Supplementary Table S3 Protein backbones of XYLPs in pepper, tomato and potato

Name

Gene Locus

Protein backbones

CanXYLP1

Capana08g002006

MSIKMTPEALEELITICTLSSTTVESASRSAPAPAVDCNN
LVLNLADCLSFVTNGSTETKPQGTCCSGLKMVLKT

DAECLCEGFKNSAQLGVVLNVTKAMSLPAACHVSA
PSVSNCGLSTDTGAAPALSPVAGSPTMSAVAPTTAEGV

IN[ElefaNeVAENIy  SDSTTLALSVGOQLVLTVVVAVFCWH

CanXYLP2

Capana06g000685

MAKSTKITTTIHTTFLLLSLFSPLIPSTKSQDSPPAPVAPA
PSPGVDCFRVLYNMSDCLTFVERKSNLSIPGKGCCP
EIAGLLDSNPICYCQMLGRAHSGAKIGFNIDVDKAV
KLPSACNLEFPPSSTCSDLGIPVGAPLASEQSPAPSPGG

NSRRI IVAASTTVFSKMOQLLLGVAIMFEFTSLF

CanXYLP3

Capana06g000094

MKMLETSAVEVVEANAIQVSEQSDDCQQVIVGLAPCL
DYIQGNATKPSSGCCTQLATIVKNQPQCLCQVVNG
GSASSMGINVNQTQAMALPKACNVQTPSVNICKATT
PSGSPGSPSTPSGGSKGEPSCNN AN SR i aY

AASFATVETI

CanXYLP4

Capana06g000095

MASKMNVMALVMVLENVAIEENGALGQSSCMTTLVG
LSPCLNYVSGNSSTPSSSCCTSLASVVQSNPQCLCML
VNGGGSNLGIAINQTLALGLPSACNLQTPPLSRCNA
ANGPTASVPASSPTGSTTPSDSSNEIPATPSGTGTTGSKT
VPSTPGSSAAAGSNTKVSMTTTLVGLFLLFVASSSALTT
RGF

CanXYLP5

Capana06g000084

MASKINVMALVMVLSVAIEENGALGQSSCMTTLVGLS
PCLNYVSGNSSTPSSSCCTSLAGVVQSNPQCLCMLV
NGGGSNLGIAINQTLALGLPSACNLQTPPLSRCNAA
NGPTASVPASSPTGSTTPSDSSNEIPATPSGTGTTGSKTV

ENINHENNIAAAGSNTKVSMTTTLVGLFLLFVTSSFALTTR

CanXYLP6

Capana01g001516

MNSKKLVDEQLSEESSSELLILLLGESRANVDKDREECT
NQLVGLATCLPYVSGEARAPTPDCCTGLKEVLDKS
KICLCILVKDRNDPSLGLKINATLALSLPSLCHAPPN
MSNVTMCTDLLHLAPNSPEAKVFQDFAKSAKGSPAAP
STPVSGNTSGKPANASANEKNDGGNRRRWMGFMEMT
MSFLVILVLSYLT

CanXYLP7

Capana01g003235

MASSSMKYQFRLVLEEMLECVEGNSDTEKDKQECTQSL
IGLATCLPYVGGNAPAPTPDCCTGLKQVLKSSKKCL
CLLIKDRNDPDLGLQLNVTLALTLPSVCKAPANISEC
PALLHLPANSPDAQVFYQIANGSSSIAGSPLANSPIPSVG

NI LEICTTNGWVNIAINSAGCHIGRRWFGLDAIIGVVLIW

SLTSDFFI




CanXYLP8

Capana01g003236

MKYQFRLVLEEEMLCVEASSATDKDKQECTQSLIGLAT
CLPYVGGDAPEPTPDCCTGLKQVLKSNKKCLCLLI
KNRNDPDLGLQINVTLALTLPSVCQTPANISECPALL
HLPANSPDAQIFYNGSSSIAGSPVANSPIPSVGSSPTGGP
AGVASAPKSAGCHIGKRWFGLDANVGVLLVWSLTSNF
Fl

CanXYLP9

Capana01g000497

MLTSRETWLITVALTAALLSAATTSAQTPPSCASKLVP
CAPFLNSTKPPATCCDPLREAVTKDLDCLCKLYENP
TLLPSLGINVTQAIGLPKYCDIPGDVSACKAAAPGSS
SPSEKAPPVTTPASK DK N SN VZAIVRRYNIS;

CanXYLP10

Capana03g000752

MAYSKSEYAVIESWVFMGIESHGI DLDKNLINALLASGV
GDGDGGSGASAMSCMQKLMPCQPALSSHSKNPPPT
CCMPLKEMMTNDAKCLCTVFGNADLMKGLNVTQ
DEALDFAKSCGAKPDLSLCKNAAASPGSAAAPTAPTT
PDTNSSASSNKTASPPAEII AN RIS

SlyXYLP1

Solyc01g105010.2.1

MSTSKMNSFALECLISILEESCTSVESASRSAPAPAVDCN
NLVLNLADCLSFVTNGSTEKKPEGTCCSGLKMVLK

TDAECLCEGFKNSAQLGVVLNVTKAMALPAACHVS
APSVSNCGLSTDTGAAPALSPIAGSPTISAVAPATTAGVN

EASVRAYLNLCGINDSTTLAALSIGQLGLTLVVAVFCWF

SlyXYLP2

Solyc06g073660.2.1

MAASTISIETTVEILSLESSLIPSTKAQDSPPAPEAPAPSPG
VDCFRVLVNMSDCLAFVERGSNTTTPGKGCCPEIAG
LLDSNPICLCHMLGRAHSGAKIGFNIDVDKALKLPS
ACSLEFPPSTTCSDLGIPVGAPLPSEESPAPSPGGFATSP
TSDNINAASIIVFYKMQFLIGMAIMFFTSFF

SlyXYLP3

Solyc11g072030.1.1

MASTTTSELLLESEFSTIVPPFTEAQSMPPMATAESPSMS
MSPGSEGPATSGGMDCMTVLLNMSSCLTYVEQDSKL
SKPDEQCCPSLAGLLESNPICLCQLLGNPDKIGIQID
VNKALKLPNICKLETPPVSTCAAIGIPIAAPTSAEVPV
GSPGITNGEVSALSPGGLASSPTTSEDKNNINXIIVINSSY

MQLVLSLGIIFFVTIY]

SlyXYLP4

Solyc09g082270.2.1

MANQGSKVSFEATMFAMICSGVVAQSSNDCTNVLISM
SPCLNYITGNSSVPTSGCCTQLATVVNNNPSCLCQVL
NGGASNLGLNINQTQALALPTACNVQTPPLSQCNAD
SPIGSPTGTPTSDGSGRGSNRVPSPQDGSNEINFINAYIVA

PLFFFLLFVASTFTSA

SlyXYLP5

Solyc03g005200.2.1

MANHQRINSRGLVLVVLAMIWSGVAAQLSSDCTNVLV
SMSPCLNYITGNSSSSPSSGCCTQLGTVVKNNPECLC
QVLNGGGSNMGLNINQTQALALPNACKVQTPSISK

CNAGSPTSSPAGTPSSPNTGGSGSGSIPSSRDASNIYNIH

KMIDLPFFLILFISSYASAFMA




SlyXYLP6

Solyc09g065410.2.1

MOILTSSTIGSALAILLSLELHVSSQSEDCQEVIVGLAP
CLQYIQGNATTPSSGCCTQLATIVKTRPRCVCHVFS
GVNVNQTLAMALPKACNVHITPSLTLCQATSAAGSP

LSSSTPTGERSRTSQSEBNSNENNIBN NN QENIBN SIS

SLENTI

SlyXYLP7

Solyc09g065420.2.1

MASKRIEMGLTLTLVLVFMQWHGVRAQSGCTTALVSL
SPCLNYVTGNTTTPSTSCCLQLSRVVASQPRCLCSVL
NAGGSSFGVSINQTQAVALPSACNVQTPPVSRCNAG
ANGPAASPADSPPADSSKGSTDIPSGTGSKASRGGTSINE
SIVELTATWIFIVAFTAFASNFF

SlyXYLP8

Solyc09g065430.2.1

MASKVMNILSENVIIALEWSKGEAQSNCMTTLVGLAP
CMNYVTGNSSTPSSTCCTALSSVVQSNPQCLCSLVN

GGGSGLGIAINQTLALALPAACNVQTPPLSRCNAAN
GPSASVPASSPSGSPAPTGSSDETPEIPATPSGSGSTGSKT

IDANINNENNIWWNESS SNIKISFTLMGFVLFIVSSVLA|

SlyXYLP9

Solyc09g082280.2.1

MASKGIAIICMAFVPIITAMISVQVAMAQSDCTSTLITM
ASCLSFVTGSAKTPSASCCSALSGVLQSKPRCLCVIV
NGGGSSLGVQINQTQALALPSACNLQTPPVSKCYAG
NGPVMSPEGAPTEGAPDSSTGIAVSGSKASGSSIMSHIEN

SLKVPVRAAAGIVLFMASYVFEMI

SlyXYLP10

Solyc01g005990.2.1

MSSKKIVTFELSFFFLIEELGFSSANLDK DREECANQLV
GLATCLPYVSGEAKSPTPDCCTGLKEVLDKSKICLCI
LVKDRNDPSLGLKINATLALSLPTLCHAPPNMSNVS

MCPELLHLAPNSPDAKVFQDFAKSAKGSSAAPSAPVSG
NSSGKPANSSTNDK NI N C A eIanais

SlyXYLP11

Solyc01g073680.2.1

MVSCTMRYQLRLVLLLILCVIGNSDTEKDKEECTQSLI
GLATCLPYVGGNAPAPTPDCCTGLKQVLKDSKKCL
CLLIKDRNDPDLGLQLNVTLALTLPSVCKAPANISEC
PALLHLPANSPDAQVFYQIANNSSSIAGSPLAHSPIPSVG
S SYININININS AGCHIGKRY FGLEAIVGVVLLWSLTS

SlyXYLP12

Solyc08g079250.2.1

MLSSKESWLEITAAITAALLSPTTIEAQTPSCASQLVPCA
AFLNSTKPPASCCDPLREAVTKDLQCLCKLYENPAL
LISLGINVTQAIELPKYCNIPGDVSACKAAAPSSSSPS

GKTPPVTTPASKDKNEANNIRZNVENE)Y NN BB\ 1B W) A BN

SlyXYLP13

Solyc08g007460.2.1

MESSKMEVLISMALTAAMIFEASDAQTTPPSCASKLVPC
APYLNSSSPPAECCDPLREAITNDLDCLCKLYENPTL
LPSLGINITQALALPRACNIPGDLSACTSGGAPGPSSE

GLPPPVTPGGNNGNINECARN I RIT€11Y N1 15 5 5 {07 B\Y VN

SlyXYLP14

Solyc03g118580.2.1

MAYLKSCIVLSILLCFEMGESHGIHLDKSTILALLASGV
GSGSVSAMPCVQKLMPCQPAFAAHMKTPPATCCTPL
KEMISNDAQCLCTVFANSDVMKSMNVTQDEALSFA
KACGAKPDLSLCKKAHGEASAPSPNTSQTNDSSSTNN




TASPPPANBVSAARNISIC(CI AN NI B NI BY|

SlyXYLPI15

Solyc05g015490.2.1

MASAYKIVVELIVSIGIVIANGDDDK SLGDKCGTEFQK
VAACLTYATGKAPSPSKECCDAAEDIKDHDPVCLCYI
IEQIHKGSSPQLKSMGIQEEKLLQLPSACKLTNATIS
NCPKLLNIPPTSPDYAIFTNATSKSPVSTTPSASSSPDTN

BNYSDGYKNGPQLSVTGTIVAVAIFLARTDLLVF

SlyXYLP16

Solyc09g082310.1.1

MADVLILESVLLLAAGTLPEPPELPPTSPESLSTTISCAD
ELVAFSPCLPYISDPPNNISDSPPFQCCDNFSAAFVDN
TAICLCYLVSNPQLLGFPISSMKLLSLNSVCPVEDKE
GAENLSLESLCSGSTTLPPFRSIITDHRGSSPRPVRRPTP
PSSPRPPSSPDPGDHDNPSPQAPPVSVSLPPPSSNVGDDP
NLEINOYNRYE{€SS AIELMCNYRLWVISAMSILLYLCCKHQ|

SlyXYLP17

Solyc08g078910.1.1

MAKSSEALELVENVEFETMVSACY TCPGPIKPNPKPTPS
PSPNSQTKCPRDALKLGVCANVLNGLLNVTLGTPPV
KPCCSLLGNLVDLEAAVCLCTALKANILGINLDIPISL
SLLLNVCTKEAPKGFICS

SlyXYLP18

Solyc09g082290.2.1

MSYKHLAFPNLVLSWMLLNALSLHTINGQTITTPCTGP
MITSFTPCMNFLTNSSSNVGGLPIEDCCNVLKNMMT
NAMNCECLIVTGGIPFQMPMNPNMVMSLPSACNMA
GVPLKCKAPSPPEVVAPGPRSDAGAPSASPTTAPIIPPRS
PKDSTVPPPLPSNSSPHADENPTLTPPSPPTESLIPATNTG

INMNNBYSAAPFLGHGISPLLIILVAFGAIC

SlyXYLP19

Solyc09g065440.2.1

MIKQMENLKVSKSVHDIILLTLVLSFSTFKVVNCQINTA
CTSSIISTFTPCLNYLTGSSGNGSSPTEDCCNSLKSSM
SDSIDCICLIVTGNVPVSIPFIRTLALSLPQACNSGVPV
QCSASGVPLPSPGPALFAPPPAPVPVPPPHHHVPAHPPH
HQRVAAFPPSLAPHGSRVGKASAEPTPEVDPPSIEDDEP
TIEKPTTAASPPKPSLLPK TTLQKPQON TN IR0y

MLMLVALVTLFVDKSLILF

SlyXYLP20

Solyc06g054030.2.1

MEGIHLSSICTEVEMIFSTQSVSGQISTVCSAAMLRSFSP
CINFISNGGSNNSSPTSDCCRSLKYVMNNGTDCLCLV
VTGNVPFRVPINRTLAISLPKACKMDGVPVQCKASP
SPIPSPSPKAANNVPQPYTPPLRPVADTRPSPTDIFGDPD

TNLGFKPNLIPNZ:NOEN0I Y A B . VNS €AY N OIS\

SlyXYLP21

Solyc09g082300.2.1

MEGYKFFKDFRRFVPYLAIVLMIFGIQVSGQITTACSSA
MLSSFSPCINFMSNNGSGSPTSACCQSLKELTASGKD
CLCLIVTGNVPFKIPNRNVAISLPKACNKDSVPIECK

GSSTPLPAQGPAALSPSGSPRFRNPRPPQAPSPDGDDVP
EPFDPPSGPGSDTTPGLTPPSPTGGGLGNPYNGFSPPSLT

DDGSGNTDTGSGFRPNLTPRNYANEONI N 4 A BN @€\
IVLKL

SlyXYLP22

Solyc03g119620.1.1

MAFTTVLIFSEEFVEVPTTESQTFGNLPAGPTASSCGPL
LLRLAPCGPFVQGGSPSPTERCCSNLRQLYIQQPDC




LCLLLNQTGISTLPINTTLALQLPLLCSMHVDNNTCS
GSEGLAPRSSTPQVSFGTNNNSSVAASPMVTVPPQTSST

NEOAGISANS A ANINAKESLMIITVLTSWGAFFWL

StuXYLP1

PGSC0003DMP400022
245

MSSKMNSFALFCLISICEECCRSVESASRSAPAPAVDCN
NLVLNLADCLSFVTNGSTEKKPEGTCCSGLKMVLK
TDAECLCEGFKNSAQLGVVLNVTKAMALPAACHYVS
APSVSNCGLSTDTGAAPALSPIAGPPTISAVAPTTAEGV

NVVAPVPAPGTS|BRINEWNEIN(C(0) N ¥ BAZNI YO\

StuXYLP2

PGSC0003DMP400047
651

MASTTTSLLLLESEFSTIVPPETEAQTMPPMATAESPSMS
ISPAASGPATSGGMDCMTVLLNMSSCLTYVEQDSKLT
KPDKECCPSFAGLLESNPICLCQLLGNPDKIGIQIDV
NKALKLPNICKLETPPVSACAAMGIPIAAPTSAEVPAG
SPGIANGEVSALSPGGFASSPTTSEDKNNAALIMTFFKM
QMVLSLGVIFFTTIY

StuXYLP3

PGSC0003DMP400056
409

MASAYNIVVERIVESGIVIANG DDK SLGDK CGAEFQK
VAACLTYATGKAPSPSKECCDAAEDIKDHDPVCLCYI
IEQIHKGSSPQLKSMGIQEDKLLQLPSACKLTNASIS
NCPKLLNIPPTSPDYAIFSNATSKSPVSTTPSGSSSSSSSS
SSPDTNKDVSNGFKNGPQLSVTGTVVAAALVAIFLAVIP
RELLVF

StuXYLP4

PGSC0003DMP400008
413

MAKSEALFLVENVEFETMVSACYTCPGPIKPNPKPTPTP
SPSPNSQTKCPKDALKLGICANVLNGLLNVTLGTPPV
KPCCSLIGNLVDLEAAVCLCTALKANILGINLNIPISL
SLLLNVCSKEAPKGFICP

StuXYLP5

PGSC0003DMP400050
496

MVSCTMKYQLREVEFFILCVEGNSDTEKDKEECTQSLI
GLATCLPYVGGNAPAPTPDCCTGLKQVLKASKKCL
CLLIKDRNDPDLGLQLNVTLALTLPSVCKAPANISEC
PALLHLPANSPEAQVFYQIANNSSSIAGSPSAHSPIPSVG

SSPTGAPAGAPKNNE(@: (€3N CINNNALCAAUBRVNIN
SNFFI

StuXYLP6

PGSC0003DMP400055
381

MSSKKEVTFELSFFFELILELGFLESASI. DKDREECANQLV
GLATCLPFVSSEAKAPTPDCCTGLKEVLDKSKICLCI
LVKDRNDPSLGLKINATLALSLPTLCHAPPNIANVSM
CTDLLHLAPNSPDAKVFQDFAKGSSAAPSAPVSGNSSG

KPANSSTNDKN|B€{€1s 1RO\ (€11 N\ (CIUBY IR NES

StuXYLP7

PGSC0003DMP400009
912

MASTTVLIESLEEVEVPTTLSQTFGNLSAGPTVSSCGPL
LLRLAPCGPFVQGASPSPTEQCCSNLRQLYIQQPDC
LCLLLNQTGISTLPINTTLALQLPLLCSMHVDNDTCS
GSEGLAPRSSTPQVSFETNNNSSVAASPMVTVPPKTSST

IHEACIINNSSAVNFNAKESLMIITVLTSWGALFWE

StuXYLP8

PGSC0003DMP400055
448

MASKGIAIICMALVPIIMTMISVQVAMAQSDCTSTLITM
ASCLSFVTGSAKTPSASCCSALSGVLQSKPRCLCVIV
NGGGSSLGVQINQTQALALPSACNLQTPPVSKCYAG




NGPVMSPEGAPSEGAPDSSTGIAISGSKASGSSSTS|BIENN
LKVPIRAAVGIVLFMASYVSMI

StuXYLP9

PGSC0003DMP400028
502

MGLNVKICMTLVAILAIGNNYMISRGAMAQSNCMNAF
LSMYSCLSYVTGSTPKTPPSSSCCSALSGVLQSQPRC
LCTIANGGGSSLGVQINQTLALALPAACNLKTPPVS

RCYAGNGPAMSPISRGSPVGSPEGSSSDETADPPMPGKS

StuXYLP10

PGSC0003DMP400033
570

MASKRIEIGITETLVEMEVOWDGVRAQSGCTTALVSLS
PCLNYVTGNTTTPSTSCCLQLSRVVASQPRCLCSVLN
GGGSSFGVSINQTQAVALPSACNVQTPPVSRCNGGA
NGPAASPADSPPADSSKGSPDIPSAGTGSKASGGGTSDG
SIVELTATWIFTVAFTAFASTFF

StuXYLP11

PGSC0003DMP400034
938

MASKINVMALVMVLIVAINWNGALAQSSCMTTLVGL
SPCLNYVSGNSSTPSSSCCTSLSSVVQSNPQCLCVLV

NGGGSNLGIAINQTLALGLPSACNLQTPPASRCNAA
NGPTGSAEVPASSPAGSTTPSDSSNEIPATPGATGSKTVP

NINYENSSSSPGSNSKFSISTLVGFLLFVALTTRVF

StuXYLP12

PGSC0003DMP400033
569

MASKVMNITALOVIIALEWNEGEAQSNCMTTLVGLAP
CMNYVTGNSSTPSSTCCTSLSSVVQSNPQCLCSLVNG
GGSGLGIAINQTLALALPAACNVQTPPLSQCNAANG
PSASVPASSPSGSPAPTGSSDETPEIPATPSGSGSTGSKTD

IRNNENNIN A GSSNIKISFSLMGFILFIVSSVLA|

StuXYLP13

PGSC0003DMP400055
449

MANQQIRMSFFATVFAMICSGVVAQSSNDCTNVLISLT
PCLNYITGNSSVPTSGCCTQLATVVNNNPSCLCQVL
NGDASNLGLNINQTQALALPTACNVQTPPLSQCNAD
SPNGSPTGAPTDGSGRGTNGIPSPRDGSNNEII VIV

PLFFFLLFVASTFTAA

StuXYLP14

PGSC0003DMP400023
778

MANQRNSRGLVLVALAMIWSGVAAQLSSDCTNVLVS
MSPCLNYITGNSSSPSSGCCTQLGTVVKNNPECHCQ
VLNGGGSNMGLNINQTQALALPNACKVQTPSISKCN
AGSPTSSPAGTPRSPNTEASGSGSTPSSRGGSNINIRGH

MIHLPFFFLLFISSYASAFIA

StuXYLP15

PGSC0003DMP400034
936

MKMFACATFVAMAIFSIQVSGQSDNCQQVIVGLAPCL
DYIQGNATKPSSGCCTQLATILKNEPQCLCQMINGG
ASSSLGINVNQTQAMALPKACNVQTPSVSLCKATTPS

GSPGSSSGGSKGEPHENINC@NIEBE 5 B 2 WALV NI WL

StuXYLP16

PGSC0003DMP400028
420

MEGIKESSICIVVEMVESTQIVYGQISTACSAAMLRSFS
PCINFISNGGSNNSSPTSDCCQSLKYVMSNGTDCLCL
IVTGNVPFRVPINRTLAISLPKACKMDGVPVQCKASP
SPVPAPGPASLRPTRSLPSPSPKAAKNVPQPYTPPLRPVA
NKRPNLTPPPIDIFGDPDTNLGFKPNLIP N NORI ey

FVLLAACGVMALQFN




MTYKHLAFLTLVLSWMLLIALSLQTIDGOMVTTPCTGP
MITSFTPCMNFLTNSSSNVGGLPTDDCCNVLKTMM
TNAMNCECLIVTGGIPFQMPMNPNMVMPLPSACNM
PGVPLKCKAPSPPEVVAPGPRSDAGAPSASPTAAPTIPP
RSTKDSTVHPPLPSNSSPPADDIPTLTPPSPPTDPSTPANN

NINBIZNISS AAPFLGHGISPLLIMLAAFGALV]

MLSSKLESWLITVAIMAALLSATTTEAQTPSCASKLVPC
ASFLNSTKPPASCCDPLREAVTKDLQCLCNLYENPAL
LISLGINVTQAIGLPKYCNIPGDVTACKAAAPSSSSPS

EKTPPVTTPASKDKN{EANIRZNVALCLY SN BB -0 A BN

MAAYPKSCVVVILTCELMGFSHGIHLDKNTIVAFLASG

VGSGSVSAMPCVQKLMPCQPALAAHMKNPPATCCM
PLKEMISNDAQCLCTVFGNSDVMKSMNVTQDEALN
FAKACGAKPDLSLCKKAHGEASAPSPATSSDTNDSSSS

NNTASPPA ANSVAA QY C(€) /NI 9\ NI |

PGSC0003DMP400055
StuXYLP17
466
PGSC0003DMP400008
StuXYLP18
483
PGSC0003DMP400010
StuXYLP19
019
Note:

Sequences in the light'green indicate the N-terminal signal peptide.
Sequences colored in light yellow indicate the 8-Cys motif.
Sequences in black bold font and red bold font indicate the nsLTP domain and the N-glycosylation

sites, respectively.

Sequences with black underline and red double underline indicate the putative AG site and

arabinCanylation site, respectively.

Sequences in indicate the C-terminal GPI-anchor.




