Table S1. Protein backbones of XYLPs in rice and Arabidopsis

	Name
	Locus
	Protein backbones

	OsLTPL1
	LOC_Os03g26820
	MAVAARAAAVACLLVVGLAAVAGVDGATASSPAPAPAVDCTAEALKLADCLDYVTPGKTAPSRPSKLCCGEVKGALKDSAAVGCLCAAFTSKTLPLPINITRALHLPAACGADASAFSKCLAPAPSPSVAPGTSSGSGGAAAAPAKGAAAARSPMASTTAVLVVAAAVAAPLLAFFHF

	OsXYLP2
	LOC_Os03g26800
	MAVAAGSAAVACLLVVLGLAAVAGVDGATASSHPAPAPAPAPAVDCTAAEALKVGACLDYVTPGNPPRSQPSKACCGEVKGVLKDIAGVGCLCAAISTHALPLPINATRVLHLPAACGADASAFTMCLGQSTYFDLLLL

	OsXYLP3
	LOC_Os07g30590
	MQRGAATAMPTLLMTIFLVALVSGGRVASQPQPQEAPAPAPEGTGSSSGACTAVLAKLADCVQYATAGSPLRQPPGSCCTEVERGVKDPAAVGCVCTLLAGNTYGLPLNLTRAAGLPAACGAPPTALSNCNVPSPKGGDRSGSSPKSTATPAPITIVVFVATVVAVFCYL

	OsXYLP4
	LOC_Os07g43290
	MSRAVVVVVVVAVLALACGAASQSPAPAPAAGPASDCGSSITALAGCLTYITPGSPEARPAKDCCAGVKSALGSPAAVACLCGALGQDFGIKINYTRAAALPAACGGDSSALSKCNKKFPGASPTGAPAPSSSGSGSGSTPATGTPSSPKSAAAQSPVSAMLIVATVAAPLLSYYYL

	OsXYLP5
	LOC_Os03g09230
	MAGAGRTRSTAMAAWSYSSLLLQLLLLSMVAVLDGAATTGGGGAGAPAPAADCTDALLSLAGCLSYVQEGSTVAKPDAPCCSGLKGVVKKEVACLCQAFQGSQNFGVTLNMTKALQLPAACKVKTPPFSKCHLSIPGVTGGAPAPAPFSGAPFFGGSSPSASPAGTGSDSAAATVRAPAPSPSAAVRPKETKAALFSAAVIAAATLLAHRA

	OsXYLP6
	LOC_Os03g20760
	MAMIMLPAASAAAAASVLALLVLTSLQPRAARAQVASSPWAAPAPWPGELDCTGALLNLSSCLTYVEYRSTLTRPDKGCCGALAGVVDGEAACLCGLVGGYGAYGVRVDAVRALALPTICRVDAPPPRLCAALGVPVAEPPGGAVPEESGLSGGMPANAPSTAATGSSGGGGPATHRPTRRHLILLLLLLVFPASLLLL

	OsXYLP7
	LOC_Os05g41030
	MAAQRRWPTSTLAAVAVAVVVLLAASAATTAEAQSAPAAAPGPAGPVLDQACLTALLNMSDCLTYVQNGSRARRPDKPCCPELAGLVESNPVCLCELLSGAGDSYGIAVDYSRALALPAICRVSTPPVSTCAAFGFNVPMGPTPSPSPAAVSPSGEGPQFPGTSPFASPPSTATPSTNAAAAGRSGDHLVAVGVAIAAAAVVVAGMFRIV

	OsXYLP8
	LOC_Os01g59870
	MALTVRLHTAVAAVAVAVVVAMGMAAAQMSPAGAPAPAGGISPACMDAVLNMSDCLTYVMNGSTARKPDEPCCPELAGLLESKPVCLCQLLAGGASSYDISVDYKRAMALPGICGLAAPPVTACALLGVPVPMAPSASPMAGLGPSTEPQMPEKSPSASPSESSNHAPGRFTALAAVVLAVAAAGMV

	OsXYLP9
	LOC_Os07g07790
	MAVARGVALAVVLAAAAAILAASPVAAQGGGGGGGSGSCMTEIISLASCLGYMSGNSSAPKPSCCTALSSVVTSKPACLCAVLGGGASSLGVTINNTRALELPAACNVKTPPASQCSTVGVPMPSPATPATPAAPAVPSETPAGTGGSKATPTTATTTTGQSASGGSVGKAASMATVVVSVAFALIHV

	OsXYLP10
	LOC_Os07g07860
	MARNNGVAVMFAAVVVVAGALVAGAAAQSGCTSEMVSLAPCLDYMQGNASRPTASCCAALSSVVKSRPECLCAVLGGGASSLGVTVNTTRALELPAACGVKTPPPSECSKVGAPIPSPAPGGAAAPNAPPAAGTGSKTTPTTGASSAGESVGKAASVAMVIVSAAFAMLYA

	OsXYLP11
	LOC_Os03g57990
	MGAGRGSNGAVLGIGVAVVTALLAWRCAAAAAQAPPVASTDGGGSGCMPELVSLSPCMGYMSGNATAPAAACCSALSGVLRSSPRCLCMVLGGTAASLGVAVDTARAALLPGACSVQAPPASQCNAAGVPVSSPANPTTSGGTPATPAGTPGSKTTPASTTQYSDGSVNRSRVILVILVAAIVVFLDHF

	OsXYLP12
	LOC_Os07g07870
	MAARKSQTGVPRAPVVAVIVVVMTMLASRAASQNNGCSSVMMTLSPCLDYISGKSPIPEFTCCTTLAGVVQSDPRCLCMVLDGSAASFGISINHTRALELPGVCKVQAPPISQCTAVPTPPPAPDTPTLADEPAETNEDEPSPPPAGSAGSNKTSSATNSKKAASLMASVLIPTCALFYVF

	OsXYLP13
	LOC_Os03g57970
	MAAAGVSGLAVGCLVAATAALLVAGASAQTGCTAALINLYPCLNYISGNETSPTRTCCSQLATVVQSQPQCLCAAISGDSSSSIGGVTIDKTRALELPKACNVVTPPASRCNSAGGNTPGAATTTSPATQTPGATGAGTGVGSKTTPTAPYLINGGASLRGATGLVLALAAVAVYAV

	OsXYLP14
	LOC_Os07g07930
	MAARVAWIGAAAAVVVVALMAGGAAAQPPSSTSGCTQTLLSMSPCLNYLTGNETAPSASCCGKLGEVVKSQPECLCVALNADTAALGLSINRTRALGLPDACKVQTPPVSNCKSGAAAPPAGQTPTTPAGTGSKATPATPVGSGVAPLRVSPVGILAGIVVAAVYAVSAV

	OsXYLP15
	LOC_Os04g38840
	MASSAVVAACVVVVAAALLLVTAPGAAAQPGGASSGSGCNAGLIRLLPCLGFVGGNNAAPSNTCCANLGSMVHDEPLCLCQALSQSGGGGAIPVPVNRTRAVQLPLLCRLDLPPAATACPGFDLGGAAPSPPVSVPRSTPNSTAPSTPTPVTVTRAPPQQMTPSPKTSSQTPEYSSGLKLIADCVPVALGFMALVSALTF

	OsXYLP16
	LOC_Os07g09970
	MEHHRHRGAVVLVVAAAAMAMAMSAVRGDFAADRAECADKLMALSTCLTFVQDGASGGAAAPTPDCCSGLKAVLAASRKCLCVLIKDRDDPNLGLKINVTKALSLPQLCNAPANISDCPRLLNLPPNSKDAQIFEQFAKQQAAMQGSPSASPGGSSAPAAGAQKSGAAVLRWLGVDGVGGGGARAVALLLFLLSSAVAVAAPLLLVF

	OsXYLP17
	LOC_Os03g58940
	MAAAARWWVAAVVVAVAAMAGAAKGDFAADKAECADKLMALATCLTYVEEKATARAPTRDCCAGLGQVVAGSKKCLCVLVKDRDEPALGFRINVTRAMDLPSGCSIAATFSDCPKMLNMSPDSKEAEIFKQYAREHESNNATKPAPAAAAAATGSAGKATAATGDAGVGRRQRSSLAARAVAAAVLAAVFGLTVA

	OsXYLP18
	LOC_Os03g07100
	MAMVAMVVAAMAVAAVARGDMSADRTECADQLVGLAPCLQYVQGEAKAPAPDCCGGLRQVLGKSPKCLCVLVKDKDDPNLGIKINATLALALPSACGATHANVSHCPQLLHIPPNSKDAAIFSPGGDKGSPAAPAKDNSTTTTDSRAVQAANGGSRSSAATAGAALTALLAGYFLLLLPEFSAPSSF

	OsXYLP19
	LOC_Os06g47200
	MATRMAAAVAAMVAAVAISLAAGGAAQSSPSTPSCASKLVPCAQYMNGTDTPPAACCDPLKEAVKNELKCLCDLYASPEIFKAFNINISDALRLSTRCGISQTTSMCPGNSPTNSPPASPSGGKNAGHRTMSVGLPGLMSLFLALWSVLA

	OsXYLP20
	LOC_Os03g46150
	MDRSMARRRRGTSFTASWQLGLAVVVAAIMASSAQPQQQQQQPPQPPGQPANAPSCPPVQASLSPCVSYFIGNSSTPSDACCEQMRAMFQSQAPCLCAAVASAPSPLAPVLGGVQSLLPTACNLPPNACAGKPFVRAVPILTCGLNSRTHGVIAVAGVVFADATGSTSGSAPAGGSSATPSTGATAAAPAMEPAGMDPAMTAGGGSKSVPGMPYSAAAGVHGGGASAAVAVLISSMLAYACMI

	OsXYLP21
	LOC_Os08g42040
	MAAWRGLALAAVVAWCVAAAAAAPDAALQSKCQQDFTKLTDCMDYATGHEEAPSSTCCGDMSATQQARPECLCYIIQQVHGGRNEVQSLGLRFDRLLAMPTACKLPNANVSLCINLLHLTPSSPDYAVFANASKAAATTPSSTTPGAAAATAGGFKVQAGLSYGVVAAAMVSAVFSSIF

	AtXYP1
	At5g64080
	MATHSSFTATTPLFLIVLLSLSSVSVLGASHHHATAPAPSVDCSTLILNMADCLSFVSSGGTVAKPEGTCCSGLKTVLKADSQCLCEAFKSSASLGVTLNITKASTLPAACKLHAPSIATCGLSVAPSTAPGLAPGVAAAGPETAGFLAPNPSSGNDGSSLIPTSFTTVLSAVLFVLFFSSA

	AtXYP2
	At2g13820
	MAYATILMIFSVVALMSGERAHAAVDCSSLILNMADCLSFVTSGSTVVKPEGTCCSGLKTVVRTGPECLCEAFKNSGSLGLTLDLSKAASLPSVCKVAAPPSARCGLSVSGDPPATAPGLSPTAGAGAPALSSGANAATPVSSPRSSDASLLSVSFAFVIFMALISSFY

	AtXYLP3
	At4g08670
	MKQSLLLSFVLLLLSSSSLVTPIHARNKSNPAKSPVGAPAPGPSSSDCSTVIYSMMDCLGYLGVGSNETKPEKSCCTGIETVLQYNPQCICAGLVSAGEMGIELNSTRALATPKACKLSIAPPHCGIITSGATTPGASPVSPSAGAPTTSPSAAKSPETSATSPSSDETPSMTAPSPSSSGTNILSVPALTIVFVIVSSVAYISAFSN

	AtXYLP4
	At5g09370
	MAYFSTATSLLLLVLSVSSPYVHGASDCDTLVITLFPCLPFISIGGTADTPTASCCSSLKNILDTKPICLCEGLKKAPLGIKLNVTKSATLPVACKLNAPPVSACDSLPPASPPTANGQAPVWGSGWAPAPSPSKGNSLIPISGFSFVIVTALAMFRI

	AtXYLP5
	At1g36150
	MKPSFVLLSIVLLLSSSLSDAADFGSPSQPPSMAPTPQPSNSTDCSSVIYSMVDCLSFLTVGSTDPSPTKTCCVGVKTVLNYSPKCLCSALESSREMGFVLDDTKALAMPKICNVPIDPNCDVSTPAASTPVSPPVESPTTSPSSAKSPAITPSSPAVSHSPPPVRHSSPPVSHSSPPVSHSSPPTSRSSPAVSHSSPVVAASSPVKAVSSSTASSPRAASPSPSPSPSISSSGILLVSKLFIAVVMVSSFLYILA 

	AtXYLP6
	At1g55260
	MIPSSNQYVDTHRVTEDRAIYIHEHTKRLEDTFLSRENTTHRTMEKSTRTLFITIVITSMLLGFGNSDLAQDREECTNQLIELSTCIPYVGGDAKAPTKDCCAGFGQVIRKSEKCVCILVRDKDDPQLGIKINATLAAHLPSACHITAPNITDCISILHLPRNSTLAKEFENLGRIEDNYNSTSPTQIHKDGTGGGKAEPVKSNGWKEKSWLGVELLIYLLVSLIFF

	AtXYLP7
	At2g44300
	MESRKINLMATAIALIVVAMVVAAADDKTKDKEECTEQLVGMATCLPYVQGQAKSPTPDCCSGLKQVLNSNKKCLCVIIQDRNDPDLGLQINVSLALALPSVCHAAADVTKCPALLHLDPNSPDAQVFYQLAKGLNKTGPASAPTGSSPGPISISPTSGSDDGNNSGRTTSVPGRNHAQSFYKQWLGLEVVFHFFVIFYIFILV

	AtXYLP8
	At4g14815
	MKPRMCLILFIALMRVMSIVSAQSSCTNVLISMAPCLSFITQNTSLPSQQCCNQLAHVVRYSSECLCQVLDGGGSQLGINVNETQALALPKACHVETPPASRCHSGSSVNSHSEHGNGSKTVPREKSSSDGSIKFSFPLLAILFTASYITLIYAKY

	AtXYLP9
	At2g44290
	MESRKIKVMATAIALIMVAMVVDAAGADKGKDKEECTAQLVGMATCLPYVQGKAKSPTPDCCSGLKQVINSDMKCLCMIIQERNDPDLGLQVNVSLALALPSVCHATADITKCPALLHLDPNSPDAQVFYQLAKGLNETVSASAPTGSASEPTSMSSTPGSSAGNNSGRTTSVPGTNHAQSFSKQWLGLEVVAHFFVIFYIFILV

	AtXYLP10
	At3g43720
	MSNVVVIAVVLIVASLTGHVSAQMDMSPSSGPSGAPDCMANLMNMTGCLSYVTVGEGGGAAKPDKTCCPALAGLVESSPQCLCYLLSGDMAAQLGIKIDKAKALKLPGVCGVITPDPSLCSLFGIPVGAPVAMGDEGASPAYAPGSMSGAESPGGFGSGPSASRGSDAPSSAPYSLFLNLIIFPLAFAFYIFC

	AtXYLP11
	At2g48130
	MGYRRSYAITFVALVAALWSVTKAQPSSSCVSTLTTLSPCLSYITGNSTTPSQPCCSRLDSVIKSSPQCICSAVNSPIPNIGLNINRTQALQLPNACNIQTPPLTQCNAATGPTAQPPAPSPTEKTPDVTLTPTSLPGARSGVGGGSKTVPSVGTGSSSRNVDPLPLHFLMFAVLVVCTSSFL 

	AtXYLP12
	At3g22600
	MKMEMGLVFLTVFMAVMSSTMVSAQSSCTNALISMSPCLNYITGNSTSPNQQCCNQLSRVVQSSPDCLCQVLNGGGSQLGINVNQTQALGLPRACNVQTPPVSRCNTGGGGGGSTSDSPAESPNSSGPGNGSKTVPVGEGDGPPSSDGSSIKFSFPLIAFFSAVSYMAIF

	AtXYLP13
	At2g27130
	MLTTNTLAVLLLLFLSLCSGQSPPAPEPIAADGPSSPVNCLVSMLNVSDCFSYVQVGSNEIKPEAACCPELAGMVQSSPECVCNLYGGGASPRFGVKLDKQRAEQLSTICGVKAPSPSLCSVLGFPTISPAGSEDSSSGSEGSDKDKKNGAMTTKYCGVALNSLALLLLFTFLSLS


Supplementary Figure S3. Sequences in the boxes indicate the N-terminal signal peptide. Sequences colored in light blue indicate the 8-Cys motif. Sequences in black bold font and red bold font indicate the nsLTP domain and the N-glycosylation site, respectively. Sequences with black underline and red double underline indicate the putative AG site and arabinosylation site, respectively. Sequences in deep gray indicate the C-terminal GPI–anchor.

