
Supplementary Figure S2 

Detail information for MS identification of DEPs in rubber latex 

 

Database searched results of the identified proteins in the 2-DE gels.  

Spot numbers of the 169 proteins correspond to the proteins that listed in 

Figure 2. 

Accession No.: The accession number of identified proteins in the rubber 

tree genome database. 

Peptide sequences: The amino acid sequence of the matched peptides 

from the identified protein. 

PFF Mascot score: The score of protein database search after MALDI 

TOF/TOF MS. 

Sequence coverage %: The percentage of the matched peptides in the 

identified protein. 

Matched peptides No.: The number of matched peptides from identified 

protein. 

Calculated Mr: The theoretical molecular weight of identified protein. 

Calculated pI: The theoretical isoelectric point of identified protein. 

  



Spot No.:1 

Accession No.: scaffold0698_149194.mRNA1  

Protein name：uncharacterized protein 

Peptide sequences: K.EFEELKPEVESVR.E; R.SCCGLFEVLR.R 

PFF Mascot score: [98]   Sequence coverage %: [8] 

Matched peptides No.: [2] 

Calculated Mr: 29873      Calculated pI:  4.17 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.: 2 

Accession No.: scaffold1173_171897.mRNA1  

Protein name：Aldose 1-epimerase 

Peptide sequences:K.ITNLGCIITSLSVPDR.N; 

K.GAAPYFGAIVGR.V;K.FTLNGVEYTLPINKPPNSLHGGHK.G;K.YQSHDGEEGYPGDLSVTATYTLTSSTTM

R.L 

PFF Mascot score:  [127]    Sequence coverage %: [23] 

Matched peptides No.: [4] 

Calculated Mr: 36961              Calculated pI: 5.70 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



 

Matched peptide information: 



Spot No.: 3 

Accession No.: scaffold0901_132647.mRNA1  

Protein name：ADP-ribosylation factor GTPase-activating 

protein AGD13  

Peptide sequences: R.DHGGSDPYVVVTSGHQK.L; 

K.NNSNPEWNDELTLSITDLNVPIK.L;K.LEVFDKDTFTEDDK.M; K.MGDAEIDIKPYIEILK.M; 

K.VDNCLADESHIIWNNGEITQDMHLR.L 

PFF Mascot score:  [467]    Sequence coverage %: [55] 

Matched peptides No.: [5] 

Calculated Mr:  19416        Calculated pI: 5.14 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.: 4 

Accession No.: scaffold0155_515853.mRNA1  

Protein name：Pro-hevein  

Peptide sequences:  K.YGWTAFCGPVGAHGQPSCGK.C; R.IVDQCSNGGLDLDVNVFR.Q 

PFF Mascot score:  [211]   Sequence coverage %: [18] 

Matched peptides No.: [2] 

Calculated Mr:   23042        Calculated pI: 8.15 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 

 

 

 

 



Matched peptide information: 



Spot No.: 5 

Accession No.: scaffold4512_855.mRNA1  

Protein name：Osmotin-like protein OSM34  

Peptide sequences:R.NNCPYTVWAAASPGGGR.R;R.RLDQGQTWELNVPAGTSMAR.I; 

R.LDQGQTWELNVPAGTSMAR.I; R.TNCNFDGSGK.G; K.CRPLFCTADINGQCPNQLK.A; 

K.APGGCNNPCTVFK.T; K.TNEYCCTEGYGTCGPTEFSK.F; R.CSDAYSYPQDDPSSTFTCPGGTNYR.V 

PFF Mascot score:  [607]   Sequence coverage %: [50] 

Matched peptides No.: [8] 

Calculated Mr:   27682       Calculated pI: 5.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:6 

Accession No.: scaffold0026_1110574.mRNA1  

Protein name：Actin-7  

Peptide sequences:K.AGFAGDDAPR.A; R.AVFPSIVGR.P; K.IWHHTFYNELR.V; 

R.VAPEEHPVLLTEAPLNPK.A; R.TTGIVLDSGDGVSHTVPIYEGYALPHAILR.L; R.GYMFTTTAER.E; 

K.LAYVALDYEQELETAK.S; K.NYELPDGQVITIGAER.F; K.DLYGNIVLSGGSTMFPGIADR.M; 

K.GEYDESGPSIVHR.K 

PFF Mascot score:   [644]    Sequence coverage %: [40] 

Matched peptides No.: [10] 

Calculated Mr:    41897            Calculated pI: 5.31 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:7 

Accession No.: scaffold0026_1110574.mRNA1  

Protein name：Actin-7  

Peptide sequences: 

K.AGFAGDDAPR.A;R.AVFPSIVGR.P;K.IWHHTFYNELR.V;R.VAPEEHPVLLTEAPLNPK.A;R.TTGIVLDSG

DGVSHTVPIYEGYALPHAILR.L;R.GYMFTTTAER.E;K.LAYVALDYEQELETAK.S;K.NYELPDGQVITIGAER.F

;K.DLYGNIVLSGGSTMFPGIADR.M;K.GEYDESGPSIVHR.K 

PFF Mascot score:  [644]     Sequence coverage %: [40] 

Matched peptides No.: [10] 

Calculated Mr:  41897         Calculated pI: 5.31 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:8 

Accession No.: scaffold0944_314376.mRNA1  

Protein name：Glutathione S-transferase PARB  

Peptide sequences: 

K.ELEFVFVNINMGIGEHK.K;R.AITQYIAHENQEK.G;K.VLDVYESR.L;K.YLAGDSFTLADMHHLPNLHLLFV

TQSK.K;R.PHVSAWAADITAR.P 

PFF Mascot score:  [317]      Sequence coverage %: [36] 

Matched peptides No.: [5] 

Calculated Mr:    23875          Calculated pI: 6.31 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:9 

Accession No.: scaffold0217_269209.mRNA1  

Protein name：Uncharacterized protein 

Peptide sequences: 

K.SLDLLQEIR.L;R.LPMGLLPLDDIVEVGYNR.T;R.NVSYDKEVTAFVEDR.R;K.ITFGNPTGISR.T 

PFF Mascot score:  [181]   Sequence coverage %: [30] 

Matched peptides No.: [4] 

Calculated Mr:  20418        Calculated pI: 9.49 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:10 

Accession No.: scaffold1093_241290.mRNA1  

Protein name：Pro-hevein  

Peptide sequences: 

K.GGGGGGGGGGGGGSASNVR.A;K.YGWTAFCGPVGPHGQASCGK.C;R.IVDQCSNGGLDLDVNVFR.K  

PFF Mascot score:  [263]         Sequence coverage %: [26] 

Matched peptides No.: [3] 

Calculated Mr:   23451             Calculated pI:  8.12 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:11 

Accession No.: scaffold1093_241290.mRNA1  

Protein name：Pro-hevein  

Peptide sequences: 

K.GGGGGGGGGGGGGSASNVR.A;K.YGWTAFCGPVGPHGQASCGK.C;R.IVDQCSNGGLDLDVNVFR.K 

PFF Mascot score:   [262]   Sequence coverage %: [26] 

Matched peptides No.: [3] 

Calculated Mr:  23451        Calculated pI: 8.12 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:12 

Accession No.: scaffold0029_867537.mRNA1  

Protein name：Universal stress protein A-like protein  

Peptide sequences: R.GLHLLEYFVNR.C;R.VLPDFLVVGCR.G;R.VFVGTVSEFCQK.H 

PFF Mascot score:  [202]  Sequence coverage %: [19] 

Matched peptides No.: [3] 

Calculated Mr:   20167           Calculated pI: 5.87 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:13 

Accession No.: scaffold0100_712967.mRNA1  

Protein name：Patatin-like protein 2  

Peptide sequences: 

K.ITVLSIDGGGIR.G;K.LQDLDGPDAR.I;K.SLDCEDYYLR.I;R.IQDDTLTGEESSGHIATEENLQR.L 

PFF Mascot score:  [306]     Sequence coverage %: [12] 

Matched peptides No.: [4] 

Calculated Mr:   49142           Calculated pI: 5.13 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:14 

Accession No.: scaffold4512_855.mRNA1  

Protein name：Osmotin-like protein OSM34  

Peptide sequences: 

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.CRPLFCTADINGQCPNQLK.A;K.AP

GGCNNPCTVFK.T;K.TNEYCCTEGYGTCGPTEFSK.F;R.CSDAYSYPQDDPSSTFTCPGGTNYR.V 

PFF Mascot score:  [467]    Sequence coverage %: [45] 

Matched peptides No.: [6] 

Calculated Mr:   27682        Calculated pI: 5.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:15 

Accession No.: scaffold0013_2366000.mRNA1  

Protein name：Annexin-like protein RJ4  

Peptide sequences: K.SSDYHVIVEIACVR.S;K.LLLGLVTAFR.Y;K.VLLGETADNEYKR.L 

PFF Mascot score:  [198]     Sequence coverage %: [11] 

Matched peptides No.: [3] 

Calculated Mr:  36064              Calculated pI: 7.72 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:16 

Accession No.: scaffold0479_272073.mRNA1  

Protein name：Obg-like ATPase 1  

Peptide sequences: 

K.EAPAERPILGR.F;K.LSIPAENFPFCTIEPNEAR.V;K.SEVSAFLEIHDIAGLVR.G;R.GAHQGQGLGNNFLSHI

R.A;R.AVDGIFHVLR.A;R.AFEDPDIIHVDDSVDPVR.D;R.DLEVIGNELR.L;K.IHAWVQEHGAEPIIPFSCVL

ER.N;K.APQAAGTIHSDFER.G 

PFF Mascot score:  [689]    Sequence coverage %: [35] 

Matched peptides No.: [9] 

Calculated Mr:  44941        Calculated pI: 6.62 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:17 

Accession No.: scaffold0155_515853.mRNA1  

Protein name：Pro-hevein  

Peptide sequences: 

K.YGWTAFCGPVGAHGQPSCGK.C;R.IVDQCSNGGLDLDVNVFR.Q;R.QLDTDGKGYER.G 

PFF Mascot score: [211]    Sequence coverage %: [23] 

Matched peptides No.: [3] 

Calculated Mr:  23042       Calculated pI: 8.15 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:18 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.NVAVPLYNR.F;R.FSYIPNGALK.F;K.FVDSTVVASVTIIDR.S;K.D

ASIQVVSAIR.A 

PFF Mascot score:  [313]      Sequence coverage %: [50] 

Matched peptides No.: [5] 

Calculated Mr:   14713           Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:19 

Accession No.: scaffold1093_209300.mRNA1  

Protein name：Pro-hevein  

Peptide sequences: K.YGWTAFCGPVGPHGQASCGK.C;R.IVDQCSNGGLDLDVNVFR.K 

PFF Mascot score:  [250]   Sequence coverage %: [36] 

Matched peptides No.:  [2] 

Calculated Mr:  11842          Calculated pI: 6.79 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

Matched peptide information: 



Spot No.:20 

Accession No.: scaffold0625_11329.mRNA1  

Protein name：Glucan endo-1,3-beta-glucosidase, basic 

vacuolar isoform  

Peptide sequences: 

R.IYDPNQAVLEALR.G;R.YIAVGNEISPVNR.G;R.GTAWLAQFVLPAMR.N;K.VSTAIDLTLVGNSYPPSAGAF

R.D;R.SYLNPIIR.F;R.SPLLANIYPYFTYAGNPR.D;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSA

LER.A;R.ASGGSLEVVVSESGWPSAGAFAATFDNGR.T 

PFF Mascot score:   [1073]       Sequence coverage %: [41] 

Matched peptides No.: [9] 

Calculated Mr:   41512             Calculated pI: 9.27 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



 

Matched peptide information: 



Spot No.:21 

Accession No.: scaffold0331_686228.mRNA1 

Protein name：Vacuolar protein sorting-associated protein 2 

homolog 1  

Peptide sequences: 

R.KTPAELLR.E;K.SQLQGVSLR.I;K.IMQEFER.Q;K.VAQVETTGNDDSGIDSELQAR.L 

PFF Mascot score:   [231]   Sequence coverage %: [20] 

Matched peptides No.: [4] 

Calculated Mr:   25163        Calculated pI: 5.55 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:22 

Accession No.: scaffold0625_11329.mRNA1 

Protein name：Glucan endo-1,3-beta-glucosidase, basic 

vacuolar isoform  

Peptide sequences: 

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SPLLANIYPYFTYAGNPR.D;R.DISLPYALFT

SPSVVVWDGQR.G;K.NLFDATLDALYSALER.A 

PFF Mascot score:  [375]   Sequence coverage %: [24] 

Matched peptides No.: [5] 

Calculated Mr:   41512          Calculated pI: 9.27 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 



 

Matched peptide information: 



Spot No.:23 

Accession No.: scaffold1735_70085.mRNA1  

Protein name：ricin B-like lectin EULS3 

Peptide sequences: K.TESESSHCR.K;R.KPHLPSGSYLSK.K; 

K.ADPNFFLTIR.D;K.VVLAPPDPSDEFQHWYK.D;K.VVLAPPDPSDEFQHWYKDEK.F;K.DEEGFPSFALVN

K.A;K.HSFGPTHPVLLTPYDPDDLEASILWTESK.D;K.VVLAYWNK.G 

PFF Mascot score:  [425]    Sequence coverage %: [55] 

Matched peptides No.: [8] 

Calculated Mr:    20724          Calculated pI: 7.77 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



Matched peptide information: 



Spot No.:24 

Accession No.: scaffold0155_515853.mRNA1 

Protein name：Pro-hevein  

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;R.IVDQCSNGGLDLDVNVFR.Q 

PFF Mascot score:  [235]    Sequence coverage %: [18] 

Matched peptides No.: [2] 

Calculated Mr:    23042          Calculated pI: 8.15 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.: 25 

Accession No.: scaffold0370_918136.mRNA1  

Protein name：Proteasome subunit beta type-4  

Peptide sequences: 

K.YKDGILMAADMAASYGSTLR.Y;K.DGILMAADMAASYGSTLR.Y;K.HSLLGASGEISDFQEILR.Y;R.YLDELIL

YDNMWDDGNSLGPK.E;K.EVHSYLTR.V;K.FNPLWNSLVLGGVK.N;K.YLGMVSMIGVNFEDNHVATGFGN

HLAR.P;R.DEWHENLSFEDGVK.L;K.ITEEGVTISQPYALK.T 

PFF Mascot score:  [823]   Sequence coverage %: [55] 

Matched peptides No.: [9] 

Calculated Mr:  27904           Calculated pI: 6.97 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

Matched peptide information: 





Spot No.:26 

Accession No.: scaffold0625_426005.mRNA1  

Protein name：Acylpyruvase FAHD1, mitochondrial  

Peptide sequences: 

R.DVPQTTAMDYVGGYALALDMTAR.E;K.GQDTFTPISSVLPK.S;K.SAVPDPDNLELWLK.V;K.ITAGITDLLD

VHFNVEK.R 

PFF Mascot score:  [382]    Sequence coverage %: [30] 

Matched peptides No.: [4] 

Calculated Mr:  24248           Calculated pI: 6.52 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

Matched peptide information: 





Spot No.:27 

Accession No.: scaffold0564_474434.mRNA1  

Protein name：Uncharacterized protein 

Peptide sequences: 

K.VGPDEEDNGGLVR.D;R.DFEELKPEVESVK.E;K.EVTNIIASAEPIESLPQELSSTVEASIEK.S;K.LPSSDVSNV

IETDIVSEVR.G;K.VLPSLDENGGEPPALADVESK.R;K.SCCGLFEVLR.R 

PFF Mascot score:  [360]         Sequence coverage %: [33] 

Matched peptides No.: [6] 

Calculated Mr:  33888              Calculated pI: 4.17 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.: 28 

Accession No.: scaffold0745_297880.mRNA1  

Protein name：Elongation factor 1-alpha  

Peptide sequences: 

K.YYCTVIDAPGHR.D;K.IGGIGTVPVGR.V;R.VETGILKPGMVVTFGPSGLTTEVK.S 

PFF Mascot score:  [136]     Sequence coverage %: [10] 

Matched peptides No.: [3] 

Calculated Mr:  49754           Calculated pI: 9.20 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:29 

Accession No.: scaffold0155_515853.mRNA1  

Protein name：Pro-hevein  

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;R.IVDQCSNGGLDLDVNVFR.Q 

PFF Mascot score:  [268]     Sequence coverage %: [18] 

Matched peptides No.: [2] 

Calculated Mr:  23042             Calculated pI: 8.15 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

Matched peptide information: 



Spot No.:30 

Accession No.: scaffold0625_11329.mRNA1  

Protein name：Glucan endo-1,3-beta-glucosidase, basic 

vacuolar isoform  

Peptide sequences: 

R.IYDPNQAVLEALR.G;R.YIAVGNEISPVNR.G;R.GTAWLAQFVLPAMR.N;K.VSTAIDLTLVGNSYPPSAGAF

R.D;K.VSTAIDLTLVGNSYPPSAGAFRDDVR.S;R.SYLNPIIR.F;R.SPLLANIYPYFTYAGNPR.D;R.DISLPYALF

TSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;R.ASGGSLEVVVSESGWPSAGAFAATFDNGR.T 

PFF Mascot score:  [846]      Sequence coverage %: [42] 

Matched peptides No.: [10] 

Calculated Mr:  41512              Calculated pI:  9.27 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



 

Matched peptide information: 



Spot No.:31 

Accession No.: scaffold1735_70085.mRNA1  

Protein name：ricin B-like lectin EULS3 

Peptide sequences: 

K.TESESSHCR.K;K.ADPNFFLTIR.D;K.VVLAPPDPSDEFQHWYK.D;K.VVLAPPDPSDEFQHWYKDEK.F;K.

FSTMVKDEEGFPSFALVNK.A;K.DEEGFPSFALVNK.A;K.HSFGPTHPVLLTPYDPDDLEASILWTESK.D;K.VV

LAYWNK.G 

PFF Mascot score:  [494]   Sequence coverage %:  [51] 

Matched peptides No.:  [8] 

Calculated Mr:   20724             Calculated pI: 7.77 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



 

Matched peptide information: 



Spot No.:32 

Accession No.: scaffold0143_850373.mRNA1 

Protein name：Hevamine-A  

Peptide sequences: 

K.FGNGQTPQINLAGHCNPAAGGCTIVSNGIR.S;K.VMLSLGGGIGSYTLASQADAK.N;K.SSSRPLGDAVLD

GIDFDIEHGSTLYWDDLAR.Y;R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYL

TAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR.I 

PFF Mascot score:  [830]    Sequence coverage %: [39] 

Matched peptides No.: [7] 

Calculated Mr:  34013        Calculated pI: 8.07 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:33 

Accession No.: scaffold0491_874744.mRNA1 

Protein name：Elongation factor 1-delta  

Peptide sequences: 

K.APSSEYVNVSR.W;R.WYYHIDALLR.I;K.AVAAAAEDDDDDVDLFGEETEEEK.K;K.SSVLLDVKPWDDET

DMK.K;R.SIQMEGLLWGASK.L 

PFF Mascot score:  [192]    Sequence coverage %: [31] 

Matched peptides No.: [5] 

Calculated Mr:   25911        Calculated pI: 4.51 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



 

Matched peptide information: 



Spot No.:34 

Accession No.: scaffold0935_348908.mRNA1  

Protein name：Proteasome subunit beta type-5  

Peptide sequences: 

K.IIEINPYMLGTMAGGAADCQFWHR.N;K.LLANILYSYR.G;R.GMGLSVGTMIAGWDETGPGLYYVDSEGG

R.L;R.FSVGSGSPYAYGVLDSGYR.Y;R.YDLSIEEAAELAR.R;R.AIYHATFR.D 

PFF Mascot score:  [472]      Sequence coverage %: [37] 

Matched peptides No.: [7] 

Calculated Mr:    29355             Calculated pI: 5.86 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 

 

 



Matched peptide information: 



Spot No.:35 

Accession No.: scaffold0645_687748.mRNA1  

Protein name：18.5 kDa class I heat shock protein  

Peptide sequences: 

R.TNIFDPFSLDVWDPFHDFPFPSTALSAPR.F;R.FEFANETSAFANTR.I;K.EEVKVEIEEGNVLQISGER.S;K.V

EIEEGNVLQISGER.S;R.FRLPENAK.V  

PFF Mascot score:   [420]         Sequence coverage %: [43] 

Matched peptides No.: [5] 

Calculated Mr:  18335                 Calculated pI: 6.00 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 

 

 



 

Matched peptide information: 



Spot No.:36 

Accession No.: scaffold1194_13551.mRNA1  

Protein name：(+)-neomenthol dehydrogenase  

Peptide sequences: 

K.GIGFEICR.Q;R.QLASNGIVVVLTAR.D;K.TDINLNMGILSVEEGAESPAR.L;K.EVFVDADNLSEER.I;K.EVF

VDADNLSEERIDEVLGK.Y;R.LALLPNDGPSGCFFFR.K 

PFF Mascot score:  [332]         Sequence coverage %: [10] 

Matched peptides No.: [6] 

Calculated Mr:  88348                 Calculated pI: 7.08 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:37 

Accession No.: scaffold1220_115657.mRNA1  

Protein name：ATP-citrate synthase beta chain protein 1  

Peptide sequences: 

R.MLDFDFLCGR.E;R.VTDGIYEGIAIGGDVFPGSTLSDHVLR.F;K.DLVSSLVSGLLTIGPR.F;R.VELLQLFAR.T 

PFF Mascot score:  [263]      Sequence coverage %: [10] 

Matched peptides No.: [4] 

Calculated Mr:   66478              Calculated pI: 7.95 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



Matched peptide information: 



Spot No.:38 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score:  [181]        Sequence coverage %: [25] 

Matched peptides No.: [3] 

Calculated Mr:  14713                Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

Matched peptide information: 



Spot No.:39 

Accession No.: scaffold0686_576053.mRNA1  

Protein name：Pyridoxal biosynthesis protein PDX1 

Peptide sequences: 

R.GGVIMDVVNPEQAR.I;R.IAEEAGACAVMALER.V;R.IGHFVEAQILEAIGIDYVDESEVLTPADEENHINK.

H;R.IPFVCGCR.N;K.GEAGTGNVIEAVR.H 

PFF Mascot score:  [162]  Sequence coverage %: [27] 

Matched peptides No.: [5] 

Calculated Mr:   33397            Calculated pI: 6.26 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:40 

Accession No.: scaffold0166_1819893.mRNA1  

Protein name：Uncharacterized protein 

Peptide sequences: K.LSDEEPDVDYR.I;R.TFQLVAGGKPGALIR.P 

PFF Mascot score:   [129]      Sequence coverage %: [22] 

Matched peptides No.: [2] 

Calculated Mr:   12855             Calculated pI: 5.37 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

Matched peptide information: 



Spot No.:41 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.NVAVPLYNR.F;R.FSYIPNGALK.

F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score:  [294]    Sequence coverage %: [63] 

Matched peptides No.: [6] 

Calculated Mr:  14713           Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:42 

Accession No.: scaffold0878_145544.mRNA1  

Protein name：Importin subunit alpha-1b  

Peptide sequences: 

R.SPPIEEVIQAGVVPR.F;R.FVEFLMR.E;R.EDFPQLQFEAAWALTNIASGTSENTR.V;K.IQAVIEAGVCPR.L 

PFF Mascot score:  [123]      Sequence coverage %: [11] 

Matched peptides No.: [4] 

Calculated Mr:  59161             Calculated pI: 5.28 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:43 

Accession No.: scaffold0026_1110574.mRNA1  

Protein name：Actin-7 

Peptide sequences: 

K.AGFAGDDAPR.A;R.AVFPSIVGR.P;K.IWHHTFYNELR.V;R.VAPEEHPVLLTEAPLNPK.A;R.TTGIVLDSG

DGVSHTVPIYEGYALPHAILR.L;R.GYMFTTTAER.E;K.NYELPDGQVITIGAER.F;K.DLYGNIVLSGGSTMFP

GIADR.M;K.GEYDESGPSIVHR.K 

PFF Mascot score:  [521]     Sequence coverage %: [36] 

Matched peptides No.: [9] 

Calculated Mr:  41897           Calculated pI: 5.31 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:44 

Accession No.: scaffold0625_1132.mRNA1  

Protein name：Glucan endo-1,3-beta-glucosidase, basic 

vacuolar isoform  

Peptide sequences: 

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SYLDPIIGFLSSIR.S;R.SPLLANIYPYFTYADN

PR.D;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;R.ASGGSLEVVVSESGWPSAGAFAA

TFDNGR.T;K.HFGLFFPDK.R 

PFF Mascot score:  [764]       Sequence coverage %: [37] 

Matched peptides No.: [8] 

Calculated Mr:  41184              Calculated pI: 7.77 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



 

Matched peptide information: 



Spot No.:45 

Accession No.: scaffold1465_23608.mRNA1  

Protein name：

5-methyltetrahydropteroyltriglutamate--homocysteinemethyltr

ansferase  

Peptide sequences: 

K.YIPSNTFSYYDQVLDTTAMLGAVPPR.Y;K.KLDLPILPTTTIGSFPQTIELR.R; 

K.LQEELDIDVLVHGEPER.N;K.GMLTGPVTILNWSFVR.N;K.AGINVIQIDEAALR.E;K.SEQAFYLDWAVHS

FR.I;K.YGAGIGPGVYDIHSPR.I  

PFF Mascot score:  [558]        Sequence coverage %: [16] 

Matched peptides No.: [7] 

Calculated Mr:  85146               Calculated pI: 6.30 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptide information: 



Spot No.: 46 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.SGPLQPGVDIIEGPVKNVAVPLY

NR.F;K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score: [449]    Sequence coverage %: [55] 

Matched peptides No.: [6] 

Calculated Mr:  14713        Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:47 

Accession No.: scaffold0014_3373206.mRNA1  

Protein name：UDP-glucose 6-dehydrogenase 1  

Peptide sequences: 

K.CPSIEVAVVDISVSR.I;K.FQILSNPEFLAEGTAISDLLSPDR.V;K.DVYAQWVPEDR.I;R.LSIYDPQVTDDQI

QR.D 

PFF Mascot score:  [256]    Sequence coverage %: [13] 

Matched peptides No.: [4] 

Calculated Mr: 53491           Calculated pI: 5.90 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:48 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.NVAVPLYNR.F;R.FSYIPNGALK.F;K.FVDSTVVASVTIIDR.S;K.D

ASIQVVSAIR.A 

PFF Mascot score:  [411]        Sequence coverage %: [50] 

Matched peptides No.: [5] 

Calculated Mr: 14713                Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:49 

Accession No.: scaffold0457_538964.mRNA1 

Protein name：Alpha-soluble NSF attachment protein 2  

Peptide sequences: 

K.HEAAQAYVDAAHCYK.K;K.TSTNEAISCLGQAVDLFCDIGR.I;K.AADFFQGEEVTTSANQCK.Q;K.AIEIYE

EIAR.Q;K.GDVVAITNALER.Y;R.YQDLDPTFSGTR.D  

PFF Mascot score:  [401]        Sequence coverage %: [30] 

Matched peptides No.: [6] 

Calculated Mr:   32767                Calculated pI: 5.05 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



 

Matched peptide information: 



Spot No.:50 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.SGPLQPGVDIIEGPVKNVAVPLY

NR.F;K.NVAVPLYNR.F;R.FSYIPNGALK.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score:  [480]   Sequence coverage %: [63] 

Matched peptides No.: [7] 

Calculated Mr:  14713         Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:51 

Accession No.: scaffold0884_428899.mRNA1  

Protein name：Triosephosphateisomerase, cytosolic  

Peptide sequences: 

K.FFVGGNWK.C;K.DLLRPDFQVAAQNCWVR.K;R.SLLNESNEFVGDK.V;K.VIACIGETLEQR.E;K.VATPAQ

AQEVHLELR.K;K.VATPAQAQEVHLELRK.W;K.WLHDNVCAEVAASTR.I 

PFF Mascot score:  [451]    Sequence coverage %: [32] 

Matched peptides No.: [7] 

Calculated Mr:  27571            Calculated pI: 5.90 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:52 

Accession No.: scaffold1479_76107.mRNA1  

Protein name：Acetyl-CoA acetyltransferase, cytosolic 1  

Peptide sequences: 

R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;R.EDQDNYAIHSFER.G;R.GIAAQDSGAFAWEIVPVEVSGG

R.G;K.VNVHGGAVSLGHPLGCSGAR.I 

PFF Mascot score:  [299]       Sequence coverage %: [20] 

Matched peptides No.: [4] 

Calculated Mr: 41646               Calculated pI: 6.01 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 

Matched peptide information: 





Spot No.:53 

Accession No.: scaffold0438_1023124.mRNA1  

Protein name：Probable phosphatase SPAC5H10.03  

Peptide sequences: 

K.KIDLVITSPLLR.A;R.AMQTAVGVFGGER.S;K.SPPIVAVELCR.E;K.TRQETEIAVVTHHR.F;R.QETEIAVVT

HHR.F;R.FLQYTLNALANDFHPSVR.S;K.EFVNCELR.S 

PFF Mascot score:  [454]       Sequence coverage %: [27] 

Matched peptides No.: [7] 

Calculated Mr:  31328               Calculated pI: 7.07 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



 

Matched peptide information: 



Spot No.:54 

Accession No.: scaffold0878_145544.mRNA1  

Protein name：Importin subunit alpha-1b  

Peptide sequences: 

R.LEHLPSMVAGVWSDDSNLLLEATTQFR.K;R.SPPIEEVIQAGVVPR.F;R.EDFPQLQFEAAWALTNIASGTS

ENTR.V;R.NATWTLSNFCR.G;K.IQAVIEAGVCPR.L;R.LVELLLHPSPSVLIPALR.T 

PFF Mascot score:  [441]     Sequence coverage %: [20] 

Matched peptides No.: [6] 

Calculated Mr:  59161            Calculated pI: 5.28 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 



Matched peptide information: 



Spot No.: 55 

Accession No.: scaffold0331_834438.mRNA1  

Protein name：Phospholipase D alpha 1  

Peptide sequences: 

R.AYVPVEELLDGQEIDR.W;K.YPGVPYSFYSQR.Q;R.VLMLVWDDR.T;R.IVSYVGGIDLCDGR.Y;R.YDTPFH

SLFR.T;R.LEGPIAWDVLFNFEQR.W;K.SGEYEPSEKPEADSDYLR.A;K.MMIVDDEYIIIGSANINQR.S;K.YW

DLYSSETLEHDLPGHLLR.Y 

PFF Mascot score:  [487]         Sequence coverage %: [17] 

Matched peptides No.: [9] 

Calculated Mr:  88898               Calculated pI: 5.60 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 



 

Matched peptide information: 



Spot No.:56 

Accession No.: scaffold0280_1322570.mRNA1  

Protein name：Dynamin-related protein 4C  

Peptide sequences: 

K.SSVLESLAGINLPR.G;K.GIPDLTMIDLPGITR.V;R.GEFDEYLNDHQMHCTAR.L;R.LVEMLNLYSNELHK.C;

R.NFLVEEIR.L;K.LMNQQDTFR.G;K.AHQDVLHQAFDLK.M;K.EMEKEIISELMSNQGGVIER.M;K.EIISEL

MSNQGGVIER.M 

PFF Mascot score:  [538]        Sequence coverage %: [16] 

Matched peptides No.: [9] 

Calculated Mr:  74315              Calculated pI: 5.91 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptide information: 



Spot No.:57 

Accession No.: scaffold4512_855.mRNA1  

Protein name：Osmotin-like protein OSM34  

Peptide sequences: 

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;R.TNCNFDGSGK.G;K.APGGCNNPCT

VFK.T;R.CSDAYSYPQDDPSSTFTCPGGTNYR.V 

PFF Mascot score:  [453]    Sequence coverage %: [34] 

Matched peptides No.: [5] 

Calculated Mr:  27682          Calculated pI: 5.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:58 

Accession No.: scaffold4512_855.mRNA1  

Protein name：Osmotin-like protein OSM34  

Peptide sequences: 

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.APGGCNNPCTVFK.T;R.CSDAYSYP

QDDPSSTFTCPGGTNYR.V 

PFF Mascot score:  [348]           Sequence coverage %: [30] 

Matched peptides No.: [4] 

Calculated Mr:  27682                   Calculated pI: 5.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:59 

Accession No.: scaffold0625_1132.mRNA1  

Protein name：Glucan endo-1,3-beta-glucosidase, basic 

vacuolar isoform  

Peptide sequences: 

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SYLDPIIGFLSSIR.S;R.DISLPYALFTSPSVVV

WDGQR.G;K.NLFDATLDALYSALER.A;K.HFGLFFPDK.R 

PFF Mascot score:   [691]        Sequence coverage %: [25] 

Matched peptides No.: [6] 

Calculated Mr:  41184                Calculated pI:  7.77 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 



 

Matched peptide information: 



Spot No.:60 

Accession No.: scaffold0444_175845.mRNA1  

Protein name：Ubiquitin-conjugating enzyme E2 35  

Peptide sequences: 

R.LLSEPAPGISASPSEDNMR.Y;R.YFNVMILGPTQSPYEGGVFK.L;K.LELFLPEEYPMAAPK.V;K.DKWSPAL

QIR.T;K.WSPALQIR.T;R.TVLLSIQALLSAPNPDDPLSENIAK.H 

PFF Mascot score: [389]  Sequence coverage %: [58] 

Matched peptides No.: [6] 

Calculated Mr: 17266    Calculated pI: 6.74 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:61 

Accession No.: scaffold0664_98467.mRNA1  

Protein name：Caffeic acid 3-O-methyltransferase  

Peptide 

sequences:K.SALELNVIDIISTAGNSGASLSAPEIAQR.I;K.NPEAPVLLDR.M;K.SWYHLNEAILEGG

TPFNR.A;R.AYGMNQFEYPGTDQR.F;K.WVLHDWNDDLCLK.L;R.TRQEFEALASK.S 

PFF Mascot score:[456] Sequence coverage %: [29] 

Matched peptides No.: [6] 

Calculated Mr:36827Calculated pI: 5.54 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



 

Matched peptide information: 



Spot No.:  62 

Accession No.: scaffold0066_550349.mRNA1  

Protein name：Probable prefoldin subunit 5  

Peptide sequences: 

K.ALKEQTDLEVNLLQESLNNIR.T;K.EQTDLEVNLLQESLNNIR.T;R.LEIASSALHDLSLRPQGK.K;K.VLVDIGT

GYFVEK.T;K.SNFDQLIELASK.K 

PFF Mascot score:  [456]      Sequence coverage %: [40] 

Matched peptides No.: [5] 

Calculated Mr:  17309            Calculated pI: 8.59 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:63 

Accession No.: scaffold4512_855.mRNA1   

Protein name：Osmotin-like protein OSM34  

Peptide sequences: R.NNCPYTVWAAASPGGGR.R;K.APGGCNNPCTVFK.T  

PFF Mascot score: [112]        Sequence coverage %: [12] 

Matched peptides No.: [2] 

Calculated Mr:  27682            Calculated pI: 5.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:64 

Accession No.: scaffold0114_231043.mRNA1  

Protein name：Cysteine synthase  

Peptide sequences: 

K.TPLVYLNHVVDGCVAR.I;K.LIITMPASMSLER.R;K.VDALVSGIGTGGTVTGAGQYLK.E;K.LYGVEPVESAV

LSGGKPGPHK.I;K.EGLLAGISSGAAAAAAIR.I;K.LIVVVFPSFGER.Y;R.YLSSVLFESVK.H 

PFF Mascot score:  [585]    Sequence coverage %: [16] 

Matched peptides No.: [7] 

Calculated Mr:  75280            Calculated pI: 6.22 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:65 

Accession No.: scaffold0625_1132.mRNA1  

Protein name：Glucan endo-1,3-beta-glucosidase, basic 

vacuolar isoform  

Peptide sequences: 

R.IYDPNQAVLEALR.G;R.YIAVGNEISPVNGGTAWLAQFVLPAMR.N;K.VSTAIDLTLVGNSYPPSAGAFR.D;

R.SYLDPIIGFLSSIR.S;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;K.HFGLFFPDK.R 

PFF Mascot score:  [744]     Sequence coverage %: [32] 

Matched peptides No.: [7] 

Calculated Mr: 41184               Calculated pI: 7.77 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



Matched peptide information: 



Spot No.:66 

Accession No.: scaffold0340_174387.mRNA1  

Protein name：Malignant T-cell-amplified sequence 1  

Peptide sequences: 

K.KFSYEDVSSQNQVK.A;K.FSYEDVSSQNQVK.A;R.QSIADEYPGLEPVLEDLLPK.K;K.CQNHLNLVMVNN

VPLFFNVR.D;R.DGPYMPTLR.L;R.LLHQYPNIMK.K;K.GIGVDNMHYLNDGLWK.M 

PFF Mascot score:  [341]     Sequence coverage %: [49] 

Matched peptides No.: [7] 

Calculated Mr:  20282            Calculated pI: 8.46 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:67 

Accession No.: scaffold0197_1486649.mRNA1  

Protein name：Uncharacterized protein Os08g0359500  

Peptide sequences: 

K.VFITVLLPDAK.N;K.VNLEPEGVFTFSASAGAGDNLYELK.L;R.SIFCILEK.A;R.GDGKPPHYLK.V 

PFF Mascot score:  [235]     Sequence coverage %: [29] 

Matched peptides No.: [4] 

Calculated Mr:  20458              Calculated pI: 4.48 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:68 

Accession No.: scaffold0625_591792.mRNA1  

Protein name：Translationally-controlled tumor protein 

homolog  

Peptide sequences: 

R.MLVYQDLLTGDELLSDSFPYK.E;K.EIHNGILWEVEGK.W;K.WVVQGAVDVDIGANPSAEGADEDEGVDD

QAVK.V;K.VVDIVDTFR.L; R.LQEQPAFDKK.Q;K.LSDLQFFVGESMHDDGSLVFAYYR.E; 

PFF Mascot score:  [505]          Sequence coverage %: [64] 

Matched peptides No.: [6] 

Calculated Mr:  19156                 Calculated pI: 4.47 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:69 

Accession No.: scaffold0387_85080.mRNA1  

Protein name：Macro domain-containing protein VPA0103  

Peptide sequences: 

K.MLGGGGADGAIHR.A;R.AAGPELLDACYR.V;R.VPEVQPGVR.C;K.LPASHVIHTVGPIYDTDR.G  

PFF Mascot score:  [170]   Sequence coverage %: [19] 

Matched peptides No.: [4] 

Calculated Mr:  29500           Calculated pI: 7.67 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:70 

Accession No.: scaffold1772_2818.mRNA1  

Protein name：universal stress protein PHOS32 

Peptide sequences: 

R.EVTLPSLIPVVPKPELER.E;R.DILIAIDHGPNSK.H;K.HAFDWALIHLCR.L;K.NDVVYEMAQGLMEK.L;K.L

AVEAFQVVMVK.S;R.GIVQSVLQGSVSEYCFHHCK.A 

PFF Mascot score:   [470]        Sequence coverage %: [45] 

Matched peptides No.: [6] 

Calculated Mr:  22504                  Calculated pI: 7.70 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:71 

Accession No.: scaffold0005_28735.mRNA1  

Protein name：S-adenosylmethionine synthase 2  

Peptide sequences: 

K.NGTCPWLRPDGK.T;K.TQVTVEYYNDNGAMVPVR.V;K.TIFHLNPSGR.F;R.FVIGGPHGDAGLTGR.K;K.

ENFDFRPGMISINLDLK.R 

PFF Mascot score:  [182]        Sequence coverage %: [18] 

Matched peptides No.: [5] 

Calculated Mr:  43540                  Calculated pI: 5.59 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



 

Matched peptide information: 



Spot No.:72 

Accession No.: scaffold0197_1256978.mRNA1  

Protein name：Glutathione S-transferase  

Peptide sequences: 

K.ELEFEFVNVNMGAGEHK.K;R.AITQYITHENPDK.G;R.AITQYITHENPDKGTQLLCTGK.Q;K.LANVLDVY

ESR.L;K.YLAGDSFTLADLHHLPNLHLLLVTQSK.K;R.PHVSAWAADITAR.P 

PFF Mascot score:   [259]          Sequence coverage %: [42] 

Matched peptides No.: [6] 

Calculated Mr:  23988                    Calculated pI: 5.81 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:73 

Accession No.: scaffold0143_850373.mRNA1  

Protein name：Hevamine-A  

Peptide sequences: 

K.FGNGQTPQINLAGHCNPAAGGCTIVSNGIR.S;K.SSSRPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;R.PLG

DAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEA

AGSGYVPPDVLISR.I 

PFF Mascot score:   [521]        Sequence coverage %: [32] 

Matched peptides No.: [6] 

Calculated Mr:  34013              Calculated pI: 8.07 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



 

Matched peptide information: 



Spot No.:74 

Accession No.: scaffold0625_1132.mRNA1  

Protein name：Glucan endo-1,3-beta-glucosidase, basic 

vacuolar isoform  

Peptide sequences: 

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SYLDPIIGFLSSIR.S;R.SPLLANIYPYFTYADN

PR.D;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;R.ASGGSLEVVVSESGWPSAGAFAA

TFDNGR.T  

PFF Mascot score:  [733]           Sequence coverage %: [35] 

Matched peptides No.: [7] 

Calculated Mr:  41184                   Calculated pI: 7.77 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



 

Matched peptide information: 



Spot No.:75 

Accession No.: scaffold0344_256841.mRNA1  

Protein name：18.5 kDa class I heat shock protein  

Peptide sequences: 

K.DFPFPSFASSSSLFPR.E;R.ENSAFVSTR.I;R.VLQISGER.H;K.EDKNDTWHR.V 

PFF Mascot score:  [176]      Sequence coverage %: [26] 

Matched peptides No.: [4] 

Calculated Mr:  18064             Calculated pI: 5.97 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:76 

Accession No.: scaffold0026_327123.mRNA1  

Protein name：Chlorophyllase type 0  

Peptide sequences: 

K.APASHFVTTDYGHMDMLDDNPTGILAIIANSICK.N;K.AYFQADSGDFMTILNEPSVAPAK.L 

PFF Mascot score:  [182]        Sequence coverage %: [16] 

Matched peptides No.: [2] 

Calculated Mr:   37785             Calculated pI:  6.30 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:77 

Accession No.: scaffold0618_714426.mRNA1  

Protein name：Beta-glucosidase 42  

Peptide sequences: 

K.GTILDGSNGDVAVDHYHR.Y;K.DNQGGEVGLVVDCEWAEANSDKIEDK.A;R.NSLDFIGLNHYSSR.F;K.W

EDGEPIGER.A;K.VLNYIVQR.Y 

PFF Mascot score:  [263]       Sequence coverage %: [15] 

Matched peptides No.: [5] 

Calculated Mr:  56728             Calculated pI: 5.49 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 



Matched peptide information: 



Spot No.:78 

Accession No.: scaffold0026_327123.mRNA1  

Protein name：Chlorophyllase type 0  

Peptide sequences: 

K.APASHFVTTDYGHMDMLDDNPTGILAIIANSICK.N;R.TVGGLIVAFLK.A;K.AYFQADSGDFMTILNEPSV

APAK.L  

PFF Mascot score:  [158]         Sequence coverage %: [19] 

Matched peptides No.: [3] 

Calculated Mr:  37785              Calculated pI: 6.30 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:79 

Accession No.: scaffold0143_850373.mRNA1  

Protein name：Hevamine-A  

Peptide sequences: 

K.FGNGQTPQINLAGHCNPAAGGCTIVSNGIR.S;K.VMLSLGGGIGSYTLASQADAK.N;K.SSSRPLGDAVLD

GIDFDIEHGSTLYWDDLAR.Y;R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYL

TAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR.I;K.YGGVMLWSK.F 

PFF Mascot score:  [721]         Sequence coverage %: [42] 

Matched peptides No.: [8] 

Calculated Mr:  34013                 Calculated pI: 8.07 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:80 

Accession No.: scaffold0143_850373.mRNA1  

Protein name：Hevamine-A  

Peptide sequences: K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR.I 

PFF Mascot score:  [94]          Sequence coverage %: [12] 

Matched peptides No.: [2] 

Calculated Mr: 34013                 Calculated pI: 8.07 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:81 

Accession No.: scaffold4512_855.mRNA1  

Protein name：Osmotin-like protein OSM34  

Peptide sequences: 

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.APGGCNNPCTVFK.T;R.CSDAYSYP

QDDPSSTFTCPGGTNYR.V 

PFF Mascot score:  [424]        Sequence coverage %: [30] 

Matched peptides No.: [4] 

Calculated Mr:  27682              Calculated pI: 5.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:82 

Accession No.: scaffold0884_428899.mRNA1  

Protein name：Triosephosphateisomerase, cytosolic  

Peptide sequences: 

K.FFVGGNWK.C;K.DLLRPDFQVAAQNCWVR.K;R.SLLNESNEFVGDK.V;K.VIACIGETLEQR.E;K.VATPAQ

AQEVHLELR.K;K.VATPAQAQEVHLELRK.W;K.WLHDNVCAEVAASTR.I 

PFF Mascot score:  [449]      Sequence coverage %: [32] 

Matched peptides No.: [7] 

Calculated Mr:  27571                Calculated pI: 5.90 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:83 

Accession No.: scaffold0444_830660.mRNA1  

Protein name：Alcohol dehydrogenase class-3  

Peptide sequences:  R.AATGVGIMMNDR.K;K.AFDLMHEGGCLR.C; 

K.GWGTSVIVGVAASGQEISTR.P;K.DHDKPIQQVIIDLTDGGVDYSFECIGNVSVMR.S; 

PFF Mascot score:  [233]       Sequence coverage %: [20] 

Matched peptides No.: [4] 

Calculated Mr:  41710             Calculated pI: 7.49 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:84 

Accession No.: scaffold1479_76107.mRNA1  

Protein name：Acetyl-CoA acetyltransferase, cytosolic 1  

Peptide sequences: 

M.APVAAAEIKPR.D;R.DVCIVGVAR.T;R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;K.DGLWDVFNDV

GMGSCAEICADNHSITR.E;R.EDQDNYAIHSFER.G;R.GIAAQDSGAFAWEIVPVEVSGGR.G;K.ITGYADAA

QAPELFTTAPALAIPK.A;K.AVSNAGLDASQVDYYEINEAFAVVALANQK.L;K.VNVHGGAVSLGHPLGCSGA

R.I;R.ILVTLLGVLR.Q  

PFF Mascot score:  [1070]       Sequence coverage %: [48] 

Matched peptides No.: [106] 

Calculated Mr:  41646                 Calculated pI: 6.01 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 



 

Matched peptide information: 



Spot No.:85 

Accession No.: scaffold0143_850373.mRNA1  

Protein name：Hevamine-A  

Peptide sequences: 

K.VMLSLGGGIGSYTLASQADAK.N;K.SSSRPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;R.PLGDAVLDGIDF

DIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPP

DVLISR.I;K.YGGVMLWSK.F 

PFF Mascot score:  [605]         Sequence coverage %: [32] 

Matched peptides No.: [7] 

Calculated Mr:  34013                 Calculated pI: 8.07 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:86 

Accession No.: scaffold0947_141222.mRNA1  

Protein name：Serpin-ZX  

Peptide sequences: 

K.SNDHLSSFFSELVSVVFVDGSASGGPR.L;R.LSFANGVWVDR.S;K.EVLPFGSVDNTTR.L  

PFF Mascot score:  [262]       Sequence coverage %: [13] 

Matched peptides No.: [3] 

Calculated Mr:  42822                Calculated pI: 5.94 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



Matched peptide information: 



Spot No.:87 

Accession No.: scaffold1465_23608.mRNA1  

Protein name：

5-methyltetrahydropteroyltriglutamate--homocysteinemethyltr

ansferase  

Peptide sequences: 

K.YIPSNTFSYYDQVLDTTAMLGAVPPR.Y;R.YGWSGGEIGFDVYFSMAR.G;K.WFDTNYHFIVPELGPDVQF

SYASHK.A;K.KLDLPILPTTTIGSFPQTIELR.R;K.LDLPILPTTTIGSFPQTIELR.R;K.LQEELDIDVLVHGEPER.N

;K.AGINVIQIDEAALR.E;K.SEQAFYLDWAVHSFR.I;K.YGAGIGPGVYDIHSPR.I 

PFF Mascot score:  [510]    Sequence coverage %: [20] 

Matched peptides No.: [9] 

Calculated Mr: 85146            Calculated pI: 6.30 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 



 

 

Matched peptide information: 



Spot No.: 88 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences:   K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S 

PFF Mascot score:  [76]       Sequence coverage %: [17] 

Matched peptides No.: [2] 

Calculated Mr: 14713              Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:89 

Accession No.: scaffold0753_102318.mRNA1  

Protein name：Hsp70-Hsp90 organizing protein 3  

Peptide sequences: 

R.HFTDAISLAPSNHVLYSNR.S;R.LGAAHLGLNQIQDAIAAYK.K;R.MYLQQPDFVK.M;K.FRAPNAGEDM

EVPEAEAPPPQPER.K;R.APNAGEDMEVPEAEAPPPQPER.K;K.AMELDDEDISYLTNR.A;K.HDPQNQELL

DGVR.R;R.QVLVDFQENPK.A;K.LVNAGIVQIR.-  

PFF Mascot score:  [394]     Sequence coverage %: [20] 

Matched peptides No.: [9] 

Calculated Mr:  65314              Calculated pI: 5.94 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



 

Matched peptide information: 



Spot No.:90 

Accession No.: scaffold0768_534911.mRNA1  

Protein name：Desiccation protectant protein Lea14 homolog 

Peptide sequences: 

K.IEGAIGFGKPTADVTGIHIPSINLEK.A;K.NPNPIPIPLIDINYLIESDGR.K;K.NPNPIPIPLIDINYLIESDGRK.L

;K.LVSGLIPDAGTIHAHGEETVK.I;R.STYNDIKPGSIIPYR.I;R.IKVDLIVDVPVFGR.L;K.DFGSALWDMIR.G  

PFF Mascot score:   [450]       Sequence coverage %: [34] 

Matched peptides No.: [7] 

Calculated Mr:   35055              Calculated pI: 4.71 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

Matched peptide information: 





Spot No.:91 

Accession No.: scaffold0912_144680.mRNA1  

Protein name：Ankyrin repeat domain-containing protein 2  

Peptide sequences: 

K.SEMSSGESQSGQGR.S;R.YWNDKEVLQK.L;K.NALASGANKDEEDSEGR.T 

PFF Mascot score:  [168]           Sequence coverage %: [11] 

Matched peptides No.: [3] 

Calculated Mr:  37639                    Calculated pI: 4.50 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:92 

Accession No.: scaffold0280_1322570.mRNA1  

Protein name：Dynamin-related protein 4C  

Peptide sequences: 

K.SSVLESLAGINLPR.G;K.TVYTDEAR.A;K.GIPDLTMIDLPGITR.V;R.GEFDEYLNDHQMHCTAR.L;R.LVEM

LNLYSNELHK.C;R.NFLVEEIR.L;K.LMNQQDTFR.G;K.AHQDVLHQAFDLK.M;K.EIISELMSNQGGVIER.M  

PFF Mascot score: [505]   Sequence coverage %: [17] 

Matched peptides No.: [9] 

Calculated Mr:  74315           Calculated pI: 5.91 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:93 

Accession No.: scaffold0195_965653.mRNA1  

Protein name：UDP-arabinopyranosemutase 3  

Peptide sequences: 

K.VPEGFDYELHNR.N;K.YVYTIDDDCFVAK.D;K.DINALEQHIK.N;K.VICDHLGFGVK.T 

PFF Mascot score:  [122]     Sequence coverage %: [12] 

Matched peptides No.: [4] 

Calculated Mr:  41793               Calculated pI: 5.76 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:94 

Accession No.: scaffold0014_23288.mRNA1  

Protein name：Triosephosphateisomerase, cytosolic  

Peptide sequences: 

K.FFVGGNWK.C;K.GLLRPDFQVAAQNCWVR.K;K.GGAFTGEISAEMIVNLSVPWVILGHSER.R;R.RSLLNE

SNEFVGDK.V;R.SLLNESNEFVGDK.V;K.VIACIGETLEQR.E;K.VTNWANVVLAYEPVWAIGTGK.V;K.VATPA

QAQEVHLELR.K;K.VATPAQAQEVHLELRK.W 

PFF Mascot score:  [422]        Sequence coverage %: [45] 

Matched peptides No.: [9] 

Calculated Mr:  27533                Calculated pI: 5.76 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:95 

Accession No.: scaffold0434_14371.mRNA1  

Protein name：Glutathione S-transferase F9  

Peptide sequences: 

K.VYGTAYASPK.R;K.RVLACLIEK.G;K.LQPFGALPVIQDGDYTLYESR.A;K.VLDVYEER.L;K.YLAGDFFSLADL

SHLPFTQYLVGPINK.E;R.KHVSAWWDQISSR.P;K.HVSAWWDQISSR.P 

PFF Mascot score:  [465]        Sequence coverage %: [39] 

Matched peptides No.: [7] 

Calculated Mr:   25501                Calculated pI: 8.44 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:96 

Accession No.: scaffold0139_994147.mRNA1  

Protein name：Glucose and ribitol dehydrogenase  

Peptide sequences: 

R.FPPQTQDR.Q;K.EYLMHPLPEFLNPQYKPSNK.L;K.VALVTGGDSGIGR.A;K.AEGAKDPIAIPTDVGFEEN

CR.S;K.DPIAIPTDVGFEENCR.S;R.TNIFGQFFMTR.Y;K.IAALGSEVPMDR.A 

PFF Mascot score:  [478]         Sequence coverage %: [28] 

Matched peptides No.: [7] 

Calculated Mr:  32309                 Calculated pI: 5.29 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:97 

Accession No.: scaffold0041_2570834.mRNA1  

Protein name：Aspartic proteinase A1  

Peptide sequences: 

K.NYMDAQYFGEIGIGTPPQK.F;K.FTVIFDTGSSNLWVPSSK.C;K.CYFSVACYFHSR.Y;K.SADIHYGTGAISG

FFSQDHVK.V;K.FDGILGLGFEEISVGK.A;K.AVPVWYNMVNQGLVK.E;K.EPVFSFWFNR.N;K.AVVAQYGE

TIIEMLLAK.D 

PFF Mascot score:  [606]        Sequence coverage %: [24] 

Matched peptides No.: [8] 

Calculated Mr:  56526             Calculated pI: 5.73 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



 

Matched peptide information: 



Spot No.:98 

Accession No.: scaffold0105_276835.mRNA1  

Protein name：Proteasome subunit beta type-1  

Peptide sequences: 

R.MSTGYSILTR.E;R.FFPYYAFNVLGGLDSEGK.G;K.GCVYTYDAVGSYER.V;R.VGYSAQGSGSTLIMPFLDN

QLK.S;K.SPSPLLLPAQDAVTPLSELEAVDLVK.T;R.DIYTGDKLEIVILNADGIR.H ;K.LEIVILNADGIR.H;R.HE

YMELR.K 

PFF Mascot score:  [498]      Sequence coverage %: [52] 

Matched peptides No.: [8] 

Calculated Mr:  24879            Calculated pI: 6.20 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 

 

 



 

Matched peptide information: 



Spot No.:99 

Accession No.: scaffold1479_76107.mRNA1  

Protein name：Acetyl-CoA acetyltransferase, cytosolic 1  

Peptide sequences: 

M.APVAAAEIKPR.D;R.DVCIVGVAR.T;K.DGLWDVFNDVGMGSCAEICADNHSITR.E;R.EDQDNYAIHSFE

R.G;R.GIAAQDSGAFAWEIVPVEVSGGR.G;K.VNVHGGAVSLGHPLGCSGAR.I;R.ILVTLLGVLR.Q 

PFF Mascot score:  [639]       Sequence coverage %: [27] 

Matched peptides No.: [7] 

Calculated Mr:  41646               Calculated pI: 6.01 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:100 

Accession No.: scaffold0283_54035.mRNA1  

Protein name：GEM-like protein 5 

Peptide sequences: 

K.PSNNPFEPVIQAFNTWSR.K;K.AITEGGFESLFK.Q;K.TFACYLSTSTGPVAGTLYLSTAR.V;R.VAFCSDRPLS

FMAPSGQETWCYYK.V;K.YIQMVTIDGHDFWFMGFVNFEK.A;K.ASHHLLDAVSNFR.A  

PFF Mascot score:  [369]         Sequence coverage %: [42] 

Matched peptides No.: [7] 

Calculated Mr:  29282                Calculated pI: 6.55 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:101 

Accession No.: scaffold0677_448742.mRNA1  

Protein name：Proteasome subunit alpha type-5  

Peptide sequences: 

R.GVNTFSPEGR.L;R.LFQVEYAIEAIK.L;R.FSYGEPMTVESTTQALCDLALR.F;K.AIGSGSEGADSSLQEQYN

K.D;K.DLTLQEAETIALSILK.Q;K.VAPTYHLYTPAEVETVISR.L  

PFF Mascot score:  [610]        Sequence coverage %: [41] 

Matched peptides No.: [6] 

Calculated Mr:  26165                   Calculated pI: 4.70 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:102 

Accession No.: scaffold0017_613025.mRNA1  

Protein name：Cysteine proteinase inhibitor 12  

Peptide sequences: 

R.DSQVAPNSVEIDALAR.F;K.ENAVLEFAR.V;K.AKEQVVTGTLHHLTIEAIEAGK.K;K.EQVVTGTLHHLTIEAI

EAGK.K;K.VWVKPWLNFK.E;K.HAGDVDGGSGAPSFTSSDLGVK.K;K.EVPAHDPAVQDAASHAVK.T;R.S

NSLFPYELK.E 

PFF Mascot score:  [671]    Sequence coverage %: [43] 

Matched peptides No.: [8] 

Calculated Mr:  27225           Calculated pI: 6.87 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 

 

 



 

Matched peptide information: 



Spot No.: 103 

Accession No.: scaffold0716_566809.mRNA1  

Protein name：Proteasome subunit beta type-4  

Peptide sequences: 

K.YKDGILMAADMGASYGSTLR.Y;K.DGILMAADMGASYGSTLR.Y;K.FNPLWNSLVLGGVK.N;K.YLGMVS

MIGVNFEDNHVATGFGNHLAR.P;R.DEWHENLSFEDGVK.L;K.ITEEGVTISQPYALK.T 

PFF Mascot score:  [545]    Sequence coverage %: [36] 

Matched peptides No.: [6] 

Calculated Mr:   27797         Calculated pI: 6.32 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



Matched peptide information: 



Spot No.:104 

Accession No.: scaffold0307_1066072.mRNA1  

Protein name：Proteasome subunit beta type-2-A  

Peptide sequences: 

R.VQFTEYIQK.N;K.NVALYQFR.N;R.NGIPLTTAAAANFTR.G;K.ETGPSLYYIDYIATLHK.I;K.GAFGYGSYFSL

SMMDR.H;R.HYHSGMTVEEAIDLVDK.C;R.LVVAPPNFVIK.I 

PFF Mascot score:  [529]     Sequence coverage %: [45] 

Matched peptides No.: [7] 

Calculated Mr:  22726            Calculated pI: 5.85 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



Matched peptide information: 



Spot No.:105 

Accession No.: scaffold0356_425272.mRNA1  

Protein name：DnaJ protein homolog  

Peptide sequences: 

K.ELAHAYEVLSDPEKR.D;R.DIYDQYGEDALK.E;R.QIGLGMIQQMQHICPECR.G;K.IVFEGQADEAPDTVT

GDIVFVLQLR.D;R.TLNLTEALCGFQFVLTHLDGR.Q;K.LYIHFNVDFPDSR.I;R.ILSPEQCHTIETILPLR.S 

PFF Mascot score:  [499]    Sequence coverage %: [17] 

Matched peptides No.: [7] 

Calculated Mr: 77568           Calculated pI: 6.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:106 

Accession No.: scaffold0178_730225.mRNA1  

Protein name：Probable aldo-ketoreductase 2 

Peptide sequences: 

K.RLDVDCIDLYYQHR.V;R.LDVDCIDLYYQHR.V;R.AHAVHPITAVQLEWSLWSR.D;R.DVEEEIVPTCR.E 

PFF Mascot score:  [250]      Sequence coverage %: [12] 

Matched peptides No.: [4] 

Calculated Mr:   37976            Calculated pI: 6.03 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:107 

Accession No.: scaffold4512_855.mRNA1  

Protein name：Osmotin-like protein OSM34  

Peptide sequences: 

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.APGGCNNPCTVFK.T;R.CSDAYSYP

QDDPSSTFTCPGGTNYR.V 

PFF Mascot score:  [350]    Sequence coverage %: [30] 

Matched peptides No.: [4] 

Calculated Mr:   27682          Calculated pI: 5.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:108 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score: [312]    Sequence coverage %: [42] 

Matched peptides No.:  [4] 

Calculated Mr:  14713         Calculated pI:  5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:109 

Accession No.: scaffold0548_575390.mRNA1  

Protein name：Stem-specific protein TSJT1  

Peptide sequences: 

R.LFAVVDDIFCLFQGHIDNVAVLK.Q;K.TANEVIIVIEAYR.T;R.DRGPYPADQVVR.D;R.GPYPADQVVR.D;K

.FAFILYDSSSK.T;K.GCFFTTSGGLR.S;R.SFEHPLNELKPVPR.V 

PFF Mascot score: [373]     Sequence coverage %: [33] 

Matched peptides No.: [7] 

Calculated Mr:  27274         Calculated pI: 5.56 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



Matched peptide information: 



Spot No.:110 

Accession No.: scaffold0139_994147.mRNA1  

Protein name：Glucose and ribitol dehydrogenase  

Peptide sequences: 

R.FPPQTQDR.Q;K.AEGAKDPIAIPTDVGFEENCR.S;K.DPIAIPTDVGFEENCR.S;R.TNIFGQFFMTR.Y 

PFF Mascot score: [154]       Sequence coverage %: [13] 

Matched peptides No.:  [4] 

Calculated Mr:  32309              Calculated pI: 5.29 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:111 

Accession No.: scaffold0100_712967.mRNA1  

Protein name：Patatin-like protein 2  

Peptide sequences: 

K.ITVLSIDGGGIR.G;K.LQDLDGPDAR.I;K.DIKDFYLENCPK.I;R.DTYDPIHSIGPIYDGEYLR.E;K.LLLPVIFSS

DDAK.C;R.LADVCISTSAAPVLLPAHSFTTEDDK.N ;K.SLDCEDYYLR.I;R.IQDDTLTGEESSGHIATEENLQR.L  

PFF Mascot score:  [539]    Sequence coverage %: [28] 

Matched peptides No.: [8] 

Calculated Mr: 49142             Calculated pI: 5.13 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:112 

Accession No.: scaffold0031_1390956.mRNA1  

Protein name：Malate dehydrogenase, cytoplasmic  

Peptide sequences: 

R.VLVTGAAGQIGYALVPMIAR.G;R.ELIKDDEWLNAEFITTVQQR.G; 

K.GVVATTDVVEACTGVNIAVMVGGFPR.K;K.IVQGLHIDEFSR.K 

PFF Mascot score:  [407]      Sequence coverage %: [23] 

Matched peptides No.: [4] 

Calculated Mr:    36173         Calculated pI: 6.19 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:113 

Accession No.: scaffold0558_100711.mRNA1  

Protein name：ATP-citrate synthase alpha chain protein 2  

Peptide sequences: 

K.SAQVTESTDFNELAEKEPWLLSGK.L;K.SGLVALNLDLAEVAVFVK.E;K.GPITTFIVEPFIPHNEEFYLNIVSE

R.L;K.WGNIGFPMPFGR.V;R.VMSSTESFIHGLDEK.T;R.ALVIGGGIANFTDVAATFNGIIR.A;R.SLGEEIGLPI

EVYGPEATMTSICK.Q 

PFF Mascot score:  [479]       Sequence coverage %: [27] 

Matched peptides No.: [7] 

Calculated Mr:   57297              Calculated pI: 5.89 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



 

Matched peptide information: 



Spot No.:114 

Accession No.: scaffold0041_2570834.mRNA1  

Protein name：Aspartic proteinase A1  

Peptide sequences: 

K.NYMDAQYFGEIGIGTPPQK.F;K.FTVIFDTGSSNLWVPSSK.C;K.CYFSVACYFHSR.Y;K.SADIHYGTGAISG

FFSQDHVK.V;K.FDGILGLGFEEISVGK.A;K.AVPVWYNMVNQGLVK.E;K.EPVFSFWFNR.N;K.AVVAQYGE

TIIEMLLAK.D 

PFF Mascot score:  [631]       Sequence coverage %: [21] 

Matched peptides No.: [8] 

Calculated Mr:   56526              Calculated pI: 5.73 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



 

Matched peptide information: 



Spot No.:115 

Accession No.: scaffold0050_2842364.mRNA1  

Protein name：Cell division cycle protein 48 homolog  

Peptide sequences: 

K.VIETDPAEYCVVAPDTEIFCEGEPVR.R;R.EDENRLDEVGYDDVGGVR.K;R.AHVIVIGATNRPNSIDPALR.

R;R.EIDIGVPDEVGR.L;K.DTHGYVGADLAALCTEAALQCIR.E;K.GPELLTMWFGESEANVR.E;R.QSAPCVL

FFDELDSIATQR.G;R.LDQLIYIPLPDEDSR.H;K.YTQGFSGADITEICQR.A;K.YQAFAQTLQQSR.G 

PFF Mascot score:  [647]       Sequence coverage %: [22] 

Matched peptides No.: [10] 

Calculated Mr:   90311               Calculated pI: 5.15 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



Matched peptide information: 

 



Spot No.:116 

Accession No.: scaffold0333_708001.mRNA1  

Protein name：Natterin-4  

Peptide sequences: 

R.YAYYMTESEALR.G;K.WSCTLFEPTLGNDGFLYFR.H;R.TNGVGSWDITSR.V;K.IDCLNAAVSTITTPAR.L;R

.LQVEELVFER.Q;R.QINNVIFR.M;K.IEVTAEVTTSLEWNR.T;R.KAEATYQAVVPPMTR.V;R.VTIDYVATQG

TCNVPFSYTQR.D;K.IDGTYTGVNYYSFHFR.Q 

PFF Mascot score:  [517]       Sequence coverage %: [30] 

Matched peptides No.: [10] 

Calculated Mr:  54249                Calculated pI: 5.86 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 



Matched peptide information: 



Spot No.:117 

Accession No.: scaffold1413_46445.mRNA1  

Protein name：Cell division cycle protein 48 homolog 

Peptide sequences: 

K.VIDTDPGEYCVVAPDTEIFCEGEPVR.R;R.ELVELPLR.H;R.AHVIVIGATNRPNSIDPALR.R;R.EIDIGVPDE

VGR.L;K.DTHGYVGADLAALCTEAALQCIR.E;K.GPELLTMWFGESEANVR.E;R.QSAPCVLFFDELDSIATQR

.G;R.LDQLIYIPLPDEDSR.H;K.YTQGFSGADITEICQR.A;K.YQAFAQTLQQSR.G  

PFF Mascot score:   [603]        Sequence coverage %: [20] 

Matched peptides No.: [10] 

Calculated Mr:  93897               Calculated pI: 5.33 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 



 

 

 

Matched peptide information: 

 



Spot No.:118 

Accession No.: scaffold0014_190374.mRNA1  

Protein name：Cysteine proteinase inhibitor  

Peptide sequences: 

K.EVEGSANSVEINSLAR.Y;R.YAVDDYNQK.Q;K.QNALLEFK.K;K.VWEKPWLNFK.E 

PFF Mascot score:  [245]     Sequence coverage %: [42] 

Matched peptides No.: [4] 

Calculated Mr:  11236                Calculated pI: 5.45 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:119 

Accession No.: scaffold0239_773114.mRNA1  

Protein name：Probable prefoldin subunit 4  

Peptide sequences: 

K.ETNENLEDASNELILADEEVVR.F;R.FQIGEVFAHVPK.E;R.FQIGEVFAHVPKEEVETR.I 

PFF Mascot score:  [229]      Sequence coverage %: [31] 

Matched peptides No.: [3] 

Calculated Mr:  14561               Calculated pI: 4.45 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:120 

Accession No.: scaffold0677_45450.mRNA1   

Protein name：carboxylesterase 6  

Peptide sequences: 

K.LVEEVSGWLR.L;R.LYDDGSVDR.T ;K.FMADPVPAHQDFIDGVATR.D;R.LPAACDDGFSALLWLR.S;R.SS

EPWLNDYADFNR.V;R.VFLIGDSSGGNLVHEVAAR.A;R.LAGGIPVHPGFVR.S 

PFF Mascot score:  [329]        Sequence coverage %: [29] 

Matched peptides No.: [7] 

Calculated Mr: 37612               Calculated pI: 5.02 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:121 

Accession No.: scaffold1789_16143.mRNA1  

Protein name：Cyclase-associated protein 1  

Peptide sequences: 

R.GVADFGGADVTVDPSIVAFDDLLGQFFGR.V;R.RSDFFNHLK.S;K.ELYLPGLR.D;K.SHYPLGPTWGVSGK

.A;K.APAPPPPPPASLFSAESSQPSSSKPK.E;R.KWVVENQIGR.K;K.WVVENQIGR.K  

PFF Mascot score:   [212]       Sequence coverage %: [20] 

Matched peptides No.: [7] 

Calculated Mr:  51990                  Calculated pI: 6.64 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:122 

Accession No.: scaffold0047_1944984.mRNA1  

Protein name：SUMO-conjugating enzyme UBC9  

Peptide sequences: K.EQWSPALTISK.V;K.VLLSICSLLTDPNPDDPLVPEIAHMYK.T 

PFF Mascot score:  [105]      Sequence coverage %: [25] 

Matched peptides No.: [2] 

Calculated Mr:   16749            Calculated pI: 7.71 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

Matched peptide information: 



Spot No.:123 

Accession No.: scaffold0592_368115.mRNA1  

Protein name：Ankyrin repeat domain-containing protein 2  

Peptide sequences: 

K.SETSSGESQSGQGR.S;R.SPPSSGPGFPPNVFDFSAMSGLLNDPSIK.E;K.DPSFNQMADQLHK.T;R.YWN

DKEVLQK.L;K.NAMASGANKDEEDSEGR.T;R.TALHFACGYGEVK.C;K.NTALHYAAGYGR.K 

PFF Mascot score:  [341]    Sequence coverage %: [30] 

Matched peptides No.: [7] 

Calculated Mr:  37708              Calculated pI: 4.50 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:124 

Accession No.: scaffold2041_42337.mRNA1  

Protein name：Probable calcium-binding protein CML49  

Peptide sequences: 

K.DKPNSYASPPAPGYYPR.S;R.VLSSCDQSFSLR.T;R.LLMYHFTNTNTR.K  

PFF Mascot score:  [205]    Sequence coverage %: [14] 

Matched peptides No.: [3] 

Calculated Mr:  31736         Calculated pI: 7.48 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:125 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.NVAVPLYNR.F;K.FVDSTVVASV

TIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score:  [497]      Sequence coverage %: [55] 

Matched peptides No.: [5] 

Calculated Mr:  14713                Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:126 

Accession No.: scaffold0456_1002067.mRNA1  

Protein name：Fructokinase-2  

Peptide sequences: 

K.APGGAPANVAIAVAR.L;R.NPSADMLLKPEELNLELIR.S;K.VFHYGSISLIVEPCR.S;R.LPLWPSPEEAR.E 

PFF Mascot score:  [318]      Sequence coverage %: [18] 

Matched peptides No.: [4] 

Calculated Mr:  35625                Calculated pI: 5.22 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:127 

Accession No.: scaffold1032_279744.mRNA1  

Protein name：Urease accessory protein G  

Peptide sequences: 

R.VYHSHDGLAPHSHEPIYSPGYFSR.R;R.AVETGGCPHAAIR.E;K.ADLLLCESGGDNLAANFSR.E;K.TDLAP

AVGADLAVMER.D;R.DGGPFVFAQIK.H;K.HGLGVEEIVNHILQAWEGATGK.K 

PFF Mascot score:  [305]         Sequence coverage %: [20] 

Matched peptides No.: [6] 

Calculated Mr:  57303                  Calculated pI: 7.02 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 



Matched peptide information: 



Spot No.:128 

Accession No.: scaffold0005_28735.mRNA1  

Protein name：S-adenosylmethionine synthase 2  

Peptide sequences: 

K.VLVYIEQQSPDIAQGVHGHLTK.R;K.NGTCPWLRPDGK.T;K.TQVTVEYYNDNGAMVPVR.V;R.VHTVLIS

TQHDETVTNDEIAADLK.E;K.TIFHLNPSGR.F;R.FVIGGPHGDAGLTGR.K;K.IIIDTYGGWGAHGGGAFSGK

.D;K.ENFDFRPGMISINLDLK.R;K.TAAYGHFGR.D  

PFF Mascot score:  [520]         Sequence coverage %: [37] 

Matched peptides No.: [9] 

Calculated Mr:  43540                   Calculated pI: 5.59 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:129 

Accession No.: scaffold1735_70085.mRNA1  

Protein name：ricin B-like lectin EULS3 

Peptide sequences: 

K.ADPNFFLTIR.D;K.VVLAPPDPSDEFQHWYK.D;K.VVLAPPDPSDEFQHWYKDEK.F;K.FSTMVKDEEGFP

SFALVNK.A;K.DEEGFPSFALVNK.A;K.HSFGPTHPVLLTPYDPDDLEASILWTESK.D;K.VVLAYWNK.G 

PFF Mascot score:   [440]       Sequence coverage %: [46] 

Matched peptides No.: [7] 

Calculated Mr:  20724                   Calculated pI: 7.77 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



Matched peptide information: 



Spot No.:130 

Accession No.: scaffold1194_13551.mRNA1  

Protein name：(+)-neomenthol dehydrogenase  

Peptide sequences: 

K.GIGFEICR.Q;R.QLASNGIVVVLTAR.D;K.TDINLNMGILSVEEGAESPAR.L;K.VSTQTYESAEECLTINYYGA

K.R;K.EVFVDADNLSEER.I;K.EVFVDADNLSEERIDEVLGK.Y;R.LALLPNDGPSGCFFFR.K 

PFF Mascot score:   [397]      Sequence coverage %: [12] 

Matched peptides No.: [7] 

Calculated Mr:  88348                 Calculated pI: 7.08 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 

 



Spot No.:131 

Accession No.: scaffold0378_586227.mRNA1  

Protein name：2,3-bisphosphoglycerate-independent 

phosphoglyceratemutase  

Peptide sequences: 

R.AHGTAVGLPTEDDMGNSEVGHNALGAGR.I;K.ALEYENFDKFER.V;K.LPSHYLVSPPEIER.T;K.FGHVTFF

WNGNR.S;K.SGNIQILTSHTLQPVPIAIGGPGLAPGVR.F 

PFF Mascot score:  [360]        Sequence coverage %: [16] 

Matched peptides No.: [5] 

Calculated Mr:  44084                  Calculated pI: 4.91 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:132 

Accession No.: scaffold0143_850373.mRNA1  

Protein name：Hevamine-A  

Peptide sequences: 

K.VMLSLGGGIGSYTLASQADAK.N;R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y

;K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR.I;K.YGGVMLWSK.F 

PFF Mascot score:  [450]           Sequence coverage %: [31] 

Matched peptides No.: [6] 

Calculated Mr:  34013                   Calculated pI: 8.07 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:133 

Accession No.: scaffold0753_102318.mRNA1 

Protein name：Hsp70-Hsp90 organizing protein 3  

Peptide sequences: 

K.GNAAFSAGDYAGAVR.H;R.HFTDAISLAPSNHVLYSNR.S;R.LGAAHLGLNQIQDAIAAYK.K;R.VMQALG

VLLNVK.F;K.FRAPNAGEDMEVPEAEAPPPQPER.K;R.APNAGEDMEVPEAEAPPPQPER.K;K.AMELDDE

DISYLTNR.A;K.HDPQNQELLDGVR.R;K.LVNAGIVQIR.-  

PFF Mascot score:  [559]          Sequence coverage %: [22] 

Matched peptides No.: [9] 

Calculated Mr:  65314                  Calculated pI: 5.94 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:134 

Accession No.: scaffold0456_1002067.mRNA1  

Protein name：Fructokinase-2  

Peptide sequences: 

K.APGGAPANVAIAVAR.L;R.NPSADMLLKPEELNLELIR.S;K.VFHYGSISLIVEPCR.S;K.DAGALLSYDPNLR.

L;R.LPLWPSPEEAR.E 

PFF Mascot score:  [331]         Sequence coverage %: [22] 

Matched peptides No.: [5] 

Calculated Mr:  35625                    Calculated pI: 5.22 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:135 

Accession No.: scaffold1104_58290.mRNA1  

Protein name：V-type proton ATPase subunit E  

Peptide sequences: 

K.QIQQMVR.F;K.ANEISVSAEEEFNIEK.L;K.IRQEYER.K;K.KIEYSMQLNASR.I;K.IEYSMQLNASR.I;K.EA

AGNDLLNVSHDHHVYK.K;K.DLIVQSLLR.L;K.IVCENTLDAR.L 

PFF Mascot score:  [359]         Sequence coverage %: [34] 

Matched peptides No.: [8] 

Calculated Mr:  26506                    Calculated pI: 7.13 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:136 

Accession No.: scaffold0014_190374.mRNA1  

Protein name：Cysteine proteinase inhibitor  

Peptide sequences: 

K.EVEGSANSVEINSLAR.Y;R.YAVDDYNQK.Q;K.QNALLEFK.K;K.QQVVAGTIYYITLEVTDGGQK.K;K.VW

EKPWLNFK.E 

PFF Mascot score:  [437]        Sequence coverage %: [63] 

Matched peptides No.: [5] 

Calculated Mr:  11236                 Calculated pI: 5.45 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:137 

Accession No.: scaffold0156_1465807.mRNA1  

Protein name：Calmodulin-related protein  

Peptide sequences:   R.VFDKDQNGFISAAELR.H;R.EADVDGDGQINYEEFVK.V 

PFF Mascot score:  [157]      Sequence coverage %: [22] 

Matched peptides No.: [2] 

Calculated Mr:  16894               Calculated pI: 4.11 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:138 

Accession No.: scaffold0582_11826.mRNA1  

Protein name：Pyrophosphate--fructose 6-phosphate 

1-phosphotransferase subunit beta  

Peptide sequences: 

R.FASVYSELQASR.I;K.IGVVLSGGQAPGGHNVISGIFDYLQER.A;K.GSILYGFR.G;K.YVELTADFIYPYR.N;R.

DKIETPEQFK.Q;K.IYSEMIGNVMIDAR.S;R.AASHITLECALQTHPNITIIGEEVAAK.K;K.LTSQSLQLFEFLPL

AIR.E;K.GQSHFFGYEGR.C;K.TGLISSVGNLGAPVAEWTVGGTALTSMMDVER.R 

PFF Mascot score:  [581]        Sequence coverage %: [30] 

Matched peptides No.: [10] 

Calculated Mr:  62382               Calculated pI: 7.18 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 



 

 

 

Matched peptide information: 

 



Spot No.:139 

Accession No.: scaffold0280_1344905.mRNA1  

Protein name：Dynamin-related protein 4C  

Peptide sequences: 

K.SSVLESLAGINLPR.G;K.GIPDLTMIDLPGITR.V;R.IGDESFEDAR.K;K.ILIGGEFDEYLNDHQMHCTAR.L;R

.LVEMLNLYSYELHNCSESDPTR.N;R.NFLVEEIR.V;K.LPNFLPHGAFLSILQR.K;K.LMNQQDTIFR.L;K.EIISE

LMSNQGDVIGR.M 

PFF Mascot score:  [321]        Sequence coverage %: [20] 

Matched peptides No.: [9] 

Calculated Mr:   74278                Calculated pI: 5.73 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 



 

 

 

Matched peptide information: 

 



Spot No.:140 

Accession No.: scaffold0402_442046.mRNA1  

Protein name：2,3-bisphosphoglycerate-independent 

phosphoglyceratemutase  

Peptide sequences: 

K.YIQESFATGTLHLIGLLSDGGVHSR.L;K.ALEYENFDKFDR.V;K.LPSHYLVSPPEIER.T;K.FGHVTFFWNGNR

.S;K.IQILTSHTLQPVPIAIGGPGLAPGVR.F  

PFF Mascot score:  [300]        Sequence coverage %: [15] 

Matched peptides No.: [5] 

Calculated Mr:  61547                Calculated pI: 5.80 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:141 

Accession No.: scaffold0014_3373206.mRNA1  

Protein name：UDP-glucose 6-dehydrogenase 1  

Peptide sequences: 

K.CPSIEVAVVDISVSR.I;K.FQILSNPEFLAEGTAISDLLSPDR.V;R.ETPEGQAAIEALKDVYAQWVPEDR.I;K.L

AANAFLAQR.I;R.LSIYDPQVTDDQIQR.D;K.KFDWDHPLHLQPTSPTTVK.Q 

PFF Mascot score:  [360]         Sequence coverage %: [22] 

Matched peptides No.: [6] 

Calculated Mr:   53491                Calculated pI: 5.90 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 

 



Matched peptide information: 



Spot No.:142 

Accession No.: scaffold0233_1484662.mRNA1  

Protein name：26S proteasome non-ATPase regulatory subunit 

4 homolog  

Peptide sequences: 

M.VLEATMICIDNSEWMR.N;R.FQAQADAVNLICGAK.T;R.IIVFAGSPIK.H;K.SNVALDIVDFGEEEDGKAE

K.L;K.GGEQPSSSQDATMTESASVAASEADNKR.N;R.NDLTDEENALLQQALAMSMDEPASSHELR.D;K.LL

ADQSFVSSILASLPGVDPNDPSVK.D 

PFF Mascot score:  [494]        Sequence coverage %: [35] 

Matched peptides No.: [7] 

Calculated Mr:  42727                  Calculated pI: 4.57 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 



 

Matched peptide information: 



Spot No.:143 

Accession No.: scaffold0347_688965.mRNA1  

Protein name：Annexin D4  

Peptide sequences: 

R.STHFFIEDER.S;R.FENALVLWAMHPWER.D;R.VILEIACTR.S;K.AYHSLYDHSIEEDVAIHVTGSER.K;K.LL

VALVSAYR.Y;K.EIKEEYNSLYGVPLTQK.I;K.DLLLALMTR.D 

PFF Mascot score:  [355]        Sequence coverage %: [27] 

Matched peptides No.: [7] 

Calculated Mr:   39535                 Calculated pI: 7.72 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:144 

Accession No.: scaffold0786_345204.mRNA1  

Protein name：UTP--glucose-1-phosphate uridylyltransferase 

Peptide sequences: 

K.NGFISLVSR.Y;R.YLSGEAQQVEWSK.I;R.LVVEDFTPLPSK.G;K.DGWYPPGHGDVFPSLK.N;K.VQLLEIAQ

VPDEHVSEFK.S;K.VLQLETAAGAAIR.F;K.ATSDLLLVQSDLYTLDDGYVVR.N;K.VTGDVWFGAGVILK.G 

PFF Mascot score:   [449]        Sequence coverage %: [24] 

Matched peptides No.: [8] 

Calculated Mr:  51656                 Calculated pI: 6.08 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 

 



Matched peptide information: 



Spot No.:145 

Accession No.: scaffold0992_72818.mRNA1  

Protein name：Acetyl-CoA acetyltransferase, cytosolic 1  

Peptide sequences: 

M.APAAATAVAAEIKPR.D;R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;K.DGLWDVYNDVGMGSCAEIC

ADNHSITR.E;R.EDQDKFAIHSFER.G;K.FAIHSFER.G;R.GIAAQESGAFAWEIVPVEVSGGR.G;K.VNVHGG

AVSLGHPLGCSGAR.I;R.ILVTLLGVLR.Q 

PFF Mascot score:  [819]         Sequence coverage %: [33] 

Matched peptides No.: [8] 

Calculated Mr:  42105                 Calculated pI: 6.54 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 



Matched peptide information: 



Spot No.:146 

Accession No.: scaffold0624_614895.mRNA1  

Protein name：Uncharacterized protein 

Peptide sequences: 

K.PTAASAVGLAGPGAAEVLPFVDADLKR.I;K.SVDDVIYEVGEGDAR.N;K.HHASILVVGSHGYGAIK.R 

PFF Mascot score:  [372]         Sequence coverage %: [41] 

Matched peptides No.: [3] 

Calculated Mr:  15624                 Calculated pI: 5.74 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:147 

Accession No.: scaffold0198_1471103.mRNA1  

Protein name：Peroxiredoxin-2B  

Peptide sequences: 

M.APIAAGDTVPEGTLAYFDDQDQLQQVSIHSLAAGK.K;K.VVIVGVPGAFTPTCSLK.H;K.HVPGFIER.A;R.

RFALLVDDLK.V;R.FALLVDDLK.V;K.AANLEQGGEFTVSSVDEILK.A 

PFF Mascot score:  [449]        Sequence coverage %: [55] 

Matched peptides No.: [6] 

Calculated Mr:   17542                 Calculated pI: 5.55 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:148 

Accession No.: scaffold0026_327123.mRNA1  

Protein name：Chlorophyllase type 0  

Peptide sequences: 

K.EIEFAAEVGNWLLSGLQSVLPEK.V;R.GGNIAFALALGYSK.T;K.ISALVGLDPVGR.V 

PFF Mascot score:  [147]      Sequence coverage %: [14] 

Matched peptides No.: [3] 

Calculated Mr:   37785          Calculated pI: 6.30 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 



Matched peptide information: 



Spot No.:149 

Accession No.: scaffold0912_275877.mRNA1  

Protein name：Probable rhamnose biosynthetic enzyme 1  

Peptide sequences: 

K.LCESQGIDYTYGSGR.L;R.VSLEADIVNVKPSHVFNAAGVTGR.P;R.TNVVGTLTLADVCR.E;K.EEDTPNFI

GSFYSK.T;K.NYENVCTLR.V;R.MPISSDLSNPR.N;R.NLTGIWNFTNPGVVSHNEILEMYR.D;R.DYVDPNFA

WK.N 

PFF Mascot score:    [493]       Sequence coverage %: [39] 

Matched peptides No.: [8] 

Calculated Mr:   34254                 Calculated pI: 6.47 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:150 

Accession No.: scaffold0290_149234.mRNA1  

Protein name：26S proteasome non-ATPase regulatory subunit 

14 homolog  

Peptide sequences: 

R.MFAGAGGALGHPPPDSPTLDSSEQVYISSLALLK.M;R.AGVPMEVMGLMLGEFVDEYTVR.V;R.LINPQT

MMLGQEPR.Q;R.QTTSNLGHLNKPSIQALIHGLNR.H;R.HYYSIAINYR.K;K.WTDGLTLR.R;K.TNEQTVQE

MLNLAIK.Y 

PFF Mascot score:   [348]        Sequence coverage %: [40] 

Matched peptides No.: [7] 

Calculated Mr:   34884                Calculated pI: 6.31 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 



 

Matched peptide information: 



Spot No.:151 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein 

Peptide sequences: K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score:   [67]        Sequence coverage %: [25] 

Matched peptides No.: [3] 

Calculated Mr:14713                Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:152 

Accession No.: scaffold2538_3915.mRNA1 

Protein name：REF/SRPP-like protein At3g05500 

Peptide sequences: 

K.AGPLKPGVETVEGTVK.S;K.SVVGPVYYK.F;K.AEQCAVTAWR.R;R.LNQLPLFPQVAQVVVPTAAYCSEK.

Y;K.YNQTVLSTFEK.G;R.VSSYLPLVPTER.I  

PFF Mascot score:   [241]       Sequence coverage %: [33] 

Matched peptides No.: [6] 

Calculated Mr:  27100                 Calculated pI: 6.36 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



Matched peptide information: 



Spot No.:153 

Accession No.: scaffold1222_100110.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLDFVQAATVYAR.A;K.SVVRPVYNK.F;R.RVDAYVTVLDR.I;R.VDAYVTVLDR.I;R.ASIQAYSVAPGAAR.

A;R.AVASYLPLHTK.R 

PFF Mascot score:   [241]          Sequence coverage %: [33] 

Matched peptides No.: [6] 

Calculated Mr:  19612                    Calculated pI: 5.28 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:154 

Accession No.: scaffold3444_7763.mRNA1  

Protein name：Elicitor-responsive protein 3  

Peptide sequences: 

M.PLGTVEVLLVGAK.G;K.GLENTDFLNGVDPYVVLACR.T;K.GSEPEWNEK.F;K.FSFEVSDGDTELTLK.I;K.I

MDSDVGAADDFVGEATIPLEPLFLEGNLPSTAYK.V;K.GEITVGLTFTPEVEMDNVGVDGYDFR.L 

PFF Mascot score:   [467]         Sequence coverage %: [84] 

Matched peptides No.: [6] 

Calculated Mr:  15249                Calculated pI: 4.06 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:155 

Accession No.: scaffold1479_76107.mRNA1  

Protein name：Acetyl-CoA acetyltransferase, cytosolic 1  

Peptide sequences: 

R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;K.DGLWDVFNDVGMGSCAEICADNHSITR.E;R.EDQDNYA

IHSFER.G;R.GIAAQDSGAFAWEIVPVEVSGGR.G;K.VNVHGGAVSLGHPLGCSGAR.I;R.ILVTLLGVLR.Q 

PFF Mascot score:  [523]           Sequence coverage %: [29] 

Matched peptides No.: [6] 

Calculated Mr:  41646                    Calculated pI: 6.01 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 
 

 

 



Matched peptide information: 



Spot No.:156 

Accession No.: scaffold1375_37486.mRNA1  

Protein name：Profilin-1  

Peptide sequences:  K.YMVIQGEAGAVIR.G;K.TNQALIIGIYDEPMTPGQCNMIVER.L 

PFF Mascot score:   [182]       Sequence coverage %: [29] 

Matched peptides No.: [2] 

Calculated Mr:   14238                 Calculated pI: 4.63 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:157 

Accession No.: scaffold0434_14371.mRNA1  

Protein name：Glutathione S-transferase F9  

Peptide sequences: 

K.LQPFGALPVIQDGDYTLYESR.A;K.VLDVYEER.L;K.YLAGDFFSLADLSHLPFTQYLVGPINK.E;K.HVSAW

WDQISSR.P 

PFF Mascot score:   [213]       Sequence coverage %: [30] 

Matched peptides No.: [4] 

Calculated Mr:  25501                  Calculated pI: 8.44 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:158 

Accession No.: scaffold0427_434785.mRNA1  

Protein name：Superoxide dismutase [Mn], mitochondrial  

Peptide sequences: 

K.FNGGGHVNHSIFWK.N;R.EGGGEPPHSSLGWAIDTDFGSLEK.L;K.INAEGAALQGSGWVWLALDK.E;K.

GPSLIPLLGIDVWEHAYYLQYK.N;K.NVRPDYLK.N 

PFF Mascot score:   [393]         Sequence coverage %: [37] 

Matched peptides No.: [5] 

Calculated Mr:  26153                   Calculated pI: 7.82 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:159 

Accession No.: scaffold0168_73087.mRNA1  

Protein name：Abscisic stress-ripening protein 1  

Peptide sequences:  K.HHHHHPFHHHK.D;  R.HKIEEEAAAALAVGAGGFAFHEK.H 

PFF Mascot score:  [136]         Sequence coverage %: [24] 

Matched peptides No.: [2] 

Calculated Mr:  15800                Calculated pI: 6.13 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:160 

Accession No.: scaffold0135_1578719.mRNA1  

Protein name：Probable glutathione S-transferase  

Peptide sequences: 

K.SPLLLQMNPVHK.K;K.IPVLIHNGKPICESLIAVQYVDEVWK.D;R.FWADFIDK.K;R.FWADFIDKK.I;K.VY

EFVLVLK.K 

PFF Mascot score:   [267]       Sequence coverage %: [25] 

Matched peptides No.: [5] 

Calculated Mr:  25563                Calculated pI: 6.23 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:161 

Accession No.: scaffold0299_222985.mRNA1  

Protein name：Aspartic proteinase A1  

Peptide sequences: K.GEEGGEIVFGGIDSNHYK.G;K.AIADSGTSLLAGPTTVITQINR.A 

PFF Mascot score:  [211]   Sequence coverage %: [7] 

Matched peptides No.: [2] 

Calculated Mr:  55900             Calculated pI: 5.03 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 



Matched peptide information: 



Spot No.:162 

Accession No.: scaffold1222_175215.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences:  K.FADNQVDASVTLVLR.Y;R.AALALVSYLPLPTNR.L 

PFF Mascot score:  [178]     Sequence coverage %: [13] 

Matched peptides No.: [2] 

Calculated Mr:   23621           Calculated pI: 5.33 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:163 

Accession No.: scaffold0888_274749.mRNA1  

Protein name：Putative lactoylglutathionelyase  

Peptide sequences: 

R.FLHVVYR.V;K.FYTECFGMK.L;K.DPDGYIFELIQR.G;R.GPTPEPLCQVMLR.V;K.GNAYAQVAIGTDDVYK

.S;K.SAEVVNLVTQELGGK.I;K.ITSFLDPDGWK.T 

PFF Mascot score:   [380]       Sequence coverage %: [28] 

Matched peptides No.: [7] 

Calculated Mr:   32858               Calculated pI: 5.06 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

 

 

 

 

 



 

Matched peptide information: 



Spot No.:164 

Accession No.: scaffold1102_118530.mRNA1  

Protein name：Proteasome subunit alpha type-2-A  

Peptide sequences: 

K.IQILTPNIGVVYSGMGPDFR.V;R.LYKEPIPVTQLVR.E;K.EPIPVTQLVR.E;R.ETAAVMQEFTQSGGVR.P;R

.ETAAVMQEFTQSGGVRPFGVSLLVAGYDDK.G  

PFF Mascot score:   [245]        Sequence coverage %: [55] 

Matched peptides No.: [5] 

Calculated Mr:   25614                 Calculated pI: 5.73 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 





Spot No.:165 

Accession No.: scaffold0582_11826.mRNA1  

Protein name：Pyrophosphate--fructose 6-phosphate 

1-phosphotransferase subunit beta  

Peptide sequences: 

R.FASVYSELQASR.I;K.IGVVLSGGQAPGGHNVISGIFDYLQER.A;K.YVELTADFIYPYR.N;R.DKIETPEQFK.

Q;K.IYSEMIGNVMIDAR.S;K.LTSQSLQLFEFLPLAIR.E;K.GQSHFFGYEGR.C 

PFF Mascot score:  [313]       Sequence coverage %: [18] 

Matched peptides No.: [7] 

Calculated Mr:  62382                Calculated pI: 7.18 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:166 

Accession No.: scaffold1222_136753.mRNA1  

Protein name：Rubber elongation factor protein  

Peptide sequences: 

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.NVAVPLYNR.F;R.FSYIPNGALK.

F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A 

PFF Mascot score:     [368]     Sequence coverage %: [63] 

Matched peptides No.: [6] 

Calculated Mr:  14713                Calculated pI: 5.04 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 

Matched peptide information: 



Spot No.:167 

Accession No.: scaffold0530_34184.mRNA1  

Protein name：Heat shock 70 kDa protein 5  

Peptide sequences: 

K.AIGIDLGTTYSCVGVWQIDR.V;R.TTPSYVAFTDTER.L;K.NAVITVPAYFNDSQR.Q;R.TLSSTTQTTIEIDSL

YEGIDFYATITR.A;R.ARFEELNMDLFR.K;R.FEELNMDLFR.K;K.EQIFSTYSDNQTSVLIQVYEGER.A;K.LEN

YAYNMR.N  

PFF Mascot score:  [604]    Sequence coverage %: [18] 

Matched peptides No.: [8] 

Calculated Mr:  72149              Calculated pI: 5.36 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptide information: 



Spot No.:168 

Accession No.: scaffold0470_417147.mRNA1  

Protein name：Phosphoinositide phospholipase C 2  

Peptide sequences: 

R.VIELDIWPNSNKDNVEVLHGR.T;R.TLTAPVELIK.C;R.SIQEHAFTASDYPVIITLEDHLTPDLQAK.V;K.SSPH

GDVFNPR.V;K.VYMGEGWFNDFQGK.S;K.SFDAFSSPDFYVR.V;K.FPLTVPELALLR.I;R.IEVYDYDMSEKD

DFAGQTCLPVFELR.R;K.DDFAGQTCLPVFELR.R 

PFF Mascot score:  [614]    Sequence coverage %: [24] 

Matched peptides No.: [9] 

Calculated Mr:  63738            Calculated pI: 5.38 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 



Spot No.:169 

Accession No.: scaffold0470_417147.mRNA1  

Protein name：Phosphoinositide phospholipase C 2  

Peptide sequences: 

R.VIELDIWPNSNKDNVEVLHGR.T;R.SIQEHAFTASDYPVIITLEDHLTPDLQAK.V;K.SSPHGDVFNPR.V;K.V

YMGEGWFNDFQGK.S;K.SFDAFSSPDFYVR.V;K.FPLTVPELALLR.I;R.IEVYDYDMSEKDDFAGQTCLPVFE

LR.R;K.DDFAGQTCLPVFELR.R 

PFF Mascot score:  [549]       Sequence coverage %: [22] 

Matched peptides No.: [8] 

Calculated Mr:  63738                Calculated pI: 5.38 

 

Data base searched result: 

 

Matched peptide sequences: shown in Bold Red 

 



Matched peptide information: 

 


