDDEVARDTIVPANFDHP

KDIESDDDDSLVKGRKNSSCIAKYNLVCLVFMGFLASFF

BrENODLA48

Bra036574

PCNL

MRVTHAMYRSEINNSNPISTFTTGNDSVTLTNHGHHFFFlIGVPGHIIMAGQKLDLNVIHPI
SSIPLSDPPISSSSSPPSTTTIPAAGV PBBBSHAASLPSAAAAVVYLLVSLIFANSAS

BrENODLS5?2

Bra041119

PCNL

MGSNHSSGSGSEEIWSGWEBNNGONTGSGGSGSGWGWGPKNTNNSGSGSSGSGWGWG




WGSHSKGYNATYNAPRKFIVGGDKEWTYGFNYSDWASKTAPFFLNDILVEKYNPPAPFT
HSVYLFSNPLSYEKIDVKKGKMIASPKQGAGNGFELVLTKMKPYYISIGEHDGAHISN
GTMKFTVMPILARW

BrUCL4

Bra005941

PCNL

MEKTSKKLFIFNLCINFGILVTRRCNATTYFVGDTSGWDISSDLESWPLGKRESVGDVLM
FQYSSSHSVYEVAKDNFQSENTTDPIRTFTNGNTTVALSKPGDRFFVIIGNRLHEFAGMRL
QVNVQGNERSEEE v GIlBR ABBA GILQPSSKKNNPATGVASSAAHIGGRGLRGSMNYFVY
LMVFTFPLILYFINN

BrUCL7

Bra009259

PCNL

MGKTSTILFLFYLCIIFGISVITRCNATTYFVGDTSGWDISSDLESWTLGKRESVGDVLME
QYSSTHSVYEVAKDNFQSEINSTDPIRTFTNGNTTVALSKPGDRFFLIIGNRLHEFAGMRL
QVNVEGNERERSE v GBBGAMBY GILQPSSKKNNPPTGVATSSAPHVGGCGGRVSIVTFVY
LMVFGFPLLWTHILVTTKIRVYSIQCMHTYMY WEFDY VKLWEGLV

BrSCL2

Bra007734

PCNL

MAMGMFGESLASSSLHKFHNVKQVSRRDFLSINATSALATYNSGSDTVALKNPGHYYF

LlcrrGulloAGOKLHVLVVATSTABRSL BB DL SERBSES G SEBSRA QATASDDSAQNGALS
VSLSTAMSGVVVFVVAFNLY

(divided into
unknown
PCNL-contai

ning protein

Bra018282

insufficiently
long PCNL

MALIKNKSLFASFMIFVALEVGGTVHNVGDTKGWTMMGVDYEAWASSRTFQVRDSLIE
ENNKDYHDDKTSVPASLIERA ARV PRQVREBSLSLBBLPDSTVNNEBRY QKKPSRVPHSA
ASNSSVWIGSYILISLFPFFILF




subfamily)

BrENODLS3 | Bra025873 | PCNL MVSSQQRLSFSSSKLVFFFCILSLFSRPSLSASFLVDGVSVWKTPVVHVGDSVIFRHKYGN
oided DLYIFRTKDAFNVIIDFTQATLLTKSNSTSFTWYPSRPGSY YFSFTNNTSLPK THIQLSQKLT
; IE;ZDE“O VQVLLAAASWPSQPPIRA BBV SEGGDVSSEESY PWPLIBBREGS AL SBGBSRSEITSVT

! VPGKDGVPFINSNPAVPLPTGEVDSTSINPLPTSTNSAHQVMMTVTVKLVLCCVAMFLLL

subfamily)

BrXYLPI | Bra024265 | non-specific | MATSFSAATPFVFILLLSISSVTVHGASHHHTAAPAPAVDESTLINMADBLDFVMAGGTS
lipid  transfer | AKPKSSBBAGLKTVLKADAEBLBEAFKNSAAFGITLNMTKAATLPTABKLHAPSISNEG
protein 2 | LsMliTVEBGLBBGGAVA ABBGAAGTTLIMBIBSQGNDGSSLIPISFTTLFSALFEVLFLSR
(nsLTP2) v
domain

BrXYLP2 | Bra031935 | nsLTP2 MATSFSTLTPFLFILLLSISSVLEAAHHHTAAPAPAVDESMLILNMADBLSFVSAGGTEAKP

ASSBENGLKTVLK TDAE@LBEGFK SSASLGVTLNMTKAATLPAABKLHAPSMAABGLS
ARBTVMEBGLEBGGGAVAARBDLSFLBBNPSPGNHGSSLLPFSFTTILSTMFFVLFLSRV
BrXYLP3 | Bra013135 | nsLTP2 MAPRTMETSILMIFTVVALMSGERAIAVDBSSLILNMADBLSEVTNGSTVEKPEGTRBSG
LKTVVRSGPEQIBEGFKNSASLGVTLDLAKAASLPSABK VAAPPSARBGLAVSASPPASER
EIfBTAGAGEBSSSSEANA ARV PVPAGSSDASLVSVSFAFALFIALISSSFY
BrXYLP4 | Bra037870 | nsLTP2 MKQSLLSILIFLLSSSFAPIHARNKSQPANSPSSVA APAPGPSNSDBSSVIYDMMDBLSYITP

GSNDTKPTK VBBGGILSVLQYNPTEVEVGLESSK TMGFAVNNTRARAMPTTEKLPIVAT

HEPMLDEVIRA A SIBVSQSAGIEM TEESS VAR TSEES LA EBBY M TBSESSSGTNHLSAS




TLTLVVIKVSFVAYISFFFSN

BrXYLP5

Bra000652

nsLTP2

MBBSBVATPAPGPSNSDESSVIYGMMDBLSYITPGSNDTIPTK VEBGGGILSVLQYNPKEVE |
VGLASSKDMGIEINSTRAHSMPTTEKLPIAAPHEA1PGASEBGASERVEES AGIEMTERSS
DEBBTEBSSDERBTSSLSLAEBBGM TBSBSSSGTNQLSVSTLTLFAIIVSSITYILGFSN

BrXYLP6

Bra028639

nsLTP2

MALFSAALPLLLLFLFVSSLSVNGNTAQSVEBSAMIMTLTKBLPFVTIGSQVEKPETARGS |
VIKTVLDTKAEQLEEGLKSSAAAGINLNLTKAGTLPDABQLK APPMPABA LFAK PPASEE

BBV rAARPLNGSEBGSNSEBMBS PSHSNHGSSISVLSLAISGALVIMFTRI

BrXYLP7

Bra037988

nsLTP2

MEQSTRSLIITIVITSMLVGFGSSDLDQDREETNQLVVLSPBLTY VGGNAKAPTKDBBG

GFGQVITQSQKE@VEBILVKDKDDPNLGLKFNASLAAHLPTABHITAPNITK@ISLLHLSPNS

TLAREFESLGRLEASANSAPPLONVKDGAGGGKAESVKSDGGKKKKSWLAVELLIFALF
SHLLLVISSFTSSSFI

BrXYLPS8

Bra004824

nsLTP2

MESWRISLVAIAIALLMATLVSAGEDKAKDKEE@BTEQLVGMATBLPYVQGQAKTPTPDE |
BsGLKQVLKSDKKELEVIIQDRNDPDLGLQINVSLALALPSVBHAVADVTKEPALLHMD
PKSQEAQVFYQLANGLNK TIBRASASTISHBMB TS VEBTAGSEDGNNSGRATSLPSKNHAQ
SFRKPWLVLEVAAHLFIISFTITL

BrXYLP9

Bra036905

nsLTP2

MSTVSAQSTETNVLISMAPHLGYITGNSSSPSQQEESQLAHVLRSSGEQLBEVLKGGGPR
LGINENKTQALALPKABNVQTPPVSLENDDSS VK BB TSN TSEHGNGSK TVPGHRSTSR
GSSIKVSFSLLAVLSAVSYIINYSRY

BrXYLP10

Bra021454

nsLTP2

MGYTSIYAITFVALVGALLGVSKAQPSGSBVSTLTTLSPELGYITGNSTTPSQTRESQLDS




VIKSSPQEIESAVNSPIPNIGLNINRTQALQLPNABNIQAPPLSQEN VAT TRBLGALBRVE
BEADKNPGVALITSEBGARSGVVVGARGGSKTIPSTGAGSSSGSVDRVPPHLFIFICEFYY

FKEENDLSDLVSCVLRVGIKCCKGCQTNAKRKLLSVSGVSAVEYNAEQGLLRVSGDPNP
AKLLRKLAKWDKNAELVSLPGEVSHBRBRIBQLY QTKRMGKRTPK CFLLRCFGTKEKV
EPYGVAGDENGSATPFINTVAPPMVY PPPQPIBGFAIBIPY PPPCFGANQPPYTYTSGGMY
QSPPPTFQLRKTQFPQMVNYPHH

BrXYLPI1

Bra040833

nsLTP2

MKMGMGLMLLTVFMAVMSSTRVLAQSTRBTSALISMSPBLNYITGNTTTPSQQBESQLG
NVVRSSPDELEQVLNGGGSQLGINVNQTQALALPRABNVQTPPVSRENNGGGSTADEER
ADBENSSEBGNGSKTVPVGEGEGEGPSSDGSSIKFSYPLLAFLSVASYMAIFLKY

BrXYLPI2

Bra023817

nsL.TP2

MKMGRVLVLLTVFMAVMSSTRVSAQSSETTALISMSPRLNYITGNTTSPSQQBESQLGNV
VRSSPDELBQALNGGGSQLGINVNQTQALALPRAGNVQTPPVSGESNGGGSTADSETDE
BNsSEBGNGSKTVPVGEGDGSFSDGSSIEISYRLLTFLSVASYIAIFLKY

BrXYLPI3

Bra001874

nsLTP2

MKTGMGLMFLTIFMAVMSSTRVSAQSSETSVLISMAPBLNYITGNTTSPSQQEESQLSSV
vQsSPDELBQALNGGRSQLGLNINQTQALALPRABNVQTPPISRENGGGSNADSRA DER
KSSEBGNGSKTVPVGEGDGSSSDGSSIKFSYPLLAFLIAASYMAVFLKY

BrXYLP14

Bra018473

nsLTP2

MAQTTTVIFILATLLVPATVVSGQTPPSPVAPSPTINEAMNBAAGLTVELPAFAQGGTPSK
EBBTAVK TQQSBLEBGFIKAPVLYVPENITAFSALISK SEGINTNLNLES EfRA QBB PHMTA
PPSGBK TDKDAASKPAETGLVGIVLIMISALFY

BrXYLPI5

Bra025919

nsLTP2

MEVVRFAVAVVEVLFSVSSSKAEPTPAMGGGGGGGGDAHSMPRBIQKLMPBQPYLHSVTP
PPPASBEBLPMKEIVEKDATELES VENNVDMLKSLNLTKENALVLPKABGAKADISLEK SS




NGTTIPSTGTTTTPPASSTGSGSTGASSSSTDKPTNSAPAINFAGASFASAFMALATIFF

BrXYLPI6

Bra0l6563

nsLTP2

MEILKFAVIFVLCSISSSNAATTPPSGGAGDAHSMPBIQKLMPBQPYLRSVTPPPPASEEM
PLKEIVETDVNBLESVFNNVDMLKSLNLTKENALVLPKABGANADVSQEBKASTGTTIBS
TBRGTTK TPPABBAESGSTGGSASSTAKPSDSAPAINFSGISFAAAFVALATIFF

BrXYLP17

Bra031024

nsLTP2

MEIVRFTVAVFFVLYSVSSSNAATAPPSGGGGGGGDAQAMPRIQKLMPEQPFLHSVIPPPP
PSEEL PLK AIVANDATEBLES VENNVDMLKSLNLTKDNALDLPK ABGANPDISLEK ABRA
GGTTTNSTERABBK TPPVSSTGSGSTGASSSTTSPTSSAPAINFAGLSFASTIVALATTEF

BrXYLPI18

Bra031023

nsLTP2

MKIVRFTVAVFFVLVSVSSSNAAVAPPSGGGSGGGDARALPBIQKLKSBQPYLHSVIPPLP
ASBELSMKEMVANDAPELESVENNVDMLKSLNLTRDNALDIPK ABDAEPDISLEK ABBA
DEBTTNSTSSHBTSSAPAINFAGLSFASTIVALATTFF

BrXYLP19

Bra031022

nsLTP2

MEIVRFAVAAVFFVLY SVSSSNAAIAPPSGGGGGGGDAQEMPBIQKLMPEQPFLHSVIPPP
PPSEBELPMKAIVANDATHLES VFNNVDMLKSLNLTK DNALDLPK ABGANPDISLEK ASH
AGGTTTNSTERABBK TPPVSSTGDFHCGTTGASASSTSTRTSSAPAINFAGLSFASTIVALAA
TFF

BrXYLP20

Bra015955

nsLTP2

MASSILFITLLISLSSISLOLVFAQVPGTTTATBSSMLLSLAPBGPFVQGFVQLPAQPBEDGL
NQIYSQQPTHLELFLNNTSTLSPAFPINQTLALQLPPLENVPANASSESEBGGERBSDSSSV
APPPSSSTSERVEES AKNNSSVAGIBVA QLIBR PTSLMGLGYDLRSSGSKSKIQLIILALAVI
LPGTLEFI

BrXYLP21

Bra032857

nsLTP2

MKDLHFHIFLVTMTVIASISAATPTAPAAGGALSDEBNQDFQKVTLBLDFATGKAPTPSK




KBEDAIEDIKEKDPKBLEY VIQQAKTGGQALKDLGVQEAKLIQLPTABQLRNASISNEPK
LLGISESEBDAAVFTSNATTIRREREA GKBRARBATS SEK GGSASIRDGHAVVALAITLITVSFE
VSTLL

BrXYLP22

Bra010912

nsLTP2

MKGLYFHLFLVTMTVVASISAATPAAPSGGGSLLDEBSKDIQTVSLIBLDFASGKAPNPSK
K@D AIEDIKEK DPKBLBFVIQQAKSGGQTLKDLGVQEAKLIQLPTSEQLHNASISNEPK
LLGISBSBRAAATFTSNATS TTHRA BB GG TRRARBATS SEK GGSASIKDGHAVMLLAVALMSI
SFLSTLPWMGLA

BrXYLP23

Bra021455

nsLTP2

MSSLILGGKGQQISTPETSSMISTFTPBLNFITGSSGGSVTPTAGE@DSLKSLTSTGMNEA
BLILTANVPLPTGFINRTLSLALPRABKMTGVPVQEQAAGHEBL @R v PFLLAPPPPMSA
FEBGsskAAATEBGLEEDEEL DEBV BB TABBGIRPVVQPLQPTSLAQYSTSBFLPLLFFLFT
LLTLLNL

BrXYLP24

Bra023816

nsLTP2

MSKISGITIVLVALIAVLAFPVRSQQPPLSQ@TPSMMTTVGPEMSILTNSSTNGTSPSSDEE |
NSLKSLTTGGMGELELIVTGSVPENIPINRTTAVSLPRABNMPRYPLQEK ANIEEA A BBGE
ASTHERAMBBGRATIIEL v PEPIRA A QIQSVTTRPFBTADG A TADNGGS TSRPSLITPSS
AYALSPSLLFFGISLVALKFY

BrXYLP25

Bra001875

nsLTP2

MSKIPVITIAVALLAVLALPVRSQQPPLSQETPSMMTTVGPEMSILTNSSTNGTSPSSDBGN |
SLRSLTTGGMGELELIVTGSVPENIPINRTTAVSLPRABNMPRVPLQEN AN IBEA A BBGEA

GTFERAMBBSRATIN v PEPERA A QBB QSDTTRPHIBTVDGAMBTSDDGGNTSRPSVIEBSSS
YALSPSLLFLVVSLVALKFY




BrXYLP26

Bra0l15426

nsLTP2

MDPRFCLISALIFLSLLSNSPILILAQISTPBSPTMLSSVTGEMSFLTGGGSSPTSDBGEALK
SLTGTGLDELBLIVTASVPINIPINRTLAISLPRABGMPGVPVKEK AsAREL PAPGE v SLEPR
TIBTETQRBQGSASHERTTERASSIIPDDQNIPASDK GENPTASTPSASSPSSSHSIKLPLLLL
TFEAFQIISLLLS

BrXYLP27

Bra032462

nsLTP2

MDPKSFLISALIFSLLSNSPVLMSLAQINTPBSPTMLSSVTGEMSFLTGGATSTTSDBBRAL
KTLTGTSMDEL@EMIVTANVPLDLPINRTLAISLPRABGVPVQEK ASSALLYSBGRAS VBB T
TSPPTETQNPEGSASFERATEBTSSMDPDGMPDGKAHIFFNT

BrXYLP28

Bra039713

nsLTP2

MAATIVFILMLAITSSTAVAETQGPSSSPPAPTSEELVMFSPBIPY VSAPPNNISKTPDALE |
BsvrsTsvHSAAGKELBYLLRQPMILGFPLDRSRLLSLSQIBTEFQSSDESFESL SRS VER
ELPPLQSIQFTEBFDYGDRDSABBQSLGLPPETAKDPPISDQFEEDIDNVEBOQLIINGSPMIS
NLLLFLTTIIMTLATCILTRI

BrXYLP29

Bra025907

nsLTP2

MASSSVFITVLISLVPVFLOPGLAQGQSPPASBASLLLALAPBGPEVQGEVQFPAQPEBBSSL
SQIYSQQPTELELFLNNNSTLSSAFPINQTLALKLPQLESIPANSSVBSSGASTASPPSTNST
GSQVSMGAKNNSVA A ABVA QVBBK PSNMMGLGDGLRSSGPTFKIQVTIFVIAAILAGTL
FLV

BrXYLP30

Bra040823

nsLTP2

MKOQSLILSILILLSSSFAQIHARNKSHPANPPSPVATPAPGPSNSDISSVIFDMMDBLSYLTP
GSNDTTPTKVEBBGGILSVLQYNPKEVEBIGLASSKDMGIALNNTRALAMPTIBKLPIAAPH

BaLpAsrrsasloMssVEBS AVERMIEBQssAQBBTFERSLPEBBGI TS SSGTNHLS V

SKFTFVAVVVSYITYISAFSN




BrXYLP31

Bra021349

nsLTP2

MTNVAVIAAILITVLLSASVSEQMAPSPSSGPSGAPDEMTNLLNMTDELSY VQVGNGGG
AANPDKABGPELAGLVDSSPQELEYLLGGDMAAQYGIKIDKAKALKLPGVEBGVVTPDP

SLBSLFGIAVGEBEAMGKEEARRA HIBSSGAEBBEGLGSEBISASRTSDAPNTPY SLFLSVIII

PLAFAFHLYS

BrXYLP32

Bra014833

nsLTP2

MKQSLISILILLLSSSFAPIHARNKPQPAK SBSHVA A LIBBGPSNSDESSIY DMMDBLS YLTP
GSNDTKPTK VBEGGILSVLQYNPKEIEVGLESSK TMGFAVNNTRARAMPTTEKLTIVAPH

BAiLDEARRAASIAVIS AGEEM TEES SGGEB TSIl LA EBEV M TBSPSRSGTNHLSVSTL

TLVSVIVSSVTYISFLF

BrXYLP33

Bra037069

nsLTP2

MAATSNAVVLIVILAITFSSSSAVTETQAPSPPALTTEELVMFESPBLPY VSAPPNNISDAP
DPLE@SAFSTSVNSGAGNELEYLLRQPMILGFPLDRSRLLSLSQI@SDLSSDESFESIBORS
EBBELPPLQSIQFTIBEVYGDKASASBESFAISREAAGIBBTSDQPEBETDSLSSHBESIINGSP
KITSFCFLSTIIMTLPTFDLFLLAL

BrCAGPI

Bra030067

nsLTP2

MKGLHFHLFLVTMTVVVSVSAATPAAPAAGGALADE@SQDFQKVTLBLDFATGKAPNP
SKKB@DAIEDTKERDPKELEY VIQQAK TGGQALKDLGAKKINSFNFQLLASSTTLASBT
VQEMHVVDYGFEFLGIBBSEEDAAVFTSNATS TTHRA BBA GKBRAB T TSMGTGGSPSIRD
GHATVALAFALIMTVSFVSILPRMGLA

BrCAGP2

Bra039574

nsLTP2

MKHLVVLSNVLLLLSCDAAVFMBBSERBVFSPSSEPSNNDBSTVVYGMEDBLSFLTVGST
DLSPTKTBEEGIKIVLEYNSSELBIALESSRAIGFDLINNRALAMPSTENIPIDPHF VSPSK P
PTTTLSSGSSTSITTTERSVSERASSHSSAAKPGSSPTIIQSPPTLAAQERAMHEBSESEY GME
NMSLSKLFIIIMMISSFVYLLA




BrCAGP3

Bra021876

Pollen proteins
Ole e I like
(POel-like)
domain

MGFIGKSVLLTLIALCCFTSSVF STIAQVPPVKLI.LPTLPPTK.IKVPTFPPAK.IKVPT
LPPAK.IKPPVVLPPVSPPKFNRTLVAVRGVVFCKACKYAGVNNLQGAKPVKGAVVRL
LCKNKKNATSEATTDKNGYFLLYAPKTVSNYAIRNCRAYLVKSPDAKCSKVSKLHGGYL
GSFLKPVVKPENATIIFNKLKYSLFNVGPFAFEPVCPK

BrCAGP4

Bra032889

POel-like

MGFLGKSILSSLLAIWFFTSCAFTEEVNHVNQISSIBMBSE Y HHGHHHPHPPHHHHPHP
HPPAKAPVKPPVSPPSKPPVKPPVYPPTKSPVKPPTKPPVKPPVSPPAKPPVKPPVYPPTK

APVKPPVKPPVKPPVSPPAKPPIKPPVSPPAKPPVKPPVYPPTKMBVKPPTKMBAKPPVSPP
AKPPVSPPAKPPVKPPVYPPKFNRSLIAVQGTVECKSCQYASFDSLIGAKPVEGAVVRLLC
KSKKNIVAETKTDKNGYFLLLGPKTVTNYGFRGCRVYLVKSKDYKCNKVSKLFGGDVG
AVLKPEKRKGKSAVVINQLIYGIFNVGPFAFDPVCPK

BrCAGPS5

Bra030083

POel-like

MGFLGKSVLVSLIALWCFTSSAFTEEVNHVTQIIS SIBMBAN Y HHGHHHPHPPHPHHPHP
HPPAKAPVKPPVSPPAKPPVKPPVYPPAKAPVKPPTKPPVKPPVSPPAKPPVKPPVYPPTK
APVKPPVKPPVKPPVSPPAKPPVKPPVYPPTKAPTKPPTKPPVKPPVSPPAKPPVKPPVYP
PKFNRSLVAVQGTVECKSCKYASYDSLTGAKPVEGAKVRLVCKSKKNIVAETETDKNGY
FLLLAPKTVTNFGFRGCRAYLVKSKDYKCNKVSKLFGGDVGAVLKPVKIPGKSSVVINK
LTYGVFNVGPFAFDPVCPK

BrCAGP6

Bra003506

POel-like

MAVTRAALAICFLLSLATIATADYYSPSTPPVYTPPAYKPTHPPPVYTRPVHKPTLPPPVYT
TPAHKPTLPPPVYTPPTYKPTLPPPVYTPPTYKPKPTLPPPVYKPTLSPPVYTKPTIPPPVY
TPPVYKPTLSPPVYTKPTLPPPVYTPPAYKPTLPPPVYTPPVYKPTLSPPVYKPTLSPPVYK
KYTSYSHTIPY VPKPTYTPPTKPY VPEILKVVDGIILCKNGYETYPIQGAKAKIVCSEPGS
YGQSKKDVVIYSDPTDSKGYFHVSLTSIKDLLHCRVKLYTSPVETCNNPTNVNKGLTGVP




LSMYGYRYHSDKNLKIFSVIBBFYFTGHK ARBTIBK Y

BrCAGP7

Bra014398

POel-like

MLSTMAIKSTSLAICLFFSPKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPY
VSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPP
TKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVPEIL
KVVDGIILCKNGYETYPIQGAKAMIVCSEPGSYGKKDVVIYSDPTGSKGYFHVALTDIIK
NLLHCRVKLYTSPVETCKNPTNVNKGLTGVPLSMYGHRYHSDKNLKIF SV.FYFT.K

ARBTIBK Y

BrCAGPS

Bra014399

POel-like

MAIKSTSLAICLLFSLATIATAYY.S SPPVHQ.EYKPTLPPPVYIPKPTLPPPVYTPPVYK
PTLPPPVYTKPTLPPPVYTPPTKPY VPKPTYTPPTKSYVPKPTYTPPTKPYVSKPTYTPPTK
PYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYT
PPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPY VSK
PTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVSKPTYTPPTKPYVPEILKVVDGIIL
CKNGYETYPIQGAKAKIVCSEPGSYGKKDVVIYSDPTDSKGYFHVALTDIIKNLLHCRVK
LYTSPVETCKNPTNVNKGLTGVPLSMYGYRYHSDKNLKIFSV.FYFT.KA.TIPKY

BrCAGP9Y

Bra001983

POel-like

MDPNHNLLEFVSFLVLCLAVNGVTGYATVTGSVFECDQCKDGERSLFDFPVSGIKVSVTCA
DESGQVYMSREETTNWLGGY VMRFDGTPDLSNCYAQVSDNGAQQQGSSSSCSIASGPA
QKLKLLFSFFGFETFAADVLLTQPVRPMSYCPKPPPAPVMSPPHQAPPPPEVKLPPSPPKP
QVPVLPPPQAPVTSPPPATSPPQFKLPPLPPIPPVPFVDPSACSHQLWIRPEYRCYWRVIGP
DTKVAVAFGLIAGRRYGTDMTVREALDGRGEAYKTLLREATTALLNSYNSLGFPYNSIAV
ITHTNLALLGNSQHDVLMTAIRFIKANSGTCKFTVCK




BrCAGPI10

Bra033328

glycosyl
hydrolase
domain (GH)

MLVSSY TRNHILFFIALILTLTSLTESRY HHHKEK HK HNSHNHHSSKPEPPSSSISQPPTPPP
BB~ DBBSEs L rPEBSDEPEEDNNGFYNVRKFGAVGDGVTDDTEAFK TAWDSSCSNQNDT

VSVLFVPYGY TEMIHSTIFTGPCHSYQILQVDGTITPDGPESWPSNISKRQWLVEFYRVNG

MALKGAGVIDGRGQKWWDLPCKPHRSVNKSAIFAGPCDSPIALRFEMSSNLTVEGLMIK
NSPQFNFRFDGCQGVHVESLHITAPPLSPNTDGIHIENSNSVTIYNSVISNGDDCVSIGSGS
YDVDIRNLTCGPGGHGISIGSLGNHNSHACVSNITVRDSIIKYSDNGVRIKTWQGGSGSV

SGVTFNNIHVESVRNPIIIDQYYCMTKDCSNKTSAVFVSDIAY QGIKGTYDIRSPPMHFGC
SDAIPCTNLTLSGIELLPAKGDIVLDPFCWNAY GLAEELSIPPVWCPMSDPPTALPGALVD

KCGSP

BrCAGPI11

Bra032600

GH

MLISSYTRNOILCFIALITTLSSLTESRYHHHKEKHKHNSHNHHSSKPEPPSSSISQPPTPPP
.DD-SLPP.SDDPEEDDNGVYDVRKFGAVGDGVADDTEAFKTAWDSSCSNGNDT
VSVLLVPYGYTFMIQSTIFTGPCHSYQLFQVDGTIVTPDGPESWPSNISKRQWLVFYRVN
GMALKGAGVIDGRGQKWWDLPCKPHRTVNISAIVAGPCDSPIALRFFMSSNLTVEGLQI
KNSPQFHFRFDGCQGVHVESLHITAPPLSPNTDGIHIENSNSVTIYNSVISNGDDCVSIGSG
SYDVDIRNLTCGPGGHGISIGSLGNHNSHACVSNITVRDSVIKYSDNGVRIKTWQGGFGS
VSGVTFNNIHVESVRNPIIIDQYYCMTKDCANKTSAVFVSDITY QGIKGTYDIRSPPMHFG
CSDAVPCTNLTLSGIELLPEKGEIVVDPFCWNAY GLVEELSIPPVWCLMSDPPTALQGALV
DKCGSP

BrCAGPI12

Bra011100

GH and X&

MSERLKLILWICLSILAFLDFGGAASKIGICYGRNADNLPTPNKVSELIQHLNIKFVRIYDA
NIDVLKAFANTGIELMIGVPNADLLAFAQFQSNVDTWLHNNILPYYPTTKITSISVGLEVT
EAPDNATGLLLPAMRNIHTALKKSGLDKKIKISSSHSLAVLSRSFPPSSATFSKKHLPFLKP




MLEFLVENESPFMIDLYPY YAYRDSSEKLDAIYFALTAMNFKTVKVMVTESGWPSRGSP
KETAATPDNALAYNTNLIRHVVGDPGTPAKPGEEIDVYLFSLFNENRKPGIESERNWGME
YANGTSVYALDETGESSVPVEBSNSSTTERORSSBBGNSTVIIGGGGGGARKWCVASSQAS
VTELQTALDWACGPGSVDCSAVQPDQPCFEPDTVLSHASYAFNTYYQQSGANSSDCSFG
GVSVEVDKDPSYGNCLYMIABSTDGMNRTMAGNITGNITAIDEEMABESSSSDGYROMVY
VSVAVSVLLPLEVVSLSLW

BrCAGPI3

Bra010330

GH and X8

MSLFKTVAELGAASNIGICY GRNADNLPSPNKVSELIQHLNIKFVRIYDYNIDVLKAFANT
NIELMIGVPNADLLAFAQFQSNVDTWLRNNILPYYPTTKITSISVGLEVTEAPDNATGLVL
PAMQNIHTALKKAGLDKKIKISSSHSLAILSRSFPPSSATFSKKHSAFLKPMLEFLVENDSP
FMIDLYPY YAYRDSAEKVQLEYALFESSSQVVDPATGLLY SNMFDAQLDAVYFALTAMN
FKSVKVMVTESGWPSKGSPKETAATPDNALAYNTNLIRHVIGDPGTPAKPGEEIDVYLFES
LENENRKPGMESERNWGMFYANGTSVYALDFTGESAVPERVEESNSTTGVEBBBGDNGN
STVTIGGGGGGAKKWCVASSQASVTELQSALDWACGPGNVDCSAVQPNQPCFEPDTVL
SHASYAENTYYQQSGGSSLDCSFGGVSVEVDKDPSYGNCLYMIAPSTDGMNRTMAGNI

TGNITAIDSPLASPSTSNEGIRQMVVSVAVSALLPCEFVVSLSLIW

BrCAGP14

Bra000732

GH and
carbohydrate
binding
domain
(CBM49)

MHPCK VLISWDVKYAGVQTLVAKILMQGKAGEHTAVFERY QEKAEQFMCSMLGKSTK
NIQKTPGGLIFRQRWNNMQFVTSASFLAAVYSDYLSSSKRNLRCSQGNVSPSQLLDFSKS
QVDYILGDNPRGTSYMVGYGHNYPRQVHHRGSSIVSYKVDQKFVTCRGGYATWYSRK
ASDPNVLTGALVGGPDAYDNFADNRDNYEQTEPTTYNNAPLLGVLARLISEETGFDQRL
pGVERIESE v 1K BB PKRKPTTPPEA SEBBBITISQKMTSSWINEGK VY YRYSTKLTNRST
KRLKNLKISITKLY GPIWGVTKTGNSYGFPSWMKSLPAGKSMEFVYIHSAAPANVLVSN




YSLE

BrCAGPI15

Bra001454

GH and STAS
domain

MKTYLLLLLIFSLLLSYSSGQQCGRQAQGALCPNGLCCSEYGWCGTTEAYCGRGCQSQ
B rrrEBRE rrrBB TPPRPTPPEBSGDLSGIISRDQFYKMLKHMNDNACPARGFFTYDAFI
TAAKFFPSFGNTGDLATRKKEIAAFFGQTSHETTGGWTDAPDGANTWGY CFKDEIGKSN
PYCDSNNLEWPCAPGQFYYGRGPMMLSWNYNYGQCGRDLGLDLLRRPAIASSDPVIAF
ETAIWFWMTPQAPKPSCHDVITDQWQPSAADISAGRLPGY GVITNIINGGLECAGRNVA
QVEDRISFYTRYCGMFGVDPGTVLGRLPGTTVYRNMKQYPEAY TYNGIVIVRVDAPIYF
ANISYIKDSCHIHRLKRRGSLERTLAVSNPNKEVLLTLARSGIVELIGKEWYFVRVHDAVQ
VCLHY VESKNQTERTNVEESSSSSLWRRCNAKNSSHTEVEPDSKLVLKEPLLFNDK

BrCAGPI6

Bra038726

GH

MKSLLLLLLNFLFLLSFSSAEQCGRQAGGALCPNNLCCSEYGWCGSTEAYCALPGCQSQ
CTPSGPPPPGPPPPDPTGGLTDITRSQFDDMLKHRNDAACPARGFYTYDAFITAAKYFPS
FCNNGDTVARKKELSAFFGQTSHETTGGWPTAPDGPYAWGY CFKEEVSPSSDYCQPSGQ
WPCVPGKRYYGRGPMQLSWNYNYGQCGAAIGEDLLNNPDLVSNDPVISLKAAIWFWM
TPQSPKPSCHAVINGQWQPSPADIAAGRVPGYGVTTNINGGLECGHGPDTRVYDRIGFY
QRYCGIFGVNTGDNLDCYNQRSFASFKSFLDAAM

BrCAGP17

Bra034754

GH

MKTCLLLFLIFSLLLSFSSAEQCGRQAGGALCPNGLCCSEFGWCGNTEPYCKQPGCQSQ
CGGTPPGPTGDLSGIISRSQFDDMLKHRNDNACPARGFYTYDAFINAAKSFPGFGTTGDT
ATRKKEIAAFFGQTSHETTGGWATAPDGPYSWGY CFKQEQNPSSNYCSPSAEWPCASGK
SYYGRGPMQLSWNYNYGQCGRAIGSDLLNNPDLVSNDPVIAFKAAIWFWMTPQSPKPS
CHAVIVGQWQPSDADRAAGRVPGYGVITNIINGGLECGRGQDATRVADRIGFYQRYCNI




LGVNPGGNLDCYNQRSFASVNFFLDAAI

BrCAGPI1S8

Bra033641

GH

MEPSVYRLFLLFFLCLYGLHQTKSQPFIGVNYGQTADNLPPPSATAKLLQSTSIQKVRLYG
SDPAIIKALANTGIEIVIGTGDVPGLASDPSFARSWVETNVVPYYPASKITLIDVGNEATTF
GDRNFMLQLLPAMKNVQSALEAASLGGKIKVSTVHTMSILSQSDPPSAGVFAADHADIL
KGLLEFNRETGSPFAVNPYPFFAYQSDPRPETLAFCLFQPNPGRVDANSKIKYMNMFDAQ
VDAVYSALSSFGFKDVEIVVAETGWPYKGDPDEVGTTIENAKAYNKNLIAHLKSMAGTP
LMPGKVIETYLFALYDENLKPGKGSERAFGLFKPDLTMTYDIGLTK TTNQTSMBBQSEIP
RLPPAABBTSQTLPAPPOMILPEBTEBSDKNSGQTDVHNSTER

BrCAGPI19

Bra027699

GH
CBM49

and

MEIKFASVAALLLLLSFPVAFSGHDYGQALSKSLLFFEAQRSGVLPRNQRVTWRSHSGLT
DGKSSGVNLVGGYYDAGDNVKFGLPMAFTVTMMAWSVIEY GNQLAANGELGHSIDAI
KWGTDYFIKAHPEPNVLYGEVGDGNTDHYCWQRPEEMTTDRKAYRIDPSNPGSDLAGE
TAAAMAAASIVFRRSNPAY SRLLLTHAYQLFDFADKYRGKYDSSITVARKYYGSVSGYN
DELLWAAAWLYQASNNQFYLDYLGRNGDSMGGTGWSMTEFGWDVKYAGVQTLVAKF
LMQGKAGRHTAVFQKFQQKADFFMCSLLGKGSRNIQKTPGGLIFRQRWNNMQFVTSAS
FLTTVYSDYLTSSRSNLRCSAGNVAPSQLLSFAKSQVDYILGDNPRATSYMVGYGNNFPQ
RVHHRGSSIVSYKVDRSFVTCRGGYATWFSRKGSDPNLLTGAIVGGPDAYDNFADRRDN
YKQTEPATYNNAPLLGVLARLSSGHSGYSQLLPVVPAPVVVRRPMPIRKPRVTEBVRASH
BVAIVOKMTGSWVSKGRTYYRYSTTVINKSPRALKSLNLSIKNLY GPIWGLSRSGNSFGL
PSWMQSLQSGKSLEFVYIHSTSPANVAVSSYTLA

BrCAGP20

Bra027735

GH

and

MKNFASVAALLLLLCFPVAFSGHDYGQALSKSLLFFEAQRSGVLPRNQRVTWRSHSGLT
DGKSSGVNLVGGYYDAGDNVKFGLPMAFTVTMMAWSVIEY GNQLAANGELGHSIDAI




CBM49

KWGTDYFIKAHPEPNVLYGEVGDGNTDHYCWQRPEEMTTDRKAYRIDPSNPGSDLAGE
TAAAMAAASIVFRRSNPAY SRLLLTHAYQLFDFADKYRGKYDSSITVARKYYGSVSGYN
DELLWAAAWLYQASNNQFYLDYLGRNGDSMGGTGWSMTEFGWDVKYAGVQTLVAKF
LMQGKGGRHTAVFQKFQQKADFFMCSLLGKGSRNIQKTPGGLIFRQRWNNMQFVTSAS
FLTTVYSDYLTSSRSNLRCSAGNVAPSQLLSFAKSQVDYILGDNPRATSYMVGYGNNFPQ
RVHHRGSSIVSYKVDRSFVTCRGGYATWFSRKGSDPNLLTGAIVGGPDAYDNFADRRDN
YEQTEPATYNNAPLLGVLARLSSGHSGYSQLLPAVPAPVVVRRPMPIRKPRVTEBVRASH
BVAIVQKMSGSWVSKGRTY YRYSTTVINKSPRALKSLNLSIKNLY GPIWGLSRSGNSFGL
PSWMHSLQSGKSLEFVYIHSTTPANVAVSSYTLA

BrCAGP21

Bra0l8152

Plant
invertase/pecti
n
methylesterase
inhibitor
(PMEI)
domain  and

Pectinesterase

MLRGNGIFHICLLASFLLLPFSSAVHDGDFSGGANEBSSWDHNIBBSQE TRESBIB T TSPP |
TTSPPEBGRA ABBSBINNDSISGDMTWWCNKTPHAETCNY YFQRSPHNNINRPPRFRSEFL
RLLVQVALDQAVITHAQTVKFGPSCTNNQRKAAWSDCVKLFENTVAQLNLTLKGLNPA
ASSDVKCSNFDAQTWLSTAQTNIETCRSGSEDLKVSDFVMPAISNKNLSDLIGNCLAVNG
VLMKQHNHTTANHKEYFPSWVSRHERRLLVSASLAKSRPHLVVSQDRSGHFRSIQSAIN
FAGRRRIKSRFITY VKKGVYRENIEVGNDNHNIMLVGDGARKTITSGRSVKNGYTTYNS
ATAGFGGQRFVAKDMTFINTAGPLRGQAVSVRSSSDLSVFYRVGIHGFQDTLYIHSQRQF
FRECYISGTIDFIFGNAAVVFQNCMILVRRPLRGQANVITAQGRGDPFQNTGITIHSSRIIA
ASDLRPVIGAYKTYLGRPWQAY SRVTIMKTYIDNSISPLGWSPWLRGSNFALNTVFYGE
YKNFGPGSSTRWRVRWKGFHAITSAAVASRFTVGSLIAGGSWLPSTGVPFKTGL

BrCAGP22

Bra033792

PMEI

Pectinesterase

and

MVRGIFHICLLASFLLLPQFSSTVNYRGFTVGANVPSEWDHNIPPPPETIRRFABBTTSPPTT
SAQEBERA AASBBINNSSISGDMTWWCNKTPHAKTCTY YFQKSPDRNISRPPRFRSEFLR




MLVHVALDQAVIAHAQTVKLGQSCTNNQQKGAWSDCVTLFENTVTQLNQTFNGLNPG
ASSDVKCSDFDAQTWLSTAQTNIQTCRSGAEDLKVSNFVMPAISNKNLSDLIGNCLAVN
GVLMKQHNHKTANHKEYFPSWVSRHERRLLVSASLAKSRPHLVVAQDRSGHFRSIQAAI
NFAGRRRIKSRFVIYVKKGVYRENIEVGNDNHNIMLVGDGERKTIITSARSVKGGYTTYN
SATAGFGGQRFVAKDMTFINTAGPLRGQAVSVRSSSDLSVFYRVGIHGFQDTLFIHSQRQF
FRECYISGTIDFIFGNAAVVFQNCMILVRRPLHGQANVITAQGRGDPFQNTGITIHSSRIVA
ASDLRPVIRAYKTYLGRPWQAYSRVTIMKTYIDNSISPLGWSPWLRGSNFALNTVFYGEY
KNFGPGSSTRWRVRWKGFHAITNAAVASRFTVGSLIAGGSWLPSTGVPFKTGL

BrCAGP23

Bra034140

PMEI and

Pectinesterase

MKTLHFSSSLLFLSVLFLSCAFLISPQEBSBSBSELSSQPPSLPPSQSPSLPPSQPPSLPPSKPP
SLPPSQSTSDACKSTPYPKLCRTILSAVKSSPSDPYSYGKFTIKQCLKQASRLSKVINGYV
RRVRSKPGSMTAEEIGAVADCGELAELSVSYLETVAAELKMADMMTAALVEHVNSLLSG
VVTNQQTCLDGLVEAKSGFAAAIGSPMGNLTRLYSVSLGLVSHALNRNLKRFKASKGKI
LGGRNSTYREPLETLIKVLRKTCDNDKDCRKAARKLGELGVTSGGSILVSQAVIVGPYKS
DNFTTITDAIAAAPNNARPEDGYFVIYAREGVYEEYIVVPINKKNLLLMGDGINKTIITGN
HNVVDGWTTYNCSSFAVTGERFMAVDVTFRNTAGPEKHQAVALRNNAEGSTFYRCSFE
GYQDTLY VHSLRQFYRECDIY GTIDFIFGNAAAIFQNCNIYARKPMAKQKNAITAHGRTE
PNQNTGISIINCTIKAAPDLAADPTSTMTFLGRPWKPY SRTVFMQSYISDIVQPVGWLEW
NGTTGLDTIYYGEYDNFGPGAKTDRRVQWLGYNLLDMAQAMNETVYNFTLGDTWLP
QTDIPFYGGLVRKE

BrCAGP24

Bra040283

PMEI

MESNKTFWHILIVTVSTFLTPMVESKSVPLRDSYVARSLLSVSPPSE.SS_EVENT

1AVPASERTEIDIDSESBSR G A DS 1B TNEE T EESEoR :E A NEE AT DBBSESE: v DM DEE




B ssEMBVDSTBRANPPTEMDI I SRSESEEMBEDS ABRANPPTEMDIDEBSESBERBEEPGIBS |

GKTLISSATTLLKQTLLSPEIKTICGKTDNPELCESSISPLLTAAIKPDASSVLVLAIQASINA
TKAVMPTVNKVAAADCQELYDDAVSNLEDAINAVNESDIATVNSNLSAAMTDYGTCND
GFEESGEPNPLADVADKLHKMVSNCLAISTLIK

BrCAGP25 | Bra024570 | PMEI MKKPSLHQPILFFFLATLLPLILTVHSQPSPSPORSESESESES DDSDFIQRSCNTTLYPDVCY
SSLSNFSTY VHNDPALLARAAISVTLSNALELGKYLSNVSTLLEIHEDGGHHPTAAAVFH
DCFENLKDAVDEMRDSMKQMRDLVTTGSLESFRFQMSNVQTWLSAALTNEETCTDEFK
DVQDEPRKDEVCARVDGVKKLTSNALALVNRCVDNAIH

BrCAGP26 | Bra033660 | Xylanase MDRASLLALLLLLLIIFDLTAADKIPDLAAESGMIFPLSYSSLPPRVEDLRLRRRILHQSQQ

inhibitor LPNAHMKLYDDLLANGYYTTRLLIGTPPQEFALIVDTGSTVTY VPCSTCKHCGKHQDPK
N-terminal | FQPELSTTYEAVKCNPDCNCDDDGKLCIYERRYAEMSSSSGILSEDLISFGNESQLSPQRA
(TAXi-N) and | VFGCENVETGDLFSQRADGIMGLGRGKLSIVDQLVDKGVIEDSFSLCYGGMEVGGGAM
TAXi VLGKISPPAGMVFARSDPFRSPY YNIDLKQMHVAGKSLKLNPKVENGKHGTVLDSGTTY
C-terminal AYFPKEAFNAIKDAVIKEIPSLKRIHGPDPNY DDICFSGAGRDVAEIHNFFPEIAMEFGNHQ
(TAXi-C) KLILSPENYLFRHTKVRGAY CLGIFPDRDSTTLLGGIVVRNTLVTYDRENDKLGFLKTNC
SDLWRRLASPPDEBETEEY TONKSLNNISES R SESEMRs K Ml v DLPGVFRIGVITFQVSIS
VNNASMKPNFSEIADFIAHELEIQSSQASLNMHFPLVRLLSITTSGNEYRLKWGIYPPQSS
EYISNNTALNIMSLLKENKLRLPGQFGSYKLLEWKAEQKRKQSWLEKHLLGVVVGVMI
SLLVTSVIVKLALVWRRRQQEEATYEPVSAAVKEQELQPLSSSETSNA
BrCAGP27 | Bra036814 | TAXi-N  and | MLQFGFCVMSLGCASVSGSFSFQIHHRFSDQVK TVLGSHGLPEMGTLEYYETLVHRDRG

RRLTSNNNQTTVSFAQGNSTQEISFLHYANVTVGTPAQWFLVALDTGSDLFWLPCNCKSS




TAXi-C

CIRSMETDQGERIKLNIYDPTISTSSSKVPCNSTLCALRNRCVSPLSDCPYRIRYLSPGSRS

TGVLVDDVIHMRTEEGEPRDARITFGCSESQVGLFEK TAVNGIMGLAIANIAVPNMLAKA
GVASNSFSMCFGLKGKGTISFGDK GSSDQLETPLSGTLSPPFY DVTITEFKVGSVTVETEF
TAIFDSGTAVTWLIEPYYTAVTTNYHLQVADRRLPARVKSPFEFCYIITSATDEEKIPSISFE

MQGGATYNVFSPVLVFDTSDGGQVYCLAVLKEVTAGFNIIGQNFMTNYRIVHDRERMIL
GWKESDCNDKNGFTGPTASANPPSLPPIIBSER ARBBS TRLNPLAASSLLILCFFSFICL

BrCAGP28

Bra036815

TAXi-N
TAXi-C

and

MAIGRHVFVLLSALVLSWGLERCEATGKFSFEVHHMFSDAVKQNLGFDNLVPEEGSLEY
FKVLAQRDLFRGRGLASNNEDSPLTSAEGNLTVFVSFLGSLHYANVSVGTPATWFLVALD
TGSDLFWLPCNCGVTCISDLKDAGFPQSVPLNLYSPNTSSTSSSIRCSDDRCFESSRCSSPS
SSVCPYQVSESTTTTSTGTLLQDVFHLVTEDVDLKPVEANVTLGCGQRQTGLFQNFQAV
NGVLGLGVKDYSVPSLLAKAKLAANSFSICFGRVIGVVGRISFGDKGYTDQSETPFISVE
PSTAYGVNVTGLSVGKKAVGFSMFAQFDTGSSYTHLREPAYSAFTKAFNSRALDIRTPSD
PQFPFEFCYNLSPNATNITFPPIDMTFEGGSVMSIKNPFVTIKTEGGGRMY CLSIVKIEDLS
PNIIGOQNLMAGYRIVF DRERMVLGWKRSNCFEDESLTSAPPAEFGDTPPPPSESE.SPPE

SE.SPPTESNPLLRSPPPPPLVFTTTPPSDSTESPGS SGVANV.LGSLLLLSLLAFL

BrCAGP29

Bra0l12857

TAXi-C

MAVARHVFVFLSVLVVVSWGLERCEATGKFSFEVHHMFSDAVKQTLGLDNLVPEKGSM
EYFKVLAHRDQLIRGRGLASNNEKPSVTFMRENLTIGVDVLGSLHYANVSVGIPATWEF
VALDTGSDLFWLPCNCGTTCIRDLKDIGLPQNQTGLFGEGIALNGLLGLGLEDYSVPSVL
AKANITANSESMCIGNVIDVIGRISFGDKGY TDQQERBLY PVEBSBTYAVDVTEVSVGGE
ALGIKLLALVDTGTSFTHLLEAEYDLVTKTFDDQVKDKRRPIDPKIPFEFCYDLSPNSTTI
YFPKIIMTFGGGSQMILRNPLFSVENEDGTAMY CLGILKSVNFKLNIFGQNFLSGYRIVED




RERMVLGWKRSNCYEDESLEATPPPPEIEBSBR LSBBLPSPPPPPLVSIATPPPFDPRSSTG
NGSGGAASLSPLSSQLLLLLSLLAFLSFT

BrCAGP30

Bra013345

Leucine rich
repeat (LRR)

MKLPLPLLLLLLLLSPTTSANBSL SERBSR I8V PRTEBTPPRTSSSSEL DPKQLKALESLN
IPTLRNPCDHHPSSSSKPPTTVVTCDTGSPFRLVTSLSFTNCSSDLSISSTALKALSBSLPSLS
FHNCPSLSPPPHLPDSLHSFSAVSSFPRLSGLSLARLVNLTDITVSSVPVSTSGLEVILGNM
HDIVSLTISHANLSGNIPKSFHSNLTFIDLSDNLIKGPBIPTSITLLSNLKALNLSSNSISGEIPD
SIGDLISLKNLSLSSNKLSGPIPDSISSIPDLTHLDLSGNQLNGTVPRFISKMKSLKYLNLAN
NAFHGVLPFNASFLKKLEVFKVGGNSDLCYNHTVLSSKMKLGIRPCDKHGLPLSPPPRK
EDSSSDDDY SEDDSSEKKKEEHHGPNKAVLGVAIGLSSLVFLIIFMILLAKWCG

BrCAGP31

Bra020993

LRR

MKPLSPSLPLLLLLLLSSTTFARESL BBIPSR TR PRTEBRTSSEBLDPK PLK ALESLNIPTA
KNPCDHRPTSKPPSTVVTCDAGSPFRLVTSLSFTNCSSDLSISSAALRALSPSLASLSFLNC
PSLSPPPRLPTSLRSFTATSSFLRRRKGLSGVYLARLVNLTDLTVSSVPVSTSGLFVILGNM
DKIVSLTVSHANLSGNIPKSLHSNLTFIDLSDNLIKGSIPTSITQLSNLKSLNLSSNSISGEIP

DSIGDLISLKNMSLSSNKLSGPIPDSISSLPDLTHLDLSGNQLNGTVPRFITKMKSLKHLNL
ANNNERGVLPENASFLKKLEVFKVGGNSDLCYNRTVLSSKMKLGIAQCDKHGLPLSPPP
QKEDSSSDYDYGSEDETSVKKKEESRGPNKVVLGVSIGLASLVFLIIFLILCAKWCG

BrCAGP32

Bra026260

LRR

MALSITFHALTSLLLFHVSLVSTATHTRHHHTSHSSNHLQKAYRALQAWKKVIYSDPKNL
TGDWIEBSVCSYTGIFCBBBSDQNTLY VAGIDLNHGDIAGFLPEPIGLLSDLALIHLNSNR
FCGILPRSLSQLSLLYELDLSNNRFVGPFPDVVLSLPSLKYLDLRYNEFEGPLPPKLFSNPL
DAIFVNNNRLTSLIPRDFTGTTASVVVFANNDFSGCLPPTIAHFADTLEELLLINSSLSGCL

PPEVGYLYKLRVLDMSYNSLVGPVPYSLAGLGHLELLNLDHNMFTGAVPLGVCVLPSLQ




NLTVSDNYFSEEEGTCRNLTSRGIVFDDSNNCLPDKPHQRSHKVCEDVLDHPVDCYDHE

cSAVERQARBFA AGR S LERA SEBAY T

BrCAGP33

Bra039561

Formin
Homology
domain (FH2)

2

MGRLRTAFLAVSLVFLVCVSEEIISRRGANRGEAHGGDDVAEQTWIHCRKELKDKNRDC
LIYIPPRVAAANDTYQKLSVLTGWFSNWFGPLLDSTTSYPTRKLIGKQKRKKKKKRKKFR
vsSEBNFA L EERE G HBGESE R HAPGEAE (BB Qs Y DLVERSSBEs YA EMBDES SEFGRITK K
RAKSIVIBBSQSVPGPPPPPPPEKKNDILMDLIIAVASTAVLTFFLVALLFLCCFRRNNRKNAV
BERNEER DEBBL L HLSDLSAGSNENSPK VAATSRRFFTATSKKRSFLSRVSLKRNHHDEPP
AEASSSSGLPLPPGRSSGAPPLPPVAPPPPQAPPPPPPK SKPPPPAPPKLVRPPPAPPKRQGR
$SSGDGSDVDSETGAPKTKLKPFFWDKMANPDQKMVWHEISAGSFQFNEQEMESLFGY
NDVNKNKNGQRGESSRDSPVQYIQIIDPRKAQNLSILLRALNVTIEEVVDAIKEGNELPV
ELLQTLLKMAPTSEEELKLRLY SGDLHLLGPAERFLKILVDIPFAFKRIESLIFMISLQEEVS
GIKESLATLEVACKKLKNSRLFIKLLEAVLKTGNRMNVGTFRGDAQAFKLDTLLKLSDV
KGTDGKTTLLHFVVLEIIRSEGVRALRLQRSSKSFSSVKTDDTNTDTSPQSVERYRSTGL
QVVSGLTTELEDVKRAAIIDADGLASTLMNLSGSLTNAREFLK TMDEESDFEKALTGFIE
RADGDIKWLKEEEERIMVLVKSSADYFHGKSAKNEGLRLFAIVRDFLIMLEK VCREVKE
TTMMTSSKNHSSKKETKMIPESNQPDNIRRHLFPAIAERRADSSDDSDSD

BrCAGP34

Bra037491

FH2

MOQTFCFSFLLLLSCAPSPLSYASSALNLGRRHLSDDAGSALLIRABBTSPPFFPLESSAPPLP
PPPSPPTFAAFPTTFPANISALVLPREBKPHSTEBAILVPAISAVLVVAAVLGVALFLY GRWK
GQNRHFKDTNTTLGGGSSSSSHTSEERHVITNNFSVSASSPTSEVLYLGGEEEPDRVVTSF
VKPPESPEIRPLPPLPRSFQPSYEAEIHSERNEEEEDEEEEEEFFEBLASLASSANSEESRSGE
EQSSCSSSSSGWVEBARSFSMTLEBVOQQQRSFSRLSDVSLEQSLQSLSPERLRVRNNNGH




VSSSLRMFSFFNQNLSFPRISSASTBBDRGGFVRIBLSSLYSSVSNBBDGLFRKFINSSPPIW
NDFSRNVKSVLLSSESVSSRRDFVINIGGQAGAVAAPPPTRPPPLVPPSQSFVVQNDVKKP
SFSDKVNQGSCQNTAWDCLKANSFKLNKEIVETLFISNSSSPNLNQRGLTYDLPTQNEVS
YQNIATRLQLLNLTTKDVSNALLEGDSGALGAELLDCLSRLAPSKEEERKLRNASDDSVI
IKLTPAERFLKELLQVPFVFKRVDALLSVANFYPEVEYLRRSFGVVQAACEELRNNKTFS

RLLEAILKTGNKMSVGTNSHAFKFDTLLKLAEVKGLDGRSSVLHFAVQEMIKSEGSVKA
LDRIRNLSSEMETVKKSADIEYGVLTNGVLKLY QGIRSIKELLILSEESGCSGDQWMKFE

TKMGRFLETAGEEIVRIKAQESSTLSALEEVTELFHGGSFKEEGHTLRVFMAVRDFLSTL

DEVCNDMGERFSA

BrCAGP35

Bra039436

FH2

MVYFRQIFLMIIVVAISLQCCSISADERY RTHIGKLVGEDGGEKKKLTVLEKFRALLDLIKP
SEERRRNLA AR W EBSESE PN Gl v EBRA Y BB QR PIPPHLRRPLPQRTHPPRQHEIQR
RKHEKGGVFVPLVVSTACGIGFVVCVVVVLCLCSRVRKKNGK TLSFKRKQRKSQKVSIN
PTLDFLYLNSVGVDLERQSSVLVKETENDDELREEEVKRSVETEILLDSDNAGSYSTKEI
VSVQEKTEHSVSASEDDEESFHSVGGGSQYSNPRLSNASSSSVSGIGSSSQRFSERELDIP
ECSGISHPPPPPPPPPPPQLLQFSNRGLLHTLSSPETAKPQTFSSQLSAKVSASSSKPLPPPPP
PPPLPPSLQQQPQVMNKTPPPPLSLDFTQREPLGKDGAPLPKLKPLHWDKVRATPDRTM
VWDKIRTSSFEFDEEMIESLFGY TMQTSTKNEEGK CK TPSPGKHLLEPKRLQNFTILLKA
LNATADQICSALGKGEGLCLQQLEALVKMVPTKEEELKLCSYKGAVDELGSAEKFLRAL
VGVPFAFQRAEAMLYRETFEDEVVHLRNSFSMLEEACKELKSSRLFLKLLEAVLKTGNR
MNVGTIRGGAKAFKLDALLKLSDVKGTDGKTTLLHFVVQEISRSEGIRVSDSIMGRIMN
QRPNKNKTAEEKEEDYRRMGLDLVSGLNTELRNVKK TATIDLEGLVSSVSNLRDGLEQL
RCLASSEENRAFVSSMSSFLRY GEKSLEELREDEKRIMERVGEIAEYFHGDVRGDDKNPL




RIFVIVRDFLGMLDQVCRELRCVRVPNSBSBLIBBFR

BrCAGP36

Bra001148

FH2

MVYFRQILLMIIVLVISLOQCCNVFADTKELGEWTALMVANGERYRTQIGKLAGEDGGEK
KKFPVLEKFRALLDLIKPSTLRRRSLATSASLEBW SHBSBSErPNGERA EBRA Y BERBQRPIP
PHLRRPLPHRTHHPSRQHELTRRKHENRGAFIHVVVSAACGIGFVVCVVGAFFLYARRR

KKNGKTPPFQSSTRKVSINPSHSLGDDLEKQSSVSVKEVRETEKDVNDNKGVLLVEDVK
TSAETEILSDSDNASSFSTKEIVSVHENDEEQQTVDSVSGRVVSNGCDSSDDNESFHSVG

GGSSVGSSQRFSEREILPPPPPPPPPPPLPPGLHTLSLPK TTTLSSQLTAKVCASSSDSTLPST
PPPLRPPPPPPPPSQQPQATNKTPPPPLSLDFSQRRPLGKNGAPLPKLKPLHWDKVRATPN
RTMVWDRLRASSFEFDEEMIESLFGY TMQSSTKNEEGK CK TPSPGKHLLEPKRLQNFTIL
LKALNANADQICSALGKGLRLQQLEALVKMVPSKEEELKLCSYKGEVDELGSAEKFLR

AVVGVPFAFQRAEAMLYRETFEDEVVHLRNSFSMLEEACKELKSSRLFLKLLEAVLKTG
NRMNVGTIRGGAKAFKLDALLKLSDVKGTDGKTTLLHFVVQEISRSEGIRVSDSIMGRI

MNQRTNENRTAEEIDEDHRRMGLDLVSGLNTELRNVKKTATIDMEGLVSSVSNLRDGLG
GLKCLASEKLKGDEENRAFVSSMSSFLRYGERSLEELREDEKRVMGRVGEIAEYFHGDV
RGDEKNPLRIFVIVRDFLGMLDLVCRELRCVRVPNEBSBLEBFR

BrCAGP37

Bra037087

FH2

MGRLTKAFLAIFLVVLVCVSVEIARDGANRLRSSVSEEAHGVDMAEKTKIRCRKELKDE
NKDCLVYISREAAANGYVKLSVLTGYGHWF@BLLDSEBRRKLISKKKKFTVSEENFALE
PR BGRB8 orssHsPPDESNSEBVKRKPSVVERSES VVLEFAKKYDILMQLIIAV
ASTAVLTFFLVTLLFLCCFRRNREBR DEBBR DEGQFLHLVDLEBBGSNETEEA A ANPSRREFS

ASSKKKSFLSRMSLKRSGHDQFSTAQASTSSGHPPPLKLPPGRTAAPPPPPPPPAAPAPPPP
QPPPPPKSKPPPPPKLVRPPPAPPK GAAGKRQGHHSSSGDASDVDSETGAPKTKLKPEFW




DKMANPDQKMVWHEISAGSFQFNEEAMESLFGYNDGNKNKSGQRGESSRDSHVQYIQI
IDPRKAQNLSILLRALNVTTEEVVEAIKEGNELPVELLQTLLKMAPTTEEELKLRLYSGD
VNLLGPAERFLKILVDIPFAFKRIESLLFMISLQEEVSGIKESLSTLEVACKKLRNSRLFLKL
LEAVLKTGNRMNVGTFRGDAQAFKLDTLLKLSDVKGTDGKTTLLNFVVLEIIRSEGVRA
LRLQSKSFSSVRTEEDTNNNNTDSSPQSVERYRSTGLQVVSGLTTELEDVKRAAVIDADG
LAATLTNLSDSLTNAREFLKSMEEESDFEKALAGFIERADADIKWLKEEEERIMALVKSS
ADYFHGKSAKNEGLRLFAIVRDFLIMLEKVCRHVKETTTSATKTRTHSGKKETQVTMQE
DSHQPSTDNIQQRLFPAIAERRDDSSDDSDDE

BrCAGP38

Bra004786

FH2

MSRIPSLLRFATILFLFSSSSSSADQRLHSRHLLHQPFEPIPTAAPPPY QPPPPSSEPPRBBBRS
HHHHKNHPETPPPHEKHPFSSASNPPPPPPPPPSPPHPNTFFPSSDPSEBTSHPPPEBSPPHR

BBV P TFPANISSLVFPTHNKPHNSNPHVAKLLAITIAVVSAAILLSLLAVATIFLRRRRRRAS
PAKSTKTDARHLFNAAPSDVPLKHKQPPKYTSSNTSSEFLYLGTLVNSGLVDQQKSPGSV
AGVLELPPAQGSSSSHBS YSQYQKLGEBELRPLPPLPKLPVYTBNYRSTELLNPKGQDFDG
DDNENDEFYBBRGEBVRKQSPPRVKNSGSPGTSLKPPKSSLSPRLSLNSSNGSVSKKPVPT
RPPPPPPPQIHVLPVTNSVSEEKDETFKPKLKPLHWDKVRASSSRVTVWDQIKSNSFQVN
EEMIETLFRANDPTSRTKESVTTDVVQSTSHQFLDPRKSHNIAILLRALNVTADEVCEAL

VEGNSDALGSELLQCLLKMAPTKEEEDKLKELKEDDDDESSPSKTGPAERFLRALLNIPL
AFKRINAMLYIVNFESETEYLKRSFHTLEAACGELRNTRMFLKLLEAVLKTGNRMNIGT

NRGDAHAFKLDTLLKLVDIKGADGKTTLLHFVVQEIIKSEGARVSTTPTQSPVGVNMAE
QSAFQDDLELKKLGLQVVSTLSSQLTNVKKAAAMDSTSLSDEAAELSKGITKVKEVIME
LKQETGVERFLDSMNSFLNKAEKEITEVQSHGDSVMKMVKEVTEYFHGNSESHPSRIFT
VVRDFLTVLDQVCKEVGRVNERTVYGSVPRASVSNQVVIPLFPVANNDNNSEKSHSGSL




GNQEDEDLF

BrCAGP39

Bra000328

FH2

MSKIPFLLRFAVIVFFIFSSYSSGDQRLNSRHLLHQPFYPIVTAAPPPLSSK PPEBSBDK QPPP
PPPPPPLSSNPPEBSBDK PHHHK KHPAAAPPPQDKHLFSSVTPPPPPPAPHSNPFFPSNAVHP
SPPPPPPASIPTFPANISSLFFPPHNSSKPHTNNHHVAKLVSITVSVVSSSVLLSLLVVLILYL

RRTRRRRRLPAYNTKSTRSDSLQLFNASPSDGARKHKQPHKHTSSNTSSDFLYLGTLVNS
RSEGHRBQKEBVSRNVAGVLELPPVPASSSSSSSYSRNQRPGSPELRPLPPLPKLPAFSBTY

LEBEHLFPKRQDFDGDDDEFFSPRGSSGRKQSPPRVVEDSGVVQSVNDSNSCEBTSFNDE
BaTsLkPTSLEBL SLHSETSSNGSVLKKTGRARPPPPPPPPPPPPQFSEVPAATSPSPPSDPDK
KEETLKPKLKALHWDKVRASSSRVMVWDQIKSNSFQVNEEMIETLFRANDPSSRARDV
GNAGVVQSANQENQFLDPRKSHNIEILLRALNVTADEVCEALVEGNADMLGPELLECLL
KMAPTKEEEDKLKELKDDDESTTSKIGPAEKFLRALLNIPLAFKRIDAMLYIVNFDSETE

YLKRSFHTLEIACGELKNTRMFLKLLEAVLKTGNRMNIGTNRGDAHAFKLDTLLKLVDI
KGADGKTTLLHFVVQEIKSEGARVSSTPIQSPIGDDDIAEQSAFQDEIELKKLGLQVVSG
LSSQLINVKKAAAMDSTSLSKEIAEISSGITKVKEVIMELKQETGVERFLESMNSFLDKGE
KVITEIQSHGINVMKMVKEVTEYFHGNLESHPFRIFTVVRDELTILDQVCKEVGRVNERT
vYGSRPEBSNQTVILFPVVNINHAELSHDDDSFQVITIG

BrCAGP40

Bra029012

FH2

MILGGGMCNQNWARLVLLLVLLSGFFLVIALAESSEKDETFISQFMAPSTEQANEQMVET
LWAHRCWQDPDCVKEAVTVENLCFPGSKDNNLELFGFIPSHLKQTLLMCIQKQGELNG
HNLNYLKLLPSILDNEBRRNLASHBSBSPPPK R SSRRPPPAASKKSVSEKLTSKPAPAAKG
KEDHQKTIIIAVVTTAVSTFLLAACLFLCCTKVCGKGSGGRINDERPLLSLSSNEYSLGSS
NNYGGSGKGHQSFNGNNSDNFVTLEERMSMDGMFENNINNSHGIPPLKAPPGRKSSKIS




WKPPSGKVEPLPPEPPKFLKVSSSKKSSSIBSBSPPPPPMPSSAGPPRPPPPAPPPGSGIBBK P
prrPBBK BBR PPPPMSLGKKAPPASBEEA SSGDDDAPK TKLKPFEWDKVQANPEQSMVW
NDIRSGSFQFNEEMIESLFGYAAADKNKNDKKGGSGQAALPQFIQILEPKKGQNLSILLR
ALNATTEEVCDALLEGNELPVEFIQTLLKMAPTPEEELKLRLY SGEIAQLGTAERFLKAV
VDIPFAFKRLEALLFMCTLHEEMAFVKESFQTLEVACQELRGSRLFLKLLEAVLKTGNR
MNDGTFRGAAQAFKLDTLLKLADVKGTDGKTTLLHFVVQEIIRTEGRRAARTIRESQSF
SSVKTEDLMAEETSEEMEENYRGLGLQKVSGLSSELEHVKKSANVDADSLTGTVLKMG
HALAKAREFVNSEMKSSDEESGFREALEDFIQNAEGSVVEILEEEKRIMALVKATGDYFH
GKAGKDEGLRLFVIVRDFLIILDK SCKEVREAKGKQVKMARKQGSTASSVASEIPRABSL
DPREKLFPAITERRVDQSSSDSD

BrCAGP41

Bra019092

Glycerophosph
oryl diester
phosphodiester
ase domain
(GDPD)

MRGLLLLCGVVLIQLLAAQTDAQGSKSKWQTLTGFSPRVIARGGFSGLFPDSSIDAYNFA
MLTSVEDVVLWCDLQLTKDGAGICFPGLTMSNASNIEAAYPNRTNTYLVNGVSTQGWEFT
IDFSLKDLNKVNLIRGILSRSERFDGNGYSILTVQDVNTELKPQGLWLNVQHEAFYAQHN
LSMTTFLTTASKTVIIDFISSPEVNFFKKIAGRFGRILVPKSYVLPLDDKQYLLPSTSLVQD
AHKAGLEVFVSGFANDVDIAHDYSYDPVSEYLSFVDNGNFSVDGVLSDFPISASASVEC
FSHMGRNATKQVDFLVISKNGASGDYPGCTDLAYAKAIKDGADVIDCSVOMSSDGTPFC
SSSIDLGKTTMVAQTPLRNRSTNVPEISSLGGIYTFSLTWPEIQTLTPAISNPYRTYNMFRN
PNERNAGKLVSLSDFLNLAKNSTSLSGVLISVENAAYLRENQGLDVVKAVLDTLTETGY
TNITTKKVMIQSTNSSVLLDFKKQSRYETVYKVEETIRDILDSAIEDIKRFASAVVIVKSSV
FPDSEGFVTGQTNVVERLQKSQLPVYVELFQNEFVSQPYDFFSDANVEINSYVTGAGVN
GTVTEFPFTAARYRRNRCLGSKETPPYMAPVQPGGLLQVVNHASLPPAEAPNPVFTDAD




VTEPPLPPVTAK BB TS TRGEBSKPSTNEBBBSGQTRLTLSLLLSVFPMAIASLLLL

BrCAGP42

Bra026409

GDPD

MRGLRASSLLLCGVVLIQLLAVQIDAQRPKTQWKTLSGFSPRVIARGGFSGLFPDSSLDA
YNFAMQTSVLDAVLWCDLQLTKDGAGICEPDLTMSNASNVESVYPKGQSTYPVNGVPI
BGWFTIDLSLRALTNVSLIRGILSRSDKFDGNGY TISTVQTVNKEMKPQGFWLNVQHDA
FYAQHNLSMSNFLVSVTKTVIVDFISSPEVNFFRKIAGRFGREGBSFVFRFLEKEQFEPTTN
RTYGSILSNLTFVKTFASGILVPKSY VLPLDDKQYLLPSTSLVQDAHKAGLEVFVSGFAND
VDIAHDYSFDPVSEYLSFMDNGNFSVDGVLSDFPITASASVECFSHVARNATKQVDFLVI
SKNGASGDYPGCTNLAYEKAINDGADVIDCSVQMSSDGKPFCSSSIDLGNTTMVAQSPL
RNRSTSVPEISSVNGIY TFTLTWPEIQTLTPAISNPY SRRENMFRNPNERNSGKLLSLSEFL
NLAKNSTTLSGVLISVENAAYLREKQGLDVVKAVLDALTETGYSNRTTTKVMIQSTNSS
VLVDFKKQSQYETVYKVEETIRDILDSAIEDIK TFASAVVIGKSSVFPVVDGFVTGQTNVV
ERLQKSQLPVYVELFQNEFVSQPFDFFSDATVEINSY VTGPGINGTITEFPFTAARYRRNR
CLASKETLSYMBBVQPGGLLEVVEBGSLPPAEBENPVFTDADVTEPPLPPVTAK BN

GBS TTBASGOTQLTLSLLLSVFAMVLASLLLM

BrCAGP43

Bra002904

GDPD

MLGSRASKFLLSALILIHLLPTQLLAQRSK.WQTLTGS.LIIARGGF SGLLPDSSVDAYS
IVSQTSVSGAVLWCDVQLTKDGVGICFPDVKMMNASSIQDAYPKRKNSYLVNGVPTQD

WFEFTIDFTLKDLKSVFLIRGILSRSDAFDNNQYAISTVQDIAMELKPKSFWLNVQHDAFYA
QHNLSISKFMLSLPKTVTINYLSSPEVTFLRSIGGRFGKAGPKFVFRFLEKDDVEVSTNQT
YGTLLGNLTFIKTFASGVLVPKSYIWPLEDQYLSPHTSFVQDAHKAGLEVYASGFANDFD
MAYNYSFDPLAEYLSFMDNGDFSVDGFLSDFPLTASSAVDCFSHLGSNASTQVDFLVISK
NGASGDYPGCTDLAYSKAIKDGADIIDCSVQMSLDGIPFCLNSVDLGESTNIVQSPFRNR




SATVPEIAPLGGLY SFSLTWSEIQTLRPAITNPYNRDFNLFRNPKERSSGKLVSLSDFLNLA
KSSTSLAGVLISVENAAYLREKQGLDVVKAVLDTLTKAGYSNATTTTKKVMIQSTNSSV
LVDFKKQSRYETVYQVEETIRDILDSAIQDIKKFADAVVVRKNSVFPVSESFTTGQTNLVE
RLQRFQLPVYVELFRNEFVSQPWDFLSDATVEINSHVTGAGINGTITEFPLTAARYKRNK
CLTRKDLPPYMBBVQPAGLLSIMBBTSLPPAEBNPVFTDADVTEPPLPPVIAK BB TSERGE

LSTDE GQTRVTLSLLLSAFAMVLASLLLL

BrCAGP44

Bra028979

GDPD

MITSYMQDNPSMFVSRASKFLLSVLVLIQLLPTOLLAQRSK.WQTLTGE.LVIARGGF
SGLFPDSSFNAYSFVASTSAPDAVLWCDVQLTKDGVGICFPYVTMYNDSNVQEAYPKKK
NSYLLNGVPTQDWFTVDFTSRDLNTVFLTRGVLSRSNAFDNTQNVISTVQEVASEFKPA
GFWLNVQHDAFYTQHNLSMSSFLLTVSKTVIIDYLSSPEVSFFRNIGGRFGKTGPKFVFR
FLDKDDVEVSTNQTYGSLMKNLTFIKTFASGVLVPKSYIWPVKDQYLLPHTSFVRDAHT
AGLQVYGSGFANDFDIAYNYSYDPLTEYLSFMDNGDFSVDGFLSDFPLTASSAIDCFSHL
GSNASTQVDFLVISKNGANGDYPGSTDLAYTKAIKDGADIIDCAVQMSSDGIPFCLNSTN
LGESMNIVQTPFRNRSTTVPEFNSLAGLYSFNLAWSEIQTLTPAISNPYSRNFHMFRNPRE
RSSGKLVSLSEFLNLANNSSSLVGVLINVEHAAYLREKQGLDVVKAVLDTLKESGYSNAT
KRVMIQSSNSSVLVDIKKQSRYETVYQVEETIRDIQDSAIQDIKKFADAVVVGRFSLYPISA
SFITGQTNLVERLQKFKLPVYVETFRNEFVSQAYDFLSDATVEINTHVTGAGVSGTITEFP
LTAARYKRNRCVARKDTPVYMIPVRPAGLLEIV.TFLPPAE.NPVITDADVTEPPLPPV

TAKEBTTEBGBL P TDK K MNGQTRVTLSVFLSAFDVVLASLLLL

BrCAGP45

Bra035244

GDPD

MPTSTVLLCCVVLIQLFAGOTDARSSEBWQTLSGDBBLVIARGGESGLEPDSSLNAYSFAV
QTSVPGSALWCDVQLTKDGAGICFPDLKLNNASTVEY VYPNRQKSYPVNGVSTQGWET




IDFSLRDLNDVSLIRGILSRTEKFDGIYPILTVEDVTTQIKPESFWLNVQHDAFFEQQNLSM
SKFLISASRIVSINYISSPEVNFFTKISGRFGRNGPLFVFQFLRKEDIEPTTNQTYGSILSNLT
FVKTFASGILVPKSYILPLDDKQYLVPPPKSLVQDAHKAGLQVYVSGFANDIDIAHDYSS
DPVSEYLSFVDNGNFSVDGVLSDFPLTASSSIDCFSHLGQNAIKQVNFLVISKNGASGDYP
GCTDLAYDKAIKDGADVIDCSVQMSSDGVPFCSRSIDLSNSTMISQTPFAQRSTLVPEISS
SGGIYTFSLTWAEIRNLTPAIGNPYRSY TMFRNPNKKNSGKLILLSEFLNLANNSTLLSGV
LISVENAVYLREKQGLDVVKAVLDTLTETGYGNGTTKTKVMIQSTNSSVLVEFKKQSKY
EAVYKVDEKISDISDSAIEDIKKFANAVVIGKESVFSLLDSFITRQTNVVEKLQKSKLPVY
VELFONEFVSQPYDFFSDPTVEINSYILGAGINGTITEFPFTAARYKRNRCLGTQETLPPY
MAPFKPGSLLQAVNAIPPAQAPNPVFTDDDVTEPPLPPVTAK.TS.GTSFTNAQ.RPS
GQTRLTLSLRFSVFASLLLIWISSPLCS

BrCAGP46

Bra004101

GDPD

MGASRVLLCCVVLIQLFAGQADAQRS S.WQTLSGD.LVIARGGFSGLFPDS SFNAYDF
AKQTSVAGAALWCDVQLTKDGAGICFPDLKLNNASTVEDVYPNRQKTYSVNGVSTQG
WEFTIDFSLRDLISNVKLNRGILSRSEKFNGIYAIMTVEDVTTQIKPESFWLNVQYDAFYAQ
HNLSMSSFLISASTTVSIDYISSPEVNFFKKIAGRFGRNGPSFVFQFLGKEDFEPTTNRTYG
SILSNLTFVKTFASGILVPKSYILPLNDKQYLLLPPASLVLDAHKAGLQVYVSGFVNDNDI
AHDYSSDPVSEYLSFVDNGNFSVDGVLSDFPITASASIVDFLVISKNGASGDYPGCTDMA
YDKAIKDGADVIDCSVQMSSDGKPFCAHSIDLSNITNIAQTPFTKRSTHVPEISSNDGMY
TFSLTWSEIQTLKPAISNPYRVYNMFRNPNEKNSGKFILLSDFLNLAKTSTSLSGVLISVEK
AVYLREKQGLDVVKAVLDTLTETGYSNGSTTKTKVMIQSTNSSVLVDFKKQSSKYETVY
KVEEKIGDISDSAIEDIKKFANAVVIGKETVFPLFDDGFIIRQTNVVEKLHKSKLPVYVEVF
QNEFVSQPFDFFSDPTVEINSY VSGAGIDGTITEFPFTAARYKRNRCLGTKESLAPPYMSP




VRPGFFLNLVNAIPPAQABNPVETDDDVTEPPLPPVTAKBBTSBBRGTSFTNAQEBRPSGQT
RLTLSLRLSVFASLLLL

BrCAGP47

Bra034037

GDPD

MRASTVLLSSVVLIQLFAAQIDAKS SR.WQTLSGD.LVIARGGFSGLFPDSSSVAYKFA
KQTSVADLFPNRQNFYPVNGVTSQGWFTIDFSLRDLKNASLIRGIFSRSEKFDGNGY SILT
VQDVSMQIKPESFWLNIQHDAFYAQHNLSISSFLISASRTVSIDYISSPKLNFFSKVKGRF
WRNEPSFVFQFLGKEEFEPTTKRTYGSILSNLTY VKTFASGILVPKSYILPLDDKQYLLPPT
SLVQDAHKAGLKLYVSGFANDVDIAYNYSFDPVSEYLSFVNNGYFSVDGVLSDFPITAST
SIDCFSHIGRNARKQMDFLVITKNGASGDYPGCTDLAYEKAIQDGADVIDCSVKMSSDG
KPFCSSSIDLTQSTMVIQSPFRNRSTIIPDISSDPGIY TFNLTWPEIQSLTPAIMNPYRSYNMF
RNPNEKNSGRIISLSEFLHLANKSTSIYGVLISVEYVVYLREKQGLDVVKAVLDTLTETGY
SNGTSTTKVMIQSTHSSVLVDFKKKSKYETVYKVEETIRDISDSAIEDIKKFANAVVIGKS
SVFPDVGSFVTGQTNVVERLRKSKLPVYVELFQNEFVSQPYDFCSDATVEINTYITGAGI
NGTITEFPLTASRYKRNQCLGRKE.SYM.IKPGILLSLANPRSLPPAEAPYPVFTEDDVT

EBBQPPGTEKEBSSSTNAQTHRPSGQTRLTLSLRLSVFASLLLL

BrCAGP48

Bra034311

Protein kinase
(Pkinase) and
LRR

MAATSLVLTCFFSIFLLTHRVNSESLQEKQALLTFLQQIPHENRLQWNESDSACNWVGVE
CSSDRTSVHSLRLPGTGLVGQIPSGSLGKLSQLRVLSLRSNRLSGQIPPDFSNLTHLRSLYL
QNNEFSGEFPASVTQLTGLVRLDISSNNLTGPIPFSVNNLTQLTGLFLGNNRFSGNLPSITV

DLTDFNVSVNNLNGSIPTSLSKFPAASFAGNVNLCGEBLKPCKSFFVERSESESBED B sG
KKSKLSTAAIIAIAVAGAVVGLLVLALLLFLCLRKRRRGKEGGTKAAETTATTRSVPSVPP
AGGASSSKEVTGTSSGMGGETERNKLVFTEGGVFSFDLEDLLRASAEVLGKGSVGTSYK
AVLEEGTTVVVKRLKDVAASKKEFESQMEVVGKIKHPNVEPLRAYY YSKDEKLLVEDF




MPNGSLSALLHGSRGSGRTPLDWDNRMRIAITAARGLAHLHVSAKLVHGNIKASNILLH
PNQDTCVSDYGLNQLFSNSSPPNRLAGYHAPEVLETRKVTFKSDVYSFGVLLLELLTGK
SPNQASLGEEGIDLPRWVLSVVREEWTAEVFDVELMRYHNIEEEMVQLLQIAMACVST
VPDQRPVMQEVLRMIEDVNRSETTDEGLRQSSDDPSKGSEGQTPPGESRTPPRSVIP

BrCAGP49

Bra012045

Pkinase and

LRR

MGAISLVLSCFVSILLLTDRVSSESPEEKQALLAFLQQTPHENRLQWNASDSACTWVGVE
CNSDRSSIYSLRLPGTGLVGQIPSGTLGKLTQLRVLSLRSNRLSGQIPPDFKNLTHLRSLYL
QHNELSGEFPASITQLTGLVRLDISSNNLTGSIPFAVNNLTLLTGLFLGNNRFSGNLPSITVG
LTDFNVSVNNLNGSIPSSLSKFPAASFAGNVNLCGEBBLRPCKSFFISBSBSED DEBSBSRLS
GKKSKLSTAAIIAISVASALIGLLLLALVFFLCLRKRRRGGSRTKQTKPAETTTRNVPPEGI
PPAGGASSSKDDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVAASKKEFESQ
MEVVGKTKHPNVVPLRAYYYSKDEKLLVFDFMPSGSLSALLHGSRGSGRTPLDWDNR
MRIAITAARGLAHLHVSAKLVHGNIKASNILLQPNQDTCVSDYGLNQLFSNSTPPNRLAG
YHAPEVLETRKVTFKSDVY SFGVLLLELLTGKSPNQASLGEEGIDLPRWVLSVVREEWT
AEVEDVELMRYHNIEEEMVQLLQIAMACVSTVPDQRPVMQEVLRMIEDVNRSETTDDG
LRQSSDDPSKGSEGQTPPGESRTPPRS VTR

BrCAGP50

Bra019320

Pkinase and
Gnk2-homolog
(GNK2)

domain

ous

MSSCTSFIVLVLFSLLASYRAYAQNPHYTYHSCSNTTTYTRNSTYSTNLKTLLSSLSSPDA
SYSTGFQNATVGRDPDRVTGLFLCRGDVSPEVCRSCVAYSVNETLSRCPNEKEVVLYYE
ECMLRYSHRNILSTLVYEGGFFMFNGNISSNQEDRFEDLVSTTMNQAADKAANSSRKFY
TIKANWTALQSLYGLVQCTPDLTRYDCLRCLHQSIDGIPLNRIGGRLFWPSCNARYELYLF
FNENDTRTPLEQHAPPPPQP.LPPPPAST.VSSLTRTGKHHENSKVLIVAIVVGIVVAVLI
FIAGYCFLAKRTKKTSDNAPAFYGDDITTIESLQLDY VIIQAATNNYSENNKIGEGGFGEV




VQSRPERDPLDSDQSTTTKSDPTSVDD
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2
—
=
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BrCAGP5I | Bra019323 | Pkinase  and | MSSRASFIFLFLFLY SFLTSFRATAEIPIFVHHYCRNTTRY TANSIYFTNLKTLWSSLSSTNA |
GNK2 SYSTGFQNATAGQARDMITGLFLCRGDVSLEVCRDCVSYSVKDIVRKCPNQREATIYYD
KEYNETLLPPPPLABBTPPVSSEBRPRDDITTIDSLQLDYRTIQAATNDYSENNKIGRGGEG
HVGLLCVQEDPVERPTESTILQMLTSNNVILPVPQQPGFVIQARPKRDLPDSDQSTMTKC
ATRSVGDASVTDLYPR
BrCAGP52 | Bra019322 | Pkinase  and | MCSWASLIFLFIFSFLTSFKASAQDPIYVYHICPNTTTY TRNSTYSTNLRTLLSSLSSSNSSY |
GNK2




FYNESAITTPPLPPQPPVSTPPVSAPPPAGKGGSSSVLVVAIVVPIIVVVLLLIACYCFLAKR
AKKTYGTASAFDGDDITTAESLQLDYRSIQTATNGFSESNKIGQGGFGEVYKGTLSDGTE
VAVKRLSKSSGQGDAEFKNEVILVAKLQHRNLVRLLGFCLEGEERVLVYEYVPNESLDYF
IFDLAKQTQLDWSRRYKIIGGIARGILYLHQDSRLTIIHRDLKASNVLLDSDMNPKIADFG
MARIFGMNQTEENTSRIVGTYGYMSPEYAMHGQYSMKSDVYSFGVLVLEIISGKKNSSF
YQTDGAHDLVSYAWRLWSNGTPLDLVDPIIVDNCQRNEVVRCVHIGLLCVQEDPVERPP
FSTIVEMLSSNTVTLPVPROQPGLFFQSRLGKDPLDSDKFTTTKSLLRSVDDASITDVYPR

BrCAGPS53

Bra019321

GNK2

MLRYSYRNILSTAIYNEGGVIRLNNNVSSNQEDRFQVLVSTTMNQAADKAANSSRKFYT
IKANWTALETLYGLVQCTPDLSRYDCLRCLHQSIDGMPLNKIGGTLIWPSCNARYELYLF

FNETGTGTPPEQQAPPPLQRLLPPPPASTSPASSLPRPGKHWNFKMVIVAIVVAIVVAVLLS
IAGYCFLAKRTKKTSDNAPAFYGNDITTIESLQLDYRIIQAATNNYSENNKIGQGGFGEVY
KCLGNQVFFVQSRSGRDPLDSDQSTTTKSDPTSVDDASITDIY SR

BrCAGP54

Bra019319

Pkinase
GNK2

and

MEPVIQSLEAEPVIQVTLSDFDNAWEALMRRVIAEATSSSSGSNTMYYGADRQQLGTSR

SIYGFVQCSKDISPSKCEQCLRKNVDDYRSCCSGRQRGITERPSCFMRWDLDPFFGLFED

NI-TPPPEKGDRKIPIGVVVGITGVLTFVISMLLSLGVALCIRRKAHQENGNESEQEFK
NEVLLVAKLQHRNLVRLLGFSVEGAERILVYEFVPNKSLNYFLFDPVKRSQLDWRKRYN
IITGIMLYLHQDSRLTVVHRDLKASNILLDVDMNPKIADFGLARNFRMNQTEANTGRVV

GTVGYMPPEYVANGQFSMKSDVYSFGVLILEIIGGKKNSSFHKIDGSLRNLVTYVWRLW
NNESLLELVDPAVGENYDKHEVTRCIHIGLLCVQENPADRPTMSTIFQMLTNTSITLHVPQ
PPGFFFRDGASPLAEGLTIGQSSIMSFACSVDDASITSVNPR




BrCAGPS55

Bra0l1048

Pkinase
GNK2

and

MASTLLLASFAVFLTLTLTLPSPSTSTEVSRLDVLGWVCNNGSVPDQEAYRRSYQINIDKT
RDDMRKLKFGTHEDGVPPQKMYFLSQCVSDLSPDECSLCWSRATDLLFNCFPSPGGRFY
LDGCFVRADNYSFYREPVTRQDSKICGGDESSSSREFKGLVKEVTKSIVDTAPYSQGFSV
VARKSVHGLTAYGLGICRQTLDEELCQLCLADGALSATSCSPATEAFVMNAGCYLRYSN
YTEYNERELLSMSLTKEHVLRILVISMVCVLAIASGFWCGKCIYLGASSKKKLKEKESKS
VSNNSNLMCFKYSTLEKATNNENESCKLGVGGYGEVFKGTLSDGREITAIKRLHISGNKT
REEIHNEIDVISRCQHKNLVRLIGCCFTNMNSFIIYEFLANSSLDHILFNPEKKKELEWKKR
RAIILGTAEGLEYLHEACKIIHRDIKASNILLDLKYKPKISDFGLAKFYPEGGKDIPSSSPSP
SPSPIAGTLGYMAPEYISKGILSNKIDAYSFGVLVLEITSGFRNNKFRSDNSLETLVTQVW
KCYASDKMEEMIDKDMEEETDKTEVKRVMQIGLLCTQESPQLRPTMSKLVGDSIAIAVIR
QNRNRLPACSLCNS SRNRI-TVSLHLLCRNPLGEIETVSPHLGEIETISLHLLSEHRPKR
GTCSSSVV

BrCAGP56

Bra032175

Pkinase
LRR

and

MKTELVSPILFFFSFSCLLLVSSGLNSDGVLLMSFKYSVLLDPLSLLQSWSYDHDNPCSW
RGVLCNNDFRVVTLSLPNSKLAGSIPSDLGFLQNLQSLDLSNNSLNGSLPVEFFAAGELR
FLDLSNNLFSGEIPATVGDMHNLQTLNLSDNILAGKLPANLASLESLTEVSLKNNYFSGEL
PGGWRSVQFLDISSNLINGSLPPDFSGDSLRYLNVSYNQISGEVPPDVGDGFPRNATVDES
FNNLTGSIPDSPVFLNQKSISFSGNPGLCGBTRNPCPIPSERA AV TSERAL AAIPKTFGS
NPESDSVGPENNKSNNRTGLRPGVIIGIIVGDIAGIGILALVFFY VYRYKKKNNMQKNTHS
LEANEVKDTTSLEBSSSTTTSSSEBEQSNRFVK WSCLRKSQETDETEEEDEEEEEHQGBGE
TKKGTLVTIDGGEKELEVETLLKASVYILGATGSSIMYKTVLEDGTVLAVRRLGENGMS
QQRRFKDLEAHVRAIGKLVHPNLVRLRGFY WGTDEKLVIY DFVPNGSLVNARYRKGGS
SPCHLPWETRLKIAKGLARGLAYLHEKKHVHGHLKPSNILLGQDMEPKIGDFGLERLLA




GDTSYNRASGSSRIFSSKRSASASTREFGPTPSPSPSSVGPVSPYCAPESLRNLKPNPKWD
VFGFGVILLELLTGKIVSVDEVGIGNGLTVDDGNRALIMADVAIRSELEGKEDLLLGLFKL
GYSCASQVPQKRPTMKDALVVFERFPMSSSAKSPSYRYGHY

BrCAGP57

Bra019878

Pkinase
LRR

and

MIFTSROQVFFVLSVLALTTMPFSAGVTNLRDVSAINNLYITLGAPSLHRWLAFGGDPCGE
KWQGVVCDSSNITEISIRGMKVGGSLSDTLADFSSIQVMDFSDNHISGTIPQALPSTIRNL
SLSSNRFTGNIPFTLSFLTELSELSLGNNVLSGEIPDYFQQLTKLTKLDLSANILEGRLPPSM
GDLAALKILKDGTPFNTSIITPPPPAADPPPATHHAPPLPRVPPVSNVPP.F.LLPPPPPLV
WSPPSDNVGGDPWNSGSGQPTLQISPPSGSGSGKFWSTQRIILVVSSVAIIVLVSGLCVTL
WRCCRGKKYNRYGADARKDLQRPYFNKPPSQPTPTLGKVSREPMVKPYDGYGGGDRK
YGYPMPPPRPEESRRAIPPASY YNKDVQKPLQQPPRRFQSNDDSAASKRAAHFPPGLNSS
SSATVFTVASLQQYTNGFSEELIIGEGSLGNVYRAVFPHGKYLAVKKLSNTINKTQSDGEF
LNLVSNVLKLKRGNILEFLGYCNEYGQRLLVYEYCPNGSLQDALHLDRKLHKKLTWNV
RINTALGASKALQFLHEVCQPPVVHQNFKSSKVLLDEKLSVRVADSGLAYMLPPRPTSQV
AGYAAPEVEYGSYTCQSDVYSLGVVMLELLTGRRPFDRTRPRGHQTLAQWAIPRLHDID
ALTRMVDPSLHGAYPKKSLSRFADIISRSLQMEPGFRPPVSEIVQDLQHMI

BrCAGP58

Bra002639

Pkinase

MESPMRENLRTAFSIIFLTFLPLNLKSQEVFDPSQDHSLIQSEASWNRRSLVETPPLPGKIGE |
AVGASPPEEDQAFEGSTKPPABETQTPPGGDGEBSPPPSSVRTAQIEPNPPSEPPPQLLSPPP
RTKKTHNISMIVGIVVGVFTVSVALIIFFLIHTRKIPIKPWTNSGQLQNALITGNHTLENVP
RMQLSELRAACEDFSNIIGSFSDGTIYKGTLSTGAEIAVVSIAAGSRANWSTDMETQLLQ
KIRKLSKVDHKNFLNVIGY CHENEPFHRMLVFEYAPNGTLSEHLHSQHTEHLDWPTRLRI
FMGIAY CLEHMHNLNPPILHTNLDSSCIYLTEDNAAKVSDFSVLNFISPSKESSSSKNLLE




HSTLDPQTNVLNFGALVFEIITGRLPDPDSLFLEPKPARDLVDPTLKTFQEDVAERLLGVV
RQCMNPYSAQRPTMRKVVVKLREIIGIEADAALPRLSPRWWSEMEIITTDGN

BrCAGP59

Bra029710

Pkinase

MEAVGRISPHGNVAPLRAY YFSKDEKLLVYDY YQGGNFSMLLHGNNEGGRGALDWEQ
RLKICLGAAKGIAHIHSSSGAKLLHGNIKSPNVLLTQDLNACVSDYGIAPLMSHHTLLPS

RSLGYRAPEAIETRKHTQKSDVY SFGVLLLEMLTGKAAGKTTGHEEVVDLPKWVQSVV
REEWTGEVFDVELIKQQHNVEEEMVQMLQVAMACVSKHPDSRPSMEEVVNMMEEVR

PSNGSGAGSGNRASBBEMIRSSDERV

BrCAGP60

Bra040054

Pkinase
LRR
N-terminal

domain

and

MPLLKVIPPLSLSIYSIQRSASNATSQDSPMNPPQRSADIDSDKQALLEFASLVPHARKLN
WNTTNPICTSWTGITCSKNNSRVTALRLPGSGLYGPLPDK TFEKLDALRIISLRSNNLQGN
IPLTILSLPFIRSLY FHDNNFSGTIPPTLSPBRLVNLDLSNNSLSGNIPASLRSLTQLTDLSLQN
NSLTGPBIPDLPPNLKYLNLSFNNLNGSVPSSLKSFPASSFQGNSLLCGEBLIBcPDNTTHRA
KKVLSTAAIVGIAVGGSVLLFILLAVITLCCAKKRDDNGQDSTSTAPK AK TIRSDNK AEEF
GSGVQEPEKNKLVFFEGSSYNFDLEDLLRASAEVLGKGSYGTTYKAILEEGTTVVVKRL
REVAAGKREFEQKMEAVGRISPHVNVAPLRAY YFSKDEKLLVFDY YQGGNFSLLLHGNN
EGGRAALDWETRLKICLGAAKGISHIHSASGAKLLHGNIKSPNVLLTQDLNACVSDYSIA
PLMSHHTLLPSRSLGYRAPEAIETRKHTHKSDVYSFGVLLLEMLTGKAAGK TAGHEELV
DLPKWVQSVVREEWTGEVFDVELIKQQHNVEEEMVQTLQIAMACYVSRHPDSRPSMEE
VVNMMEEIRASTGSEBGSANRASBBEMIRSSDERV

BrCAGP61

Bra013336

Pkinase
LRR

and

MGCGFHYSYVFFLITLOAPLSFSVNSQEYTLLKFRERVNSDPHGTLANWNISSDLCSWS
GVTCVDGNVQILDLSGCSLGGTLAPEFNQLIELRSLILSKNHFFGEIPKEYESFSKLEFLDL
RDNDLTGTIPPELTNILSLKHLLLSGNKFQSDMSIKILRMKLLHSPFAVLGCANRKLGHCIS




RNHIIRVKKIEAFVFRIKATSRRFLKAFPSKFDFKRRELLEETSNLAAEFRBQNBSBSRETIT |
EABBR SSGSFPAVTNAKKRIPPLVPPPPSPDENTSSDSSKNQPQDNKQSKGSKHVWLY VVI
AVASFLGLLIIVAVIFLCRKRAVKSIGPWKTGLSGQLQKAFVTGVPKLNRAELETACEDFS
NIIETFDGYTVYKGTLSSGVEIAVASTAVCESKEWTRAMEMAY RRTIDALSRINHKNEVN
LIGYCEEDEPFNRMMVFEYAPNGTLFEHLHDKEMEHLDWSARMRIIMGTAY CLQHMHE
MNPPMAHSDFNSSEIYLTDDYAAKVSEIPFNLEARLNPKKHVSGDLEQASLLLPPEPETN
VHSFGLLMLEISGKLSFSDEYGSIEQWASKHLENDDLGEMVDPSLKTFKEEELEVICY VI
RECLKPDQRHRPSMKDVAEQLKQVINIEBEK ABBR SBBLWWAELEILSSEAT

BrCAGP62

Bra0l1747

Pkinase
LRR

and

MKMQLITAFFFFFFFLCFVLGSSGLSPDGLLLMNFKSSVLVDPLSLLQTWNYNHETPCSW
RGVSCNNDSKVINLSLPNSHLLGSIHSDLGSLRSLQSLDLSNNSFNGPLPVSLFNGTELRS

LDLSGNMISGEVPASIGDLHSLQTLNLSDNALAGKLPANLVTLRNLTAVSLRSNYFSGEIP

GGWRDVQFLDLSSNLINGSLPPDFGGASLRYLNVSENQISGEIPPEIGANFPINATVDLSFN
NLTGSIPDSPVFLNQKSIFFSGNPGLCGDPCPISSEBSTISDADEBTSEBAIAAIPNTISSNPVT
NPTTQQTNREBRTGLRPVVITGIVIGDIAGIGILAVIFLYTYRRKKNIANNNNDKQREETTD

TITLEBSSSSSSEBDESRRFTK WSCLRKDPETIPSDEESGYNADQRSRDSEGTLVTVDGEK

EMEIETLLKASAYILGARGSSIMYKAVLEDGTV YAVRRLGETGLTQRRFKDFESNIRAIGK
LVHPNLVRLRGFY WGIDEKLVIY DFVPNGSLVNPRYRKGGGASSPYHLPWETRLKIARGI
ARGLAYLHEKKHVHGNLKPSSVLLGHDTEPRIGDLGLERLLTGETSYSRAGGSSRIFGSK
RSRGSSLDFSSIGPTPSPSPSSLGPLSPY CAPESFRSLKPSPKWDVFGFGMILLELLTGKVLS
AEEVGLGIGLTVEDGHHALRMVDVTIRGELLGKEDFLLGCLKLGYNCASPIPQKRPTMK
ESLAVLERFIBSSDVVKBBSFHYMNH




BrCAGP63

Bra036670

Pkinase

MSCFSCFSSKNLENEGSSLAMBYRQTGBENNQRERTREVVANNAPSQSNNIEAQGFSFRE
L ATATNNFKLENLIGEGGFGRVYKGKLNKTGQVVAVKQLDRNGLQGQKEFLVEVLMLS
LLHHSNLVNLIGY CADGDQRLLVYEYMPLGSVEDHLLDLEPDQKPLDWNSRIKIALGAA
KGLEYLHDKANPPVIYRDLKSSNLLLDQDFDTKLSDFGLAKLGPTGDTLHVSSRVMGTY
GYCAPEYQRTGHLTVKSDVYSFGVVLLELITGRRVIDTMRPSHEINLVTWAQPIFRDPTRF
PQLADPLLRGEFPEKSLNQAVAVAAMCLNEEPMVRPLISDVVTALSFLGASSDFSNADSS
HLQQNPSEIYHDAVQWDSSPR

BrCAGP64

Bra0l1439

Pkinase
LRR
N-terminal

domain

and

MERRLMKIARFFWLVLVFDLVLRTSGNAEGDALSALKNSLSDPNKVLQSWDATLVTPCT
WFHVTCNSENSVTRVDLGNANLSGQLVTQLGQLPNLQYFFANTNLIELPASPPPPIBRTPP
BBAGSNRITGAIAGGVAAGAALLFAVPAIALALWRRKKPQDHFFDVPAEEDPEVHLGQLK
RFSLRELQVASDNFSNRNILGRGGFWKVYKGRLADGTLVAVKRLKEERTQGGELQFQTE
VEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLRDRPESQPPLDWPKRQRI
ALGSARGLAYLHDHCDPKIIHRDVKAANILLDEDFEAVVGDFGLAKLMDYKDTHVTTA
VRGTIGHIAPEYLSTGKSSEKTDVFGYGVMLLELITGQRAFDLARLANDDDVMLLDWV
KGLLKEKKLEALVDVDLQGNYIDEEVEQLIQVALLCTQSSPMERPKMSEVVRMLEGDG
VAERWEEWQKEEMFRQDFSYQNYNQPNTAWLIGDSTSHIENDYPSGPR

BrCAGP65

Bra037006

Pkinase

MVFCYWWFRRLNNNSLSGEIPRSLTAVSSLQVLDLSNNPLTGDIPVNGSFSLF .ISFANT

KL.LPASPPPPL.T-AGSNRITGAIAGGVAAGAALLFAVPAIALALWRRKKPQEHFF
DVPAEEDPEVHLGQLKRFSLRELQVASDNFSNKNILGRGGFCKVYKGRLADGTLVAVKR
LKEERTQGGELQFQTEVEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLRE
RPESQPPLDWPKRQRIALGSARGLAYLHDHCDPKIIHRDVKAANILLDEDFEAVVGDFGL




AKLMDYKDTHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGVMLLELITGQRAFDLAR
LANDDDVMLLDWVKGLLKEKKLEALVDVDLQGNYIDEEVEKLIQVALLCTQSSPMERP
KMSEVVRMLEGDGLAERWEEWQKEEMFRQDFNYQNYNQPNTSWLIGDSTSHIENEYP
SGPR

BrCAGP66

Bra034562

Pkinase
LRR
N-terminal

domain

and

MRGMMKPSFIWLLLVFDLVLRVAGNAEGDALSALKNSLADPNKVLQSWDATLVTPCT
WEFHVTCNSDNSVTRVDLGNANLSGQLVMQLGQLPNLQYLELYSNNITGTIPETLGNLTE
LVSLDLYLNNLSGPIPKSLGRLQKLRFFFANTNL.LPASPPPPI.TPP.GGSNRITGAIAG
GVAAGAALLFAVPAIALALWRRKTPQDHFFDVPAEEDPEVHLGQLKRFSLRELQVASDN
FSNRNILGRGGFGKVYKGRLADSTLVAIKRLKEERTQGGELQFQTEVEMISMAVHRNLL
RLRGFCMTPTERLLVYPYMANGSVASCLRDRPESQPALDWPKRQGIALGSARGLAYLHD
HCDPKIIHRDVKAANILLDEDFEAVVGDFGLAKLMDYKDTHVTTAVRGTIGHIAPEYLST
GKSSEKTDVFGYGVMLLELITGQRAFDLARLANDDDVMLLDWVKGLLKEKKLEALVD
VDLQGNYIDEEVEKLIQVALLCTQSSPMERPKMSEVVRMLEGDGLAERWEEWQKEEMF
RQDFNYQNYNQPNTSWLIGDSTSHIENDYPSGPR

BrCAGP67

Bra022410

Pkinase

MVLHKQALLLTFISVLGFHQLPSPTEAECPLDLTSSNETLVASVCSTNADRAKCCRYMNA
FVAVSVSRYANHTADLGVABELTSICITTISRTMELY GIPTNATLFCGLGTKILVSYDCEGLT
TVTQMLQSPKFGDVSRNCELPFRCKSCLNSGITYIRSLVDRGNNIKMSTCRDATYAALAS
RVDSSSALELASCFFNVSELTTIMEFPLEBEARRY PvVADBBSGNDDLVLEBRRSHHGYHL

TVVPAIGIAVTVFSVMMLAVLIVLIQRKKRELDDDDSEGKDHNPTK TLPK VMMIHEGSSL
AFRKFSYREIRKATKEFSSVIGSGGFGTVHRGEFSNGLVA AVKRMKRSSEQADDEFCREIE
LLARLHHRHLVALKGFCTKKNERFLVYEYMANGSLTDHLHSTEKPPLSWATRMKIAIDV




ANALEYLHLYCDPPLCHRDIKSSNILLDDNFVAKLADFGLAHASRDGSVCFEPINTDIRG
TPGYVDPEYVVTQELTEKSDVYSYGVVLLEIITGRRAVDEGRNRVEMSQPLLVSESRRVD
LVDPRIKDCIDGEQLETVVAVVRWCTEKEGVARPSIKQVLRLLCESCDPLHMELAMAVEE
HKGRSLRGGGDSGLASSSSTTSRSHCSRSFLLETGSPPNGLSF

BrCAGP68

Bra031115

Pkinase

MRNFAMHLLLFLLLHSPVCFARLFPFPFSRSKSHQMRFFHPHLY PSLINBMBORA LIMBKPNIT |
PIIRHNK GGHYHHHRLVTSASESSSHDCQQACVEPLTSEBLGBBCGCVFPMKVQLLLSV
APFSIFPVTSELEIEVAAGTYLEQSQVKIMGASADTENQGKTVVDINLVPLGEKFDSTTAT
LIYQRFRHKKVPLNESVFGDYEVTHISYPGIPSSEENDDIVDGITESTRGLPLTANFANRS
QGIDFRTIAIIVLSGFVLALVLAGAIFIVMQWNKVGMPSTAVBRALASSMKKEBGAGFMF
SSSVRSSGSDSLMSCMAMCALSVKTFTLSELEKATDKFSAKRVLGEGGEGRVYQGSMED
GAEVAVKLLTRDNQNRDREFIAEVEMLSRLHHRNLVKLIGICIEGRTRCLIYELVHNGSVE
SHLHEGTLDWDARLKIALGAARGLAYLHEDSNPRVIHRDFKASNVLLEDDFTPKVSDFG
LAREATEGSQHISTRVMGTFGY VAPEYAMTGHLLVKSDVYSYGVVLLELLTGRRPVDMS
QPSGEENLVTWARPLLANREGLEQLVDPTLAGTYDFDDMAKVAAIASMCVHLEVSHRP
EMGEVVQALKLIYNDADETCGGDYCSKKESSVPDSADFKGDLEBsDSswwNLIBRLRY
GQASTFITMDY SSGPHEEMENRPHSASSIPREGGLFLENRSGPLRPVRSRRNYFRSRGSM
SEHGGBSSSRHLWSGNGDWF

BrCAGP69

Bra036461

Pkinase

MRNYAMLVLLLLLLHSLASFPVCFARLFPMSFPFTRSKSHQMRFFHPHLY PPASBEAFBEN |
PSHIPTTRHSAHHHQHRRWHLRPNVTAAPPPSNDCQQTCVEPLTSEBFGEBcGCVEPMKY
QLLLSVAPFSIFPVTSELEIEVAAGTYLEQSQVKIMGASADSENQGKTVVDFNLVPLGEKF
DNTTATLIYQRFRHKKVPLNESVFGDYEVTHISYPGIPSSSPYGDIVEGVPTASTDGLPVT




ANVANKSQGIGFRTIAIIVLSGFVLTLILAGAIFIVRKWNKVGKSSTAVGPGLPPSMNKRL
GARSMFSSSARSSGSDSLMSSMATCALSVKTFTLSELHKATDKFSAKRVLGEGGFGRVY
HGSMEDGTEIAVKPLTRDNQNRDREFIAEVERLSRLHHRNLVKLIGICIEGRTRCLIYELV
HNGSVESHLHEGTLDWDARLKIALGAARGLAYLHEDSNPRVIHRDFKASNVLLEDDFTP
KVSDFGLAREATEGSEHISTRVMGTFGY VAPEYAMTGHLLVKSDVYSYGVVLLELLAGR
KPVDMSQPSGEENLVTWARPLLANREGLEQLVDPRLAGTYDFDDMAKVAAIASMCVHQ
EVSHRPFMGEVVQALKLIYNDADETCGDYCSQKESSVPESAGDLAFSDSSWWNLIPRLR
YGQASTFITMDYSSGPPEEMENRPHSVSSIPREGGLYLPNRSGPLRPVRTRRNFFRLRGSM
SEHGGPSSSRHLWSGNGDWF

BrCAGP70

Bra036687

Pkinase

MRNFAMMLLLLLVHSLASFPLCFAARLFPMSLPFTRSKSHQIHFFHPRSNPSL|NBMBORAL |
LPNQRHRGHHHHRRWHLRRNVTAVEPSSHDCQQTCVEPLIBFGBBCGCVEPMKVQLL
LSVRPISIFPVISELEIEVAAGTYLEQSQVKIMGASADSENQGKTVVDINLVPLGDKFDKTT
ATLIYQRFRHKKVPLNESVFGDYEVTHISYPGISBBY GDIVEGVPSASAGGLPVTAIFAN
KSQGIGFRTIAIIVLSGFVLALVLAGAMFIVRKWNEVGRSSTAVGPALPPSVNKRLGGGS

MFSSSARSSGSESLMSSMATCALSVKTFTLTELEKATDK ESAKRVLGEGGFGRVYQGNM
EDGTEIAVKLLTRDNQNRDREFIAEVEMLSRLHHRNLVKLIGICIEGRTRCLVYELVHNGS
IESHLHEGTLDWDARLKIALGAARGLAYLHEDSNPRVIHRDFKASNVLLEDDEFTPKVSD

FGLAREATEGSQHVSTRVMGTFGY VAPEYAMTGHLLVKSDVYSYGVVLLELLTGRKPV

DMSQPSGEENLVTWARPLLANREGLEQLVDPTLAGTYDFDDMAKVAAIASMCVHQEVS
HRPEMGEVVQALKLIYNDADETCGGDYCSQKESSVPDPADFKGDLEBSDSswwNLIEBR
LRYGQGSSFITMDY SSGPLEEMENRPHSASSIPRGGMFLPNRSGPLRPVRSRRDFFRLRGS




MSEHGGPSSSRHLWSGNGD

BrCAGP71

Bra035635

Pkinase

MEILMFLVRIYLVSSVLVAASSSGLDLLSPSSSPPPPLPETSK GFGEVPISSBESHK PGNAPP
PKASLPSSPPLADVAAPPPSYSSGTKIMNREPIVSVPSHBGEY SBBVSDIPPFPSVALPQPTR
SIVPPRNASNKKPVABVASPPTISVDISPPVIPKLPHSREBDEE TS BSPPK FNGHSHHTSSS
PPLNHLHHQEPKKIKDSPPPPPPKMSNRPISSSMHPIS [ MBSBSB TQGLLPPLLKLFPTTHRQ
NLIAKLSFISPK AFPLRSSSKPRKLPPLQALPPPPPNSDCSSTVCLDPY TNTPPGSBCGCVW
PIQVELRLTMPLY DFFPMVSEFAREISAGVEMKQSQVRIMGANAATEQPDKTILLIDLVPL
GDKFDNMTAMLTYQRFYRKKVYIDATTFGQYEVVY VRYPGLPVSPPSGGMTVIDHEPFS
RNNNNNGMVKKPFGVDVPKKMRRKEINGGSIAVIVLSAAAFIGLCFVVVWFLAFRRGR
ARRRLSTRASLPSLTKPPGSVRSLTGSRFSSTSLSFESSIAPLTLSAKTFTASEIVKATSNFAE
SRVLGEGGFGKVYEGLFDDGTKVAVKVLKRDDQQGGREFLAEVEMLSRLHHRNLVNLI
GICIEDRNRSLVYELIPNGSVESHLHGVDKESLPLDWEARLKIALGAARGLAY LHEDSNP
RVIHRDFKSSNILLEQDFTPKVSDFGLARNALDDEDNRHISTRVMGTFGY VAPEYAMTG
HLLVKSDVYSYGVVLLELLTGRKPVDMSQPPGQENLVSWTRSFLTSREGLEAIIDQSLGQ
PEIPFDSIAKVAAIASMCVQPEVSHRPEMGEVVQALKLVCNECDEAKELNSVTSLTHDDL
GDDNGAESSCGGEGSRRMVRYPLLPSYDSEPGTERGLSVSEMFTGSGRLERVSNSGPLA
SGGGKRFWQKMRRLSTGSLSEHGSSSLMVRSGSR

BrCAGP72

Bra002786

Pkinase

MEILMFLLRICLVSSVLVAASPSASGLDLLPPLSSPPBBLPEASKGFGQEBITSQPSLPPLPN
VAAPPPSISPIGDVADPPPADSAGSKMBAGEPIVSVPNEBBBATIPVK DLPGKSPPVASPPRD
BBk :rrrsGRVEBGEY SBBVSDIPPLPSVALPPPIPSVVPPNNASNSHKPIAPVASPPTDISPP
vHPVIPKLPSSEBVPTSERTRKEBI THPVEPIESEA AGEBBDHPPPSDNGGENK SBBBSNEAAK




PLPIFPHK ASPPS VL MBKFNGHSHHTBBS TTPPPDTIBISN VHRTSSSAPPPPSYHRHHQE
RTKITNSPASSPPPPPTHLIBBKK PKRNGS VEBL PEBHHARSPPVPSLISPVHPPVSSSMHRIS
1BSBSE 1 VL PLRSSSRPSKSRKFPLGPPLPAFPPPPPNSDCTSTVCLEPY TNTPPGSPCGC
VWPIQVELRLSMALY DFEPMVSEFAREISAGVFMKQSQVRIMGANAASEQPDKSIVLIDL
VPLGDKFDNMTAMLTYQRFWSKKVQIFGQYDVIYVRYPGLPASPPVSGMTVIDQGRY PG
GDNNGRAMKPLGVDVPKKMRKKQLTGETVAVIVLSAAAFIGLCEVIVWFLVFRRRRDQ
RVSKRAPLARPSLPSLTKPSGSARSLTGSRLSSTSLSFASSIAPFTLSAK TFTASEIVKATNNE
AESRVLGEGGFGKVYEGLFDDGTKVAVKVLKRDDQQGGREFLAEVEMLSRLHHRNLV
NLIGICIEDRNRSLVYELIPNGSVESHLHGVDKEASPLDWEARLKIALGAARGLAYLHED
SSPRVIHRDFKSSNILLEHDFTPKVSDFGLARNALDDEDNRHISTRVMGTFGY VAPEYAM
TGHLLVKSDVYSYGVVLLELLTGRKPVDMTQPPGQENLVSWTRSLLTSREGLEAIIDQSL
GQPEIPFDSIAKVAAIASMCVQPEVSHRPFMGEVVQALKLYCNECDEAKELNSVTSLTQD
ENRAESSCGGEGSGRMARYPLLPSYDSEPDTERGLSVSEMFTGSGRLERQSNSGPLASG
RGKSFWQKMRRLSTGSLSEHGSASLMLRSGSR

BrCAGP73

Bra021861

LysM

MAARTLHALSTSPLFLLLLFFAASSPTKAQQPYVNNHQLDCENRDFDNITNGFTCNGPRS
CRSYLTFWSLPPYNIPNSIATLLNASAAEIQTLNNLTSLTTVIPTRRLVVIPTTCSCSGGGG
FYQHNATYRLSGERQETYFSIANDTYQALSTCQAMMSQNPYGERNLTAGLNLLVPLRCA
CPTANQTAAGFRYLLTYLVAQGDSVSAIAEMFRSSTPAVSSGNELTSDNIYFFTPLLVPLRT
EPTRIVITPP.TPPVATPPQSPPVDPPGGSSSSHKWIYIGVGIGAGLLLLISILSLYFCYYKR
RSKTSSLIEQNKLTDSSTKQSLPTTSSRSPLAVYKDTTSGDQTETDKSKPEFGSWLMLGG
RAERNKENNALPGKWAAFKVPQKPIVRAAASSFEVFVDEKECTDERVQKKKKSETISSS




SNVLPLNDGREIKK

BrCAGP74

Bra008320

LysM

MKNPEKPILLFLILASTLASTATSKSTIEPCSTSSTCNSFLGYTLY TDLKVTELASLFQADP
VSILLSNSISTSYPDVENHVLPSHLFLKIPITCSCVDGIRKSTSTRYKTRTSDTLDSIAGSVY
GGLVSPEQIQVANPDIESLDVGTSLVIPLPCACENGTDESLPAVYLSYVVRGVDTMGGIAR
RESTTVADLTNVNAMGAPDINPGDILAVPLLACGSNFPKYATDYGLIIPNGSYALTADHCV
QCSCALGSRSMY CEPASLEVSCSSMQCRNSKFMLGNITSQETSAGCKLTTCTYNGFANG
TILTTLSRSLQPRCPGPPQLAPLIAPPDTVPKELMHNBSESEIESEARA SDGV VSERES TVAA
BBREE TVASSSSIPGYPANGPAGSISIASCLTSYHSLVVSFISFASYSSVILV

BrCAGP75

Bra017956

LysM

MRNPENHILFLILASSLLFFTATSKSTIEPCSSNDTCNSLLGYTLY TDLKVSEVASLFQVDPI
SVLLANAIDISYPDVENHILPSKLFLKIPLTCSCVDGIRKSLSTRYKTRPSDTLGSIADSVY
GGLVSAEQIQEANSVSDPSVLDVGTSLVVPLPCACENGTDNSLPAVYLSYVVRGVDTLA
GIARRYSTTVTDLMNVNAMGAPDVSSGDILAVPLSACASNFPKYASDFGLIVPNGSYALA
AGHCVQCSCALGSRSLY CEPASLAVSCSSMQCRGSNLMLGNITVQQSSAGCNVTSCDYN
GFDNGTILTMLSRSLQPRCPEBQQHEBLLAPPDTLPKDIM YRBAESEDF DEBGS VASEBR SS
IIPPGGGSFPGNPANGPAGSISMATASSVSHFFVIFLISISSFSFVFSS

BrCAGP76

Bra016402

LysM

MKTPDKPIFYLFLILASSSLFETATTAKSTIEPCSSNDTCNSLLGY TLY TDLKVSEVASLFQ
VDPISILLANAIDISFPDVENHILPSHLFLKIPLTCSCVDGIRKSVSTRYKTRPSDTLASIAGS
VYGGLVSAEQIQEANSVTDPSVLDVGTSLLVPLPCACFNGTDNSLPAVYLSYVVKGVDT
LAGIARRYETTVTDLMNVNAMGAPDVSSGDILAVPLSACASNFPKYASDYGLIVPNGSY
ALAAGHCVQCSCALGSRSLYCEPASLAVSCSSMQCTNSNLMLGNITVQQSSAGCNVTTC
DYNGFANGTILTMLTRSLQPRCPEBQQHEBLLAPPDTVPKDLM YRERESED Y DEBGSIAA




.GS SVIPPGGGSLPGNPANGPAGSISTAATVYSFSYFFIMFLISISEFVESC

BrCAGP77

Bra002362

La domain

MMAETEGSLADDREVIGGFETKBBWK TTABBVETVDBBVMGAHSWPALADAQQPRPK
NLPTAAPPSKVIPTSIPAPAQGVAGQGKSKGGGKGNPAHKNLSGRHSKPGPK SNQSGPPP
PPPPYVMHGVPYHPSPFPPMVPPPHATIEEDFPYBY PPYPVPGIVAESGNEKKAQARHL
pPVLHEBQGDHPGQPWQDQRGHEBRNMPHGA ABRNFVRPPFMGQEBGEM VEBBGSGFP
BBV Y YLPVPPPGAIRGYPLRYAPYPVNQADSSGNFLEYFSALBESLLVNWVBBHLAMLTI
CVFLPFFSDENLQNDKYLISLMDKQEGWYVPIKIIADFKRVKMMTMDVEFIVYALGYSSS
VEVQGEKIRRRDEWAKWVPASKRSDSEEKVGDNDGDSPESTTSRDNSEKQSNDTSKPTA
CSSEGAQPSRTDANGSDILKSSSSEQRNMDDLSTDFSNTFLLDEEIDLEHKSPRRSGLSVC
KRIEDEDDDIAVDDHDHDIQKLVIVTQNSGRSDGTGISGTKAKNIPKELASTINDGLY YFE
QELKKNRPGRKKNNSHLDSRDGK VKGGGLNIKLGENSAANGGEEHSIRRKQNKGTHK
NQMAHVRRFFSGNTRNHGAVSESPPSSSIGFFFGSTPPDSHGHRLSKLSSSPQYSLSGSSPP
VGSLPKSFPHFQHPSHQLLEENGFKQEKYLKYRKRCLNERKKLGCGCSEEMNHLY RFW
SYFLRETFVPSMYEDFQKFALEDAAGNYYYGLECLFRFYSYGLEKQFDEDLYKDFEQLT
LDFYHKGNLYGLEKYWAFHHYRGQKEPIKKHPELEKLLKEEYRSLDDFRAKDSATSQK
ENKSH

BrCAGP78

Bra020153

La

MAETERSLADDREMIGHVTGSETKBEWK TIBIEPA DBVMGAHSWPALADAQQPRPKN
PPPPPPAAAAAKSIPTSIPNHSQAVVTGHAKSKAGGKANPAHKNPPGRY SKPGSKSNQSG
BTPPAAAAYPMHAVPYHPPPFPPMSYPTGBDFPYPLY PPYPIPGABA AESGSEKPVQASBLP

PPPPQGEPRQHQRGFEBRNM PHERA GBBRNEVRPPY MGQERGEM VERGRGFPEBV Y YL
PGPPPGAIRGYPPRENY PGNQEBQALBBEQL DLKDRHVTFRILIPEFSDENLQNDQYLISL




MDEQGWVPIKIHADFKRVKMMTMDVEFIVYALRFSTSVEVQGDKIRKRDEWSKWYVPAS
KKSASEEKIGDNDKDSSESVTSKDNFKNSLKPTAFSSEGAQSSRTKSDNRKSLSDEQRKM
DVLSSDFSNTFLLDEEMDLEHKSPRKSGLSMSKRIDDEDEDIAVDDHDIQKLVIVTQNSG
RSDGTGISGTKAKNIPKELASTINDGLY YFEQELKKNRSGRRKNISHLDNRDGKVKAGG
GLNTKLGENSAANGGSEEHSIRRKQSKGAHKHHTAHARRFFSGNMRNHGASLSSHTSE
SPPSSSIGFFFGSTPPDNPGQRLSKLSSSPQCSLSGSSPPVGSLPKSFPPFQHPSHQLLEDNG
FKQEKYLKYRKRCLNDRKKLGSGCSEEMNHLYRFWSYFLRETFVPSMYEDFQKFALED
AAGNYNYGLECLFRFYSYGLEKQFEEDLYKDFEQLTLDFYHKGNLYGLEKYWAFHHYR
GQKEPTIRKHPDLEKLLKEEYRSIADFRAKDPITSHKENKSH

BrCAGP79

Bra0ll1647

La

MASAASSDSTSSSTSENRQSRRPSPWSQIVRGESDPPTISSSA ABBSBBQHKMBIDPVPSAS
TRELEMBVAGDVRSEESGAQGNAGKKPVWKRPSNGASSEVGGPVMGASSWPALSETTKA
PSSKSSSDSLKSLGDVASSSSVVVVTVSQGNSNASEBBEK QGGRANPNPTRYNSRQRSFK
RNNSASGSTANGTVSQERVVERESHNPEER GONQRNGSASQPHGGGSDNESPRDSHRNQ
NGNHHHHHQGHGGRRNQEHGNQNWNFSRSFNGRDGNAHSQRGAPAFVRHQPPTMQSI
PPQFMAAQPIQPFGEVPFPPELARRY Y PRMPFIEHLEBEEV Y Y QVQDPPLNVKLQKQIQ
YYFSEENLIRDTYLRGLMDDQGFVPLHVIAGFKKVAELTDSIQQIVEALQGSPFVEVQGD
RIRKRYNWQHWLLPEDASLQFVNAVASGVRNLSIGQSSADPIGGESSQLQPAGAENKAA
SDGQQQFSVVNPVNNLNGSNGANR

BrCAGPS80

Bra010506

La

MASAATNNSTSSRSL RHVSDYPRHVSESTRHVS.TAAQSRRQVS.WTQIVRGESEPP
PTIAAAATSKPPIEPIASAAPPAALLTVEAAAGEDKSEGNAGKKPAWSRPSNGASEIGPVM
GASSWPALSEATKAPSNKPSSDSSIGDVPSSVSQGAASASVPAPKQAGRANNPNPIPNHS




RQRSFKRNGASGSTANGTASQPSAQGSLVEGTSHNPSPRGQNQKNGFASQPHGGADNQ
RDSHRNQNGNHHHQNHGGRRNQEHGNQNWNFHRSFNGRDGNAQBER GIBAFVRYAP
PPPPPPVQAIPPQFMAAQSFGSPVPYPPELAPPFYPGMPFVENLEBGEYFYHVQDPPLNIKL
QNQIHY YFSEENLIKDTYLRDQMDDQGFAPLHVIAGFRKVAELTDSIQEIVEALQGSPFV
EVQGDGIRKRHNWQLWLIPSPQSVDAVASRVGNLSIGQSSAEPIGGSGSQLQPPEAENKA
VADGQPQSSGADPVSNRNGSGGANR

BrCAGPS1

Bra026880

X8 domain

MRMFLGVLLLLALTTSSSAIYCLCKDGIGDNGLQTSIDYACGTLADCNPIHDKGACYQP
NTIKNHCDWAVNSYFQKAAQVPGSCNFSGTAT TSQTPPSNLVTGCIY PSSASSAGSPPSTT
PPTGTITTNGTGGFIBFPGTPPA BTG TGGFBSKAASSLVISSVFTLCFSSLAFLM

BrCAGPS2

Bra026878

X8

MRMFLALFLLLALTTSSNATYCLCKDGTEDNALQASIDYVCGKLDCNPIRDKGACYQPD
TIKSHCDWAVNSYFQSQAQAPGSCVETGTATTSQNPPSNLVTGCVY PSERSBRGCEBS TNG
ASSLVISPAFAICLSTLAFLM

BrCAGPS3

Bra026879

X8

MRMFLALFLLLALTTSSNATYCLCKDGTEDNALQASIDY VCGKLDCNPILDKGACYQPN
TIKSHCDWAVNSYFQONVAQAPGSCDFSGTATTSQNPSPYLVTGCVYPSSASSPGSLPSTTP
PPGTKQTNGTVIPTNGASVYQH

BrCAGP84

Bra019700

X8

MKVFLGLLLLLALTTPSSAIYCLCNDGIGEKELQTAIDYACGTLADCNPIQEKGPCYQPIT
VKSHCDWAVNSYFQNAAQVSGSCNFSGTATTNLNPPSNLATGCIFPSEESSAGTTPPTIBBT
pPTBBTPPTIBRAPPABEARE VBB TPPEB NG TNTFPGEBLBSPPGTGGFTPSNGASSLLISS
VLTLCFSSLAFL




BrCAGP85

Bra016724

X8

MRVFLGLLLLLALTKSSSAIYCLCKDGVGEKELQTAIDYACGSLADCNPIHDNGPCYQPN
NIKSHCDWAVNSYFQKASQVSGSCNFSGTAT TNQNPPSNLVTGCIYPSSASTTERTGTTLT
NGTHRAFBBTGTGGFQGNGASSLVISHVLTHCFSSLVFLWGSDVRLGFSHA

BrCAGPS86

Bra013621

Hydrophobic
seed  protein

domain

MAPHCSTKTIVFVLALISIFFLSETEAQGRSPPRQPPAPRRPPPPRRPPPPLRPPPPPPFVCPP
CVCPPPVFPPNIPPPEITPLEIQPPGVTPPETEPITPQPEIPPPEIQPPEITPPEISPPETEPKTPPP
EITPLEIQPPGVTPPETEPITPLPEIPPPEIQPPEITPPEISPPETEPKTPPPEITPSQVPPPEITPPE
IQPPKIEPPEITPPESPPPKISPPQIEPSEITPPEITPPEITPPEITPPEIPPPKISPPQIEPPEITSPEIP
PPKISPPDTPPPSGTPPKQSPPLPPPNFQPPPPPLPTCPRNAAQQRACANVVRRYGNFLDFG
RAQPCCSLIRDLSDREAAACLCGFVQPPGQRRSPPPRNIFVLCRACGRRVPRGFMCP

BrCAGPS87

Bra016093

Ring finger

domain and

PA domain

MKMMMNRALVLLLLLLFHLLTLSSLASAK VILIRNNITRSFDDIEANFAPSVKAAGEIGLL
YVAEPLDACSDLTNKPEQSSNGTSPEVLIVRGGCSFEDKVRKAQRAGFKAAIIHDNEDRG
ILIAMAGNSGGIKIHAVFVTKETGDALKEFAGLSDTKVWLLPSFENSAWSIMAVSFISLLA
MSAVLATCFFVRRHRIRRRTSRSSRVREFHGMSRRLVK AMPSLIFSSVHEDNTTAFTCAIC
LEDYSVGDKLRLLPCRHKFHAVCVDSWLTSWRTFCPVCKRDARTANGEPPASESITBLLSS
AASSFRSSSALSSFRSSAMLIGPSMGSLPTSISESPAHASSSYIRQSFRSSLRRSPPISVSRSS
MDLRQQGABBEBSQRSYMABBHSFNY PAMBBLNSRY MBBY RPEBSN ABBGMIGSSSNHPL
NPLRYSESAGTFSBYASANSLPDC

BrCAGPSS8

Bra036147

COBRA

MGFLLPILLGVFLLFTATPPSLSQFPPEIDPP_i.SELCNGIFLSYTFILGRQIPPNDTTD
QPYRFESVLTVLNNGREELKEWRVFVGFQHHEILTSASDAIIVNGTDLPAPVGNGTIFAGY
PVSDLKTAIQTAGDLKQMTATIELVGTQFMVAPPAIPLPSNISLVNDGWSCPEPTATPLSKR
QITTCCIRDPTFEVNTTTITDKFLPRQPGDLTIMYDVIRAYDQNYLAEVTMENHNPLGRL




DHWELSFDWMREEFIQKMQGAYPTVVDATKCIFGPQSQIYTGLDFADVLTCERRPIIVDL
PPTKAEDPVLGKIPSCCRNGTILPRTMDPSKSASIFTMQVAKMPPDFNRSALSPPQNWRIK
GTLNPDYSCGPPVRVSPTLYPDPSGMPTNKTSFASWQIVCNITHAKTETPKCCVSFSAFFN
DSIIPCNTCACGCVSETRRTCSAETPSLLIPPDALLVPFENRTSLTVAWNALKHKTIPNPMP
CGDNCGVSINWHIATDYRGGWTARITIFNWGEIDFPDWFLAVQMKKPAIRGFEKAY SFN
ASLLSIEGGVNNTIFMEGLPGLEYLVAERDELDPKKKLRVPGKQQSVIQFSKKLIPGINVP
ERDGFPAKVIFNGEECLLPDVLPLPSGGRRNGFDTMVLLCMMIFVVALVI

BrCAGP89

Bra010350

PsaE

MAMMSASSVFLLPANVTAPAGASSSRNSVSFLPMRNAGSRLVVRAADEARBEPARBEGHE
BAarTABBAAAAATKPKPPPIGPKRGAKVKILRRESY WEKSVGSVVAVDQDPKTRYPVVVR
FAKVNYANISTNNYALDEIEEVK A

BrCAGP90

Bra011057

PsaE

MAMMSASSAFVLTSNVTASAGVSSSRNSVSFLPMRNAGSRLVVRAAEDABBETSSSEGH |
BAaTAVlBA AAAATKPKPPPIGPKRGSKVKILRRESY WFKNVGSVVAVDQDPKTRYPVVVR
FAKVNYANISTNNYALDEIEELKA

BrCAGP91

Bra037792

Prolamin-like

MSPNTTSKRSLLTFLTLSYLLSTVHIITVAEARNMQTMTVAAEHSGSGNLVDCWNAALEL
KSCTDEIVKFFMSRNGTAEPGVTGGIDKDCCGAIGLIGKECWSVMFTSLGLTTMEGNML
REYCDFEAEKLVFEDOBSPMEEALALBBVEITYPGLD

BrCAGP92

Bra001249

DOMON

MASINSSLLLVLAVACFISPAISQTCSTQNVSTSFDSCMDLPVLDSYLHYTYDAANSSLSV
AFVATPPRSGDWVAWGINPTGTRMIGSQAFLAYSPRAGARPMVDTYNISSYNLTPGRLTF
DFWNVRAESMPGNLIVIYASVKVPMGANSVNQVWQIGGNVTNGRPGVHPMTPANMAS

TRVLRLTGSDEBSSEBGSEBGSMBGSvPGSAQEBTIRGAS TIBGQAGEBENAGSMSTSVN




FGVNFGILVMLATIFIF

BrCAGP9Y3

Bra001259

DOMON

MKLCSVSFISSLIALQLLPLFTIVNGQQATDSCNSTLPLKDLAFDSRHHQCVEVWRVOQNY
ILRYARTVENTWSFILSAPDSSAYIGIGFSTTGQMVGSSAVVGWITSDSRSGSAKQYLLGG
KSPGEVIPDQGDLKIINGSLKIESVSSRLYLSFQLRAELPRERLLYARGPAEFFPS.DFRLR

EHQFMTTTTINYNTRRATFEESMBBGBGSSPPRESSAY GLSPSLLFLFMGLVALKFY

BrCAGPY94

Bra006651

Thioredoxin

MTNLTHSLLFFSCSLSLLIRVAIAGSRPAHBRAY SNPSAFBBEAY DFFHPKSSLPDNNPPRNS
HSLPFLEBBBBBSK ASNVEADTQGSKVSSDERISESRREEGRGETVGIVIGISFTALLLMGIY
FVIKKRLANLTRTITVALKWRSAFSSASEESQLFSFBBSFAASSSDVDDEDFSFLEDLNDER
BGEPLTEBYSLSQTNSTEEKPEDPEAY DDVEY GDFSDLGFTDLVRKIHIFRPNISLIGGRQR
AVLRLKGDGVGLAKVDATEENELTHQYSVQGVPTIILFFVDGEHKPYTGGRTK

BrCHAE]

Bra013339

LRR

MKTKKMAQIYALFVLHFTFLFSTGLSHSYSLASSNSDLSDKEVHLIRQRQLLY YRDDFGD
RGENVVVDPSLVFENPRLRSAY VALQAWKQAILSDPNNFTTNWIGSDVCSYTGVY ClHBl
BDNPRIRTVAGIDLNHADIAGYLPQELGLLTDLALFHVNSNRECGTVPHRFNRLKLLFEL

DLSNNRFAGIFPAVILQLPSLKFLDLRFNEFEGPVPRELFSK DLDAIFINHNRFRFELPDNL

GDSPVSVIVVANNQFHGCIPTSLGDMKNLEEIIFMNNGFNSCLPSEIGRLKNVTVEDESEN
ELVGSLPASTGGMVSLEQLNVAHNRFSGKIPASICQLPRLENFNFSYNFFTGEPPVCIGLPG
VDDRRNCIPARPAQRSPGQCAAFLSLPPVNCASFGCGRSVIIBSBRPPVVVPSPPTIBBRGG

spPEBsIBRA spPvM v PPERIEH BBV BBssprs@BSPPSTPPSPPGSPSPPGVVPFPPPSBVYS
PPEBPBS TGHSPPSPSPPTKFSPPEPBRSAGHPPPEPRRS TGPSPPESPPSTGYSBPPPPRS TG YH
PEPBPEs TG Y sPrEBPRRS TG Y SPPEPRRS AGHCPPERAPPTYSBSPRPRPE TY Y PPQPPQPEBS

QPPQFSPPPREY Y Y SSPEPPRH Y WLPPPPHEPPPRY Y HY PEPEPERIP v Y SEPPRCIDHSPPPR




BPPTVHYBPBRSPVY SVH S VIHH PGYEGPLPPIPGVSYAR |

BBBEE v v

BrCHAE?

Bra002969

FH2

MGNQNRGGLLLWFILISGFLVISSLEVNLDKDEPFLIEBF VIBBS TGMVNEPVVESSWAKSC
WQDSDCVKEAVAVENLCLPASRELFGFKHSHLKQTLLGCIQEQAKLNGHNLKYLKLLPY
LLDIEPRRNLASRPVSLSBSBSBSPPEK R SRVPPTRSREBSBSNSFFPPSREPPRAKK TASSSAK
RKEEHEKTIIIAVVSTAVSTFLLAALLFLCCTRVCGKGSGGRKNDERPLLSLSSSDHSVGSS
INYGGSIKGGNQSFNIYSNQGKMSSFDGSNSDTSDSLEERLSHEGMRTHGLPPLKPPPGR
TSSAHLGKPPSGKVEPLPHEPPKFLKVSSNKGSHHTQPPVPPPPMPSSAGPPRPPPPAPPPG
sGl@Bxrrrrri@lik GrrrrPERKBBR PPPPMSLIERK MER PsSBRA KBS DDDGAPKTKLKPF
FWDKVQANPEHSMVWNDIRSGSFQFNEEMIESLFGYAAADKNKNDKKGAAGQAAPQF
VQILEPKKGQNLSILLRALNATTEEVCDALREGNELPVEFIQTLLKMAPTPEEELKLRLYC
GEIAQLGTAERFLKAVVDIPFAFKRLEALLFMCTLYEEIAFVKESFQTLEVACQELRGSRL
FLKLLEAVLKTGNRMNDGTFRGGAQAFKLDTLLKLADVKGTDGKTTLLQFVIQEIIRTE
GRRAARTIRESQSFSSVKTEDLMAEEASEEMEDSYRNLGLQKVSGLSSELEHVKKSANI
DADGLTGTVLKMGHALSKARDFVNSEMSSGEVSGFREALEDFIQNAEGSIVSILGEEKRI
MALVKSTGDYFHGKAGKDEGLRLEVIVRDFLIILDKICKEVKGKPVKMARKQGSTASAS
SERBR QS DPK QKLFPAITERRMDQSSSDSD

BrCHAE3

Bra017734

La

MASSATSTNPNSSSSSAAQSRRPEBQVSEBWTLIVRGGDSVPTIAAAAARBSEBQSKPPIEP
1ADABPBRA AGEEKPEGNAGKKPVWKRPSNGGAAASEVGPVMGASSWPALSVAANKSS
SDSLKSLGDVAPSBPBVLVSQGIANASVPSSASKPAGRANPNPTPNNSRQRSFKRNGASGS
SANGTASQPSVQGSLAEBESHNPBER GONQRNGFPSHTHGGSGADNVSQRDSYRNQNG




YHHQSHGGRRNQEHGNQNWTFSRSFNGRDGNAQSQRGAPPAFVRHPPPPPLQTIPPQF
MAAHPFASPLPFPPELASQYYQRMPFVBLEBGEYFYHVQDPPLNIKLQKQIHY YFSEEN
LIKDTYLRRQMDDQGFVPLPVIAGFNKVAELTESVQQIAEALQGSPVVEVQGERIRKRYS
WQHWLIPQDPSSPQSVGAVASRVGNLALGESSAGENGGSSSQLQPAGAENKAVSDGQQQ
SPGGVPGSNRNGSDGANR

BrCHAE4

Bra027650

GNK2

MVTFCNPSDNFTQTSSYQANRDLLLSSLRDSSSLGTYSNATVGRSPNKVHGMFLCRGDT
TAASCSDCVQTATVEIATNCSLNKAAVIYYEECMVRYANVSFFSVLEVRPSIVLY SLRSAP
NSDTFNETLADKFNQLILNVSSSSLVPYFVEDQERVTQAEGSYEFESLVQCSPGLDRFNCT
VCLRFALLRVSTCCGSPSSALIFTPKCLLRY QTSALSSPPPL SBSPPPRrr8RA L FSPPPTLSQ
PPPPPLVFTRPQDVPSLSGSFSNVIKGNKIFGRIVITMAALVFALVNL

BrCHAES

Bra020846

Hydrophobic

seed protein

MAPKGVTNTLVFVLALISILFIGOTKAQGRPSERLPPPPPLQRPSSPPBBLLVCPPCVCPILY |
BEPENTPPPEBQ TERIBVAPPPQTPPSNLPPAFPPNNPSATTPPQTERTPPPQIS VSPPIIRTI
BBoLrrsNIBME rEEILPVRPSVPPSQTPPVHEBIFBEKBBsILPPQVPSVPLPIBSEMs TIPP
OBLosPPQTPPTTPPQIBL APPPNIBQPSSPPLNFQPPPPPPQTPPEBBENSQPPSVPLPITPP
QTPPQSPPQTPPTTPPETPPVSPPNTPPLPSPPLNFHPPPPPPQTPPSSPPNSQPPSVPLPITPP
QTPPQSPPQTPPTTPPETPPVIPPNTPPLPSPPLNFQPPPPPPQTPPEBPENSQPPPAPTCPRNA
SQLRACSNTIRRFGNFLDFGRAQPCCSLIRDLSDAEVAACLCGLVQPQSQRYSTPSRNIFII
CRACGRPMPRGFMCP

BrCHAE6

Bra038210

Root cap

MDLAKHTTLOMLGFILLASIVITMAQPPGLTKPSHATCKIKKYKHCYNLEHVCPKFCPD

TcHVECASCKPICIRABGDDGGDTPPlvPrvEPEPERE Y PPV SEPER v IEES Y PR TDPL
priivSEEPPAE v PP ERRRRIREE Y VPSR Trr v SEPPPSRMED v PERTPrsSERR TR AV PER




B SSPPEPSERE AV L rPrH VIR TPPEEAV PsPPD VIR TPPIIES vV PEE DR TIEL PPY SPPATBRES |
vrEBRTPrSERTPPGSIB TERES v PIBSRs v e v P SENSPPY VPP SEBIB TPPSDGEAGAGV

RRARCKKKG.CYGVEYSCPSACPRSCEVDCVTCKPLCNCDKPGSVCQDPRF IGGDGLT
FYFHGKKDSNFCLISDPNLHINAHFIGKRRPGMARDFTWVQSIAVLFGTHRFYVGALKTA
TWDDSVDRISASFDGNVISLPQLDGATWTS.GVYPQVSVKRVNADTNNIEVEVEGLLKI
TARVVSITMEDSRIHGYDVKEDDCLAHLDLGFKFQDLSDNVDGVLGQTYRPNY VSRVKI
GVHMPVMGGDREFQTTGLFAPDCSAARFIGNGGRNGGWSKMELPEMSCASGVGGKGV
VCKR

BrCHAE?7

Bra022423

Root cap

MALATRVOILGCILLASLALTMADTPPGIAKNPSHATCKIKKYKHCYNLEHVCPKFCPDS

CHVECASCKPICGPPEBGSDDDDGEDDGGYTPHEBY PPvVEEPEPIEIEAY PEE PP vEPERR
PRBIEEE v »SPPRE v SPPPPPPRmRmN G A B rpr v SPPPESENE A P SElE s sSEPPPRIe A\ P
B rerillsveserGilB BBy pry sprARBEES PEBIE TBEGSTPPY vPPSEBI TPPSDGEAGA

GVRRARCKKKG.CYGVEYSCPADCPRSCEVDCVTCKPLCNCDKPGSVCQDPRFIGGD
GLTFYFHGKKDSNFCLISDSNLHINAHFIGKRRPGMARDFTWVQSIAILF .HRLYVGAL
KTSTWDDSVDRISASFDGHVISLPQLDGATWTSSSLGVYPQVSVKRVNADTNNLEVEVE
GMLKITARVVPITVEDSRIHGYNVTEDDCLAHLDLGFKFQDLSDNVDGVLGQTYRSNYV
SRVKIGVHMPVMGGDREFQTSGLFEPDCSAARFTGNRGSNGGRSKMELPEMSCASGVG
GKGVVCKR

BrHAE]

Bra030020

MKSSIVLVAAAILCIVAFPTATVGKNLRFGLKPTQGWPHPSEASTNQMFMSTSQKFNYGD

sSKVWRCTYSNGSIRAIsISISPPIE TV PER SR TESEs e B < TEPPPPRESPEPE s K K NESE
SEPPPPERE s rrriil rx v PSPPRR TLSPPPRTP T ASSPPLPKPSLPPPIIBK K HESPPEPIRSL P




pPIBK KSBBBSPPSDDESSEBSQPSNPPQEHHHHHEFPLEHIGRCYRNMGQVGFCRGQMALI
SFYTRLFKVSKYCCNLIVNMKNECDDVIWGYFYDPHFVPLVRCTCHVSF

BrHAE? Bra009880 | - MVSLNLSFALVFILAILETFAEANYSRKLLQETNYQPAY SPPEBIEV'Y SPPVNPPPPIRV T
yPPPRAY PPPVALPPHEBINSEPPN! 1PPLK ANPEBQAYRAFY YRKEPBPBESGKPWWWLL
BrHAE3 Bra014023 | - MKSLIILIVAHFCIIVSPTTTMGGWPKPSEVSNEEKLVNTGQAQPHLYAGKFNFGDSKVW

KCTYNNGSGVAISISYPSPPQPPSQK PPl SPPlIK MAPPLPK PSPPRPSPK K SPPPRK PSSR

BRTPK K SPPRRK PSPPRRTP K « SPPPH« PSPPI < vsPPEEiesPPR Pl K sPPNPSSLEENE

SBPRAK TSILIIHSPPPPHEPIPAQSPPKEPTIPSTQWPPYRNWNPLGL

& Ttalics indicate a newly identified BrAGP that is highly similar to AGP-like amino acid sequences predicted in Brassica rapa by Ma et al.
(2017). XXX, N-terminal signal peptides predicted by SignalP 5.0 Server; XXX, conserved domains predicted by HMMER; -,
[Ala/Ser/Thr/Gly]-Pro; -, [Ala/Ser/Thr/Gly]-Pro-X(0,10)-[Ala/Ser/Thr/Gly]-Pro (two consecutive Pros are not separated by more than 11
amino acid residues); XXX, [A/S/T/G]-P24; -, > 2 SPs3.s; -, PPVK/T and KKPCPP; XXX, GPI-anchor addition signal predicted by the
GPI-SOM or the BIG-PI Plant Predictor. The conserved residues (His, Cys, His and Gln/Met) involved in Cu binding and Cys residues involved
in the disulfide linage are marked with Grey and - in the amino acid sequences of the plastocyanin-like (PCNL) domains of the BrPLAs,
respectively. The eight conserved cysteine residues were marked with - in the non-specific lipid transfer protein 2 (nsLTP2) domains of
the BrXYLPs.




