Arabidopsis thaliana

Class 1: GPI-AGPs - 17

>AT1G35230.1|PACid:19657214  AGP5

QAPGPAPT I SPLPATPTPSQSPRATAPAPSPSANPPPSAPTTAPPVSQPPTESPPAPPTSTSPSGAPGTNVPSGEAGPAQSPLSGSPNEAAVSRYSINCTIFACVAVIAANEE

>AT2G14890.1|PACid:19640833  AGP9
QAPTSPPTATPAPPTPTTPPPAATPPPVSAPPPVTTERERYTTAPPPANPPPPVSERERABEREATPPPVASEREE " ABBBEATPPPVATPPPAPLASPPAQVPAPAPTTKPDSPSPSPSSSPPLPSSDAPGPSTDS I SPAPS

PTDVNDQN
>AT2G22470.1|PACid:19638226  AGP2

QAPAPAPTTVTPPPTALPPVTAETPSP 1ASPPVPVNEPTPAPTTSPTTSPVASPPQTDAPAPGPSAGLTPTSSPAPGPDGAADAPS BANANKAEEVCTAVACARAVVEA

>AT2G23130.1|PACid:19639138  AGP17

QSPATAP IHSPSTSPHKPKPTSPA | SPAAPTPESTEAPAKTPVEAPVEAPPSPTPASTPQ 1 SPPAPSPEADTPSAPE I APSADVPAPAL TKHKKKTKKHK TAPAPGPASEL LSPPAPPGEAPGPGPSDAFSPAADDQSGARR

>AT2G47930.1|PACid:19640209  AGP26

EFQLST I SAAPSFLPEAPSSFSASTPAMSPDTSPLFPTPGSSEMSPSPSESS IMPT I PSSLSPPNPDAVTPDPLLEVSPVGSPLPASSSVCINVSSORSSHNVEEVNNNARCSER
>AT3G01700.1|PACid:19663150  AGP11

DAPSAAPTASPTKSPTKAPAAAPKSSAAAPKASSPVAEEPTPEDDYSAASPSDSAEAPTVSSPPAPTPEADGPSSDGPSSDEPAAAESPK S EATINVKESIACTVARACERIESE
>AT3G06360.1|PACid:19664968  AGP27

SPTTNTIPSSQT ISPSEEK I SPE IAPLLPSPAVSSTQT I PSSSTLPEPENDDVSADPDPAFAPSASPPASSLASL SSOAPCYEINEVFAAVNCESEREEAVSAN

>AT3G27416.1|PACid:19660750 AGP59 (new)
DPPTPANAPKANGEKNSTSPSPAAAASPKSPTASAPTSPPTAAPTMAKKNSTGTPSPSPSSPSPKSSSAKTPASSPDSSSGDSSEGPTSSSDAPTASSPPAPTPEMSPSSDDGTGASDGPEASAPAACESSINVIISYSCSVIEA

>ATAG09030.1|PACid:19644227  AGP10
QAPGPAPTRSPLPSPAQPPRTAAPTPS I TPTPTPTPSATPTAAPVSPPAGSPLPSSASPPAPPTSLTPDGAPVAGPTGSTPVDNNNAATEAACSIACEVEVASEEN
>ATAG16980.1|PACid:19647627  AGP58
QAPMMAPSGSMSMPPMSSGGGSSVPPPVMSPMPMMTPPPMPMTPPPMPMTPPPMPMAPPPMPMASPPMMPMTPSTSPSPL TVPDMPSPPMPSGMESSPSPGPMPPAMAASPDS BARNVRNNYANESCYVCYVASHERE

>AT4G37450.1|PACid:19645067  AGP18

QSP 1 SSPTKSPTTPSAPTTSPTKSPAVTSPTTAPAKTPTASASSPVESPKSPAPVSESERBBTPVPESSPPVPAPMVSSPVSSPPVPAPVADSPPAPVAAPVADVPAPAPSKHKKTTKKSKKHQAAPAPAPELLGPPAPPTE
SPGPNSDAFSPGPSADDQSG

>ATAGA0090.1|PACid:19648772  AGP3

QAPAPAP I TFLPPVESPSPVVTPTAEPPAPVASPP | PANEPTPVPTTPPTVSPPTTSPTTSPVASPPKPYALAPGPSGPTPAPAPAPRADGPVAD SANINKAREVSTIVAIACARAVIEA
>AT5G10430.1|PACid:19665913  AGP4

QAPAPTPTATPPPATPPPVATPPPVATPPPAATPAPATPPPAATPAPATTPPSVAPSPADVPTASPPAPEGPTVSPSSAPGPSDASPAPS BAESNKAEFACTARASINAAVEA
>AT5G14380.1|PACid:19665343  AGP6

DAPSASPKKSPSPTAAPTKAPTATTKAPSAPTKAPAAAPKSSSASSPKASSPAAEGPVPEDDYSASSPSDSAEAPTVSSPPAPTPDSTSAADGPSDGP TAESPK S EAVIAKESYWEIVATVEEREESE
>AT5G18690.1|PACid:19666952  AGP25

SPT ISLVQQLSPE I APLLPSPGDALPSDDGSGT I PSSPSPPDPDTNDGSYPDPLAFSPFASPPVSSESEEESEPSACYENISIINSSASERAR
>AT5G64310.1|PACid:19673006  AGP1
QSPAPAPSNVGGRR I SPAPSPKKMTAPAPAPEVSPSPSPAAALTPESSASPPSPPLADSPTADSPALSPSA I SDSPTEAPGPAQGGAVSNKEASECSVAVNIETAAVE

>AT5G65390.1]|PACid:19672144  AGP7

QAPAPSPTTTVIPPPVATPPPAATPAPTTTPPPAVSPAPTSSPPSSAPSPSSDAPTASPPAPEGPGVSPGELAPTPSDASAPPPN EAETNKARVESBVARIINAVVEA

Class 2: CL-EXTs - 16
>At2G43150.1|PACid:19639362 EXT8

TEPm\/K_K-VK_H-VK_S-VK_H-VK_H-VK_H-VK_H-VKI
H S K THY
>At1612040.1|PACid:19653709 LRX1
HDDESDLGSD IKVDKRLKFENPKLRQAY I ALQSWKKA I FSDPFNFTANWNGSDVCSYNG I YCAPSPSYPKTRVVAG I DLNHADMAGYLASEL GLLSDLAL FHINSNRFCGEVPL TFNRMKLLYELDLSNNRFVGKF
PKVVLSLPSLKFLDLRYNEFEGK I PSKLFDRELDA I FLNHNRFRFG I PKNMGNSPVSALVLADNNLGGC I PGS 1 GQMGKTLNEL I LSNDNLTGCLPPQIGNLKKVTVFD 1 TSNRLQGPLPSSVGNMKSLEELHVANNAFTGV I PPS 1 CQLSNLENlISSNYF
SGRPP I CAASLLAD I VVNGTMNC I TGLARQRSDKQCSSLLARPVDCSKFGCYNIF| TFKMSPEVRTLPPP I S SSKMSPTVRAY| SSKMSPSVRAY| Y SKMSPSVRAYPPPPPPSP S| S
SP SP P SPINFP
D

| § S S S'P-CPES PVTQ SPIlPPVTQ PPVTN PPIIISBEEBSP) QVTPERBEESPLIlPPVTP SPEPPVTP,
Q T

VTP SPERP SETQ TERMSPS KACKEGHPPQATPSYEPPPEJMSS SPTSYFPPMPS] S
EXT20

>At1G26240.1|PACid:19655134




>At1G26250.1|PACid:19658113
MASPNWPSLLMVVLALYSMVAYTSAQYSPTPTPYSPLPP

>At1676930. 1| PACid: 19657443
MGAPMASFLVLAFSLAFVSQTTANYFYSSPPPR Y EllISPPPINESPPPE  EEISPPPINISPPPP Bl SPPPENINSPPPP . < IISPPPENINSPPPPININSPPPR  MEISPPPINIESPPPE  EISPPPENINSPPPP Il SPPPENINSPPPP  BlISPPR S Y
TTLHHHRFTTHLLQSY TTLHHHRFTTHLLQLY TTPHHHPRSTTNTNLLLLRTPLLTSTPTLPLQI TTSSSLLDYL IVSNGVDDDTQENKESFGD I IKDTRSLTGELKR IHMSKEKVSHFNVFSLFINTLL

>At2624980. 1| PACid: 19638555 EXT7
MENENCIVYVAVVLSATAATVTSYPY SSPQTPSYNSPSYEHKGPKYAPHPKPYVKS

>At3G20850. 1| PACid: 19664633
MVSQCISETEVFEEVTENITEGEANNNRKLLY TYNNYQPQHSPLPSPVYSSPADLPPPPTRVYEREEADLPPPPTPIlISPPADLPPPTR1YPPPVAFPPPQAY QANIRKBEBBBBESK Y GKVYPPPPAKPWWWL L
>At3G28550. 1| PACid:19661711 EXT9

MGPSAHLVYAIGV I IMATMVAAYEPYTDS

>At3G54580.1| PACid:19664950 EXT10
MGPSTHL 1CALGVVIMATMVAAYDPYTDS

>At3G54590.1|PACiId:19665143
MRSSSKMGPSAHL I SALGV I IMATMVAAYEPETYA

>At4G08370.1|PACid:19648501 EXT22

MVNPSNWPSLLMLVLAFYVVVVPTSAQCKYSPQ QP SPPLPSP SPYLYS NSPPRPP| SVPR 1 THIMS NSAPR I PIIS
NSAPRVL IliSSEEEEEINN " SEREERNNN - S\/PR I P NSAPRIP NSAPRVP SVPRIP NSAPRIP SSLPPPPIEINSAPRVPIEEMS NSAPR I PEMS

BBHHMFTSLFLIFHHLQLSTTPSI
>At4G08380.1|PACid:19645658
MANPSNWPSLLMV ILALYAVAAHTSAQYPYSPP
SP) SP PSS SP)

S SP) SPP)
>At4G08400.1|PACid:19645018 EXT11

MGVIRTSRTMGLGQCMVYVVVLSAIAATVTSYPYTSPQTPHYNSPSHEHKIPKYTPHPKPSIYSS S SPSPK SPSPK KSLPPP SPSPK SPSPKGDYK
S SPSP KK S SPTPK SPSPK SPSPK SPSPK SPSPK SPTPK
K S SPSPK K SPSPK SPSPK SPSPK KTPPPPIlS SPSPK SPSPN

SPPTPEISPSSK K

EXT17

>At4G13390.1]PACid:19648172 EXT18
M1 SLRMKGLGHCLVYVWFSVIAAIVTAYDSPSSTPQYTSPYPPKNYSPYLSE PQYRRQEPKYTPHPEPN SPTPLPEPFPKLDI K SVYTFSPPQLlISPSPK SSLPPLT.SW
SPSPK SPSPK FPPPPP SPSPK| KSPPAP SPSPK| YSPSPKVEFK SElISPSPK IDYK THlISPSPR
NSLPPP SPSPT SPFPK SPSPKITYK

>At5G06630 1|PACid: 19667515

MRSSRTMGLMNCMVYVVVLSAIAATVTSYPYSSPHTPAYDSPSYEHKGPKYAPHPKP PSPK SPSPK SPSPK n SPSPK
SPSPK| S SPSPK SPSPK SPSPK | SPSPK SPSPK
K S SPSPNIK S SPSPK SPSPK SPSPK



>At5635190.1|PACid:19670300 EXT15

MERVHCMVYVAVVLSATAATVTAYPYSSHQTPQYNSPVHKHESSYSPKKY SPIlISASPLPPLQYRRQGPKYTPHPKPYLFN SPSPKEDYK N SPSPKIIK N SPSPKIIK NEEEEEINS
LSPK i< SPPEPIN" SPRERINSP sP <l < -SEERIN \ sPsPPilisPSPK < SEEPENEN SBEBER v -SPSPK MK S SPSPERENK SPSLEENK LINFPPPPPFYSPSPK K SPPAPYVSKTP
NY

Class 4: Non GPI-AGPs - 12

>AT1631250.1|PACid:19654407  AGP51

MANQYFRNAFLLCEFESESYQSIRIEAREGKAC I GNCYGSSAPPVPPNASLS I PPNSSPSVKLTPPYASPSVKLTPPYASPSVRPAGTTPNASPSVKL TPPYASPSMRPAGTPNASPSVKLTPPYASPSVRPTGTTPNASPSL TPPNPSPSEKF I PPNASPFI
HT

>AT1G68725.1|PACid:19656322  AGP19

MESNSIWSEEEASALISSFSVNAQGPAASPVTSTTTAPPPTTAAPPTTAAPPPTTTTPPVSAAQPPASPVTPPPAVTPTSPPAPKVAPV I SPATPPPQPPQSPPASAPTVERERVEEBEEAP TERER TP ABERBEAP A SBBEAPASBERAPVEBBE QAPSP IS

LPPAPAPAPTKHKRKHKHKRHHHAPAPAP I PPSPPSPPVL TDPQDTAPAPSPNTNGGNALNQLKGRAVMWLNTGLV I LFLLAMTA

>AT2G28440.1|PACid:19640790  AGP54

MAKKLECFIVMESICLEIFDFAGAQEE SPSPAAVSPGREPSTDSPLSPSSSPEEDSPLSPSSSPEEDSPLPPSSSPEEDSPLAPSSSPEVDSPLAPSSSPEVDSPQPPSSSPEADSPLPPSSSPEANSPQSPASSPKPESLADSPEBBEBBEPQPESPSSPSYPE

PAPVPAPSDDDSDDDPEPETEYFPSPAPSPEL GMAQD I KASDAAGEELNDERGEDYGMSGLEKAGIAIGTILGVGAIV I GALJIKRRONMTRARJIIF TEGEFL

>AT2G28671.1|PACid:19642325

MEFPEEEFWRMEAVY/PPSPTRKGTLLLLT IPLLLLFDGTPLLTGRFAPLGLANGSCPLKAGFATTPVTALAVGFEPPSISCIKNTNVLSGPALAPPPRAEPEPATPPPRAGPAPAPPPPRAGPAPAPPPPRAEPAPAPPPRAGPAPAPPPRAGPAPAPPPRAE

PAPGPPPRAEPVPAPAPVAEPVVGKEPEPPPAKEPGTELAVGRRPGPEPLDG I DPVPAPRPLPVEPEPDDPDPAPKPNPVEPEPLDPVPAPKP I PVEPEPEPRVVVVAENAFSSSRSRAAAAKVTTRAITSKESIF

>AT2G42840.1|PACid:19639913

MRGMVSFAVWALFAALLSQQLFASYASVRFEDAK Tl SPPSGSHGTPPSHTPPSSNCGSPPYDPSPSTPSHPSPPSHTPTPSTPSHTPTPHTPSHTPTPHTPPCNCGSPPSHPSTRSHPSTPSHPTPSHPPSGGIISEBBBRTPVVVTPPSP 1 VDPGTRI 1G

GSPPTP I 1DPGTPGTPF I PAPFPP I TGTCDYWRNHPTL IWGLLGWWGTVGGAFGTVSIPSS I PGFDPHMNLLQALSNTRSDP I GALYREGTASWLNSMVNHKFPFTTPQVRDHFVAGLSSNKAATKQAHTFKLANEGRLKPRV

>AT3G22070.1|PACid:19662990  AGP56

MECYVGKATKIFIFIVTVVFVIGLEVVAFGYLRRHSHHCSGDYCSSSTDPSSSSSSSSSSTSPF I TRFPNPNPNPNPNPPVLGSSPPSPTDSSSSTS I SPNPPAP 1 VNPNPPPPSTPNPPPEFEEEBBBDLDTTTAPPPPSTD I P 1 PPPPPAPVSASPPLTPPSS

VVTSPAPVHAKLVND

>AT3G50580.1|PACid:19663908  HAE2

MKTSTVEVAAAFLCEVAFPTTTVEK YWPK 1 EGWPNPSE I TRNELMLLNTGHSEBlIGDSKVWKCTYSNGSAPA 1S 1SPSTP 1 PSTPSTPERBBRAPK K BBBBRBTPKKSPSPPSLTPFVPHPTPKKSPERBBRTPSLPPPAPKKSPSTPSLPPPTPKKERBRBRSH

HSSSPSNPPHHQQNPWEH I ERCM INMGPVGMCRMQMEVSFYTRLFQVSDYCCNLVVNMKSECDDVAWGFFNDPFFVPLlITCHVTC

>AT4G18670.1]PACid:19645935  LRX5

MKTKMVMVKNTSEIFVELEITEEETSISYSESL TFNGDLSDNEVRL I TQRQLLYFRDEFGDRGENVDVDPSLVFENPRLRNAY IALQAWKQA I LSDPNNFTTNWIGSDVCSYTGVYCAPALDNRR IRTVAG IDLNHAD I AGYLPQELGLLTDLALFHINSNRFC

GTVPHRFNRLKLLFELDLSNNRFAG I FPTVVLQLPSLKFLDLRFNEFEGPVPRELFSKDLDA I FINHNRFRFELPDNLGDSPVSV I VVANNHFHGC I PTSLGDMRNLEE I I FMENGFNSCLPSQ I GRLKNVTVFDFSFNELVGSLPAS 1 GGMVSMEQLNVAHN

RFSGK1PAT I CQLPRLENFT]lINFFTGEPPVCLGLPGFDDRRNCLPARPAQRSPGQCAAFSSLPPVDCGSFGCGRSTRPPVVVPSPPTTPSPGGSPPSPS I SPSPP I TVPSPPTTPSPGGSPPSPS IVPSPPSTTPSPGSPPTSPTTPTPGGSPPSSPTTPT

PGGSPPSSPTTPTPGGSPPSSPTTPSPGGSPPSPS I SPSPP 1 TVPSPPSTPTSPGSPPSPSSPTPSSP | PSPPTPSTPPTP I SPGQNSPP I 1 PSPPFTGPSPPSSPSPPLPPV I PSPP 1VGPTPS STPTPVYEEBBESTGYPPPPPFTGYSPP

PPTFSPSPS IPPPPPQTYSPFPPPPPPPPQTIIPPQPSPSQPPQSP 1 YGTPPPSP I PYLPSPPQFASEEERAPISSPQPPPPPHYSLPPPTPTIIN BEBEBR TP | HEBBBQSHPPCIEY THNPPPPPSPAHYEEEESPPIIN
\VIHHSQPPPPP1YEGPLPPI1PGISYASBEBBBRFY

>AT4G22470.1]|PACid:19645754  HAE4

MASTTITLELSFSTIPLETIVRABNHSVYCPPPPPC I C1CNPGPPPPQPDPQPPTPPTFQPAPPANDQPPPPPQSTEREEVATTPPALPPKPLPPPLSPPQTTPPPPPA I TPPPPPA I TPPLERBEEA | TPPPPLATTPPALPPKPLPPPLSPPQTTPPPPPA

ITPPLSPPLVGICSKNDTELKICAGILAISDGLLTTGRAEPCCS I IRNVSDLDAVTCFCKSVGAPRFSLSPNFG I FFKVCGRRIPQGFSCPGPSPT I BBBBL PPQTLKPPPPQTTPPPPPAITPPLSPPLVGICSKNDTELKICAGILAISDGLLTTGRAEPC

CSI1VRNVSDLDAVTCFCKSVGARRFSLSPNFG I FFKVCGRR I PQGFSCP

>AT4G22485.1|PACid: 19645095

MAPKGSTKTLALFETLISIEEEGQTQAQNRPYLRPPPPRIPPPPCPVCTCPEPERERBBRTVIPQIPPTLPPTIPPETPPTGPPATPPTEVLPTGPPTLPPQTPPT I PPE I PPNTPPQTPPTLPPNTPPETPPTTPPETPPNTPPESPPNTPPE I PPNTPPGTP

PNTPPETPPTTPPETPPTTPPETSPNTPPETSPTTPPE I PPNTPPQSPPNTPPETPPNTPPGTPPNTPPETLPNTPPGTPPNTPPETPPTTPPETPP I TPPETPPNTPPQSPPNTPPETPPNTPPGTPPNTPPETLPNTPPGTPPNTPPETPPTTPPETPPIT

PPETPPNTPPQSPPNTPPETPPNTPPGTPPNTPKTPPTTPPETPPNTPPETPPTTQPETPPNTPPQSPPNTPPETPPNTPPETLPNTPRGTPPNQSPQIPPTLPPNTPPETPPQTPPNSPPETLPTLPPNTPPEALPNTPPQSPPTLPPNTPPQIPPTLPPNT

PPQTPPNTPPETPPNTPPQTPPTVPPNTPPVTPPVRPPTTPPERBBETTTLPPSSPTSPPNNSPEBRBBBKSQPPPPPPRFQPPPPPRGTCPRNANQ IRTCSNVLRFFGNFLDFRLAQPCCTL IRNLSDAEAAACLCDLVRARRSTLSPNI 1 ILCRACGRRIPRG

FTCP

>AT4G22505. 1| PACid: 19645882

MNPKCSKTTLALFFAFTILEIGHAESNSRPRPRTPPPPRTPRTPEEEBBBR TPKTPPPPPPRTPRTPPPPPPRTPRTPPPPPPRTPRTPPTAPPRTPPVSPR I PP I LPPKTPPTAPPQTPPVSPPKSPPNSPPRAPPLSPPRTPPTSPPRVPPLSPPRTPPTSP

PRAPP I PPPRTPSTSPPRAPPL SPPRTPPTSPPRAPPVPPPNTPPTSPPRAPPLSPPRTPPNSPPRTPPTSPPRAPPVPPPR I SPTAPPRAPPLSPPRTPPTSPPRTPPLSPP I TPPTSPPRAPPLSPPRTPPTSPPRAPP | SPPRTPPSSPPRAPPMPPPRT

PPTSPPLSPLSBBBRSPPMPPTRTPPVSPPTSPSRTPPVTPPRAPPTAPPQTPPVSPP I VPPNSPPKRPPMSPP I TPPTSPPRAPPQSPP I TPP 1 SPPRAPPTPPGTPSVPPPPRTPPPPPPSGRCPRNG IPLQICST ILNMFDGFLGLGTAQPCCSLIRGLS

DADALACLCESVRAPSRSLPRNI INLFMTCGRSIPPGFTCP

>AT5G26070.1|PACid: 19665385

MVSLEGESFETLEVFLEATEETVAEANNNRKLLKTPTNYQPLYSPSPSPYRSPVTLPPPPPHPAYSRPVALPPTLP I PHPSPHAERFIIRQEBBBESGKPWWWLL

Class 5: AGP Bias, high EXT (SPh & Y) -1
>AT1G02405.1|PACid:19650205  EXT30
MSPKTRRSTDLAATIEVMATVIEASPIIINAEDSSAEVDVNC I PCLQNQPPPPPEREER SCTPERBERSERBR <K SSCPPSPLPPPPPPPPPNYVIIPPGDLYP I ENJlIGAAVAVESFSVMKLFVFGVMVFLIL

Class 9: GPl-anchored extensin - 1



>AT3G06750.1|PACid:19663496 EXT34

KDETVSCTMCSSCDNPCNPVPSSYEBBBBEPSSSGGGGS|YERBERSSSCGIlIPPPYGGDGYGGPPPIIGNYGTPPPPNP | JiliFPFIlHTPPQGY SCEAREONSEEFARFAVEECEY

Class 11: EXT bias, high SPr—1
>AT1G44191.1]PACid:19655741
SWPKPSEVSNEDMLMNTEHNHYFGNKLNFKDSKVWKCTYNNGSGAAVS 1 SYPSPPHPPSPKPPTPSSRPPSPLSPKKSPPSPKP RTPKKEBBEEK P SBEER | K< EBBBRK P SEBBETPKK KPSEBBESPKK
KPSPSPPKPSTPPPTPKKSPPSPPKPSERBRSPK K SBBBBKPSPSPPKPSTPPPTPK K BBBBBKPSQPPPKPSPPRRKPSPPTPKPSTTPPSPKPSPPRPTPKK| TPSPSYQDPWVHFANC I SEFGPSAICKQQME RRGFLVSDYCCNL
IVNMRHECTDV ILGFFTDPFFVPL IRYTCHII

Class 18 PRP Bias, high Tyr - 1
>AT4G15160.1|PACid:19646210 PRP17

CDCSDPPKPSPHPVKPPKHPAKPPKPPTVKPPTHTPKPPTVKPPPPY I PCPPPPYTPKPPTVKPPPPPYVKPPPPPTVKPPPPPYVKPPPPPTVKPPPPPTRYTPPPPTRYTPPPPTVKPPPERYNAIPPPPTPTREAR
CPPPPPTPYPPPPKPETCP I DALKLGACVDVLGGL IH1GLGKSYAKAKCCPLLDDLVGLDAAVCLCTT IRAKLLNIDLI IP1ALEVLVDCGKTPPPRGFKCPTPLKRTPLLG

Class 20: Shared Bias, high EXT (SPn & Y) - 7
>AT5G19800.1|PACid:19671178  EXT39
NDNRKLLTSISBEBEE /Y SPP | BBBBBRPPPPPQSHAAAYKRY BEBBBESK YGRVYPPPPPGKSLWSFLNL
>AT5G11990.1|PACid:19666770 EXT38
NCEIVITTALVMVMYVASSPSDQTNVLTPLC ISECSTCPT I CERBRSKPSPSMEBBESPSLPLSSERRRBERPHKHEBBR L SQSLBBBRL 1 TVI1HPPPPRIJIFESTPPPPPLSPDGKGSPPSVPSSPPSPKGQSQGQQQPPYPIF Y TASNATLLFSSSF
LIALVVSSLSIFLNGSLV
>ATAG13340.1|PACid:19646275  LRX3
LS 1SSDGGVLSDNEVRHIQRRQLLEFAERSVK I TVDPSLNFENPRLRNAY I ALQAWKQA I LSDPNNFTSNW I GSNVCNYTGVFCSPALDNRK IRTVAG I DLNHAD 1 AGYLPEELGLLSDLALFHVNSNRFCGTVPHRFNRLKL
LFELDLSNNRFAGKFPTVVLQLPSLKFLDLRFNEFEGTVPKELFSKDLDAIF INHNRFRFELPENFGDSPVSV IVLANNRFHGCVPSSLVEMKNLNE I 1 FMNNGLNSCLPSD 1 GRLKNVTVFDVSFNELVGPLPESVGEMVSVEQLNVAHNMLSGK IPASICQ
LPKLEN NFFTGEAPVCLRLPEFDDRRNCLPGRPAQRSPGQCKAFLSRPPVNCGSFSCGRSVSPRPPVVIPLPPPSLP PIFSTPPTLT] Y PPPPPVY]| PPPPPPPVY| PPPPPPPPVY|
PPVY| PPPPPPWHPAPTPVYCTRPPPWA-QF EP“HS H HEBBBR 1 PVS PVY| PCIEPPPPPPCIEY| PVElS S
S PEElS ERH ISP SEBBBBR SAPCEE PVVHH MVHH 1HQ SPEYEGPLPPVIG FY
>AT5G26080.1|PACid:19668994  EXT40

NSNRKLLQTTTNYQP I YEREBBEBEYRSPVT I PPPPPVYSRPVAFPPPPP | YEREEER 1 YPPP 1 YEREEER 1 YPPP I YERBETP | BRBRKHHPAPQAQKAMR QSBEEE SGQPWWWL L
>AT1G21310.1|PACid:19649109  EXT3/5

>AT5G49280.1|PACid:19670568  EXT41

KDEVVSCTMCSSCDNPCSPVQSEREBESBRBESTP T TACPPPPSPPSSGGGSSlIPPPSQSGGGSKYPPPYGGGGQGHMPPPYSGNYPTPPPPNP | - PEMllHTPPPGSGSDRFMSSYS T IFALFAVFLCLY
>ATAG16140.1|PACid:19646839  EXT37

SPSQ1ADCTMCTSCDNPCQPNPEREEBESNPERBBBESP 1 TTACPPPPSSSGGGPIIPPASQSGSYRPPPSSSSGGIIPPPKSGGNITPPPNP 1 PN PPPQSVMSGSDAK I REElIGVSF I LIFSLYFGC
F

Class 21 Shared Bias, high SPh—2
>AT3G19020.1|PACid:19664355  PEX1
LTDEEASFLTRRQLLALSENGDLPDD I EYEVDLDLKFANNRLKRAY I ALQAWKKAFYSDPFNTAANWVGPDVCSYKGVFCAPALDDPSVLVVAG I DLNHAD I AGYLPPELGLLTDVALFHVNSNRFCGV IPKS
LSKLTLMYEFDVSNNRFVGPFPTVALSWPSLKFLD IRYNDFEGKLPPE I FDKDLDA I FLNNNRFEST IPET IGKSTASVVTFAHNKFSGC I PKT I GQMKNLNE 1 VF IGNNLSGCLPNE I GSLNNVTVFDASSNGFVGSLPSTLSGLANVEQMDJINKFTGFV
TDN 1 CKLPKLSNFTJlINFFNGEAQSCVPGSSQEKQFDDTSNCLQNRPNQKSAKECL PVVSRPVDCSKDKCAGGGGGGSNPSPKPTPTPKAPEPKKE I NPPNLEEPSKPKPEESPKPQQPSPKPETPSHEPSNPKEPKPESPKQESPKTEQPKPKPESPKQES
PKQEAPKPEQPKPKPESPKQESSKQEPPKPEESPKPEPPKPEESPKPQPPKQETPKPEESPKPQPPKQETPKPEESPKPQPPKQETPKPEESPKPQPPKQEQPPKTEAPKMGSPPLESPVPNDPYDASP I KKRRPQPPSPSTEETKTTSPQSPPVH-S
Y

VH iz MH Y H H H H H H HEBBBR F P1Y| H H H H VH \vHEBEERHEBBBESP |
F KPVTPLPPATSPMANAPTPSSSESGE I STPVQAPTPDSED I EAPSDSNHSPVFKSSPAPSPDSEPEVEAPVPSSEPEVEAPKQSEATPSSSPPSSNPSPDVTAPPSEDNDDGDNF I LPPNIGHQY. MFPGY
>AT5G19810.1|PACid:19668805 EXT19

NNNRKLLTSAPEPAPLVDL SRIERERVN1S NLJ N NLESREREE "\ SERRRE " SEERRE "\ SEEEEE\\_ SEEEEE.. . SREEER.. | SREEER.\.SEEEEE.. | SEREER.. -SEER
TVTRPPPPPTITR RPQAAAIIKKTPPPPPIIGRVYPPPPPPPQAARSYKR PSKYGRVY]

GKSWLWFLKL

Class 23: Shared Bias, high PRP -1
>AT2G27380.1|PACid:19639237  PRP6

DATVKQNFNKYETDSGHAHPPP 1 YGAPPSYTTPPPP 1 YSPR1YPPP 1QKPPTYSPP I YPPPIQKPPTPTYSPP 1 YPPP 1QKPPTPTYSPP 1 YPPP 1QKPPTPTYSPP1YPPP I QKPPTPSYSPPYKPEBV@NMPPTPTY
SPPIKP PPTPTYSPPIK PPTPI1YSPPI KP‘PPTP 1YSPPI KP‘PPTPTYSPP.P-PPTP 1YSPP I KPBPVEKPPTP 1 YSPPUKP PPTP I YSPPVKP PPTPTYSPPUKSPPV@KPPTPTYSPPIKP K
SPP SPP

PBRVERPPTP1Y PPP1QKPPTPTYSPP I KPPPLQKPPTPTYSPP I KLEBVKPPTP I YSPPVKPRRVERPPTP I YSPPVKP PPTPTYSPP I KPBBVKPPTPTYSPPVQP

PPTPTYSPP I KPBRVKPPTP I YSPPVKPBRVEKPPTP 1Y



PV@KPPTPTYSPPUKPPP 1 QKPPTPTYSPP IKP) PPTPTYSPP IKP| PPTPTYSPP I KPPP IHKPPTPTYSPP I KPBPVEKPPTPTYSPP 1 KP PPTPTYSPP I KPEBVHKPPTPTYSPP I KPEBVEKPPTPTYSPP I KPBBVERPPTPTYS
PP 1KPBPY@KPPTPTYSPPYKPERVGLPPTPTYSPPVKPPRYGVPPTPTYSPPVKPPRYGVPPTPTYSPP I KPERY@VPPTPTTPSPPQGGYGTPPPIlILSHPIDIRN

Class 24: <15% motif HRGP - 7
>AT1G30795.1|PACid:19658139

SRHLNGKNPAV 1GVTTTSEKY 1 VPTPLPPFLRPFFPPLQFAAAPFGGN I PQPPLPERIBRTFLPCLPGFKFPPFQSRKPTPP
>AT2G22510.1|PACid:19641134
SRHLLQSTPAITPRVTTTFPPLPTTTMPPFPPSTSLPQPTAFPPLPSSQIPSLPNPAQP INIPNFPQINIPNFPISIPNNFPFNLPTSIPTIPFFTPPPSK
>AT2G34870.1|PACid: 19639261
RRLTDQKPSDEVVTTTTDEANNLPFPPGLPFGGYPPLPSLFPPFVPSPFPGN I PRLPFPFPFPTSPPAPSLPGFPGFTFPPLPFLTPPPL
>AT3G02670.1|PACid:19661676
RPLNDADAKPVDRVVTTTTNEANNLAFVSDPFSSLQSSPPTSP I PGSPGFRLPFPFPSSPGGNPG I PGSPGFRLPFPFPSSPGGNPG I PG I PG I PGLPG I PGSPGFRLPFPFPSSPGGGS I PG I PGSPGFRLPFPFPP
SGGGIPGLPLPFPPLPPVTIPGLPLPFPPLPPVTIPSFPGFRFPPLPFLPPSTQ
>AT4G38080.1|PACid: 19644472
HRHLLQSTPVTQPPALTFPPLPKTTMPPVPSLPTPGQQTLPQPQPTLPQPTGLPPMPSTQIPSLPNQVQPT IPNIPQINFPSNFPFNFPFN IPFLTPPPSK
>AT5G09530.1|PACid: 19668766  PRP10
RRLLEDPKPE I PKLPEL PKFEVPKLPEFPKPELPKLPEFPKPELPK I PE IPKPELPKVPE I PKPEETKLPD I PKLELPKFPE I PKPELPKMPE I PKPELPKVPE I QKPELPKMPE I PKPELPKFPE I PK

PDLPKFPENSKPEVPKLMETEKPEAPKVPE I PKPEL PKLPEVPKLEAPKVPE I QKPELPKMPELPKMPE I QKPELPKLPEVPKLEAPKVPE 1 QKPELPKMPELPKMPE 1 QKPELPKMPE I QKPEL PKVPEVPKPELPTVPEVPKSEAPKFPE I PKPELPK I PE
VPKPELPKVPE I TKPAVPE I PKPELPTMPQLPKLPEFPKVPGTP
>AT5G59170.1|PACid: 19665841  PRP12

SSASTNSVPNWFHHWPPFKWGPKIElISPPKPPP 1 EKYPPPIPPP 1 KKYPPPPYEHPPPPP 1 KTYPHPPIlPPPEQYPPP IKKYPPPEQYPPP I KKYPPPEQYSPPFKKYPPPEQYPPP I KKYPPPEHYPPP I
KKYPPQEQYPPP IKKYPPPEKYPPP IKKYPPPEQYPPP IKKYPPP I KKYPPPEEYPPP IKTYPHPPJlIPPPPYKTYPHPP I KTYPPPKECPPPPEHYPWPPKKKYPPPlPSPPYKKYPPADP

Oryza sativa

Class 1 - GPI-AGPs - 11
>L0C_0s01g42210.1|PACid:24115775
PASASASAAGAFSEVPPETPCAAAIVSVAPCLAHVAVVAPPARPAPAPTEACCAAFLRGVSPSGGGGEGCFCHLLRDPLLLGFPVNTARLGALLPTCAAANANASAAAAVEAATLFADTCRADLKSLPEMRFLPDPPPTPT
I SPAAVPGSMPPTTEERSTPVPVPPQDRSGS|
>L0C_0s01g71170.1]|PACid:24120143
RTSAISAAPEYPRLPTGPGHGGGRHAAPAPAAVLPPAPALSPD IMPLLPSPGPDSDGSAEAPSDVMPT I PSSPSPPNPDAL LPDSALAPFGSAPAVAAQSRAPPPSTTTAARAANANBYAVCEVANIEY
>L0C_0s03g46110.1|PACid:24125408
TAVEGAQAATAEASCEPS I LATQVSLFCAPDMPTAQCCEPVVASVDLGGGYPCLCRVAAEPQL I I SGLNATHLLTLYAACGGLRPGGARLAAACEGPAPPAS I VTAPPPPVAFRRKPPAREAPPPPPAAEKL BRBEQQ
HDDSDHNKRVGPLPRG YAQSVPVGPAAAPPPPRS
>L0C_0s04g41480.1|PACid:24103872 OsHRAL (Aizat et al 2011)
RADHHSPAYAPYPHHHAPWPARAQSPSAPDHGAHGHHAPAPAPVHADQPAQAPEWHHHAPAPAPVRDDKPSPSHHHHHHGHHHHRHATATAPAHAPS SHHDRHAPAPVHS SWPWPAHAPAPAPAV I HGTNSHLAPAPAPSSHI
SPAPTPGDGRHQ SPPSADEGAQAPSIIGHYPSPAPAPAQESSS
>L0C_0s05g37110.1|PACid:24154106
PAAEVDWARQLRHHHGASPASDAPAPSPAPL STPELCRPGEPYPAPSSSPAGAT TTPAPAAPAATAPAPSPEADGK S S EARAARPENTRPAVIEACAACYATIIIE
>L0C_0s06g17450.1|PACid:24142143
QAPAESPSPKPSKSTAAATPAKAPTVASAPRKAGPAAAPTTTVATSAPAGGDEVS I PPTPFATVVSPVADGPADAADADFSGACABKRCAAVACYARAIATVEY
>L0C_0s07g14330.1]|PACid:24109335

QQPPPLVQQFIMISBRBRSSPVGGGGTGGGGPSPPTNPAPPAVPCNCGTTTAPAAPSPPGYYNYSAPSGGGGGGGQLAFLSGSARSTSHL PGEEEHRAAREEASAAAP BRIV
>L0C_0s08g37630.1|PACid:24099712
QGPSASPTPAPKAQPPVATPPTRPPAVAPVSPPAAQPPVTTPPPVSAPAPVPAPSAAATPSPQASAPTAEPPVLSPPAPAPGS I SQSPTEAP TEREEE S AASCYSPSARAVNARNARVARAREY
>L0C_0s08g38250.1|PACid:24102153
EAQAPAAAPKSSSSSNSSSGSHTSPSKAPSPSKSPEKSGKAPAAAPPKAAAAKAPSGKSEAPSEAPDAESGAESPEAGEESGKSPASAPKDSSSSSSEEEEASSPDSGDMEDE TAAEAPTAEEASGPAADGPPEPEADSP
AADSPGPGTADEAGS
>L0C_0s11g05935. 1|PACid: 24155006
GEGPDASLLCVSECGTCPT I CTERBBBEPPAPPSSLSPSTPSVLPLYSAPPPPYLTLLLPPPSPADESDMFPPPEAPTTTNPPPEREBBESERBBE T TKSSSGSTASPPSSSSHFSSPPSPPSSSNP L S

GSG
>L0C_0s11g10890.1|PACid:24157324
DQQHAHLPAAAAGGNTTTAPSRDPLR I VVRASGSGTGGGASPSATAAAAAGDDASTPPPPQLSRPNRDLPTYPSPLDHEPYPTPPSPDFFPDSAERTIPANAIAVSAIEEEENIAATH



Class 4: Non GPI-AGPs - 18
>L0C_0s01g07460.1|PACid:24119006
QYSLDASALSDHLAVGDAPPPPPQHGAGRRLLSTQNQVITPPPPAPVSSPP 1GPAPTLLPPPPPAK

>L0C_0s02g10240.1|PACid:24135265

PWPAWVWRWRACGGAAAVAAAGSTGSRRRRRSSPAPPSSPAPSAARPSTDTTTSRCTCGGTGRSTGEAGRRRCAGRSRRRCSGCRATAARRGAATTSTTRGRGRSRTSAPCRRTTAAATAPATSPAAAAPSASPSAATGAPTRRT
AAASGAAPAAPTSDTSAPSTTTHGPSAPPTPTPAPAPAPKTTAAPPPPPPVCCDDLNLY ICECEIN
>L0C_0s02g32080.1|PACid:24129867
GGATPSSSSSQVSTTTAAELKEVNGMLACMIGCFTQMFGCAFGCMAKGPDTTLCVVSCNQNS I VCMVRCALTPPPPKPKPTPPPPAPTPKPPAPSPEBBEBRKAAGHGVAGDPLA
>L0C_0s03g14615.1|PACid:24125137

QRTTQPP I VAPTMPPTPPPTQPPSPGPVMAPMPERBEBEETQPPSPGPMPPMPPPPAPMP MQPPSPGPMPPMPPPPAPMPEBEBETQPPSPGPMPPMP MQPPSPGPMPPMPPPPAPMP TQPPSPGPMP

PMPPPLAPMP MQPPSPGPMP| TQPPSPGPMPPMPPPPAPMPEBBEVQPPSPGPMPPMPEBERE TQPPSPGPMPPMP MQPPSPGPMPERBEETQPPSPGPMPPMPPPPAPMP TQPPSPGPMPPMPPPPALMP| TQPPSPGPMP
PTPPPPAPMP, QNQPPPPGRCPL IK 1V ILKECTKLSLFDLVLNPSKARQQCCPPLEDLSSSGATDCLCRALKGP IGVLPPPIRVILGLCGKTVELNLFCH
>L0C_0s03g14654.1|PACid:24127856
QLNPCQAPAPTPTGTPAPAPAPVVTPTPAPTPVPTPSPAPTPSPTVAPVNPPSPTPPPKCPLAL INLNAC I SVGLGNPLLNQACCSQLSSLPSDTAAVCLCEATKVNALVNLKVKIPD ILKVCGKVSAVVCY
>L0C_0s03g42654.1|PACid:24124979
QAPGAAL I PALKMALLPAPPTRSLATAPMPVATSPTATSPSPMVPPPTPPTDAPDANAPSTLAPSVVTSTASAPTGAPVSSSAFTTTDAP I VGMEEEMGKKKEGQCRK I ELTCGSHVQEADKKRDGVARFEFSKFPVARSRYA

K
>LOC_0s03g56930. 1| PACid:24122977

RLLDELVPG IPMPT IPGYPAVGPT IPAIPT IPGYPAVGPT IPT IPTVRTIPGVPAVGPT IPAIPTIPGYPAVGPTIPTIPTIPTIPGYPAVGSTIPTIPTIPGYPAVGPT IPTIPGYPT I PTVPGVPELPVNPGG
VVPT I PKVPLPPVNPGAVVPAVPALPVPP I PGAAGGVVPTLPVPPLPAVPGYPLPEVPGYPLPPVPSVVPPVP
>LOC_0s03956940. 1| PACid: 24126656

RLLDEELPTAAIPAIPGVPGVPAVGPG I PV 1PGVPGYPVVGPG I PFVPV 1 PGVPV 1VP I 1PGVPM I AGMTTLPVPPFVPP | DPGAGAGFPGYPPASSTTVQEDPQPPMPSVVPPVP
>LOC_0s03g56944 . 1| PACid:24122462
RMLADTPATAAAAABPPAALPVLPAVPALPTTLPPMPA I PAVPQAAL PPMPAVPTVPAVVPNAAALPPMPAVPA | PAVPKVSLPPMPAVPAVTLPPMPAG I PAVPAVTLPPMPS I PTVNVPMPFQAPPPSA
>LOC_0s05g02620. 1| PACid:24152079
RRARHGPPGELPP I RTPPPPSV 1 SGPRVSPVLRSVPTGPNP I TSDPPPPPPNHERFQADEDKGYLFPSKPRGHVPPSGPSKPPPSYHLS
>LOC_0s05g11580.1|PACid:24151816
RARMMMMPGDHAVNGKETSASSKEATSPHDLLQGVAPPLPPSPPATE I IRPDSSGWMPQGSVPSPG I GHRA
>LOC_0s05g13420.1|PACid: 24149737
RLPSSSSSSSSPAWAPPPRWRSPRRRCPRRTRTRRSLRSSCATACHRGCSPPASPPSPSPPTAALPSTSRAPATPTTSTSPTLRPASWGSSATALSPTFPGSRSAASSSGSTSSESRSTSRRPRTTSTSTSDGSPASFL
PTSSSPPTSATTPRNAASRPRSPRLPCGFRFDVFLPFVIPSCLCSIGS
>LOC_0s07g04960. 1| PACid:24108651
RHLADTTEAPAAA I PAVPAMPKPT IPT IVPAVTLPP I PAVPKVTLPPMPA 1 PTVPAVTMPPMPAVPAVPAV TLPPMPAVP TVPPNTVVVPAAVVPALPKVALPPMAAVPNVPMPFLAPPPKA
>LOC_0s07g37385.1|PACid:24110750
KEPPNPCLAPVPTPAKPPS I ITPAKPPST IAPTKPP 1KSPPT 1GPA I PPST I APAKPPTKPPLT ITPAKPPTKPPPP I APAKPPST I TPAKPPST I ARTKPP IKSPPT 1 APA 1 PPST 1APAKPPTKPPPT I APAKPP
STIAPAKPPTKPPPT IAPAKPPTKPPPT I APAKPPTKPSPT I TPABBBBSSLPPSVNPPKPKPLPKCPLLLTNLGGC ISLG I GNSLMKYPCCSQLYNLQYDTAAACLCDAMK IDLRVNVDVD INVMI DK I LKLCSKAGDSTVVCLR
>LOC_0s08g37890.1|PACid:24100711
SRLPPPRRLLPLVGGEVAVAVVAGEEEKVRLGSSPPSCYSKCYGCSPCVAVQVPTLSAPSVPAAAAPRTTPRRSWRRSPTTSR
>LOC_0s09g27170.1|PACid:24138683
PAPPGAPAPAPVGGAPPPPSPPAAAAATPDMAMSSRAGGTPQEPDHPPTRCRSQAKVWFRRHCSFQSLVRARDQKRGSESNLGAEKEKLTPGKKR
>LOC_0s10g36620. 1| PACid: 24096819
SSMAAKKQGRQPRGCGGHTSTSPTPELELPPCSGHRGQAPAPVLGLLGRRGSPGAPPPPRSHPPVSYVRPQPRPWPPPPPHPQPPFP I SPVAPPPPPPPPPCL
>LOC_0s10g36626. 1| PACid:24097395
SSSAAKQQPHTACSNTSPATGQPPCSGHRGQVPAPP I LGLLGRRRAIRAPPPPQPHP I TSPTSPFPGRPVPPPPPSPCL

Class 5: AGP Bias, high EXT (SPn & Y) - 2
>L0C_0s01g45700.1|PACid:24115768
1EGEVKCGGCSPCGGADCPIPSEREEA L Prrr P ISEREE PGS Y CPPPPAAYVQFGGGAQSGRGPL YPQDPGFMPSSAPSSHGSRAVRLFTACAAFASLWFLW
>L0C_0s01g02150.1|PACid:24117892
DVVVRDDEKCAACGLPSPCGTTCTYASERREDVLPTPINNP PP PPl rSEEEEEP PP TTPSTNCPPPPYGGGGYNPTPSYNPTPGYNPTPSGWFTPPNMPSYLTPPGTLYPQDPGFRPNAAAGGAASWRAVVLA
AAAVAGALAL

Class 7: AGP Bias, high Tyr -1
>L0C_0s01g02160.1|PACid:24116783
DTYPADCPYPCLLPPPTPVTTDCPPPPSTPSSGYSYPPPSSSSSNTPPSSSSYWNYPPPQGGGGGY I PIIQPPAGGGGGGGGIPAPPPPNP 1 VPWY PWIIRSPPSSPATAVTARGRSLLASVAVVTAAAAAL I TVF

Class 12: EXT Bias, high Tyr -1



>L0C_0s02g37200.1|PACid:24128969
EQTHDDGDNPPESPDHEDPPPSPEioPPPSPDJliDPPHSPDIlIDPPPSPDIIDPPPSPIIGGGGGYGKPPPPPPCCPCKGY

Class 24: <15% motif HRGP - 38
>LOC_0s01g02139_1|PACid:24119581
D1DPSSGMPSPPATTSPFPFCPTTPAG I STQPFPWAEPSPTTTTTMFPQDPGFLASAACHARTAALAW I PVVFVFSAFLVFLQ
>LOC_0s01g03900.1|PACid:24116491

I SLADAFQAPTPARLSSGSSYAVGSRPVPAAAPRWSSSSASEAAARFADDKRR IPSCPDALHNR

>LOC_0s01g10640.1|PACid:24118965
PFLQARMMPGDGGE I VQEAVTMMMGSSAGAAAAAVAGRRSTASSSPPEEEMLLPRRPPLPLSPPAATTGARSSRMLGSVPSPGVGH
>LOC_0s01g41170.1|PACid:24119237
PLFAAASAHGRGYLGAKSWPPDGSLSSSSSGEAAAADVDDGHTDWKCYSSCMSKCCHRHDDDDDDKANAKANATAGAAAVGLDDDYKCKKQCLGNCFKDVPAJIHK CVDDWCAKLPPYSSAKVQCYKKCGDKCFHHGPKPGPKP
KPKPSPPKPKPGPKPKPPKPGPKPKPPKPGPKPKPKPPKPGPKPKPKPPKPGPKPKPGPPQPWWP | PFPKPPCPPGADGSSSAVDDKNN
>LOC_0s01g42000.1|PACid:24116432
Y 1DKTDGAWMNLKTDRALRQRRAP I GGVAGGVAGBPGRVGGGAGVESGDGGGGDRGGRRGGGYLDGDGDDPCPRATSADASEPSEADPAATDASEPSEADPAATDASEPSEADPAPRAT SADASEPSEADPAATDASEPSEADPAA
TDASEPSEADPAPRATSADASEPSEADPAATAASASSAGRFDAMRCREGRGSRSPPSSNLHPAAAQHQSPATPRHRLSATRRAAKRRLGCPPTPLSPLAVGAAWLPLSLW
>L0C_0s01g43290.1|PACid:24114305
MVVVAVVAPPLPSSSSSPSPTAASPQPPLRLRQHSPSPPLPSSRSRCSSSPPAYAERSKPAGDVTSGGGTLLPRHAQPGEPVREAVTVEMAPETVVQAAL SRKKSANSSPHSGSAQESVSPS I LSKASPGREGEGRKEERGRCLQRE
REERGV
>LOC_0s01g53230.1|PACid:24114683
CGSDCSPAPRSTPTPSTGSSSSPRDALKLRVCANVLGLCCSLLLAARRPSPASQPPPAARRLLLSRLAPAASSPAAGRLAQRREE
>LOC_0s01g71640.1|PACid:24119533
PKGG I DFYVRSFYPSGSPSSVEBBBESSSL PCPRPATAVPTVATAALADAAATPSDATADVAAAPADVVAAL ADAAADAATTPANAAAA I DAAASPAL TEGAGVAEKGMGRRRGSGRGR I GGCGEE INGSARP
>LOC_0s02g35730. 1| PACid:24135289

SSVVGFAATRRLSGGANSGPPAHAPSAAPSPSPGRGRLHPTTTTSAAPRPPPPRGYGGERKRRLKLNLGERVG I ALAAVAAALQVALVGACLALLARQLRRGKPRDSEDAAAAASSSSAPPPA
>LOC_0s02g48094 1| PACid:24132830
SRLAPCSTAAALPDPAPLDPAL I FPSATPAQPGSAT I PAFPEQSDAASGTSSTCPLIPSPSLLPAVTSSCVDGGGALTTRLRCCPPLAAWLFAAYAPAALAQRPAKSAAAAAVDMPYPPDDSEACAGAADRALRAEGAALPRPPG
ANGTCDVAJICGVRLRRLTCGPPPAEGGQWAPADAAARRLEKDCAEPGYPGCSKCLRALTT IKAGSGGAAAAAAAAAKKKQQQGGAGY TGERECQLMG IMWLLQRNATRYGAAATAV I QALMAADEASAAGVAAAADGPAACSLPVDDMPLAAEYARFSDAG
GPPAVSRLYVLLLLVALFGVIEAL
>LOC_0s02g49280.1|PACid: 24133998
RVQGFEPA I AVEKTSVSGGAQRPPTTLPGLLPGLPFPLFPFLMFP I PGSPAGAGGAPPSAGSGGFPFPLPFPLPLPAPGSPAAGAPPSSGSSGFPFPMPSPLPLPAHGSPAAGAPPSSGSGLPFPLPFPLPQPSS
PAQPQPKECMTPLMSVMPCADYLTNTAVPTPPATCCDGFRSLVSTAP I CLCHGMNGDLNSFLPTPVDPMKMMLLP I TCGAMPPLQTLFMCSCVSPWY I
>L0C_0s03g43790. 1| PACid: 24126386
RPLATTTTTSSEEEAMT I 1 ALAPSAWSPGGGGRRQWRAAGAAAAKWLPFVAGGAAGRYPYGRPLWGLPAPAAGRMVPWAAATAAPGLAFRTGGQL TEEEAPRGGEDAAAAARQEQAAMWASLLNPAQVR
PAPAWPMAGNGEAEAPPADAEPTAEGMDAGDEPPAGGMLVGQPKWPVSP
>LOC_0s03g46150.1|PACid:24127634
QPQQQQQQPPQPPGQPANAPSCERN@ASLSPCIIF | GNSSTPSDACCEQMRAMFQSQAPCLCAAVASAPSPLAPVLGGVQSLLPTACNLPPNACAGKPFVRAVP I LTCGLNSRTHGV 1AVAGVVFADA
TGSTSGSAPAGGSSATPSTGATAAAPAMEPAGMDPAMTAGGGSKSVPGMPYSAAAGVHGGGASAAVAVL I SSMLAYACMI
>LOC_0s03g46180. 1| PACid:24124308
QTTMTTAAASVQPTALTMPSCPAAPLSLSPC I GYAFGVGSATLSSCCSELRAFLRSQGPCLCAASRLAAAGPFGLFLGQAQA IVPNVCNLPSNPCDDVAAKSSEPRSATPAAL APAAAPDTPAMTPSAAPAEPEASE
APPVPADDSPAATVTAPGDAGSSAGSQVASKLPELLHSAGVRNSRNMAAAAV I TLFLVYVSAMYV
>LOC_0s03g50644 1| PACid:24128605
SRQGSQPVGKVGVRRPATGDEAAADLNATSPAPTRHPPTTSPAHSRLQCN IHIGAKS IKKTSNAINGGVFVLLLFGVAFVSLGGGGAVLTVEVGGDGAAAGEVEDEATDVR I KTACGSFQSAAGAFAWMRESGVDAKAVAAGAT
TVDVLSLLSPASPPNHLALLPALRDPAPGLALPRCRHGAPTPASAAAPAPASTAVVAAEPPPPRPAPPPPAAGRAHLRPRRPCPALPPPVASRA
>LOC_0s04g32404.1|PACid:24107651
QPAGDGYGNATFSLCSGVDNTQAAGRSTWSGRLLPPKPSRRPPLRRRTGPRAWLATGSTTRSRSAAPTCPRGTARGASPPASESSAGAETTCARKPRCATTTAASSASPRATTSPASTSTSTRRPCSTAGA

AASPSPRRCPPACSPRWRPPPRRAGRGPPPG
>LOC_0s05g02630.1|PACid: 24154275

RPVHGGPPGELPP I I ITTPPTAI SGESDFSVLRKVPTGPDP I TSDPPPPPPPSTPTQFSVLRKVPTGPDP I TSDPPPPPLSEFPVLREVPSGPDP I TSDPPPPPPPLSEFPVLREVPSGPDP I TSDPPPP
PPPLTEFP I LRKVHHKALG I ASKQDGLRPAKP
>LOC_0s05g09430. 1| PACid: 24150537
TTGAAVGTAAVGRPPAARPLAVLLATEDETHALMPPWTLMTMASTSLPPPVRPQELHPPPLPLRRLIPIVYVV I AAAVAAAVALLRSLVLRPAAEDE IHTFMPPWTRTATASMSSLPPATAPRATPTTTTVWIQIHRS
WWRATTTEPDATATPDRQFPSTPLPSPLPLW
>LOC_0s05g11600.1|PACid: 24150328
RMIRSLSSDEQDHLMAAMAPPPPPPSAAATTTTATAPAVSGEPGVVVVKRWGK I QVQGSVPSPG I GH
>LOC_0s05g13830.1|PACid: 24153694
I GAFADEGAASGWGLGHGARFLSRRGRAAYEKSSEPEAKPASQQEPKSDSYSQAKPGPKDEPKPEPEAMSASQPESKPATYSESKPESKAEPESKPEPKAESTPQPEAKSEPKSEPKPKSELYAEPKSEPKSEPQSEPNPET
KAEPKSEPKSEPKSEPTPQTEPKAESQPEPKTEPKSESKAEPKPERKSYSKSKPEPESKPEAKTEPQPESKPEPKPESAPKKETPSSAYP




> 0C_0s059g16220.1|PACid:24154241
RRPADLPPQAVLLLPEPJlIREAAAEPLLPPKPVADANADASDADL TTAAALAVPDEEERGPARARASLLCFVFR

>L0C_0s05927360.1|PACid:24154529

RARRRRPRLPPARVRRPCPPLPLAARPLAVTSGHEAAPSAAARLRAVADGGPHAGRASRRRAARGAGVADASSPSASSASRRPPPQEBBEQAVAGWGRQ IRRPSGR IWPYLAKSGRRWWRPSLVALAAGSSLPPSPPTPPHCQR
> 0C_0s05g32150.1|PACid:24150833

FFPAAGSDGVVAAAAVAGTYQPPPPPPARSERBESSSSSSSSRQL

>L0C_0s06g08190.1|PACid:24143037
SSEBBBBEPPPPPSGAAAGEDNGGGSA IWAGVVAADTGGGGGEKAAQRRSLRRVGLHRTPPPPTSNDGG I ES | SEBBBBEQDGQFFSSTGYPTRPPPAS
>L0C_0s06929460.2|PACid:24140874
SPSPWRAGRSRRSGTAAEEEEEAAGVMARGCREGSRSTSPRGNTSCG I RRWWTPSSRRPASSPPTPSSRSARHGEPHQAAPPGRRQGRRRYPAWFSRSTAAWFQFFNRFLKY I TSLTNTT ILGPANFTLPFYSSI
>L0C_0s07g13500.1|PACid:24111120

DDVRQVLHEPLFP IEWTPSPSSDFSSDPPTPATATLVDNSSPRLLPAPLPNT I AADVLSSRSRPDPQASCGGSGGMPKAAIVVASVAVAAVLALLAIVVAFLLTSRLARHPAAARPRAC
>L0C_0s07g18070.1|PACid:24110271

VSASSSEESSSKPS 1L 1PVADTPLGSYEGADGP 1 ADDALEDMEAAPLGSP 1 GTTMTEPEPELPANAPPSSAGATASSTRTTLLAAAVMAAVAGVFAF

>L0C_0s07g39640.1|PACid:24110061

MARHTWYISEEETSAVAGASRQPPATASQGP TWTGLAGEQEMEGAATASSAAPVASLFPGLPPLPPLPALPALPPLPPLPALPPLPPLPPLPPLPSPGTTTTRPRPPEREBBTECLTSLVELLPCMlL TNDATAPPGACCDGFRSLVGSAL ICLCHG INGDMS
RMISRP IDPVRMVLLPAMCSTMLPPQSLFICYTETVPPLVP

>L0C_0s07g40830.1|PACid:24108971

RHLEEKAPHFPAVPELPPHPELPELPKPELPPPLPELPRPVVPELPPHPAVPELPPLPKPELPPHPVVPEMLPHPVVPELPHYPAVPGFPKHGLPPKPELPPLPTAELPPEHEVHDPEPETKQP
>L0C_0s08g37300. 1| PACid:24097509

RHLLDTAAAAAAPEAAPAQPSMPTVPTTLPPIPS I PAVPKLTVPPMPSVRIPKVT IPPTAAGT IPSLPIPAIPTTIPTIPTVPVTLPPMPSIPTTIPSIPTTIPTTIPTIPGFQMPP IPFMSSPPKTTSP
>L0C_0s09g16250.1|PACid:24138570

TSNAACHDNFSVSLAPPHPSHVSFCVALFGAIASS I ARRFTAAVAPSTSTVRQPPRKTGTTTAIAAAMPRTLPLAR I KEVDSTLTPKQV IAW

>L0C_0s099g16280.1|PACid:24137303

DTPGGSCPYPCLPPP I AGGAVNSYPPPPPAGSSSSSSSGGGDGGAGGLFGGTYPPPPPGVMPGAFAPPFGGGIIGPAPPPPNP I LPWFPWIIQHNNP I TGSTTSAAAVGRTPASMVTTVVLLPLFLVALLRVL
>L0C_0s09g19210.1|PACid:24138719

TSTCPAAIACCAASTAVWNPNDRLMTPMSLSAVFG I AATAEPRHAPR I VPSSP TDWWLASSAEERKPGCTREEEEEVRLTRGSHLS

>L0C_0s11g04050.1|PACid:24158818

RRRPKPPSRARRRSLQQGEGGERGRRGRRLRTAGSAATASSPTRSSAPRPPPSAAAPAASAPRLPPSAAASASPSELRAEAAAPACR

>L0C_0s11g06150.1|PACid:24157183

TSRSLLVTGGQAAAPAPVWSFGALPPL I EPAVVEPPTAVAPVHAVAVGEAPPPLKEESGSGHVKKSKHKDEERAPPPKKHHEKAPPKSKHHGRHAPPDQPEL SPPAPPPESYTPDAPPAPEAASPHH
GGGENPAWPRPGNNQWPPLPPFNQPPTPEWPHPGNKWPPLPPFHPPPTPAWPHPGGNKWPPLPPFPSHPPPTPAWPQPGNKWPPLPPFPSHPPPTPAWPHPGNQWPPLPPFPFHPPPMPAWPHPGNQWPPLPPFHGSDVPPATKK I TKEEVHE
>L0C_0s11g10880.1|PACid:24155749

EQPPRRTAVADHPAIVGTTTAAPCDPLC I SGAAAGGATPEAMAAASAAVAMAGNESESALLPTPRQLDRPDSSGLPTTHQSW I lIGPLPTTPYPYSKAPPASELVRATTAAAAVVFSTVLLVAAAAR
>L0C_0s11g37320.1|PACid:24157445
WLPSPASAASDAAAGGEYCRDSLSGLLACRDFMFGGAAAASPACCAAYSAAFDADPFCLCY IADGVYGRSTGYDVNVTHALE I PVSCGLATPP I ELCNTQGLVLPPYEPSSPQQPPSAGKLAESPAATPAQSPTAAPSLPQ
APKPS FTSPSPLPPPPPPPTSHGARGATMG I GTVAAAVAMTTLLALLS

>L0C_0s12g06280.1|PACid:24147000
QPPPDTNVLCVSKCGTCPTVCSERBBBASGNYNPVLSPPKGTGSGSVGGSSSSPSAPLAKGGQPGGSNIlIYFFTSGGSSHGCAAALLLPPLVSLAVAALSQ

Selaginella moellendorffii

Class 1. GPI-AGPs -3

>440674|PACid: 15406499
ENEYVVRPGMKLEVSFADVPAAPPTGSLAPPPVPVMAPPTPTPAPATPPVATPAPVEAPVPSAASPPAPPTAPTPGGSANAPASPPGTTRSSAEMINSEISIVICSIARIGEE
>443341|PACid:15412991
HQKMSSHG I 1GNAMDESSGTVVWKVEKQGLlIFKCASSTSRSSNAGHCKKHR 1 1 QRLLAESPKSSPKSGSGTKATSPSSTPALATAPSTRASAPSTGTVPTAPVASPVVSPVVTVPVTAPVTSPPVATSPVATPPVV
I TAPPVATPVVAPPVTTPVVAPPVATPVTSPPLATPVASPPLATPVTAPVVSPPLATPVTAPVY 1 APPVATPVSTPPVAAPVVTPVAAPVVTPALAPVAVPVTAPVVSPVVAPVAAPY I PPAPVSSPVVAPAPSPKKHKRSPAPAPVPVLGPPAPPLSSPTSPA
TSAEGPDFAPITTPS

>445643|PACid:15421034

m I LATPAGAPSGSAAGPAATVPPPPTVPAPVAAPPPSYPPPVVAPATPPTVPPPVATPPPAPVPVATPPPAAAPAPVVLTPPVAAPTPVVAAPTPVLTPPVATPVVTPTASPAASPPAPPTGSSPAS
APG

Class 2: CL-EXTs -9
>Selmo_229952|PACid:15414583



NYDYS ISP Y 1YK ISP 1 ISP Y 1YK SP) SP) ISP S0 ISPSRPP P! SP
SP SP SP SP Q SP K SP Y 1YK SP M SP S S S

>Selmo_402661 | PACid:15405846
QEVLDRNTGSFGDAKNFGFG I PKST I DFFCWRPWLRRPWWFPNRLCPPNAPRYCYK MELPTPPVESQPPPVESPSPPHHQKEREEREEBRBEE Y QY KBBBBBEPPPKCGKTPPPPPPPPKCE
KS PKREKCPPPIIMK PKCEKSREEEAPIEN<SEBEBBE SSPPSPL YK YESEREEA MK CAPPPPPPPHHQHVK| SLP1YWYQEBBEEL VKK

>Selmo_405114|PACid: 15410799
EYDPSP K KYDPSP K KK LKYDPSPVIIK N [N LKYDPSPVIIK KYDPSP K KK K
KYDPSP Ki K< DPSPVIENK K< KYDPSPVYQYK| K< KYDPSPVYQYK R KYDPS
KYDWT KK KYDPSP K LK AKYK| KYDPSP K KYDPSP KSBBBBKYDPSP K KYDPSPV
Y
>Selmo_406865|PACid:15419161

PWWFPNRLCPPNAPPNAPPYCY K SBBBBEPPVESPPHQLLTVTSLHHFHQSVRNLHLRHHPSLHHHHHHQNARSLHLHTSTNLHHHEK SRERIEN<SBRE-BBRBE . PrY K Y ESEEBRE Il SPLPPPSPP I YW
>Selmo_412461|PACid:15411617
GSQEVLDQNAGAFGDAKNFGFR I PKST I DFFCWRPWLRRPWWFPNRLCPPNAPPYCYKSBBBETPPPVESEEER\ ESPPHHHK SEEEE = SBEEE Y HY < SEEEEENEN < SBBE C=<BBBRHHHHRKEBBBESPPL YWYQER
SPTY I SCNE I LKRSS I KAPWMEHTFLRQ I FEDVAAKS I FAA
>Selmo_413006 | PACid:15411341
GSQEVLDRNAGAFGDAKNFGFR I PKSTVDFFCWRPWLRRPWWFPNRLCPPNAPPYCYK ESBBBE\ ESPPHHHK| E YHYK] K CE TSPATQ K LPPKCEK

LPKCEK| PKCEKCTPSPASYKY TEREBBEQSBBESPPYKCTPSPAPHKY TEREEEL SBBELPPYKYE PKCERCTPLPAPYKYT Q) SPPYKYE| K CEK| HHHHRK| SPPLYWYQ SPT
YRSCNE ILKRSS I KAAWMEHTFLRQ I FEDVAAKSMFAA
>Selmo_422106|PACid: 15416343

DFSFPPMPDFTPKYL] SIlKYESPAPPIKY K KYESPPYKYESPPSPPYKYE YKYE] YKYESBEBBE YK YE| YKYESBBBBE YK YE| YKYQER
YKYE YKYE YKYE YKYE YKYE YKYQ YKYE YKYE YKYESBBBBRYKYE YKYE YKYESPLPPPYKYE YKYEPPPPPPYKYQ YNPPPPPYK
YE YKYQ SYKYE YKYESPPLPPYKYE YKYES

>Selmo_429269|PACid:15415476
DFSFPPMPDFYKYL KYESPAPPIIKYEEEEENNN < SEBEEIMK Y ESPPYKHE Hil < SEEEEEM < YESPPYKYE YKYEEEEBBEYKYESERBEE YK Y ESEBBREE Y K Y ESBBBBE Y K Y

E YKYE YKYE YKYESBBBBEYKYE YKYE SNMSLCHHIRVSTTSLLEVQVLPPPPIIKYE KYKAPPPARPQRLLEKLMJNYN

>Selmo_431330|PACid: 15422079

FAKNFGFG IPKST IDFFCWRPWLRRPWWFPNRLCPPNAPPYCY K SEEEEEP PPKCEX SEERI < SPRPPPKFEK SEEBERP Y ECK SRBERRK CE< SEERIEN < -PEEBEL PP YK Y ESEERIN K Y EBBBBRHNSPPLPPPP

TYWYQ LRELVTFCPGL

Class 4: Non GPI-AGPs -9
>404120|PACid: 15407734

STLKNQNACSTEGLLREWCGKDDGTTVNKGANRHELFKNNVCRLM I LGKSMVSSNSLGGSTQSPSRAPVPSPSPSAPPPSPSPSPPHPSSPPERBERSPP TASEEEESEREERE- PP SPERBERRPPPPSPLCPPCGY
GQKCCCMFPSCLFLFKCCPITTVCGYGPHCY
>405988 | PACid: 15417045

NLVCPRDSDSSFTNSRGYFD I FEIVKTGTD I GSCQVNVDTSRAPQGCSFLTD INGGPSGQSLRTC INNGNNKFTCGPIlIFTPNACERBBBERTPPPPPPRRPPPPRPRTPLPPQPRTPPPPRTQPPPPPTPPLSPTPPPLAPPLLS

PAAPTPPTLAPESPASAPGPAPTPSSLL
>409203 | PACid: 15423073

QLPPAGAPGPSSFSPAPSPELSNPDNAPVPAPGPSSGSAEPPSPSPSPFSSPAPAPSDGDEGTGNSFPPLSSPPGSPPTSAAAENQPVDRVSSGGGSSG I SGGAKAG IAFGV IAGV I FAVGGGIVTRRNNEKRASG

PGGMRF
>413143|PACid:15412174

RPIKNIVLQYP SEBBBDGYSSPSPPQTSCPPPPSPPASPVYPPPABBBIBDGYSSPSPPSSCPPPPSPPVYPPPABBBIBDGYSSPSPPSSYPPPPSPPVYPPPSDGYSSPERBBBSPPVYSSPSPPSSYPPPPS
PPVYPPPASPPSDGYSSPSPPSSCPPPPSPP TSTPSPVYPPPTSPVCPPPPSPAYPPPERBECDSKPPPMQEYPPPPCEDHHAPTAPEYPPPPCECHTPTPPEYPPPPPPKDCHTPPPPAPSPCNESAEYPPPSCDDCSSPPTEPPPCEKCEYPPCDD

CGKLPASTKVTDAR I LAE I LSAELLLSDQYSRAARFKDPSVKMLTSEFQSQLKSH I SVLQGLLKDAAGKPQIDAGKGVFTK IMNAAFGKDLDPAFDAYNTSTNFLLAASVTAPLASSLSVAGLSQLQGADAKKAVAG I SSTLAGQSSVLGVLLKLRKLEKVQP
YGLTVGEFSSQLQELQKKLELLHHGQVAEAASSSRNSTNVSSSKAKVSPSTARDPKQHPEE 1 AAILMELGFYAPGQQ
>415476 | PACid:-15420378

REBBBBEPrHPPPPTPPPPERBERTPPPPEEEBETPPPPTPPPPEEREERP CPPPPTPPPPPPPTPPPPPPPCPPPPTAPPPPPPPCPPPPTRPPPPPPPPPTPPPPPPPCPPPPTPPPPPPPPCPPPPPPTRPPRTP
PPSKTPPPPPCPPPDTPPPRPPCPPPSPPRHTCPSLPSCPSHRQTPPPPSHCSPCCGKAHHPKLPLTQIFTVMNHLQRLYVTAASKKSANFSGEEALTMD I I SEFG 1QSALQTRMIQKHLGDGVEAPE IASTKLAFQR I VHAAFGEVLSPAFDPFSTPLSALYV
ASSTVLPLATSLSVG I LPELHSKSSKALVAGVVGALAGQDAAVRALLYRHRKE I VAPYEHSVAHFHGKVLGLTRSLELLSGAHPAKYQSSLFSLPVDDSGVSPALSAEQARLVLQRLGFLQ
>416541|PACid:-15401629

REVRHDHQRNSHVALTGTVVCRDCSHSQQGLKGVYLNL ICADTNRSR I IHTRSSGEFVAHLRNPSAKCSLSV I TSSLPRSCDNAVPQDGREVD I DFAQTRGSRHVAAFVFQPEQCPSASASPPQVSHPKKSHHHNRHHGHK

RSHHHQSRHKSPDHGHHSEHKSSRHQDAALAPSPSATVTAPAAS I AKPVVKEASPPAESPAESPDLSPAFSPLQSLPSSREFPVAPSQSLTPLSQPPEEPSPSDLFLRPRPGQDGTSSPSPSLTEAPAVPPPLVETPEESPQLSPSDSQSQAPTEAFLPQSPD
QEVPVSPPSSSSSPSLSPTTGVADTTPAPPPLDRAYEDTNPSPAPSTNPSPPSAATPNYVVLVLPPSVSQRSHSPPAPPQEQPE I FAPDLSPSSPPRSSQEPDPDVLPPASPQEPDPNST I SRIBBQ 1 LSPFP 1PSPWAYSPSQCQCP
>438863 | PACid-15401938

TTS1KVDGIICTNCGSLSQSG I FNAKVNLVCPGDSHSSFTNSRGYFD I FELVKTGTD 1GSCRVSVDPSRAPRGCSFLTD INGGSSGQSLSTCTNNGNNKFTCGPlIF TPNACEBEEEE SSBBBBBPRKPPPPPPRRP
PPPPTTTPPPPPPRTPPPPPPKTPPPPPPRTPPPPPPRTPPPPPPRTPPPPPPRTPPPPPPRTPPPPLPRTPPPPPPRTPPPPPPRKPPPPPPRTPPPPPPRKPPPPPPRTPPPPPPRTPPPSPTPAPSLSPTPPPLSPPLSSPPAPPPESPPLEPGPTSTPS
>441903|PACid:15411640



SKTFLYETEEEAVIEKNENFCAATTS 1 XVEGHIC TNCGSLSQSG I FNAKVNL I CPRDSDSSFTNSRGYFN I FELVKTGTD 1 GSCQVSVDTSRAPRGCSFLTD INGGSSGQSLRTC INNGNNKFTCGPIlIFTPNACEEBBBBSBEBBRPRRPPPPRPRTPLP
PRPPQPPPKTPPPPPPRTQPPPPTPPLSPTPTPSLSP I PPPLSPTPPPLAPPLLSPPAPTPPALAPESPASAPGPTPTPSSLL
>449338|PACid: 15408044

TTS1KVDGHICTNCGSLSQSG I FNAKVNLVCPGDSDSSFTNSKGYFNIFELVKTGTD 1GSCRVSVDTSRAPRGCSFLTD INGGSSGQSLSTCTNNGNNKFTCGPIlIFTPNACEREREENSBRBREP PP < ABBBBBRK
PPPPPPRRPPPPPPRTPPPPPPRTPPPPPPRTPPPPPPRTPPPPPPRTRPPPPPRKPPPPPPRTPPPPPPRTQPPPPPPPPPPSPTPAPSLSPTPPPESPASAPGPAPTR

Class 5: AGP Bias, high EXT (SPn & Y) -1
>444340]|PACid: 15415930
STYEIYGDPTCTTVLTNFSTPAQCFPVLPVIMINF I FTEEPG I TFFGAACSMS INGST ILTKNTTVCGPSTVLSFG I LPLVDCNLPPRREEBEEREPRREBBBEEPRRSL PPPPPPPPPPRREEEEEEPRREEEEEEPRREER
PPCK GDARNFEKQIYPSATFLIHFLILVIVILKH

Class 6: AGP Bias, high SPn -1
>412728|PACid: 15413899

NMEQHKQAPLWALEETEASCEIETAVGEL TKNLTLLLNNYPNFKRFNTLLTTSGVVDQVNPMLTATLF I PENNTLLNDJlIDMGKHPSEEKLADLJIMH 1 SDFY 1 ESEFLAVRRNFSSP IKTLFRERPYEETLHFRWLQLNVDNHGVATLSRPPHQSPPLAT ILR
NVVQEPFSITVYAIDRVLEPEGFLPPPPPPPPEREEESEREEEP PP - SEBBBEP PPEBBBBHPPPPPAFLPESEDG I PPPQSLAMQRFHRSVLASTLVSLLAMLLLKF

Class 12: EXT Bias, high Tyr -1
>443733|PACid: 15416055

RPLEEQKTLDWLHFPPLPPJlIFSHPSPGYKPPSYSYPAPEYKSPPSYSYPTPEYKSPPSYSYPAPEYKSPPSYSYPAPEYKSPPSYSYPAPEYKAPPTVPSTPAPIPP TVPSTPAPIPPTVPSTPAPEEN
PPTPSPIPPTPEMPPTPSP PPPPSSGY

Class 16: PRP Bias, high EXT (SPh & Y) -1
>405021|PACid:15410012

SPIENK PAP| K P PAP| K S K PAPVYN PAP| K TSPPPPIM
K PAP] K S K PAP] K S K PAP| K S K PAP| K Q SPAPVEDDNKCCRI

FLEIRTRVAAVETELLHRKREM

Class 19: Shared Bias, high AGP - 1

>402740]|PACid: 15406566
TDEMMQHHGLEDDDDDPGLQDFPEVGFPAPPPPRSGFPPIlIFPRPPPFSHPRPGGRYSPPKPYPKFVPPSPRANLSPPSYPGFRRPPPPPPRREEEBBRPPPPPPPPTRPPPPKLNPPPPPTPPPAPK I CPPPPRLPPPPP

K TAPPPPRTPTPPPPPKFAPPPPKRPPPPPPPPFPKPRPPPPSVP I TPVDPAPATPAQKAG I AVGF I LALALLCAMIY I CKKVHKYRDSRRYSDQ

Class 20: Shared Bias, high EXT (SPh & Y) -1
>440537 | PACid: 15405643
DEWK“Y-K-VY_K-VH—VY_K-VH_K-VY_K-VH-
K Y K Y] K

K H

Class 24: <15% motif HRGP - 2
>403691 | PACid: 15408857
DPDQQPPCNSFMSVLSCQSATMSESAMPSPACCAALQKFHDADCLCQVLLSARSAAATANVPFNLKAALE IPMKCALRTVSAPPGYSCGGMVVPREBBRTST
>449393|PACid: 15408211
RSTLVGAATEMKNEYFHHPPLEFPKPPPFEFKEPPYELPKPPPlIKEPPFDLPKPPPIINEPEFTLPKPPPlIKEPPFDLPKPPPIlIKEPPLDLPKPPP I SYKEPPFDLPKPPPlIKEPPLDLPK
PPPI

Physcomitrella patens

Class 1: GPI-AGPs - 12
>Pp1s109 218V6.1|PACid:18051321
FDNFDGRPRPSGMKDKPSSTYGRKPEATYENKVADCTWYGWENANYFPNVTSLCSRQLWAALSLAADLP FVPESGDJIDPTYNEYFCT I GCFDLSRAGNPASSPVQEPTPSPPTDSGPPPAASRBESPV VTP
PPVSSSPPTSSPPTSSPTAPSTPGTPPPG IAPPPPATLFRPPPPPNALAPPVPSTAPGVPNPSNPVATGPAAQTAi
>Ppls13_239V6.1|PACid:18064548



NCSSKMEVCELARIAEAVEVTSQDCTTALNEFPQFSMQKDAL I SSGVADALKGMNTLTLLL INNGAFGGYLGGHSTYTPQMVSDVLKYHILLSYFDTET IKTVSTMNDGVVTTLYQSTGRANGMDGFVN I TVSPTDGVVT IKPS IPGSTTQATVVSYVKAVPY
NCSY IE ISNVLEP I GLAAAQLAPTSPPSPAPVAVPAPATVAPTTAP I STPTTAPASAPVESPTAVPASAPVDAPASAPSNAPVDSPVSSPPAPVEAPAETPVETPSETPVSTPPAAS | EGPAMSPQSPDS
>Ppls143_12V6.1]|PACid: 18045750
QGV IMNAPESSVGGVYAPQWAPVASPEYAPEMSPPGSPEYAPAMAPMTPSEGPSNAAPEVPPAAPAPE TSPMGSPSMSPGPSVDSPAPGPNPMESEASNTVPSFARNEVCIAAVINEY
>Ppls162_128V6.1|PACid: 18043561
NGQMAPEMAPTYAPEMTPGAPVYAPAHAPTYAPEHSPQGSPMSPPSTAPVASPVPESSPVNAPTASEGPVADAPGPSAPE S AASTNVASSVIIENCYARAAERY

>Pplsl71 _65V6.1]PACid: 18056334

QRSPDGLPRPENTRFSPDYPFGPTPTVYNNVTGAV IDCDWYGWENILYPTSSVRCTYLLRAFLTNATLFPPSKREAHSKLSDPATEEPIQGCFKLSASSSSPPSAPASDPPPPPD I IPPSPTTFNERBBRTP I LTP
TTPSVIPSTSPGTPTTPTTTPRFNSN
>Pp1s310_65V6.1|PACid:18041630

RWPGPLPAPAYAPSYMPHFPPMYAPHSPPNE I PPAHAPYTPPAASSPY I PAAPTPVFAPY TAPSGPSSPPIlIAPSPWTSGPVPD I GSPSYEPTTAPAYSPL I APLAPAYSPWVAPSYTPAPTPVP I YTPSWAPYAPS

LTPVPSPS I SPAPYAPEPAPYAPGPAPVSYEP | TSPPAPFAMSPGDDVP I SSEPVASPAVSEN
>Pp1s338_8V6.1|PACid:18059192
QEPASAPTATPPVGAPTVPPPAGSPFQPPTSSPPAASGPASVPPPPPSPSAETPTATDSPPAAAGPGPATSPS S DARINARTIVSIVEVSTEAYEEY
>Ppls35_173V6.1|PACid: 18055142

EESSLQESNFTGVGLGLSVIVDTMDAPDQSSAPL ASPAL APEGSPTPSPQSAPPTPSPAFTAGDEAPGPSALNQSGDASNYVESIANIETIVAATENNR

>Pp1s373_29V6.1|PACid:18059436
VAEPSRSICVWIFFTLVEGQVSAQWPAATTPTYAPQS IAPMYPPPVVPDYSPDYAPEYSPVESPEYAPVESPEYAPVESPEIAPEVAPESSPVGSP I ASPADAPVESPADAPADALVPFGMAPGPSPL E SDEARTNASSACVARNCEAVEEEY
>Pp1s373_34V6.1|PACid:18059448

QWPTGAPTYAPKLAPVYSPPEYAPETTPVQSPVGAPAETPAVVPVAPPASTPEPSPVEAPTNAPEPSYPAPEPSPSTSSASRNSARNASVICHSIARRVER

>Pp1s407_31V6.1|PACid:18060753
SI1DGRPRPAHFPDAPTTEYGPEPV 1 YDNT I SSP I DCSWYGWANENFPANTGAACLTVLRKALTNSTVNPPSTMEAYRITLKRL 1 DATTNEAJ1 GCFKLAGTSSSAGERBEMVDSPPAS I PAPSTNAPPPYSSTPAGS
VSPAPVGDGLPRTGSDNPAFGPGPAGGPL TSPPSS

>Pp1s495_1V6.1|PACid:18051672
QMMGPEMAPSGAPMYAPQYAPHSAPMYSPEYSPESSPMAPEMAPSSSTPMSPPVESPE SSPVESPVDAPASSEGPVASSPGPSPAE S SAARNVASSIAVCHCVARAEIE

Class 4: Non GPI-AGPs - 20
>Ppls112_51V6.1|PACid:18064896
RALLTLPGSGSGSGGLSSLLPSLSFCPPPPSTDPVTPPYTPSYSPPTPSVDSPV I PTPSAPYTPTPTTPSGGSPSTPTPSTPSSPYTPSPSGSSPGSGSPPAGGY
>Ppls142_76V6._1]|PACid:18065480
QS 1PAPAPYMRGYAPSQAPAAIIGVPEYAPSL APSNAPASAPEGSPMSAPVVASPAYGPSSGSPFQSPADAPGPMSGEGF
>Pp1s162_26V6.2|PACid: 18043565
THSV I GDRAVAVGGRRGLLQSTAPSVPPATVEPPQVATPPPVVTEPPQAATPPPVVAGPRTQAATPPPVVTEPPQAATPPPVVAGPTQAATPPPDVAGPPQDATPPPVGSSPLVGGAPPPTSTRPGAAPPTGLGGP TERRRT
GPPRPSIAPSP I APAPAPFA I TRQQHLNAT TAGSV IGGV 1L I1GA I LLFCRCRCFRREKAMPFQRLQMT
>Pp1s188_4V6.1|PACid:18072354
RALLT IGKL I DHFNANCAPPPESDPLVPEPYAAPSEPESYSSP 1 TSPAPTEYDPTPGYESPPAYASPSQMGPSPPAYETPPAGGY
>Pp1s190 39V6.1|PACid:18047128
GRALLTYGTPTTYTPPTTYTPPTTDTPPTTYTPPTTYTPPITYTPPTTYTPPTTYTPPTTDTPPTTYTPPTTYTPPTTYTPPTTYTPPTTDTPPTTYTPPTTDTPPTTYTPPTTYTPPTTYTPPTTYTPPTPQSPPY
TPPSPPSGGY
>Pp1s199 72V6.3|PACid:18051254
EGR ILATRFVITPVNA I PHGTPAH I IPSTTGLWAKSTSVESTPANAQPSSP I GSTPANAQPSSP I GSTPANAHPSSP I DSTPGNAQPSSP I DSTPG 1 AQLSSPVESTPANANLSSP 1 GSTPANVQPSSPVDSTPGN
AQPSSSVDSTPGNAQPSSPVESTPGNAQPSSPVDRTPGNPQPSSPVDSTPGNAQLSSP I DSTPGNAQPSSP I DSTPGNAQPSSAVDSTPGYAQLSSP I DSTPRDAQPSSACASNPSTQSRSPMQGSEKLPTSDTQGQKSGVHCGHKRTPTAPA IATSNPSRDE
EPTPDSSSTGSAEASGSSPQFQSILVLPHGDLRPEGPAIDGGYSRNTAVLS
>Ppls221_54V6.1|PACid:18040343

LGLSNTDSSCHGSRRCLQQFEFGPPVPAPASEPAPNDPLAPDNSPPAPPADFLGSPPSPTPEPQPVLPSPTPSPVADPYLPGPARTPGQTLPPPAPAPTRVGAGPAPY I PPFGSVSPVPSLAPAVLPPTGGFY
PVVPSPTPALPPKLSPTVAP S1APPPPGTDDSPPSPPTPSVVLPPASPAAASSSESSNKSTVKAAVGATVGVFLFALVALGL I VFFKPEWLPCCGEDRRRQAHDMTA I AIRLGRCSATCAQDRRSE I GPSSKPFRGSNQLRS

>Ppls23 269V6.1]PACIid: 18065664
RWSGP 1 PSPAYAPSHVSYPPKDSHPTYAPYSPPSE I LPPAYAPETTPAASSPYTPPAAPSPYTPAAPTPY | PPTAPSPHTPPAAPSPYSPHSAPSPY TPPAAQSPYSPHSAPSPYTPPAAQSPYSPHATPTPVYAPY
KAPSPVAQSPYTPAAPTPAYAPYQAPSSPTQAPIITPAPATYAPAPDVAPPTAEPVPSPAYAPVVSPAGPAY TPWMAPSGSPTPTPSYSPSYTPSFEPVPSPALSPAPVPTPDSFSPGPAPASFAPASSTPNPSALTPGEEVPLSSDP | AAPADSVSAGSSSS
TRLSSN I PKSPAKVDPSGQSGVDLQSPAPRPHDKPTGQRSLGQ I QKKKPTPPTHASGYCWMNTLT

>Ppls278_17V6.4]PACid:18060425

SPHGDVTEGRVATFGGRRGLLQAGPGSPPSTTPSTPGTTPPTRGTTPPTRG TTPPTPATTPPTPATKPPTRGATPPTR I TTPPTRGYL PEBIBE | APAPAP 1 GVTSRQKLNAT IAGSVVAGVVG I ALVAIFCRCSCLRRQ

KKLPFQRLQMT
>Pp1s304_18V6.1|PACid:18057161

QALPGYRVLPHRFLEAGSDSDNSRSSGALKKNLREMLSSVVSERBRHKSPHKQHSERBBACPPPPPTPPPTPVAPTSI

>Ppls31_134V6.1|PACid:18071496
RLAPEKFGEEKTYAPPYGGTPSGSSPTTPDVPYSPTPAVPSNDSPTVPAVPDVPYTPPYTPTTPYTPDPSAPTTPSTPTPSTPGTCSWWSSNTSSFPDVISIFTTILDLFGTLSGSGSSPLSSITSIFGNSMTIQQGLTS
TRNDGYGALLRQGSAAILNSYTRRDJEMISPFQVKLQFRNALGSQQQAFQMASLFENANLAMGRRQ



>Pp1s38_64V6.1|PACid:18058026
RPLPEELPTLPEPTLGKLLAWPQDPSTTPNLPWNPPPPPLPFLRN L TFPWNTPSPPNPVIPWTPWNTQLPPPSPLSTTPSLP I SVTPWYTPEREESPLS I TLAPPS 1 VITPWNPWSAVEERBESPPTPTLSPP
MSWTQPWQTPPPPVDSTTPSFPGNKPPSPPSPMWTNPLFTPPPPFDTTPDEREERWNRPWV I TPEBBBSPTTS SLFTLFASSEBEBBBAGQ 1 FPWTSEREBBEVGP | FPWTPEBBBKVGPSLPPFGLPPGGPLLPSG IQFTFTNFTQAWLPQAGVKVTWQ
SLITMELSLQLLVEAVVKP IMVL 1QQFDPPPGKGLGKWGWRNVLEDSKLAAKVGATCTTSNESGYPERGMV I1VQTP INNTTSNAVAWFTVLFNGWSQTTPFHATLDSTPGTFGGFVTDSTLPDLNTFCLHPSSLARRANRQGLHYVMG
>Ppls4_236V6.5|PACid: 18046836
DWYGL I TAPVYSPQAAPET I PPTWAPY TSPEAPTPYVAPANSPYEAPAGPAYTPAPDVGGPVSSPFYEPVESPAAPVYTPELAPTYLTPVPTPAYEP I YAPVPTPVPALVPSPEL SPAPVPSVYAPEPSDVPS
FAPDAPVDSPAEALTDSSATMKFSRTWRLLATTTTSSLIATLIL
>Pp1s405_12V6.1]PACid:18065347
GRQLMSVSPSSAPATSPGPAAVAFP I TVAPVGAPEGAPEGAPVASPADA I JllIGVPPAGAPAPVALPPAGHE
>Pp1s469_11V6.1|PACid: 18055055
GRTMLTVGSEKTLSSLLPSCERBBAPVDVPYTPTTPDTTSPSTHDTYTPTTPTTPSEPSPVYSERBBADGY
>Pp1s469_14V6.1|PACid:18055048

RVLLTSSGLGSL IPSLTLCPPPPSTDPPATPYTPSYSPPVASDPSPVIPTPVYSSPPYSPGTPSGGSPVTPSPSYSSPPYSPTPSSSSPTTPSSPTYSSPPYSPAPSSPSPTAPSGPSPSSPTYSSPPYSP
TPSGSSPSSPTYSSPPYSPTPSSSSPTTPSSPSYSSPPYSPTPSDPSPSTPSSPTYSSPPYSPTPSGPSPPTPSSPTYSSPPYSPTPSGSSPTTRSSPSYSSPPYSPTPSGGSPSGGSPSGSPPAGGY
>Pp1s49_2V6.1|PACid: 18041256
RSFRPGHDHQHHSPPAPPGYNEPSPSPSPEHGDGPVGAPAHFPHAPESFYEGPAHAPDSFSEDPGHTADSPNPLDVPAPYSPGIGY

>Pp1s6_370V6.1|PACid: 18038869

RNFLFPEATPSYAPSYVPETSP PP IAYPLVVDTPELAPEGAPETSP I PP 1 ATPLVADTPELAPEGAPVSLPLVAVPAFAPSP
>Pp1s66_120V6.1|PACid:18038303

TAHDAVHGDDRSSLPRQSPRAPDSAHE I SGEPGTNJJlIGKMTFDEALHHGSDSDEPTTCTCTCYRDVPESPKTPLQSSPMHRDREBEBBAPYRYSPSPAYSTPAPPTGSTTSPVTFNEBBETPID | PAYNKPSPRVY

AAPETFVPPPPPSPVY
>Pp1s72_157V6.1|PACid:18040642

QS 1PAPAPYMRGYAPSQAPAAVHKGVPEYAPSL APSNAPASAPEGSPMSAPYVASPAYASSPGFQGPSPADAPGPMSGEGF

Class 19: Shared Bias, high AGP - 3
>Pp1s336_50V6.1|PACid:18071388
R1FVEENRATRHMKFKNGLSPTEKPKLPPLPTLPPNPELTLPPQPKLPSFGKKCPPPSPlISPPYSPSPVYTSPPYSSSHVYRERER
>Pp1s8_132V6.1|PACid:18074183
GRALLTLGSQKNLKSLLPGCERBBAPVDTPSYSPPTYTPESPPYTPSYSPSPIlISPPVDQSPSYSPGSPSYSPPSTGYQTPPTYSPPLYLSPPTYSPSPVYSERBRYSPSPVYSSPSPIlISPPVYQSPPAGGY
>Ppls72_283V6.1|PACid:18040636
R1LEENHAAPQMKFKKGMMHHPPAPKLSLPPLPS1PSFGKKCPPPPAPPVVESPPYVSPPSPVYMSPPYSPSPIlISPPSPY

Class 24: <15% motif HRGP - 1
>Ppls316_24V6.1|PACid:18051034
MIEFEFEVAPHTIEAPNSTLCLLPAPPRTDVELPPNCAPNRRRTDAELPPNYRRTDAESAAATLSPL TLPPAAAARRCPPLLPCRPTATCCRHFIAVLLP

Volvox carteri

Class 1: GPI-AGPs - 1
>Vocar20000464m|PACid:23131425

PPASPGYGG I QLKLVGAPSYPPPPPPSPPSPPQASSAVAPPLAL I PAAILSPLSERBEVYPGSQPE I LAAPPSPKAQLLGSSPPFFLDASTLQRPPSLALPPSQPSVGSNSSPPGYDGSSVPPTSNLIRN
VTNATVVLRSQTS]

Class 4: Non GPI-AGPs -5
>Vocar20001955m|PACid:23138146
STDGELRGAGENL IVNADSTSI KPTQPSSLLPPPPPPPPPPPPPPRKFYSFGPLVWCYFNFPQWPDMPEMPPSPAQPSSPAGFAGRDTAAFESPSQPPSPRKTATKAVQQKAPSTKPPPSPKMRPPPRLP_SPK

PPSPSRSPPRPRSSQPTSRPATGSPAPKASRRLLRL
>\/ocar20005778m|PACid:23135235

LE1YAPVGTPNAVGTSGVEPPRPKEPPTAY IRAQVPEPAPYAVANDTRAGFMSPPRRAGEAAGGGSVVKDVGTSYL I SARKPGKRPASELHDQEPPPPFAELSRLPSSSNYQHFTPAAAPRETPLDSSDYRSSKRHHGSASVGPHT
GPWWLKPNAGARTTGAPPSLPPPRNPQLSTDSFRCG I TPFSSRLGMGSSGRPPVPASSTGGGVGGEGAGAGSLVPAAGSTASSDGGTGGDGGAGS I LQDAGRMQWQRAVRLSVST IRTGARGGTSVQPRSAS IRRPQKRWYEGGPDDDDEDDDVLEPGAAGAG
NGMQASTLGVATPAAVSGLFGKAAATALALATPPPPAPAVTTTAASPPAPLPCFSFVEAGSSGGAENGTPSAGLLSRTAGSAADASKPVEAPAAAAPPV I AATRTGEGNCTAPSGAAAPSAPAGGSAVPLGFSFGNAVAAPAATPTSTTGAGGAPAEPAASSA
PAGGASTAAATAAPAPAGSAAVVTPAPTAAGFSCGSGTSAAGLSTGTAGATGVAPS ISTAPAAPSFSGFGASAPAAPASAANLLASASALKPAETSTSTVTGGTGGSAGTDAAVKPAASTGFSFGTAPATFPGFGSGNPTTAAQLAATETSTQPAAGITTRGF
SSGGAGTSTTTISSTAPASATGTQPANPFAAASNSLTPTQPFTFGTSSTAVPAAAASGMTRGAAGAEDTTAATAVGAPTAPAFGATTTGGSAGGGVSFSFGTASSASASSGDRATPTFGVSTASTTAPATAPSLPTFGGFGGGFGATAASAASAAASSAMPAL



GMPTGFGSTTGTLTFGAAAAPAVGTAGLPATSTAAPAVTGGFSFGVGSSAPATGATGSSCGAAPAAPSFGAPTLGAPAAAPGGAAPAPSFGGFGMSSTPSPSGSSVPAFGAAAVTRSFGATPSPFGGAATSAFPAPAAASTPTFGAPASAPAFGAATSAQGFG
SSASAPAFGSTSAASMTPTFGGGFGTATSQSAAS I SFGSTAAPALSAQPNAASGGTTAPAASGFSFGPTAGGVPALTFGGSSAPATMSFGTASSGPSFGSSSGTAPATFGSPAPNTFGTSSTPSFGFGSAPAASGFGAASAPAFGSSSAPTFGSSAGPPAFGT
SSTPGFGVSAAPAFGAGSAPAFGAGAAAPAFGAPSAGSSPFGATAAPAIMRDTVLWRSCTSTLLRGPAAEPLCHNALFRWSAKLRHRATSSPSFRSPA IHGSADFWDGSTGAL VWGSAACRWGRFQHWCGRRRPTPGDS IKEQGA
>Vocar20009617m]PACid: 23126309

MEPERVMIPGRSVVALAALLGELAVAVNAGSLNCTAVMFLRSNYGGETFT I SLAPQGQTGKTV I PDLAALPKPATYRSWDDS INSALLECVCTGSDCS I DYAQVTLRLFAEPYWRKNGGGDK I DVRCAGMPNMPSCAGLLPVYMPKGWGSRTSAVALLYNLTSYV
LPVKLPSERBBATQPSPSPSPSSSPTPTPSPSPSSSPSPSQSPSPRSSPSPTPSPRSLKPPSPTKPATREREBERA

>\/ocar20010577m|PACid:23129462
MGGRPLERIAFPATSEFLVIECSSWAQVGLPLTTEAEDRSSSTSHIKQRYGRHLRGAASSSSPLFAADSQQRVAHTPPGAPSSSQRKLAA I SSKSQPAKPVTTTKLVDLYSLVETALNLKSQNPNATVSFSLPPGVLHAG I GSGSSYSPGSFSAAAEDEE I ADMT
SPLSGAASTVLVNASTGTlIKAG I ENDAVELMRML 1 QVMRQNSGSSVT I TLRDTGAVAPGESPLQVSVSLDGDFSGQYGTPVVSRDDGDGA I SGPDATLPSPAAAGPQPSSPSKRDTAGPSQLPAQPGALPPPASPLPDDVMSAPSPLLPLPSSPPLQLPQSP
LPKLSQLPTPEEEE 1 ALAVPSQLLASPVPVPPLQEBBBL PLASPSPVPYPPPSAVLLPSPSPSSLPSLPLQSPLPLASPSPVPYPPPSAVLLPSPSPSEREBEL PLQSPSPVPLASPSPVPYPPPSAVLLPSPSPSSPPSLPLQSPSPVPLASPSPVPYPPPSA
VLLPSPTPSSPAPLPLQSPSPLPLASPSPVPYPPPSAVLLPSPSPVPLAPPSPRHPPSPLSPVFPLTLASPLQLPSIPMSPMPQPSPPLLQLPSPLPLLSTSTSDTELPLPPAGIPTTSPSSWSSSPSPSQLGSPPSYADASAPPSPSLYGSLPPPQTASPPA
YPEVPLRPPSQLGSPPLYADASTPPSLALYGSLPPPQTASPPAYPEVPLRPPSQLGSPPLYADASTPPSPSLYGSLPPPQTASPPAYPEVPLRPPSQLGSPPSYADASTPPSPALYGSLPPPQTASPPAYPEVPLPPPSQLGSPSYTNASTPPSPALYGSLPP
PQTASPPAYPEVPLRPPSQLGSPPSYADASTPPSPALYGSLPPPQTASPPAYPEVPL SPQSQLGSPPSYADASAPPSPAL YGSLPPPQTASPPAYPEVPLPPPSQLGSPPSlIGSAPPSPALYESNHPMQPSTPASYPQSSAFPPSFCPQSPLRPAASPPSP
PALBBBRBL EPAAPAPAPQPSPSLAHSPLIISSPAPAGQLDSVPERBBSAAAPSYPSELG IRPPAYAPAMPTSGRSASPGQHPPMYGSPAP I QRSSSSAGRPAVASSTPPPSYVPAPSLAL TWQLPNPAPLASPPSYLEPAEPPAPPSGGVPMGWQPPSPASLA
SPPLVLEPTESPAPPSDSVPMGWQPPNPAPLAPQSLPPVSRGDGPAAYQPYSPLPAPTTSLPPPVPDLASPWPALLKSSPSSPGAVSPYRGEEEHSASEREBBRTTPSSSPLPSSPFLVPTPWWQSPLPSPSLATPSPASRPTLPSPPSVPPSSPPRKLQHAVL
SLKEESVARSSARDSQLESIRTQVQFLLDRIVASNPGSSSQLTVTRSRSAAGLTLPSAAAAAAGSEPS I PQQRQPSTTVATLAANTQQSAGGTVASGPRRMMLRGSPEP

>Vocar20011773m|PACid: 23124285
MSMPGHKLTTLLALSVIEAFSCEVEGHGGGLHDWSFLPVPTPGKEF I RHHVASCSLWTT I DPSLGVLGPLPMFPPSGSKLTATGSAS I FYFLDGNCTDRATTS I DMNVNLTLNGQPYAFKQVNGYGF 1 GSCSNPNDL YRHNASLGDNRFNLMWFRRENTNTTEE
GHLSGAAPNVM I SRAPPATDALRSLVLFPSPADSDPLCCDLVYNPPPPVDFFTQGSFCRVPAPPPPAPPSPL TPSPNPPERBERSPKPPERERESPKPPEBBBEBSPKPHGDSPRPRPSPRPSPRPSPRPSSRPSPRPSPRTSPRPSPRSSPRPSPR

Class 5: AGP Bias, high EXT (SPrn & Y) - 2

>Vocar20007457m|PACid: 23128944

MERCHVYSIVFALLVIEYAGAECPAPP I JlllSTLRAVCSKEPARGA I GCSMYRLCTDNT ISPP 1 FSK1CGAWR I ASSLCSDDQN IAESTG I CGRLQASYANVTEFRSCMKPYNFTSTSD I RAKHLAACDEMYDPSFMLGCESCTATSCPDPLlISLGCAYMDM
NQCAAFHGFCGGEATPAD IRTTYGHGAAVLCLY IKPGPGVVVAPPRPPEREBEREPPSSSPLVAPGATPAAGPPRAGLSPSLLLPPKEBBBEBSPARQSPSPSPSAKRPPPPSPSKRERBEESPFAKREBRESSAK SERBBRSSAKREBBBSPLKRP) SSSRKP
PPPMRKSPPLTGTRSPPSNRKEBEBEVK TREBBES TRRPPPTSHRQ

>Vocar20008683m|PACid: 23125635

MVALVAFEIGFLGALGPAWANPKHVAL YMSEAGGYLDLSWDRSAMNLEQQLRQLGLNVMLATTGQPRLEGSAAPKAYV I PPQNAYNJlISSAEDMGA I SSYLASGGLV 1 1 LDATHGQGDALSTFVAKAJTGKWIVCDQLYTNDEQALGELQLSTHASAFIQV
KTSAQGSWPSTLEDAQTTSLYTSCLHEDLRAS IVPLYFAQDSD IKVAAQAFSKAGYPGA I VWLGYDWRGGPQTQWGNLLKSL I SDFKPTSPNWQHLGTFGKMLFSASDVNLAGFLQGEFHFTSRKSADSEAVTVEMEAYD I DAELLDADLLEDADLLYSVLES
ASDMSDPKHASEALRRFLQNAPTGLYPMPPQTYPLPTYPPPSSPSQRSPPRPRPKPP P SPSPP) SPSPPEEBRESPSPPSBRRESPVPP GLRPPSTPKPLSSPPATAAPSPPVTFPPRSRNPRPPF IRRPPPPPPPKVSAPPP
PPPKASEEEEEF . ASPEEREE  SSEREE R SEERSERRSEEERSRRRE SSBBRRPPPP S S TTSDAY IMVNNFTAQGV 1 GSDGL JliIGSPFFRGQLKPRTAAQLVDPNKKPCTPPGSAIMACPRAWMATATERSVALFFKD
PTQLSRINIKQIKNPGV ITPHQLQRD IRDSRLGAG I PGAPNGATHGDDDACSSLHANRACQRHRMSVGSEGV IEGNLFTTVYNISSPSQTCQSVLS IRVIPSQSG 1 YEDVPEDGSSAELPENLARTAAGGVL 1 TAYPFPHNAASNFGPFLEWVRFSGRIIPS
DLESYQARMQK

Class 19: Shared Bias, high AGP - 1

>Vocar20010918m|PACid: 23129412
MTRLAASSSPHRAMTSRLVLELAVVAVIECLEMAPQGYSAQDVEARNSNKPRPPKPTAPQQPKAPKQPKAPEQPTAPKQPKAPKQPKAPEQPKAPEQP TAPQQPKAPKQPKAPEQP TAPKQPKAPKQPKAPEQP TAPKKPKAPKQPKAPEQP TAPKQPKAPKQPKA
PEQPTAPKQPKAPKQPKAPEQPTAPKQPKAPKQPKAPEQPKAPKQPKAPEQPKAPKQPKAPKQPLAPKQPKAPEQPTAPKQPKAPKQPLAPKQPKAPKQPQ I PLQPVKVEVEKVEKLKVKGKKFKGKKWDYM I SDSMLEFKEADNFCKSEGYVLVPRVDNTKS
DAVDSACYHSGKGCWLSDEKADSCTYVNSKGGDKAYVNDCKVKNYALCYGTENGKP

Class 20: Shared Bias, high EXT (SPh & Y) -1
>V0car20000419m|PACid:23131518
MAHIPPRCCCCCCCCCTCYFPTIISSQPVATVSTTPPQKALLTTNTTTETHTCTRTCMMMTERYRCGRSPCNTASIIPFRNPEBBEBBEARAYWVVPSTW

Class 24: <15% motif HRGP - 8

>\/ocar20000047m|PACid:23138354

MAAPEPPPPPLLLPVLCVLGPPV IMPPPPPYNSSLPAVLAAATAVAATDRG IRRGYVPAIDPPGSGLLYGTRSTSQPTSKPRH I SVVRRSSGGAAGED IHGAAAVASAGD 1 QSSSRRLAALPPRGLRGPPPPPPPPPPPPPPPSMAAAVG
>Vocar20000513m|PACid:23131591

MPAEFELLVCCTVERAVGAAASRLPPPSSPPKNKN I PPAALLTRPPLPSPPLSRPSPLPQLPPPPPPPPCKAFEVCAQLTLTVSDQTGNSTKLFLSPADCGAHST IASRDLTAVLTTSGVNGSTAVRSECATSEGYMFRVCVSAGSAAPDQKQPSEATLRLLA
EKWMLNAATAVKSCTASMPATWSTYAMNTVVTDNSPPSGCLFPRANTRTSNLAITCTSFD

>Vocar20001964m|PACid:23138065

MPFIEITGVWEESESSEASEASDL YQRSRSGLRKGHHHEEDTQSEQMAVQPVAHPEPSTFHDN I LYDVSDTDCMHVCAERCGVLQGCYEVHSNDJlPSCYECTLCRRRHRRSTSALAASSTSTPLVSPYQAYHRFPWGSFSDGDNALSAARATAKCIASIPS
HIAPSPPGHSTSSPTSGSHPK I SSCGAVPVEAAASGAANTGSPASSPAPPSTTPPSPAPPSPAPFPL I SBSASAFEKDTAKLAVL IAAAVSPKLGQGPPRKDPHLPPSPSAASSRRLGFAQQAPRRRGAPASSSSSSSKTSSPSPSPRPS I SSSSSNSNISVG
SMEAAPFDDQAGERPSYMRGTAASRAKASSTREPSRLGCSSAKLSSSSGAGTGPGGRALMSGAYRRSAQY

>Vocar20008988m|PACid:23126293

MSVGTRCELLEVVAAELEMPTSCPAL LAKAASDTSSSSTLTASHQVTQAL TAAGSSLGSAAEGARLRGSLGRAGAAGERRAAAETAAD I IFPFFRPPPPPCF IRIFRGD 1P IWIPCPKPPPKPPSPRPPPPRPPPPPCFFT IVLGG I PVRFPCPEREBEBRPPPPP
RPPRPPEEBBBBBPPPRPPRPPPPLCFITIVINGRI IRIPCDLLNREBBBSSSPCFVNGLGSDGTTLP IPCNLLPPLAQES

>Vocar20009325m|PACid:23125498



MPKTIMVPEARAIVPATISLLAFLSAVYGYPKYWWDPSQGVMPEGNFCHAHPERAYPELEVDGFWLESPHGAPRLDPD I TFEFRNAAGDLVSSLCPGASYALKGSFPLPSLVLLSSSEGRFTSPATTPGCPNRVDWGGS I STRAAMLFNATYAVPCNPSADIN
FRVTSASRGYPGTWAQASVTLTVDSSCAAASCPKSD I PPSPEATPEBBEL TS 1 PPSNSKBBVIKKKPPPPPKRKPPPLPRKWKPPMKLTPSPSPAPAA

>\/ocar20009525m| PACid:23124936
MASELGAAMAVAMAAATAVAATTAAAVATAAAAAAAETVAAAATAMTAT I AAALPAAMGMPMGAVMAAAMRAMPAMTQRAKPAMTQRAMPAMTQRAKPAMTLRAMPAMTLRAMLEMTQRAKPAMTQRAKPAMTQRAKPAMTQRAKPAMTLRAMPAMTQRAKPA
MTQRAMPAMTLRAMPAMTQRAKPVMTLRAMPAMTQRAKPAMTQRAMPAMTLRAMPAMTQRAKPAMTLRAMPAMTQRAMPAMTLRAMPAMTQRAKPVMTLRAMPAMTQRAMPAMTQRAKPAMTLRAMPAMTQRAMPAMTQRAMPAMTLRAMPAMTQRAMPAMTL
RAMPAMTQRAKPRAKPAMTQRAKPAMTLRAMPAMTLRAMPAMTLRAMPAMTQRAMPAMTQRAMPAMTLRAMPAMTQRAKPVMTQRAMPAMTQRAKPAMTQRAMPAMTQRAMPAMTLRAMPAMTQRAKPAMTQRAMPAMTQRAKPAMTLRAMPAMTQRAMPAMT
QRAMPAMTLRAMPAMTQRAMPAMTLRAMPAMTQRAKPVMTLRAMPAMTQRAKPAMTQRAMPAMTLRAMPAMTQRAKPAMTQRAMPAMTQRAMPAMTQAALPPAESGAPPVLRRTREGAGGRPGGRLRSGPVQRDCRRRQRIQ
>Vocar20009596m|PACid:23125737

MTKPSAKL IVV/SLILARTAHPTF 1 1PP 1RPKWSNVRGLVRATKLNGATQQQHTTGTPPELEPDQPVMRPVAAKARMECCSSFCNASRDSSPTSARALSMATAPQPAKRSATCSSWLTAT

>Vocar20011650m|PACid:23124561

MRARTAFLELAVALQLOSHEEWRTGCARK EBBBEL EELWPPEDVFPPPPPKRQSTAESSTSQGAAAAAAAAAAAT IPSPKVKRRT I TLLRESGNPPTAADATAASASASASTPTSSAPSAGTTRASGRATASVR I PRPPSAKSPSQRPPNSPPRPPPPQRPAPSP
PSPAPRFPSPGPPPPSPPEDLLVFSRKFAHVTRTADGPFPCAWVTVDGADFRARRFVFPPTWDPVVVDIPGFVYTVEAAGMERTLPVAVCTSPEPCASLQAVESSAGLSTLELLLPPTQNTPTSPSSASSSNKNRLQLQSAIYPHG I FVLAPSDGSYNSYSVE
VCTRVPKAVAAACPLSFGVMS I LRPADAMPTEADPYGPYGAVLPQTTWSNPLAQLAAARAAAEES IPAV I TSGCAPPPGLDEKNKAVVFSWGWDFSSLPPSLAATGFVAVYGDYPVRQMWSGSYRLQYGGPAGVRFGV I LQLGVEDDGSDVGTRTRTEAAAVR
EFVGTADVPTDEGRLPDSPHPDLACCMWHKSAHGVAFCFRRDSEKRWLSKV

Supplemental Fig. S3. Representation of sequences identified by MAAB in Phytozome with features highlighted. HRGP sequences identified in Arabidopsis thaliana,
Oryza sativa, Selaginella moellendorffii, Physcomitrella patens and Volvox carteri proteomes are shown by MAAB class. Motifs used for classification of sequences are
highlighted differently for the broad HRGP families of AGPs, EXTs and PRPs as follows: the motifs used for AGPs and highlighted blue are: [ASVTG]P, [ASVTG]PP, [AVTG]PPP,
for EXTs: SP3, SP4, SPs are highlighted red and [FY]XY, KHY, VY[HKDE], VXY, YY highlighted dark blue, and for PRPs: PPV[QK], PPVX[KT] and KKPCPP are highlighted olive.
The total number of sequences identified in each class is shown after a hyphen (-).



