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

 

Name Gene Locus Protein backbones 

CanXYLP1 Capana08g002006 

MSIKMTPFALFFLITICTLSSTTVESASRSAPAPAVDCNN

LVLNLADCLSFVTNGSTETKPQGTCCSGLKMVLKT

DAECLCEGFKNSAQLGVVLNVTKAMSLPAACHVSA

PSVSNCGLSTDTGAAPALSPVAGSPTMSAVAPTTAEGV

NGGAPVPSPGSSDSTTLALSVGQLVLTVVVAVFCWF 

CanXYLP2 Capana06g000685 

MAKSTKITTTIHTTFLLLSLFSPLIPSTKSQDSPPAPVAPA

PSPGVDCFRVLYNMSDCLTFVERKSNLSIPGKGCCP

EIAGLLDSNPICYCQMLGRAHSGAKIGFNIDVDKAV

KLPSACNLEFPPSSTCSDLGIPVGAPLASEQSPAPSPGG

FATSPTSDSKDNAASIIVFSKMQLLLGVAIMFFTSLF 

CanXYLP3 Capana06g000094 

MKMLTSAVFVVLAIIAIQVSGQSDDCQQVIVGLAPCL

DYIQGNATKPSSGCCTQLATIVKNQPQCLCQVVNG

GSASSMGINVNQTQAMALPKACNVQTPSVNICKATT

PSGSPGSPSTPSGGSKGEPSGNSGYRVKLPYSLLFTLVV

AASFATVFTI 

CanXYLP4 Capana06g000095 

MASKMNVMALVMVLNVAIFFNGALGQSSCMTTLVG

LSPCLNYVSGNSSTPSSSCCTSLASVVQSNPQCLCML

VNGGGSNLGIAINQTLALGLPSACNLQTPPLSRCNA

ANGPTASVPASSPTGSTTPSDSSNEIPATPSGTGTTGSKT

VPSTPGSSAAAGSNTKVSMTTTLVGLFLLFVASSSALTT

RGF 

CanXYLP5 Capana06g000084 

MASKINVMALVMVLSVAIFFNGALGQSSCMTTLVGLS

PCLNYVSGNSSTPSSSCCTSLAGVVQSNPQCLCMLV

NGGGSNLGIAINQTLALGLPSACNLQTPPLSRCNAA

NGPTASVPASSPTGSTTPSDSSNEIPATPSGTGTTGSKTV

PSTPGSSAAAGSNTKVSMTTTLVGLFLLFVTSSFALTTR

GF 

CanXYLP6 Capana01g001516 

MNSKKLVDFQLSFFSSSFLLILLLGFSRANVDKDREECT

NQLVGLATCLPYVSGEARAPTPDCCTGLKEVLDKS

KICLCILVKDRNDPSLGLKINATLALSLPSLCHAPPN

MSNVTMCTDLLHLAPNSPEAKVFQDFAKSAKGSPAAP

STPVSGNTSGKPANASANEKNDGGNRRRWMGFMEMT

MSFLVILVLSYLT 

CanXYLP7 Capana01g003235 

MASSSMKYQFRLVLFFMLCVFGNSDTEKDKQECTQSL

IGLATCLPYVGGNAPAPTPDCCTGLKQVLKSSKKCL

CLLIKDRNDPDLGLQLNVTLALTLPSVCKAPANISEC

PALLHLPANSPDAQVFYQIANGSSSIAGSPLANSPIPSVG

YSPTGGPAGVASAPKSAGCHIGRRWFGLDAIIGVVLIW

SLTSDFFI 



CanXYLP8 Capana01g003236 

MKYQFRLVLFFMLCVFASSATDKDKQECTQSLIGLAT

CLPYVGGDAPEPTPDCCTGLKQVLKSNKKCLCLLI

KNRNDPDLGLQINVTLALTLPSVCQTPANISECPALL

HLPANSPDAQIFYNGSSSIAGSPVANSPIPSVGSSPTGGP

AGVASAPKSAGCHIGKRWFGLDANVGVLLVWSLTSNF

FI 

CanXYLP9 Capana01g000497 

MLTSRFTWLITVALTAALLSAATTSAQTPPSCASKLVP

CAPFLNSTKPPATCCDPLREAVTKDLDCLCKLYENP

TLLPSLGINVTQAIGLPKYCDIPGDVSACKAAAPGSS

SPSEKAPPVTTPASKDKNGVSKVAWTGMSSLVVLIASF

VLA 

CanXYLP10 Capana03g000752 

MAYSKSFYAVIFSWVFMGLSHGIDLDKNLINALLASGV

GDGDGGSGASAMSCMQKLMPCQPALSSHSKNPPPT

CCMPLKEMMTNDAKCLCTVFGNADLMKGLNVTQ

DEALDFAKSCGAKPDLSLCKNAAASPGSAAAPTAPTT

PDTNSSASSNKTASPPAESTASVTSKLGGFVAIASFLSL

MMLLTV 

SlyXYLP1 Solyc01g105010.2.1 

MSTSKMNSFALFCLISILFFSCTSVESASRSAPAPAVDCN

NLVLNLADCLSFVTNGSTEKKPEGTCCSGLKMVLK

TDAECLCEGFKNSAQLGVVLNVTKAMALPAACHVS

APSVSNCGLSTDTGAAPALSPIAGSPTISAVAPATTAGVN

AVTPVPAPGTSDSTTLAALSIGQLGLTLVVAVFCWF 

SlyXYLP2 Solyc06g073660.2.1 

MAASTISIFTTVLILSLFSSLIPSTKAQDSPPAPEAPAPSPG

VDCFRVLVNMSDCLAFVERGSNTTTPGKGCCPEIAG

LLDSNPICLCHMLGRAHSGAKIGFNIDVDKALKLPS

ACSLEFPPSTTCSDLGIPVGAPLPSEESPAPSPGGFATSP

TSDNINAASIIVFYKMQFLIGMAIMFFTSFF 

SlyXYLP3 Solyc11g072030.1.1 

MASTTTSLLLLLSLFSTIVPPFTEAQSMPPMATAESPSMS

MSPGSEGPATSGGMDCMTVLLNMSSCLTYVEQDSKL

SKPDEQCCPSLAGLLESNPICLCQLLGNPDKIGIQID

VNKALKLPNICKLETPPVSTCAAIGIPIAAPTSAEVPV

GSPGITNGEVSALSPGGLASSPTTSEDKNNAASIMTFFK

MQLVLSLGIIFFVTIY 

SlyXYLP4 Solyc09g082270.2.1 

MANQGSKMSFFAIMFAMICSGVVAQSSNDCTNVLISM

SPCLNYITGNSSVPTSGCCTQLATVVNNNPSCLCQVL

NGGASNLGLNINQTQALALPTACNVQTPPLSQCNAD

SPIGSPTGTPTSDGSGRGSNRVPSPQDGSNEATSTKMAA

PLFFFLLFVASTFTSA 

SlyXYLP5 Solyc03g005200.2.1 

MANHQRINSRGLVLVVLAMIWSGVAAQLSSDCTNVLV

SMSPCLNYITGNSSSSPSSGCCTQLGTVVKNNPECLC

QVLNGGGSNMGLNINQTQALALPNACKVQTPSISK

CNAGSPTSSPAGTPSSPNTGGSGSGSIPSSRDASNDASLT

KMIDLPFFLILFISSYASAFMA 



SlyXYLP6 Solyc09g065410.2.1 

MQILTSSTIGSALAILLSLFLHVSSQSEDCQEVIVGLAP

CLQYIQGNATTPSSGCCTQLATIVKTRPRCVCHVFS

GVNVNQTLAMALPKACNVHITPSLTLCQATSAAGSP

LSSSTPTGERSRTSQSEDSSRGYSLKLPYYSLLFTLVIPTF

SLFNTI 

SlyXYLP7 Solyc09g065420.2.1 

MASKRIEMGLTLTLVLVFMQWHGVRAQSGCTTALVSL

SPCLNYVTGNTTTPSTSCCLQLSRVVASQPRCLCSVL

NAGGSSFGVSINQTQAVALPSACNVQTPPVSRCNAG

ANGPAASPADSPPADSSKGSTDIPSGTGSKASRGGTSNG

SIVELTATWIFIVAFTAFASNFF 

SlyXYLP8 Solyc09g065430.2.1 

MASKVMNILSLIIVIIALFWSKGEAQSNCMTTLVGLAP

CMNYVTGNSSTPSSTCCTALSSVVQSNPQCLCSLVN

GGGSGLGIAINQTLALALPAACNVQTPPLSRCNAAN

GPSASVPASSPSGSPAPTGSSDETPEIPATPSGSGSTGSKT

DTSRNGSSNAGSSSNIKISFTLMGFVLFIVSSVLA 

SlyXYLP9 Solyc09g082280.2.1 

MASKGIAIICMAFVPIIIAMISVQVAMAQSDCTSTLITM

ASCLSFVTGSAKTPSASCCSALSGVLQSKPRCLCVIV

NGGGSSLGVQINQTQALALPSACNLQTPPVSKCYAG

NGPVMSPEGAPTEGAPDSSTGIAVSGSKASGSSIMSDGS

SLKVPVRAAAGIVLFMASYVFMI 

SlyXYLP10 Solyc01g005990.2.1 

MSSKKLVTFELSFFFLILLLGFSSANLDKDREECANQLV

GLATCLPYVSGEAKSPTPDCCTGLKEVLDKSKICLCI

LVKDRNDPSLGLKINATLALSLPTLCHAPPNMSNVS

MCPELLHLAPNSPDAKVFQDFAKSAKGSSAAPSAPVSG

NSSGKPANSSTNDKNDGGHKRRWMGFVEMTMGFLVIL

MLSYLT 

SlyXYLP11 Solyc01g073680.2.1 

MVSCTMRYQLRLVLLLILCVIGNSDTEKDKEECTQSLI

GLATCLPYVGGNAPAPTPDCCTGLKQVLKDSKKCL

CLLIKDRNDPDLGLQLNVTLALTLPSVCKAPANISEC

PALLHLPANSPDAQVFYQIANNSSSIAGSPLAHSPIPSVG

SSPTGAPAGAPKSAGCHIGKRYFGLEAIVGVVLLWSLTS

NFFIG 

SlyXYLP12 Solyc08g079250.2.1 

MLSSKLSWLITAAITAALLSPTTIEAQTPSCASQLVPCA

AFLNSTKPPASCCDPLREAVTKDLQCLCKLYENPAL

LISLGINVTQAIELPKYCNIPGDVSACKAAAPSSSSPS

GKTPPVTTPASKDKNGVSTVAWTGMSSLLMLFASFVLA 

SlyXYLP13 Solyc08g007460.2.1 

MFSSKMFVLISMALTAAMIFASDAQTTPPSCASKLVPC

APYLNSSSPPAECCDPLREAITNDLDCLCKLYENPTL

LPSLGINITQALALPRACNIPGDLSACTSGGAPGPSSE

GLPPPVTPGGNNGNNGVNKFTWSGMSILLLLCASLMIA 

SlyXYLP14 Solyc03g118580.2.1 

MAYLKSCIVLSILLCFLMGFSHGIHLDKSTILALLASGV

GSGSVSAMPCVQKLMPCQPAFAAHMKTPPATCCTPL

KEMISNDAQCLCTVFANSDVMKSMNVTQDEALSFA

KACGAKPDLSLCKKAHGEASAPSPNTSQTNDSSSTNN



TASPPPANTASVTSKFGGFVAVASLMSLVI 

SlyXYLP15 Solyc05g015490.2.1 

MASAYKLVVLLIVSIGIVIANGDDDKSLGDKCGTEFQK

VAACLTYATGKAPSPSKECCDAAEDIKDHDPVCLCYI

IEQIHKGSSPQLKSMGIQEEKLLQLPSACKLTNATIS

NCPKLLNIPPTSPDYAIFTNATSKSPVSTTPSASSSPDTN

KDVSDGYKNGPQLSVTGTIVAVAIFLARTDLLVF 

SlyXYLP16 Solyc09g082310.1.1 

MADVLILFSVLLLAAGTLPEPPELPPTSPESLSTTISCAD

ELVAFSPCLPYISDPPNNISDSPPFQCCDNFSAAFVDN

TAICLCYLVSNPQLLGFPISSMKLLSLNSVCPVEDKE

GAENLSLESLCSGSTTLPPFRSIITDHRGSSPRPVRRPTP

PSSPRPPSSPDPGDHDNPSPQAPPVSVSLPPPSSNVGDDP

SPGAQATTECSSAIELMCNYRLWVISAMSILLYLCCKHQ

LS 

SlyXYLP17 Solyc08g078910.1.1 

MAKSSLALFLVFNVLFFTMVSACYTCPGPIKPNPKPTPS

PSPNSQTKCPRDALKLGVCANVLNGLLNVTLGTPPV

KPCCSLLGNLVDLEAAVCLCTALKANILGINLDIPISL

SLLLNVCTKEAPKGFICS 

SlyXYLP18 Solyc09g082290.2.1 

MSYKHLAFPNLVLSWMLLNALSLHTINGQTITTPCTGP

MITSFTPCMNFLTNSSSNVGGLPIEDCCNVLKNMMT

NAMNCFCLIVTGGIPFQMPMNPNMVMSLPSACNMA

GVPLKCKAPSPPEVVAPGPRSDAGAPSASPTTAPIIPPRS

PKDSTVPPPLPSNSSPHADENPTLTPPSPPTESLIPATNTG

RLTPATPSAAPFLGHGISPLLIILVAFGAIC 

SlyXYLP19 Solyc09g065440.2.1 

MIKQMENLKVSKSVHDIILLTLVLSFSTFKVVNCQINTA

CTSSIISTFTPCLNYLTGSSGNGSSPTEDCCNSLKSSM

SDSIDCICLIVTGNVPVSIPFIRTLALSLPQACNSGVPV

QCSASGVPLPSPGPALFAPPPAPVPVPPPHHHVPAHPPH

HQRVAAFPPSLAPHGSRVGKASAEPTPEVDPPSIEDDEP

TIEKPTTAASPPKPSLLPKTTLQKPQNTSASSYISSFSSPF

MLMLVALVTLFVDKSLILF 

SlyXYLP20 Solyc06g054030.2.1 

MEGIILSSILTLVLMIFSTQSVSGQISTVCSAAMLRSFSP

CINFISNGGSNNSSPTSDCCRSLKYVMNNGTDCLCLV

VTGNVPFRVPINRTLAISLPKACKMDGVPVQCKASP

SPIPSPSPKAANNVPQPYTPPLRPVADTRPSPTDIFGDPD

TNLGFKPNLIPSPAQGSQRFSVFVLLAACGVMALQFN 

SlyXYLP21 Solyc09g082300.2.1 

MEGYKFFKDFRRFVPYLAIVLMIFGIQVSGQITTACSSA

MLSSFSPCINFMSNNGSGSPTSACCQSLKELTASGKD

CLCLIVTGNVPFKIPNRNVAISLPKACNKDSVPIECK

GSSTPLPAQGPAALSPSGSPRFRNPRPPQAPSPDGDDVP

EPFDPPSGPGSDTTPGLTPPSPTGGGLGNPYNGFSPPSLT

DDGSGNTDTGSGFRPNLTPSSAPDSPRFSPFVVLVACGA

IVLKL 

SlyXYLP22 Solyc03g119620.1.1 
MAFTTVLIFSLLFVFVPTTLSQTFGNLPAGPTASSCGPL

LLRLAPCGPFVQGGSPSPTERCCSNLRQLYIQQPDC



LCLLLNQTGISTLPINTTLALQLPLLCSMHVDNNTCS

GSEGLAPRSSTPQVSFGTNNNSSVAASPMVTVPPQTSST

FGFGFHNSSAANINAKESLMIITVLTSWGAFFWL 

StuXYLP1 
PGSC0003DMP400022

245 

MSSKMNSFALFCLISICFFCCRSVESASRSAPAPAVDCN

NLVLNLADCLSFVTNGSTEKKPEGTCCSGLKMVLK

TDAECLCEGFKNSAQLGVVLNVTKAMALPAACHVS

APSVSNCGLSTDTGAAPALSPIAGPPTISAVAPTTAEGV

NVVAPVPAPGTSDSTTLAGLSIGQLGLTLVVAVFCWF 

StuXYLP2 
PGSC0003DMP400047

651 

MASTTTSLLLLLSLFSTIVPPFTEAQTMPPMATAESPSMS

ISPAASGPATSGGMDCMTVLLNMSSCLTYVEQDSKLT

KPDKECCPSFAGLLESNPICLCQLLGNPDKIGIQIDV

NKALKLPNICKLETPPVSACAAMGIPIAAPTSAEVPAG

SPGIANGEVSALSPGGFASSPTTSEDKNNAALIMTFFKM

QMVLSLGVIFFTTIY 

StuXYLP3 
PGSC0003DMP400056

409 

MASAYNLVVLLIVCSGIVLANGDDKSLGDKCGAEFQK

VAACLTYATGKAPSPSKECCDAAEDIKDHDPVCLCYI

IEQIHKGSSPQLKSMGIQEDKLLQLPSACKLTNASIS

NCPKLLNIPPTSPDYAIFSNATSKSPVSTTPSGSSSSSSSS

SSPDTNKDVSNGFKNGPQLSVTGTVVAAALVAIFLAVIP

RELLVF 

StuXYLP4 
PGSC0003DMP400008

413 

MAKSLALFLVFNVLFFTMVSACYTCPGPIKPNPKPTPTP

SPSPNSQTKCPKDALKLGICANVLNGLLNVTLGTPPV

KPCCSLIGNLVDLEAAVCLCTALKANILGINLNIPISL

SLLLNVCSKEAPKGFICP 

StuXYLP5 
PGSC0003DMP400050

496 

MVSCTMKYQLRLVLFFILCVFGNSDTEKDKEECTQSLI

GLATCLPYVGGNAPAPTPDCCTGLKQVLKASKKCL

CLLIKDRNDPDLGLQLNVTLALTLPSVCKAPANISEC

PALLHLPANSPEAQVFYQIANNSSSIAGSPSAHSPIPSVG

SSPTGAPAGAPKSAGCHIGKRWFGLEAIVGVVLLWSLT

SNFFI 

StuXYLP6 
PGSC0003DMP400055

381 

MSSKKLVTFELSFFFLILLLGFLSASLDKDREECANQLV

GLATCLPFVSSEAKAPTPDCCTGLKEVLDKSKICLCI

LVKDRNDPSLGLKINATLALSLPTLCHAPPNIANVSM

CTDLLHLAPNSPDAKVFQDFAKGSSAAPSAPVSGNSSG

KPANSSTNDKNDGGHRRRCMGFIEMTMGFLVILVLSYL

T 

StuXYLP7 
PGSC0003DMP400009

912 

MASTTVLIFSLLFVFVPTTLSQTFGNLSAGPTVSSCGPL

LLRLAPCGPFVQGASPSPTEQCCSNLRQLYIQQPDC

LCLLLNQTGISTLPINTTLALQLPLLCSMHVDNDTCS

GSEGLAPRSSTPQVSFETNNNSSVAASPMVTVPPKTSST

LGFGFNNSSAVNFNAKESLMIITVLTSWGALFWF 

StuXYLP8 
PGSC0003DMP400055

448 

MASKGIAIICMALVPIIMTMISVQVAMAQSDCTSTLITM

ASCLSFVTGSAKTPSASCCSALSGVLQSKPRCLCVIV

NGGGSSLGVQINQTQALALPSACNLQTPPVSKCYAG



NGPVMSPEGAPSEGAPDSSTGIAISGSKASGSSSTSDGSS

LKVPIRAAVGIVLFMASYVSMI 

StuXYLP9 
PGSC0003DMP400028

502 

MGLNVKICMTLVAILAIGNNYMISRGAMAQSNCMNAF

LSMYSCLSYVTGSTPKTPPSSSCCSALSGVLQSQPRC

LCTIANGGGSSLGVQINQTLALALPAACNLKTPPVS

RCYAGNGPAMSPISRGSPVGSPEGSSSDETADPPMPGKS 

StuXYLP10 
PGSC0003DMP400033

570 

MASKRIEIGITLTLVLMFVQWDGVRAQSGCTTALVSLS

PCLNYVTGNTTTPSTSCCLQLSRVVASQPRCLCSVLN

GGGSSFGVSINQTQAVALPSACNVQTPPVSRCNGGA

NGPAASPADSPPADSSKGSPDIPSAGTGSKASGGGTSDG

SIVELTATWIFTVAFTAFASTFF 

StuXYLP11 
PGSC0003DMP400034

938 

MASKINVMALVMVLIVAINWNGALAQSSCMTTLVGL

SPCLNYVSGNSSTPSSSCCTSLSSVVQSNPQCLCVLV

NGGGSNLGIAINQTLALGLPSACNLQTPPASRCNAA

NGPTGSAEVPASSPAGSTTPSDSSNEIPATPGATGSKTVP

STPGSSSSSPGSNSKFSISTLVGFLLFVALTTRVF 

StuXYLP12 
PGSC0003DMP400033

569 

MASKVMNIIALIIVIIALFWNEGEAQSNCMTTLVGLAP

CMNYVTGNSSTPSSTCCTSLSSVVQSNPQCLCSLVNG

GGSGLGIAINQTLALALPAACNVQTPPLSQCNAANG

PSASVPASSPSGSPAPTGSSDETPEIPATPSGSGSTGSKTD

TSRNGSSNAGSSNIKISFSLMGFILFIVSSVLA 

StuXYLP13 
PGSC0003DMP400055

449 

MANQQIRMSFFAIVFAMICSGVVAQSSNDCTNVLISLT

PCLNYITGNSSVPTSGCCTQLATVVNNNPSCLCQVL

NGDASNLGLNINQTQALALPTACNVQTPPLSQCNAD

SPNGSPTGAPTDGSGRGTNGIPSPRDGSNDATSTKMAA

PLFFFLLFVASTFTAA 

StuXYLP14 
PGSC0003DMP400023

778 

MANQRNSRGLVLVALAMIWSGVAAQLSSDCTNVLVS

MSPCLNYITGNSSSPSSGCCTQLGTVVKNNPECLCQ

VLNGGGSNMGLNINQTQALALPNACKVQTPSISKCN

AGSPTSSPAGTPRSPNTEASGSGSTPSSRGGSNDASLPK

MIHLPFFFLLFISSYASAFIA 

StuXYLP15 
PGSC0003DMP400034

936 

MKMFACAIFVAMAIFSIQVSGQSDNCQQVIVGLAPCL

DYIQGNATKPSSGCCTQLATILKNEPQCLCQMINGG

ASSSLGINVNQTQAMALPKACNVQTPSVSLCKATTPS

GSPGSSSGGSKGEPSGNTGYTIKLPYFLLFTLVVAASFTT

I 

StuXYLP16 
PGSC0003DMP400028

420 

MEGIKLSSILIVVLMVFSTQLVYGQISTACSAAMLRSFS

PCINFISNGGSNNSSPTSDCCQSLKYVMSNGTDCLCL

IVTGNVPFRVPINRTLAISLPKACKMDGVPVQCKASP

SPVPAPGPASLRPTRSLPSPSPKAAKNVPQPYTPPLRPVA

NKRPNLTPPPIDIFGDPDTNLGFKPNLIPSAAQSSQRFSV

FVLLAACGVMALQFN 



StuXYLP17 
PGSC0003DMP400055

466 

MTYKHLAFLTLVLSWMLLIALSLQTIDGQMVTTPCTGP

MITSFTPCMNFLTNSSSNVGGLPTDDCCNVLKTMM

TNAMNCFCLIVTGGIPFQMPMNPNMVMPLPSACNM

PGVPLKCKAPSPPEVVAPGPRSDAGAPSASPTAAPTIPP

RSTKDSTVHPPLPSNSSPPADDIPTLTPPSPPTDPSTPANN

SDRLTPATPSAAPFLGHGISPLLIMLAAFGAIV 

StuXYLP18 
PGSC0003DMP400008

483 

MLSSKLSWLITVAIMAALLSATTTEAQTPSCASKLVPC

ASFLNSTKPPASCCDPLREAVTKDLQCLCNLYENPAL

LISLGINVTQAIGLPKYCNIPGDVTACKAAAPSSSSPS

EKTPPVTTPASKDKNGVSTVAWTGMSSFLVLFASFVLA 

StuXYLP19 
PGSC0003DMP400010

019 

MAAYPKSCVVVILTCFLMGFSHGIHLDKNTIVAFLASG

VGSGSVSAMPCVQKLMPCQPALAAHMKNPPATCCM

PLKEMISNDAQCLCTVFGNSDVMKSMNVTQDEALN

FAKACGAKPDLSLCKKAHGEASAPSPATSSDTNDSSSS

NNTASPPAANTASVTSKFGGFVAVASLMSLVI 

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 black indicate the C-terminal GPI–anchor. 

  


