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Supplementary Figures and Tables 

Supplementary Figure S1: Identification of the high abundant latex proteins in 2-DE 

gels. 

Supplementary Figure S2: Classification and functional analysis of the identified 

main latex proteins. 

Supplementary Figure S3: Identification of the differentially expressed latex 

proteins in DIGE gels. 

Supplementary Figure S4: Identification of ethylene responsive latex proteins by 

iTRAQ. 

Supplementary Figure S5: Information of the 59 phosphorlated latex proteins. 

Supplementary Figure S6: Antibody information. 

Supplementary Figure S7: Primers used in RT-PCR. 

Supplementary Table S1: MS identification of high abundant rubber latex proteins 

2-DE gels. 

Supplementary Table S2: MS identification of the differential latex proteins in 

DIGE gels. 

Supplementary Table S3: MS information of ethylene responsive latex proteins by 

iTRAQ. 

Supplementary Table S4: MS identification of the phosphorlated latex proteins. 
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Supplementary Figure S1:  

Annotated spectra for the 252 total latex protein spots 

and 35 bands identified by PMF and the combination 

results of PMF and PFF. 

Spot numbers of the 252 proteins correspond to the proteins 

that listed in detail. 

 

CID: collision induced desorption; 

MALDI TOF:  

matrix assisted laser desorption/ionization time of flight;  

MS: mass spectrometry; 

PMF: peptide mass fingerprinting; 

PFF: peptide fragment fingerprinting. 
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Spot No.: 1 

NCBI accession No.: gi|132270  Species: Hevea brasiliensis  

Protein name：Rubber elongation factor protein; Short=REF; 

AltName: Allergen=Hev b 1 

Mascot score: 122               Sequence coverage %: 73     

Matched peptides No.: 9          Total peptides No.: 23 

Calculated Mr: 14713               Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 2    

NCBI accession No.: gi|132270  Species:  Hevea brasiliensis  

Protein name：Rubber elongation factor protein; Short=REF; 

AltName: Allergen=Hev b 1 

Mascot score: 142               Sequence coverage %: 81     

Matched peptides No.: 10          Total peptides No.: 17 

Calculated Mr: 14713               Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 3    

NCBI accession No.: gi|132270  Species:  Hevea brasiliensis  

Protein name：Rubber elongation factor protein; Short=REF; 

AltName: Allergen=Hev b 1 

Mascot score: 95                 Sequence coverage %: 56    

Matched peptides No.: 8           Total peptides No.: 42 

Calculated Mr: 14713              Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 7



Spot No.: 4    

NCBI accession No.: gi|14423933  Species:  Hevea brasiliensis  

Protein name：Small rubber particle protein; Short=SRPP; AltName: Full=22 

kDa rubber particle protein; Short=22 kDa RPP; AltName: Full=27 kDa natural 
rubber allergen; AltName: Full=Latex allergen Hev b 3 

Mascot score: 119                 Sequence coverage %: 75   

Matched peptides No.: 12           Total peptides No.: 52 

Calculated Mr: 22331               Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 5    

NCBI accession No.: gi|14423933  Species:  Hevea brasiliensis  

Protein name：Small rubber particle protein; Short=SRPP; AltName: Full=22 

kDa rubber particle protein; Short=22 kDa RPP; AltName: Full=27 kDa natural 
rubber allergen; AltName: Full=Latex allergen Hev b 3 

Mascot score: 122                 Sequence coverage %: 85   

Matched peptides No.: 13           Total peptides No.: 55 

Calculated Mr: 22331               Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 6    

NCBI accession No.: gi|14423933  Species:  Hevea brasiliensis  

Protein name：Small rubber particle protein; Short=SRPP; AltName: Full=22 

kDa rubber particle protein; Short=22 kDa RPP; AltName: Full=27 kDa natural 
rubber allergen; AltName: Full=Latex allergen Hev b 3 

Mascot score: 135                 Sequence coverage %: 75   

Matched peptides No.: 12           Total peptides No.: 31 

Calculated Mr: 22331               Calculated pI: 4.80 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 7    

NCBI accession No.: gi| 29170601    Species: Hevea brasiliensis 

PFF score: [121]       Protein name：small rubber particle protein 

Matched peptides No.: [2]   Sequence coverage %: [23]    

Matched sequences: K.ENENFQQEANEQEEK.L;  

                         K.QLPTQACDTSVK.E        

Calculated Mr: 12769                 Calculated pI: 4.61 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 8 

NCBI accession No.: gi| 29170601    Species: Hevea brasiliensis 

PFF score: [110]       Protein name：small rubber particle protein 

Matched peptides No.: [1]   Sequence coverage %: [15]    

Matched sequences: K.DNSGPLKPGVETIEGVAK.T 

Calculated Mr: 12769                 Calculated pI: 4.61 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 9    

NCBI accession No.: gi|388503664  Species: Lotus japonicus  

Protein name：unknown 

Mascot score: 93                  Sequence coverage %: 45   

Matched peptides No.: 13           Total peptides No.: 48 

Calculated Mr: 29537              Calculated pI: 4.79 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 10    

NCBI accession No.: gi|3288200  Species: Hevea brasiliensis  

Protein name: latex allergen  

Mascot score: 209                  Sequence coverage %: 68  

Matched peptides No.: 22           Total peptides No.: 42 

Calculated Mr: 43020              Calculated pI: 5.00 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 11 

NCBI accession No.: gi|6707018   Species: Hevea brasiliensis  

Protein name: latex protein allergen Hev b 7  

Mascot score: 172                  Sequence coverage %: 45  

Matched peptides No.: 17            Total peptides No.: 45 

Calculated Mr: 43107                 Calculated pI: 5.00 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 12    

NCBI accession No.: gi|4235430   Species: Hevea brasiliensis  

Protein name: latex-abundant protein 

Mascot score: 82                  Sequence coverage %: 49 

Matched peptides No.: 15           Total peptides No.: 29 

Calculated Mr: 46443                Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 13    

NCBI accession No.: gi|4235430   Species: Hevea brasiliensis  

Protein name: latex-abundant protein   

Mascot score: 96                  Sequence coverage %: 54 

Matched peptides No.: 15            Total peptides No.: 37 

Calculated Mr: 46443                  Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 14    

NCBI accession No.: gi|20559   Species: Petunia x hybrida  

Protein name: hsp70 (AA 6 - 651)   

Mascot score: 103                  Sequence coverage %: 40 

Matched peptides No.: 24             Total peptides No.: 41 

Calculated Mr: 71137                   Calculated pI: 5.07 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 15    

NCBI accession No.: gi|58013197   Species: Isatis tinctoria  

Protein name: actin   

Mascot score: 142                  Sequence coverage %: 51 

Matched peptides No.: 16             Total peptides No.: 36 

Calculated Mr: 42020                  Calculated pI: 5.31 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 16    

NCBI accession No.: gi|2506211  

Species: Vigna radiata var. radiata  

Protein name: V-type proton ATPase catalytic subunit A    

PMF Mascot score: 145             Sequence coverage %: 45  

Matched peptides No.: 27             Total peptides No.: 69 

Calculated Mr: 68923                   Calculated pI: 5.30 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 17 

NCBI accession No.: gi|357480067  Species: Medicago truncatula 

Protein name: Leucine aminopeptidase    

Mascot score: 92                  Sequence coverage %: 31 

Matched peptides No.: 16           Total peptides No.: 69 

Calculated Mr: 59856                Calculated pI: 7.56 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 18    

NCBI accession No.: gi|219885949  Species: Zea mays 

Protein name: unknown    

Mascot score: 81                  Sequence coverage %: 35 

Matched peptides No.: 8           Total peptides No.: 46 

Calculated Mr: 30752               Calculated pI: 5.91 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 19    

NCBI accession No.: gi|242059605     Species: Sorghum bicolor 

PFF score: [101]         

Protein name：hypothetical protein SORBIDRAFT_03g043200   

Matched peptides No.: [1]   Sequence coverage %: [6]    

Matched sequences: R.FFPSEFGNDVDHVHAVEPAK.S;        

Calculated Mr: 34294                 Calculated pI: 5.93 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: 20    

NCBI accession No.: gi|30575570   Species: Citrus x paradisi 

PFF score: [86]        Protein name：HSP19 class II, partial    

Matched peptides No.: [1]   Sequence coverage %: [15]    

Matched sequences:  K.VQVEDDNVLLISGER.K;        

Calculated Mr: 11191                 Calculated pI: 8.01 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: 21    

NCBI accession No.: gi|27449246    Species: Hevea brasiliensis 

Protein name: Cu/Zn superoxide dismutase    

Mascot score: 83                  Sequence coverage %:48 

Matched peptides No.: 7            Total peptides No.: 21 

Calculated Mr: 15726               Calculated pI: 5.73 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 22    

NCBI accession No.: gi|37806305    

Species: Oryza sativa Japonica Group 

PFF score: [60]        Protein name：hypothetical protein     

Matched peptides No.: [2]   Sequence coverage %: [3]    

Matched sequences:  K.LGTLVLGDRPR.L ; K.LGTLVLGDRPR.L       

Calculated Mr: 35105                 Calculated pI: 8.29 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: 23    

NCBI accession No.: gi|10946499    Species: Hevea brasiliensis 

Protein name: beta-1,3-glucanase     

Mascot score: 85                  Sequence coverage %:43 

Matched peptides No.: 14            Total peptides No.: 53 

Calculated Mr: 35295               Calculated pI: 9.46 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 24   

NCBI accession No.: gi|78216493    Species: Malus x domestica 

Protein name: cytosolic malate dehydrogenase      

Mascot score: 82                  Sequence coverage %:54 

Matched peptides No.: 15            Total peptides No.: 50 

Calculated Mr: 35970               Calculated pI: 6.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 25    

NCBI accession No.: gi|257219562   Species: Jatropha curcas 

PFF score: [81]           Protein name：annexin-like protein     

Matched peptides No.: [2]   Sequence coverage %: [5]    

Matched sequences:  K.AFEGWGTNEK.A ; R.WILDPEDR.D       

Calculated Mr: 36015                 Calculated pI: 6.41 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: 26    

NCBI accession No.: gi|3451147   Species: Hevea brasiliensis 

PFF score: [56]           Protein name：chitinase     

Matched peptides No.: [1]   Sequence coverage %: [4]    

Matched sequences:  K.VYLTAAPQCPFPDR.Y       

Calculated Mr: 34138                 Calculated pI: 8.72 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: 27   

NCBI accession No.: gi|4469175    Species: Hevea brasiliensis 

Protein name: beta-1,3-glucanase       

Mascot score: 97                  Sequence coverage %:46 

Matched peptides No.: 16            Total peptides No.: 107 

Calculated Mr: 38930               Calculated pI: 9.45 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 28   

NCBI accession No.: gi|124365253  Species: Hevea brasiliensis 

Protein name: beta-1,3-glucanase        

Mascot score: 99                   Sequence coverage %:37 

Matched peptides No.: 15            Total peptides No.: 44 

Calculated Mr: 41543               Calculated pI: 9.40 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 29   

NCBI accession No.: gi|124365253  Species: Hevea brasiliensis 

Protein name: beta-1,3-glucanase        

Mascot score: 109                   Sequence coverage %:38 

Matched peptides No.: 15              Total peptides No.: 35 

Calculated Mr: 41543                    Calculated pI: 9.40 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 30 

NCBI accession No.: gi|255540341  Species: Ricinus communis 

Protein name: glyceraldehyde 3-phosphate dehydrogenase, putative    

Mascot score: 86                   Sequence coverage %:42 

Matched peptides No.: 14            Total peptides No.: 57 

Calculated Mr: 36930                Calculated pI: 7.10 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 31   

NCBI accession No.: gi|4539543  Species: Nicotiana tabacum 

Protein name: glyceraldehyde-3-phosphate dehydrogenase     

Mascot score: 121                   Sequence coverage %:47 

Matched peptides No.: 19            Total peptides No.: 89 

Calculated Mr: 36816                Calculated pI: 7.70 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 32   

NCBI accession No.: gi|32527831   

Species: Populus tremula x Populus tremuloides 

Protein name: UDP-glucose pyrophosphorylase     

Mascot score: 99                   Sequence coverage %:40 

Matched peptides No.: 18            Total peptides No.: 102 

Calculated Mr: 51949                 Calculated pI: 5.68 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
 

 36



Spot No.: 33   

NCBI accession No.: gi|6707018  Species: Hevea brasiliensis 

Protein name: latex protein allergen Hev b 7     

Mascot score: 171                   Sequence coverage %:79 

Matched peptides No.: 26            Total peptides No.: 67 

Calculated Mr: 43107                Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 37



Spot No.: 34   

NCBI accession No.: gi|158144895  Species:Gossypium hirsutum 

Protein name: enolase     

Mascot score: 123                   Sequence coverage %:39 

Matched peptides No.: 14              Total peptides No.: 48 

Calculated Mr: 47982                    Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 35    

NCBI accession No.: gi|3288200   Species: Hevea brasiliensis 

PFF score: [81]                  

Protein name：latex allergen   

Matched peptides No.: [2]         Sequence coverage %: [4]  

Matched sequences: R.DTYDPIHSIGPIYDGEYLR.E； 

R.DTYDPIHSIGPIYDGEYLR.E    

Calculated Mr: 43020                Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 39



Spot No.: 36    

NCBI accession No.: gi|1916805    Species: Hevea brasiliensis 

PFF score: [138]                  

Protein name：latex patatin homolog   

Matched peptides No.: [2]         Sequence coverage %: [8]  

Matched sequences: K.SLDCEDYYLR.I； 

R.IQDDTLTGEESSGHIATEENLQR.L    

Calculated Mr: 43035                Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 37    

NCBI accession No.: gi|41581137     Species: Hevea brasiliensis 

Protein name：putative latex allergen hev b 7.02 

PMF score: 152                   Sequence coverage %: 44    

Matched peptides No.: 16         Total peptides No.: 39 

Calculated Mr: 43027             Calculated pI: 5.12 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 38    

NCBI accession No.: gi|41581137     Species: Hevea brasiliensis 

Protein name：putative latex allergen hev b 7.02 

PMF score: 142                   Sequence coverage %: 42    

Matched peptides No.: 15           Total peptides No.: 51 

Calculated Mr: 43027                Calculated pI: 5.12 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 39    

NCBI accession No.: gi|255556934     Species: Ricinus communis 

Protein name：Transitional endoplasmic reticulum ATPase, putative 

PMF score: 136                   Sequence coverage %: 31    

Matched peptides No.: 25            Total peptides No.: 59 

Calculated Mr: 90355                  Calculated pI: 5.13 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 40    

NCBI accession No.: gi|149938964     Species: Actinidia deliciosa 

Protein name：ACT1 

PMF score: 125                   Sequence coverage %: 57    

Matched peptides No.: 19            Total peptides No.: 56 

Calculated Mr: 41865                 Calculated pI: 5.31 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 41    

NCBI accession No.: gi|159489771     

Species: Chlamydomonas reinhardtii 

Protein name：predicted protein 

PMF score: 83                   Sequence coverage %: 37    

Matched peptides No.: 13          Total peptides No.: 42 

Calculated Mr: 41375               Calculated pI: 9.34 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 42    

NCBI accession No.: gi|14423688     

Species: Hevea brasiliensis 

Protein name：Enolase 1; AltName: Full=2-phospho-D-glycerate 

hydro-lyase 1; AltName: Full=2-phosphoglycerate dehydratase 1; 

AltName: Allergen=Hev b 9 

PMF score: 97                   Sequence coverage %: 39    

Matched peptides No.: 14          Total peptides No.: 24 

Calculated Mr: 48029               Calculated pI: 5.57 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 44  

NCBI accession No.: gi|382929047 Species: Hypselodelphys hirsuta 

Protein name：maturase K (chloroplast) 

PMF score: 82                   Sequence coverage %: 28    

Matched peptides No.: 15         Total peptides No.: 41 

Calculated Mr: 62643             Calculated pI: 9.61 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 45    

NCBI accession No.: gi|4469175    Species: Hevea brasiliensis 

Protein name：beta-1,3-glucanase 

PMF score: 156                   Sequence coverage %: 55    

Matched peptides No.: 19         Total peptides No.: 37 

Calculated Mr: 38930             Calculated pI: 9.45 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 46    

NCBI accession No.: gi|4469175    Species: Hevea brasiliensis 

Protein name：beta-1,3-glucanase 

PMF score: 126                   Sequence coverage %: 55    

Matched peptides No.: 19         Total peptides No.: 37 

Calculated Mr: 38930             Calculated pI: 9.45 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 47 

NCBI accession No.: gi|225438145        Species: Vitis vinifera 

PFF score: [65]                  

Protein name：PREDICTED: malate dehydrogenase, cytoplasmic   

Matched peptides No.:  [1]         Sequence coverage %:  [3]  

Matched sequences: K.IVQGLHIDEFSR.K    

Calculated Mr: 35881                Calculated pI: 6.18 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 48    

NCBI accession No.: gi|225438145   Species: Vitis vinifera 

PFF score:  [85]                  

Protein name：PREDICTED: malate dehydrogenase, cytoplasmic   

Matched peptides No.:  [1]         Sequence coverage %:  [3]  

Matched sequences: K.IVQGLHIDEFSR.K    

Calculated Mr: 35881                Calculated pI: 6.18 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 49   

NCBI accession No.: gi|255552291    Species: Ricinus communis 

PFF score:  [75]                  

Protein name：short chain dehydrogenase, putative   

Matched peptides No.:  [1]         Sequence coverage %:  [5]  

Matched sequences: K.DPIAIPTDVGFEENCR.K    

Calculated Mr: 32148                Calculated pI: 6.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 50    

NCBI accession No.: gi|29170601     Species: Hevea brasiliensis 

PFF score:  [240]                  

Protein name：small rubber particle protein   

Matched peptides No.:  [2]         Sequence coverage %:  [28]  

Matched sequences: K.ENENFQQEANEQEEK.L； 

K.DNSGPLKPGVETIEGVAK.T    

Calculated Mr: 12769                Calculated pI: 4.61 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 51  

NCBI accession No.: gi|132270    Species: Hevea brasiliensis 

Protein name： Rubber elongation factor protein 

PMF score: 103                   Sequence coverage %: 78    

Matched peptides No.: 10         Total peptides No.: 43 

Calculated Mr: 14713             Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 52    

NCBI accession No.: gi|132270    Species: Hevea brasiliensis 

Protein name： Rubber elongation factor protein 

PMF score: 115                   Sequence coverage %: 78    

Matched peptides No.: 10         Total peptides No.: 33 

Calculated Mr: 14713             Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 53 

NCBI accession No.: gi|115187464     Species: Arachis hypogaea 

PFF score:  [61]                  

Protein name：thioredoxin fold   

Matched peptides No.:  [1]         Sequence coverage %:  [4]  

Matched sequences: K.HVPGFIER.A    

Calculated Mr: 17525                Calculated pI: 5.57 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 54    

NCBI accession No.: gi|34538473    Species: Hordeum vulgare 

Protein name：caleosin 1 

PMF score: 84                   Sequence coverage %: 19    

Matched peptides No.: 10         Total peptides No.: 37 

Calculated Mr: 34330             Calculated pI: 6.11 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 55    

NCBI accession No.: gi|225440278    Species: Vitis vinifera 

Protein name：PREDICTED: hypothetical protein 

PMF score: 88                   Sequence coverage %: 41    

Matched peptides No.: 7         Total peptides No.: 14 

Calculated Mr: 19226             Calculated pI: 9.57 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 56 

NCBI accession No.: gi|2213877  Species:  Hevea brasiliensis  

Protein name：glutamine synthetase  

PMF score: 83               Sequence coverage %: 38     

Matched peptides No.: 14          Total peptides No.: 76 

Calculated Mr: 39504               Calculated pI: 5.81 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 57    

NCBI accession No.: gi|172050753   Species: Capparis spinosa  

Protein name：70 kDa heat shock protein   

PMF score: 102                Sequence coverage %: 36    

Matched peptides No.: 19          Total peptides No.: 58 

Calculated Mr: 71456               Calculated pI: 5.21 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 58    

NCBI accession No.: gi|762844   Species: Solanum lycopersicum 

PFF score: [151]                 Protein name：Hsc70 

 Matched peptides No.: [3]        Sequence coverage %: [10]    

Matched sequences:  K.ATAGDTHLGGEDFDNR.M; 

R.TLSSTAQTTIEIDSLYEGIDFYTTITR.A;   
K.EQVFSTYSDNQPGVLIQVYEGER.A       

Calculated Mr: 71869                 Calculated pI: 5.18 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 59    

NCBI accession No.: gi|356552478   Species: Glycine max  

Protein name：PREDICTED: heat shock cognate protein 80-like   

Mascot score: 107                Sequence coverage %: 25    

Matched peptides No.: 21          Total peptides No.: 54 

Calculated Mr: 80422               Calculated pI: 4.98 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 60 

NCBI accession No.: gi|356510919   Species: Glycine max 

PFF score: [51]                  

Protein name：PREDICTED: UDP-glycosyltransferase 75D1-like 

 Matched peptides No.: [1]        Sequence coverage %: [2]    

Matched sequences: K.CVEEVMGSGELR.R     

Calculated Mr: 52131                 Calculated pI: 5.07 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 61    

NCBI accession No.: gi|255560725   Species: Ricinus communis  

Protein name：dead box ATP-dependent RNA helicase, putative   

Mascot score: 144                Sequence coverage %: 68    

Matched peptides No.: 25          Total peptides No.: 91 

Calculated Mr: 47097               Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 65



Spot No.: 62    

NCBI accession No.: gi|4235430   Species: Hevea brasiliensis 

PFF score: [142]          Protein name：latex-abundant protein  

Matched peptides No.: [9]        Sequence coverage %: [16]    

Matched sequences: R.SAEPGDLLFVHYSGHGTR.L; 

R.EFVDQVPHGCR.I; 
R.EFVDQVPHGCR.I;  
K.QTIQDAFESR.G; 
K.QTIQDAFESR.G;  
R.VVEEDYGDSGYVK.S; 
R.VVEEDYGDSGYVK.S; 
K.LRPTLFDMFGDDASPK.V +Oxidation(M); 
K.LRPTLFDMFGDDASPK.V + Oxidation (M) 

Calculated Mr: 46443                 Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 63    

NCBI accession No.: gi|255578278  Species: Ricinus communis 

PFF score: [76]  

Protein name:hypothetical protein RCOM_0537780  

Matched peptides No.: [3]        Sequence coverage %: [6]    

Matched sequences: K.QESEYGSGGYGR.R; 

                         R.KPSYGEEGGYGER.T ;  
R.KPSYGEEGGYGER.T 

Calculated Mr: 41389                 Calculated pI: 4.65 

Probability Based Mowse Score: 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 64    

NCBI accession No.: gi|5302811   Species: Arabidopsis thaliana 

PFF score: [98] Protein name:putative serine protease-like protein 

Matched peptides No.: [1]        Sequence coverage %: [2]    

Matched sequences: R.QEQAAFIEEISR.T 

Calculated Mr: 47129                 Calculated pI: 5.15 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 65    

NCBI accession No.: gi|2506277   Species: Pisum sativum  

Protein name： RuBisCO large subunit-binding protein subunit beta 

PMF score: 102                Sequence coverage %: 34    

Matched peptides No.: 17          Total peptides No.: 54 

Calculated Mr: 63287               Calculated pI: 5.85 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 66    

NCBI accession No.: gi|255543357   Species: Ricinus communis  

Protein name：heat shock protein, putative  

PMF score: 88                Sequence coverage %: 29    

Matched peptides No.: 18          Total peptides No.: 79 

Calculated Mr: 71965               Calculated pI: 5.27 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 67    

NCBI accession No.: gi|224100473  Species: Populus trichocarpa 

PFF score: [91]            Protein name: predicted protein  

Matched peptides No.: [1]        Sequence coverage %: [3]    

Matched sequences: R.SPPIEEVIQAGVVPR.F 

Calculated Mr: 46093                 Calculated pI: 4.54 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 68    

NCBI accession No.: gi|31580730   Species: Hevea brasiliensis  

Protein name：latex cyanogenic beta glucosidase   

PMF score: 84                Sequence coverage %: 27    

Matched peptides No.: 12          Total peptides No.: 51 

Calculated Mr: 56325               Calculated pI: 5.72 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 69   

NCBI accession No.: gi|2501850   Species: Nicotiana tabacum  

Protein name：GDP dissociation inhibitor    

PMF score: 83                Sequence coverage %: 34    

Matched peptides No.: 16          Total peptides No.: 62 

Calculated Mr: 50127               Calculated pI: 5.44 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 70    

NCBI accession No.: gi|2501850  Species: Nicotiana tabacum 

PFF score: [202]        Protein name: GDP dissociation inhibitor  

Matched peptides No.: [5]        Sequence coverage %: [8]    

Matched sequences: K.AVDGSFVYNK.G; 

K.THEGMDLTR.V; 
K.LYAESLAR.F; 
K.KVVCDPSYLPNK.V; 
K.VVCDPSYLPNK.V 

Calculated Mr: 50127                 Calculated pI: 5.44 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 71 

NCBI accession No.: gi|359478860   Species: Vitis vinifera  

Protein name：PREDICTED: 26S protease regulatory subunit 6B homolog 

PMF score: 147                Sequence coverage %: 47    

Matched peptides No.: 18          Total peptides No.: 44 

Calculated Mr: 47196               Calculated pI: 5.42 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 72    

NCBI accession No.: gi|224071449  Species: Populus trichocarpa 

PFF score: [128]                 Protein name:predicted protein  

Matched peptides No.: [3]        Sequence coverage %: [4]    

Matched sequences:R.EIYIAFR.G ;  

K.NKIDVIPHYPGR.L ; 
K.IDVIPHYPGR.L ;  

Calculated Mr: 47121                 Calculated pI: 5.28 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

 76



Spot No.: 73    

NCBI accession No.: gi|32186912  Species: Gossypium hirsutum  

Protein name：actin  

PMF score: 178                Sequence coverage %: 57    

Matched peptides No.: 19          Total peptides No.: 35 

Calculated Mr: 41936               Calculated pI: 5.37 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 74    

NCBI accession No.: gi|297816956  

Species: Arabidopsis lyrata subsp. lyrata 

PFF score: [70] 

Protein name:hypothetical protein ARALYDRAFT_486071   

Matched peptides No.: [3]        Sequence coverage %: [5]    

Matched sequences:K.APLLIGCDVR.N ;  

K.EVIAVNQDPLGVQGR.K; 
K.EVIAVNQDPLGVQGR.K 

Calculated Mr: 48033                 Calculated pI: 4.79 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 75   

NCBI accession No.: gi|3264769  Species: Prunus armeniaca 

PFF score: [74]     Protein name:late embryogenesis-like protein 

Matched peptides No.: [1]        Sequence coverage %: [8]    

Matched sequences: K.LVSGLIPDAGTIHAHGEETVK.V 

Calculated Mr: 28937                 Calculated pI: 4.72 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 76    

NCBI accession No.: gi|168066110   

Species: Physcomitrella patens subsp. patens  

Protein name：predicted protein    

PMF score: 81                Sequence coverage %: 39    

Matched peptides No.: 15          Total peptides No.: 82 

Calculated Mr: 41963               Calculated pI: 5.24 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 77   

NCBI accession No.: gi|388503664  Species: Lotus japonicus  

Protein name：unknown    

PMF score: 109                Sequence coverage %: 43    

Matched peptides No.: 13          Total peptides No.: 37 

Calculated Mr: 29537               Calculated pI: 4.79 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 78    

NCBI accession No.: gi|115468882   

Species: Oryza sativa Japonica Group 

PFF score: [71]                 Protein name:Os06g0608500 

Matched peptides No.: [1]        Sequence coverage %: [6]    

Matched sequences: R.LYEQQIEQLGNFQLR.I 

Calculated Mr: 24269                Calculated pI: 4.84 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 79    

NCBI accession No.: gi|356532109  Species: Glycine max 

PFF score: [104]                  

Protein name: 2,3-bisphosphoglycerate-independent 

phosphoglycerate mutase-like 

Matched peptides No.: [3]        Sequence coverage %: [7]    

Matched sequences: K.ALEYENFDKFDR.V ;  

K.ALEYENFDKFDR.V; 
R.AHGTAVGLPTEDDMGNSEVGHNALGAGR.I + Oxidation (M) 

Calculated Mr: 61059                Calculated pI: 5.51 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 80    

NCBI accession No.: gi|224056489  Species: Populus trichocarpa  

Protein name：predicted protein     

Mascot score: 90                Sequence coverage %: 32    

Matched peptides No.: 17          Total peptides No.: 86 

Calculated Mr: 59210               Calculated pI: 5.11 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 81    

NCBI accession No.: gi|255552291  Species: Ricinus communis 

PFF score: [174] 

Protein name:short chain dehydrogenase, putative  

Matched peptides No.: [2]        Sequence coverage %: [10]    

Matched sequences: K.VALVTGGDSGIGR.A ; 

K.DPIAIPTDVGFEENCR.K 

Calculated Mr: 32148                Calculated pI: 6.50 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 82    

NCBI accession No.: gi|2073448  Species: Lotus japonicus  

Protein name：glutamine synthetase     

PMF score: 91                 Sequence coverage %: 46    

Matched peptides No.: 13          Total peptides No.: 89 

Calculated Mr: 39308               Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 83 

NCBI accession No.: gi|192912956  Species: Elaeis guineensis 

PFF score: [204] 

Protein name: aluminum-induced protein   

Matched peptides No.: [2]        Sequence coverage %: [9]    

Matched sequences: K.TANEVIIVIEAYR.S ; 

 R.GPYPADKVVR.D 

Calculated Mr: 27466                Calculated pI: 6.07 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 

 
 
 
 

 87



Spot No.: 84   

NCBI accession No.: gi|255559601  Species: Ricinus communis 

PFF score:  [254]                  

Protein name：alpha-soluble nsf attachment protein, putative 

Matched peptides No.:  [6]         Sequence coverage %:  [12]  

Matched sequences: H EAAQAYVDAA HCYK ; 

AIEIYEEIAR; 

YQ DLDPTFSGTR  

Calculated Mr: 32914               Calculated pI: 5.12 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 85    

NCBI accession No.: gi|224099853   Species: Populus trichocarpa 

PFF score:  [69]                 Protein name: putative protein 

Matched peptides No.:  [2]         Sequence coverage %:  [5]  

Matched sequences: S FEHPLNELKP VPR 

Calculated Mr: 27448               Calculated pI: 5.84 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 86    

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

PFF score: [410]        Protein name： rubber elongation factor 

Matched peptides No.: [4]   Sequence coverage %: [26]    

Matched sequences: YLDFVQAATVYAR ; 

SGPFKPGVNTVESR; 
SVVRPVYNK ; 
RVDAYVTVLDR      

Calculated Mr: 19570           Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 87 

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

PFF score: [226]        Protein name： rubber elongation factor 

Matched peptides No.: [4]   Sequence coverage %: [26]    

Matched sequences: YLDFVQAATVYAR ; 

SGPFKPGVNTVESR; 
SVVRPVYNK ; 
RVDAYVTVLDR      

Calculated Mr: 19570           Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 88  

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

Protein name：rubber elongation factor  

PMF score: 116               Sequence coverage %: 54                    

Matched peptides No.: 11         Total peptides No.: 60 

Calculated Mr: 19570              Calculated pI: 5.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 88   

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

Protein name：rubber elongation factor  

PMF score: 99               Sequence coverage %: 455                    

Matched peptides No.: 8         Total peptides No.: 39 

Calculated Mr: 19570              Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 90    

NCBI accession No.: gi|334854634 Species: Hevea brasiliensis 

PFF score: [496]        Protein name： elicitor-responsive protein 

Matched peptides No.: [3]   Sequence coverage %: [59]    

Matched sequences: PLGTVEVLLVGAKGLENTDFLNGVDPYVVLACR; 

GSEP EWNEKFSFEVSDGDTELTLK; 
GEITVGLTFTPEVEMDNVGVDGYDFRL    

Calculated Mr: 15249          Calculated pI: 4.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 91   

NCBI accession No.: gi|334854634 Species: Hevea brasiliensis 

PFF score: [95]         

Protein name:eukaryotic translation initiation factor 5A isoform VII 

Matched peptides No.: [3]   Sequence coverage %: [28]    

Matched sequences: TYPQQAGTIR; 

K LEDIVPSSHNCDVPHVTR ; 
TKDDLRLPTDENLLSQIK      

Calculated Mr: 17689        Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 92  

NCBI accession No.: gi|224144943  Species: Populus trichocarpa 

PFF score: [180]        Protein name: predicted protein 

Matched peptides No.: [2]   Sequence coverage %: [28]    

Matched sequences: VFEDNVLIRVLVVDGGGSLR; 

HVPITIG GTRISDGEWLYADTDGILISR    

Calculated Mr: 17971        Calculated pI: 5.39 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 93  

NCBI accession No.: gi|253760141      

Species: Hevea brasiliensis 

Protein name：nucleoside diphosphate kinase 1  

PMF score:84              Sequence coverage %: 44                     

Matched peptides No.: 8       Total peptides No.: 76 

Calculated Mr: 16338           Calculated pI: 6.85 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.: 94   

NCBI accession No.: gi|123062        Species: Hevea brasiliensis 

PFF score: [96]         

Protein name: prohevein 

Matched peptides No.: [1]   Sequence coverage %: [8]    

Matched sequences: IVDQ CSNGGLDLDV NVFR    

Calculated Mr: 22700        Calculated pI: 5.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 95   

NCBI accession No.: gi|313586569     Species: Hevea brasiliensis 

PFF score: [70]        Protein name: hypothetical protein 19 

Matched peptides No.: [1]   Sequence coverage %: [5]    

Matched sequences: ADPNFFLTIR    

Calculated Mr: 20724        Calculated pI: 7.77 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 96   

NCBI accession No.: gi|313586569  Species: Hevea brasiliensis 

Protein name: hypothetical protein 19 

PMF score: 94              Sequence coverage %: 62                     

Matched peptides No.: 11        Total peptides No.: 73 

Calculated Mr: 20724            Calculated pI: 7.77 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 97            

NCBI accession No.: gi|4835766  Species: Arabidopsis thaliana 

Protein name：Contains similarity to gb|AB017693 transfactor 

(WERBP-1) from Nicotiana tabacum 

PMF score: 84                Sequence coverage %: 27                    

Matched peptides No.: 11          Total peptides No.:56 

Calculated Mr: 40677                Calculated pI: 8.94 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 98 

NCBI accession No.: gi|38122474    Species: Hevea brasiliensis 

Protein name: rubber elongation factor 

PMF score: 99               Sequence coverage %: 45                     

Matched peptides No.: 8          Total peptides No.: 39 

Calculated Mr: 19570             Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 
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Spot No.: 99   

NCBI accession No.: gi|3377751   

Species: Mesembryanthemum crystallinum     

PFF score: [73]         Protein name: glutathione S-transferase  

Matched peptides No.: [1]        Sequence coverage %: [4]    

Matched sequences: R.FWADFIDKK.L 

Calculated Mr: 26154                Calculated pI: 5.71 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 100    

NCBI accession No.: gi|1709761   Species: Spinacia oleracea   

PFF score: [49]          

Protein name: Proteasome subunit alpha type-4  

Matched peptides No.: [1]        Sequence coverage %: [3]    

Matched sequences: R.TTIFSPEGR.L 

Calculated Mr: 27545                Calculated pI: 6.17 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 101    

NCBI accession No.: gi|27449248   Species: Hevea brasiliensis    

PFF score: [431]         Protein name: ascorbate peroxidase  

Matched peptides No.: [5]        Sequence coverage %: [32]    

Matched sequences: R.EDKPEPPPEGR.L; 

R.IAWHSAGTYDANTK.T; 
R.HAAEQAHAANNGLDIAVR.L; 
K.YAADEDAFFADYAEAHVK.L; 
K.TMGLSDKDIVVLSGGHTLGR.C + Oxidation (M) 

Calculated Mr: 27526                Calculated pI: 5.78 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 102    

NCBI accession No.: gi|211906460 Species: Gossypium hirsutum    

PFF score: [193]      Protein name: triosephosphate isomerase  

Matched peptides No.: [3]        Sequence coverage %: [18]    

Matched sequences: K.FFVGGNWK.C; 

K.VIACIGETLEQR.E; 
K.ELAAQPDVDGFLVGGASLKPEFIDIIK.S 

Calculated Mr: 27472                Calculated pI: 6.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 103                  

NCBI accession No.: gi|38122474   Species: Hevea Brasiliensis 

Protein name：rubber elongation factor 

PMF score: 125              Sequence coverage %: 68                    

Matched peptides No.: 11         Total peptides No.: 50 

Calculated Mr: 19570           Calculated pI: 5.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 104      

NCBI accession No.: gi|3451147  Species: Hevea Brasiliensis 

Protein name：chitinase 

PMF score: 135               Sequence coverage %: 66                    

Matched peptides No.: 19         Total peptides No.: 77 

Calculated Mr: 34138           Calculated pI: 8.72 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.:105   

NCBI accession No.: gi|157831407    Species: Hevea brasiliensis 

Protein name：Chain A, Crystal Structures Of Hevamine 

PMF score: 93               Sequence coverage %:51                     

Matched peptides No.: 13       Total peptides No.: 76 

Calculated Mr: 29874            Calculated pI: 8.44 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.:106   

NCBI accession No.: gi|157831407    Species: Hevea brasiliensis 

Protein name：Chain A, Crystal Structures Of Hevamine  

PMF score: 99               Sequence coverage %:42                    

Matched peptides No.: 12     Total peptides No.: 47 

Calculated Mr: 29874            Calculated pI: 8.44 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.:107  

NCBI accession No.: gi|3451147  Species: Hevea Brasiliensis 

Protein name：chitinase 

PMF score: 83               Sequence coverage %: 48                     

Matched peptides No.: 12         Total peptides No.: 81 

Calculated Mr: 34138           Calculated pI: 8.72 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 108 

NCBI accession No.: gi|2493895    Species: Citrullus lanatus    

PFF score: [89]      

 Protein name: cysteine synthase   

Matched peptides No.: [1]        Sequence coverage %: [ ]    

Matched sequences: K.EGLLVGISSGAAAAAAIR.I 

Calculated Mr: 34495                Calculated pI: 6.26 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 109 

NCBI accession No.: gi|114199044   Species: Malus x domestica 

PFF score: [163]  

Protein name: caffeic acid O-methyltransferase   

Matched peptides No.: [2]        Sequence coverage %: [13]    

Matched sequences: R.TEKEFEALAK.G; 

K.AYGMTAFEYHGTDPR.F; 
K.AYGMTAFEYHGTDPR.F + Oxidation (M); 
K.WICHDWSDEHCLK.F 

Calculated Mr: 39811                Calculated pI: 5.39 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 110  

NCBI accession No.: gi|14423688     Species: Hevea brasiliensis 

Protein name： Enolase 1 

PMF score: 158              Sequence coverage %: 53                    

Matched peptides No.:18         Total peptides No.: 56 

Calculated Mr: 48028               Calculated pI: 5.57 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red 
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Spot No.: 111 

NCBI accession No.: gi|14423688     Species: Hevea brasiliensis 

Protein name：Enolase 1 

PMF score: 175             Sequence coverage %: 59   

Matched peptides No.:25         Total peptides No.: 76 

Calculated Mr: 48028               Calculated pI: 5.57 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red 
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Spot No.: 112  

NCBI accession No.: gi|226897734  Species: Thalictrum flavum 

Protein name：norcoclaurine 6-O-methyltransferase   

PMF score: 85                 Sequence coverage %: 45                   

Matched peptides No.:9          Total peptides No.:100 

Calculated Mr: 25178               Calculated pI:6.05 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.: 113  

NCBI accession No.: gi| 255565071  Species: Ricinus communis 

PFF score: [51]      

Protein name: conserved hypothetical protein  

Matched peptides No.: [2]        Sequence coverage %: [2]    

Matched sequences: R.LQVEELVFER.S; R.LQVEELVFER.S 

Calculated Mr: 54103                Calculated pI: 5.53 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 114    

NCBI accession No.: gi|1346735  Species: Ricinus communis 

PFF score: [96]      

Protein name: 2,3-bisphosphoglycerate-independent 

phosphoglycerate mutase    

Matched peptides No.: [1]        Sequence coverage %: [2]    

Matched sequences: K.LPSHYLVSPPEIER.T  

Calculated Mr: 57374                Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 115 

NCBI accession No.: gi|255565836  Species: Ricinus communis 

Protein name：eukaryotic translation elongation factor, putative 

PMF score: 141                Sequence coverage %: 40                   

Matched peptides No.:36         Total peptides No.:121 

Calculated Mr: 94981            Calculated pI:5.87 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 

 119



Spot No.: 116 

NCBI accession No.: gi|6707018  Species: Hevea brasiliensis 

Protein name: latex protein allergen Hev b 7     

PMF score: 147                   Sequence coverage %:64 

Matched peptides No.: 17            Total peptides No.: 60 

Calculated Mr: 43107                Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 117 

NCBI accession No.: gi|51315784  Species: Hevea brasiliensis 

PFF score: [59]                  

Protein name: Esterase      

Matched peptides No.: [1]           Sequence coverage %: [4] 

Matched sequences: K.AAAFYPLNPPYGETFFHR.S 

Calculated Mr: 43871                 Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 118 

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

Protein name：rubber elongation factor  

PMF score: 98               Sequence coverage %: 57                     

Matched peptides No.: 9         Total peptides No.: 44 

Calculated Mr: 19570              Calculated pI: 5.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 119 

NCBI accession No.: gi| 3023685  Species: Alnus glutinosa 

PFF score: [51]                  

Protein name: Enolase; AltName: Full=2-phospho-D-glycerate 

hydro-lyase; AltName: Full=2-phosphoglycerate dehydratase 

Matched peptides No.: [1]           Sequence coverage %: [3] 

Matched sequences: R.IEEELGSEAVYAGANFR.T 

Calculated Mr: 47796                 Calculated pI: 5.41 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 120 

NCBI accession No.: gi| 351723039  Species: Glycine max 

Protein name：uncharacterized protein LOC100305754 precursor  

PMF score: 81               Sequence coverage %: 51                     

Matched peptides No.: 8         Total peptides No.: 28 

Calculated Mr: 21968              Calculated pI: 4.83 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 121 

NCBI accession No.: gi| 255554865  Species: Ricinus communis 

PFF score: [55]                  

Protein name: lactoylglutathione lyase, putative      

Matched peptides No.: [1]           Sequence coverage %: [3] 

Matched sequences: K.FYTECFGMK.L 

Calculated Mr: 31641                 Calculated pI: 7.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 122 

NCBI accession No.: gi|118485535  Species: Populus trichocarpa 

PFF score: [83]                  

Protein name: unknown          

Matched peptides No.: [1]          Sequence coverage %: [8]   

Matched sequences: K.VATPAQAQEVHLELR.K  

Calculated Mr: 18429                  Calculated pI: 5.59 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 123    

NCBI accession No.: gi|15225839  Species: Arabidopsis thaliana 

Protein name: endopeptidase/ peptidase/ threonine-type 

endopeptidase             

PMF Mascot score: 86             Sequence coverage %: 40  

Matched peptides No.: 14             Total peptides No.: 56 

Calculated Mr: 27645                    Calculated pI: 5.93 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 124    

NCBI accession No.: gi| 10862818  Species: Hevea brasiliensis 

Protein name: IgE-binding protein Mn SOD          

PMF Mascot score: 81             Sequence coverage %: 37  

Matched peptides No.: 5             Total peptides No.: 8 

Calculated Mr: 22958                    Calculated pI: 6.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 125    

NCBI accession No.: gi|1170781  Species: Glycine max 

PFF score: [51]                  

Protein name: Glutathione S-transferase 3          

Matched peptides No.: [1]          Sequence coverage %: [5]   

Matched sequences: K.SPLMPSDPYKR.S+Oxidation (M)  

Calculated Mr: 26112                  Calculated pI: 5.58 

Probability Based Mowse Score: 

 

 Matched peptide sequences: shown in Bold Red: 
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Spot No.: 126    

NCBI accession No.: gi|29170601  Species: Hevea brasiliensis 

PFF score: [97]      

Protein name: small rubber particle protein    

Matched peptides No.: [1]        Sequence coverage %: [12]    

Matched sequences: K.ENENFQQEANEQEEK.L 

Calculated Mr: 12769                Calculated pI: 4.61 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 127    

NCBI accession No.: gi|2832430  Species: Hevea brasiliensis 

PFF score: [84]                    Protein name: prohevein    

Matched peptides No.: [1]        Sequence coverage %: [10]    

Matched sequences: K.YGWTAFCGPVGAHGQPSCGK.C  

Calculated Mr: 20852                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 128  

NCBI accession No.: gi|224054224  Species: Populus trichocarpa  

PFF score: [68]              Protein name: predicted protein        

Matched peptides No.: [2]          Sequence coverage %: [12]  

Matched sequences: R.AYVGDRPTWR.N;  

R.NPQHPWR.V 

Calculated Mr: 15003                 Calculated pI: 6.82 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 129  

NCBI accession No.: gi| 329750601  Species: Hevea brasiliensis 

PFF score: [61]              Protein name: thioredoxin H-type 2       

Matched peptides No.: [2]          Sequence coverage %: [12] 

Matched sequences: R.AYVGDRPTWR.N;  

R.NPQHPWR.V 

Calculated Mr: 13295                 Calculated pI: 5.89 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 130 

NCBI accession No.: gi|268321205 

Plantspecies: Hevea brasiliensis  Protein name：latex cystatin 

PMF score: 81   Sequence coverage %: 48 

Matched peptides No.: 6    Total peptides No.:42 

Calculated Mr: 11248      Calculated pI: 5.45 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 131    

NCBI accession No.: gi|132270  Species: Hevea brasiliensis 

PFF score: [539]      

Protein name: small rubber particle protein    

Matched peptides No.: [5]        Sequence coverage %: [39]    

Matched sequences: K.DKSGPLQPGVDIIEGPVK.N; 

K.SGPLQPGVDIIEGPVK.N; 
K.FVDSTVVASVTIIDR.S; 
K.DASIQVVSAIR.A; 
R.SLASSLPGQTK.I  

Calculated Mr: 14713                Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 132 

NCBI accession No.: gi|132270    Species: Hevea brasiliensis 

Protein name：Rubber elongation factor protein 

PMF score: 138                   Sequence coverage %: 81    

Matched peptides No.: 10         Total peptides No.: 28 

Calculated Mr: 14713             Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 133 

NCBI accession No.: gi|242083244 

Plantspecies: Sorghum bicolor 

Protein name：hypothetical protein SORBIDRAFT_08g008236 

PMF score: 81             Sequence coverage %: 89 

Matched peptides No.: 7          Total peptides No.:33 

Calculated Mr: 8620                  Calculated pI: 6.4 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 134    

NCBI accession No.: gi|29170601  Species: Hevea brasiliensis 

PFF score: [85]      

Protein name: small rubber particle protein    

Matched peptides No.: [1]        Sequence coverage %: [15]    

Matched sequences: R.AVDASFTTLQNIVPSVLK.Q  

Calculated Mr: 12769                Calculated pI: 4.61 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 135    

NCBI accession No.: gi|29170601  Species: Hevea brasiliensis 

PFF score: [485]      

Protein name: small rubber particle protein    

Matched peptides No.: [4]        Sequence coverage %: [53]    

Matched sequences: K.ENENFQQEANEQEEK.L; 

K.DNSGPLKPGVETIEGVAK.T; 
R.AVDASFTTLQNIVPSVLK.Q; 
K.QLPTQACDTSVK.E  

Calculated Mr: 12769                Calculated pI: 4.61 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 136 

NCBI accession No.: gi|354318     Species: Triticum aestivum 

PFF score: [128]        Protein name: calmodulin    

Matched peptides No.: [1]        Sequence coverage %: [10]    

Matched sequences: R.VFDKDQDGFISAAELR.H  

Calculated Mr: 16876                Calculated pI: 4.10 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 137 

NCBI accession No.: gi|14423933  Species: Hevea brasiliensis 

Protein name：Small rubber particle protein 

PMF score: 84   Sequence coverage %: 65 

Matched peptides No.: 9    Total peptides No.:43 

Calculated Mr: 22331      Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 138 

NCBI accession No.: gi|14423933   Species: Hevea brasiliensis 

Protein name：Small rubber particle protein 

PMF score: 162   Sequence coverage %: 85 

Matched peptides No.: 13    Total peptides No.:43 

Calculated Mr: 22331      Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 139 

NCBI accession No.: gi|14423688  Species: Hevea brasiliensis 

Protein name： Enolase 1 

PMF score: 107                Sequence coverage %: 44                   

Matched peptides No.:14          Total peptides No.:47 

Calculated Mr: 48029               Calculated pI:5.57 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.: 140    

NCBI accession No.: gi|132270     Species: Hevea brasiliensis 

PFF score: [52]   Protein name： Rubber elongation factor protein 

Matched peptides No.: [1]   Sequence coverage %: [10]    

Matched sequences: K.FVDSTVVASVTIIDR.S    

Calculated Mr: 14713          Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 141    

NCBI accession No.: gi|14423688  Species: Hevea brasiliensis 

Protein name: Enolase 1 

PMF Mascot score: 165             Sequence coverage %: 52  

Matched peptides No.: 22             Total peptides No.: 64 

Calculated Mr: 48029                  Calculated pI: 5.57 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 142    

NCBI accession No.: gi|14423687  Species: Hevea brasiliensis 

PFF score: [766]                  Protein name: Enolase 2 

Matched peptides No.: [10]          Sequence coverage %: [32] 

Matched sequences: K.LAMQEFMILPVGASSFK.E + Oxidation (M);  

K.MGAEVYHHLK.S;  
K.MGAEVYHHLK.S + Oxidation (M);  
K.YGQDATNVGDEGGFAPNIQENK.E;  
K.VVIGMDVAASEFYGSDK.T;  
K.VQIVGDDLLVTNPK.R;  
K.VNQIGSVTESIEAVK.M;  
R.AGWGVMASHR.S + Oxidation (M);  
R.SGETEDTFIADLSVGLATGQIK.T;  
R.IEEELGAEAVYAGANFR.T 

Calculated Mr: 48112                 Calculated pI: 5.92 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 143    

NCBI accession No.: gi|333690873  Species: Hevea brasiliensis 

PFF score: [52] 

Protein name: glutathione-S-transferase tau 1   

Matched peptides No.: [2]        Sequence coverage %: [10]    

Matched sequences: K.YEYREEDLR.N; 

K.DKSPFLPSDPYQR.A 

Calculated Mr: 25595                Calculated pI: 5.48 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 144  

NCBI accession No.: gi|242080619  Species: Sorghum bicolor 

Protein name: hypothetical protein SORBIDRAFT_07g003800      

PMF Mascot score: 82              Sequence coverage %: 34  

Matched peptides No.: 13             Total peptides No.: 69 

Calculated Mr: 43483                   Calculated pI: 8.78 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 145    

NCBI accession No.: gi|30575570  Species: Citrus x paradisi 

PFF score: [87]      

Protein name: HSP19 class II    

Matched peptides No.: [1]        Sequence coverage %: [15]    

Matched sequences: K.VQVEDDNVLLISGER.K  

Calculated Mr: 11191                Calculated pI: 8.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 146   

NCBI accession No.: gi|37901124  Species: Hevea brasiliensis  

PFF score: [88]                  

Protein name: latex abundant protein 1   

Matched peptides No.: [1]          Sequence coverage %: [11]  

Matched sequences: R.NKDDINCFNEYNPR.P     

Calculated Mr: 14618                 Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 147   

NCBI accession No.: gi|359806300  Species: Glycine max  

PFF score: [173]                  

Protein name: uncharacterized protein LOC100784610    

Matched peptides No.: [3]          Sequence coverage %: [9]  

Matched sequences: K.NTALHYAAGYGR.K; 

                          R.YWNNEEVLQK.L; 
                          R.TALHFACGYGEVK.C     

Calculated Mr: 38027                 Calculated pI: 4.53 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 148    

NCBI accession No.: gi|37625031  Species: Vitis aestivalis  

PFF score: [166]                  

Protein name: putative ankyrin-repeat protein    

Matched peptides No.: [3]          Sequence coverage %: [9]  

Matched sequences: K.LNNQHEVLK.L; 

                          K.NTALHYAAGYGR.K; 
                          R.TALHFACGYGEVK.C     

Calculated Mr: 38089                 Calculated pI: 4.53 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 149   

NCBI accession No.: gi|13310811  Species: Nicotiana tabacum  

PFF score: [71]                  

Protein name: putative ankyrin-repeat protein    

Matched peptides No.: [2]          Sequence coverage %: [7]  

Matched sequences: K.NTALHYAAGYGR.K; 

                          R.TALHFACGYGEVK.C     

Calculated Mr: 37522                 Calculated pI: 4.45 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 150   

NCBI accession No.: gi|129916  Species: Triticum aestivum  

PFF score: [180]      

Protein name: Phosphoglycerate kinase, cytosolic    

Matched peptides No.: [3]        Sequence coverage %: [7]    

Matched sequences: K.KPFAAIVGGSK.V; 

K.LASVADLYVNDAFGTAHR.A; 
K.KLASVADLYVNDAFGTAHR.A 

Calculated Mr: 42153                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 151    

NCBI accession No.: gi|378464888   

Species: Ammopiptanthus mongolicus  

PFF score: [117]                  

Protein name: translation elongation factor     

Matched peptides No.: [2]          Sequence coverage %: [11]  

Matched sequences: R.WFNHIDALLR.I; 

                          K.SSVLLDVKPWDDETDMK.K     

Calculated Mr: 25300                 Calculated pI: 4.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 152 

NCBI accession No.: gi|225456295  Species: Vitis vinifera  

PFF score: [107]                  

Protein name: elongation factor 1-delta-like     

Matched peptides No.: [4]          Sequence coverage %: [17]  

Matched sequences: K.APSSEYVNVSR.W; 

                         R.SIKMEGLLWGASK.L; 
                         R.SIKMEGLLWGASK.L + Oxidation (M)； 
                         K.SSVLLDVKPWDDETDMK.K     

Calculated Mr: 25060                 Calculated pI: 4.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 153  

NCBI accession No.: gi|22261807  Species: Solanum tuberosum  

PFF score: [132]                  

Protein name: Light-induced protein, chloroplastic     

Matched peptides No.: [1]          Sequence coverage %: [8]  

Matched sequences: K.FEEGIIGTPQLTDSIVLPENVEFLGQK.I     

Calculated Mr: 35671                 Calculated pI: 5.26 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 154 

NCBI accession No.: gi|345103803  Species: Gossypium thurberi  

Protein name: 14-3-3-like protein, partial   

PMF Mascot score: 83             Sequence coverage %: 37 

Matched peptides No.: 11             Total peptides No.: 41 

Calculated Mr: 28861                  Calculated pI: 4.82 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 155    

NCBI accession No.: gi|326694865  Species: Hevea brasiliensis  

PFF score: [384]                  

Protein name: 14-3-3 protein 2 

Matched peptides No.: [9]          Sequence coverage %: [32]  

Matched sequences: R.GNEDHVTIIK.E; 

K.DSTLIMQLLR.D; 
K.DSTLIMQLLR.D + Oxidation (M); 
R.YEEMVEFMEK.V; 
R.YEEMVEFMEK.V + Oxidation (M),K.TVDVEELTVEER.N; 
K.SAQDIALADLAPTHPIR.L; 
K.LAEQAERYEEMVEFMEK.V; 
R.LGLALNFSVFYYEILNSPDR.A     

Calculated Mr: 35671                 Calculated pI: 5.26 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 156   

NCBI accession No.: gi|225458231  Species: Vitis vinifera  

PFF score: [53]                  

Protein name: PREDICTED: proteasome subunit alpha type-1-B 

Matched peptides No.: [3]          Sequence coverage %: [17]  

Matched sequences: K.VDDHIGVAIAGLTADGR.V; 

                          R.NQYDTDVTTWSPAGR.L; 
                          R.SECINYSFTYESPLPVGR.L     

Calculated Mr: 30912                 Calculated pI: 5.02 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 157   

NCBI accession No.: gi|211906514 Species: Gossypium hirsutum 

PFF score: [80]                  

Protein name: lactoylglutathione lyase 

Matched peptides No.: [3]        Sequence coverage %: [6]    

Matched sequences: K.FYTECFGMK.L; 

                          K.FYTECFGMK.L + Oxidation (M); 
                          K.ITSFLDPDGWK.T 

Calculated Mr: 32609                Calculated pI: 5.69 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 159 

NCBI accession No.: gi|340033945 Species: Crithmum maritimum  

Protein name: ATP synthase CF1 beta subunit     

PMF Mascot score: 83             Sequence coverage %: 29  

Matched peptides No.: 15             Total peptides No.: 69 

Calculated Mr: 53692                  Calculated pI: 5.08 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 160    

NCBI accession No.: gi|4388534  Species: Sorghum bicolor 

Protein name: F1-ATP synthase, beta subunit           

PMF Mascot score: 84             Sequence coverage %: 19  

Matched peptides No.: 8              Total peptides No.: 20 

Calculated Mr: 49239                    Calculated pI: 5.41 

Probability Based Mowse Score: 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 161    

NCBI accession No.: gi|147805616  Species: Vitis vinifera 

PFF score: [136] 

Protein name: hypothetical protein VITISV_028800   

Matched peptides No.: [3]        Sequence coverage %: [10]    

Matched sequences: R.GPYPADQVVR.D; 

                          R.DRGPYPADQVVR.D; 
                          K.TANEVIIVIEAYR.T 

Calculated Mr: 27385                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 162    

NCBI accession No.: gi|326492265   

Species: Hordeum vulgare subsp. vulgare  

Protein name：predicted protein  

PMF score: 83                Sequence coverage %: 10    

Matched peptides No.: 58          Total peptides No.: 32 

Calculated Mr: 54666               Calculated pI: 8.89 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 163    

NCBI accession No.: gi|225428086   Species: Vitis vinifera         

PFF score: [343]  

Protein name：V-type proton ATPase subunit B 1  

Matched peptides No.: [10]        Sequence coverage %: [30]  

Matched sequences: K.YQEIVNIR.L; 

K.FVAQGAYDTR.N; 
R.RGQVLEVDGEK.A; 
K.YTTVQFTGEVLK.T; 
R.QIYPPINVLPSLSR.L; 
R.VTLFLNLANDPTIER.I; 
R.GYPGYMYTDLATIYER.A; 
R.RDHADVSNQLYANYAIGK.D; 
K.IPLFSAAGLPHNEIAAQICR.Q; 
K.AVVGEEALSSEDLLYLEFLDKFER.K 

Calculated Mr: 54367                   Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 164 

NCBI accession No.: gi|225428086   Species: Vitis vinifera 

PFF score: [377]  

Protein name：V-type proton ATPase subunit B 1  

Matched peptides No.: [10]        Sequence coverage %: [23]  

Matched sequences: K.YQEIVNIR.L; 

K.FVAQGAYDTR.N; 
R.DFEENGSMER.V; 
R.RGQVLEVDGEK.A; 
R.KFVAQGAYDTR.N; 
K.YTTVQFTGEVLK.T; 
R.QIYPPINVLPSLSR.L; 
R.VTLFLNLANDPTIER.I; 
R.GYPGYMYTDLATIYER.A; 
R.RDHADVSNQLYANYAIGK.D 

Calculated Mr: 54367                   Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 165    

NCBI accession No.: gi|224071449  Species: Populus trichocarpa  

PFF score: [59]                  

Protein name: predicted protein  

Matched peptides No.: [1]          Sequence coverage %: [2]  

Matched sequences: K.IDVIPHYPGR.L 

Calculated Mr: 47121                 Calculated pI: 5.28 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 166  

NCBI accession No.: gi|116789736  Species: Picea sitchensis 

Protein name: unknown            

PMF Mascot score: 81             Sequence coverage %: 60  

Matched peptides No.: 6             Total peptides No.: 48 

Calculated Mr: 13436                    Calculated pI: 5.91 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 167    

NCBI accession No.: gi|115392253 

Species: Cercocarpus betuloides 

PFF score: [51]        Protein name: polyphenol oxidase  

Matched peptides No.: [1]        Sequence coverage %: [3]    

Matched sequences: K.EKEQEEEILVIEGIEFDR.D  

Calculated Mr: 51023                Calculated pI: 5.98 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 168   

NCBI accession No.: gi|225430941        Species: Vitis vinifera 

PFF score: [210]         

Protein name: regulator of ribonuclease-like protein 2 

Matched peptides No.: [3]   Sequence coverage %: [24]    

Matched sequences: K.VFEDNVLIR.E;  

R.DVDEINGCDIGVR.A; 
R.ISDGEWLYADTDGILISR.T    

Calculated Mr: 17984        Calculated pI: 5.39 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 169   

NCBI accession No.: gi|2832430  Species: Hevea brasiliensis  

PFF score: [152]                 Protein name: prohevein        

Matched peptides No.: [2]          Sequence coverage %: [20]  

Matched sequences: R.IVDQCSNGGLDLDVNVFR.Q; 

K.YGWTAFCGPVGAHGQPSCGK.C 

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 170 

NCBI accession No.: gi|298362843  Species: Hevea brasiliensis 

PFF score: [110]                  

Protein name: actin-depolymerizing factor      

Matched peptides No.: [1]           Sequence coverage %: [15] 

Matched sequences: K.LGEPTQSYEDFTASLPADECR.Y 

Calculated Mr: 16220                 Calculated pI: 5.92 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 171 

NCBI accession No.: gi|115392253 

Species: Cercocarpus betuloides 

PFF score: [104]        Protein name: actin depolymerizing factor    

Matched peptides No.: [1]        Sequence coverage %: [4]    

Matched sequences: K.EKEQEEEILVIEGIEFDR.D  

Calculated Mr: 58369                Calculated pI: 9.23 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 174



Spot No.: 172 

NCBI accession No.: gi|2832430        Species: Hevea brasiliensis 

PFF score: [252]         

Protein name: prohevein 

Matched peptides No.: [3]   Sequence coverage %: [26]    

Matched sequences: R.QLDTDGKGYER.G; 

R.IVDQCSNGGLDLDVNVFR.Q; 
K.YGWTAFCGPVGAHGQPSCGK.C    

Calculated Mr: 20852        Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: 173 

NCBI accession No.: gi|255574159   Species: Ricinus communis  

Protein name: proteasome subunit beta type 6,9, putative        

PMF Mascot score: 101               Sequence coverage %: 51 

Matched peptides No.: 14               Total peptides No.: 60 

Calculated Mr: 24912                     Calculated pI: 5.17 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 174 

NCBI accession No.: gi|242059605  Species: Sorghum bicolor  

PFF score: [117]                  

Protein name: hypothetical protein SORBIDRAFT_03g043200     

Matched peptides No.: [2]          Sequence coverage %: [6]  

Matched sequences: K.RFFPSEFGNDVDHVHAVEPAK.S;  

                         R.FFPSEFGNDVDHVHAVEPAK.S 

Calculated Mr: 34294                 Calculated pI: 5.93 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 175 

NCBI accession No.: gi|2832654   Species: Arabidopsis thaliana  

Protein name: chloroplast protein cs/ch-42       

PMF Mascot score: 86               Sequence coverage %: 37 

Matched peptides No.: 16               Total peptides No.: 78 

Calculated Mr: 66408                     Calculated pI: 6.44 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 176    

NCBI accession No.: gi|27449248   Species: Hevea brasiliensis    

PFF score: [487]         Protein name: ascorbate peroxidase  

Matched peptides No.: [5]        Sequence coverage %: [34]    

Matched sequences: R.EDKPEPPPEGR.L; 

R.IAWHSAGTYDANTK.T; 
R.HAAEQAHAANNGLDIAVR.L; 
K.YAADEDAFFADYAEAHVK.L; 
K.EGLLQLPTDTVLVTDPVFRPYVEK.Y 

Calculated Mr: 27526                Calculated pI: 5.78 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 177 

NCBI accession No.: gi|357480975  Species: Medicago truncatula 

PFF score: [369] 

Protein name: Proteasome subunit beta type  

Matched peptides No.: [7]        Sequence coverage %: [42]    

Matched sequences: K.NVALYQFR.N; 

R.VQFTEYIQK.N; 
R.LVVAPPNFVIK.I; 
R.NGIPLTTAAAANFTR.G; 
K.GAFGYGSYFSLSMMDR.H; 
K.ETGPSLYYIDYIATLHK.L; 
K.LIAASGEPGDRVQFTEYIQK.N 

Calculated Mr: 22572                Calculated pI: 6.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 178 

NCBI accession No.: gi|255541320   Species: Ricinus communis    

PFF score: [302]      

 Protein name: proteasome subunit beta type, putative   

Matched peptides No.: [4]        Sequence coverage %: [28]    

Matched sequences: K.HLIYQHQHNK.Q; 

K.GCVYTYDAVGSYER.V; 
R.FFPYYAFNVLGGLDSEGK.G; 
R.VGYSAQGSGSTLIMPFLDNQLK.S 

Calculated Mr: 24880                Calculated pI: 6.08 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 179 

NCBI accession No.: gi|350537255      

Species: Solanum lycopersicum 

Protein name：small zinc finger-like protein  

PMF score: 82              Sequence coverage %: 70                     

Matched peptides No.: 7       Total peptides No.: 40 

Calculated Mr: 9669           Calculated pI: 6.56 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.: 180    

NCBI accession No.: gi|37622210   Species: Hevea brasiliensis 

Protein name: small rubber particle protein              

PMF Mascot score: 107             Sequence coverage %: 60  

Matched peptides No.: 10             Total peptides No.: 38 

Calculated Mr: 18929                    Calculated pI: 8.99 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 181     

NCBI accession No.: gi|168038495   

Species: Physcomitrella patens subsp. patens 

Protein name：predicted protein 

PMF score: 81               Sequence coverage %: 36                    

Matched peptides No.: 18         Total peptides No.: 81 

Calculated Mr: 61349           Calculated pI:5.80 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.: 182    

NCBI accession No.: gi|164472662   Species: Triticum aestivum 

Protein name: calcium-dependent protein kinase   

PMF Mascot score: 82              Sequence coverage %: 28  

Matched peptides No.: 17             Total peptides No.: 74 

Calculated Mr: 61353                    Calculated pI: 6.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 183   

NCBI accession No.: gi|32527831   

Species: Populus tremula x Populus tremuloides 

Protein name: UDP-glucose pyrophosphorylase  

PMF Mascot score: 92             Sequence coverage %: 29  

Matched peptides No.: 12             Total peptides No.: 45 

Calculated Mr: 51949                    Calculated pI: 5.68 

Probability Based Mowse Score: 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 184    

NCBI accession No.: gi|356576773   Species: Glycine max 

Protein name: seryl-tRNA synthetase-like 

PMF Mascot score: 92             Sequence coverage %:28   

Matched peptides No.: 17            Total peptides No.: 53 

Calculated Mr: 51822                   Calculated pI:6.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: 185  

NCBI accession No.: gi|357514973  Species: Medicago truncatula   

PFF score: [51]      

Protein name:  annexin, putative    

Matched peptides No.: [2]        Sequence coverage %: [7]    

Matched sequences: R.SSEELLGAR.K;  

R.FENALVIWAMHPWER.D + Oxidation (M) 

Calculated Mr: 35872                Calculated pI: 6.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 186 

NCBI accession No.: gi| 1351887  Species: Malus x domestica 

PFF score: [63] 

Protein name: Alcohol dehydrogenase  

Matched peptides No.: [1]        Sequence coverage %: [7]    

Matched sequences: K.SMGMPDEDEAAVELAWSR.F 

Calculated Mr: 42066                Calculated pI: 6.48 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 187 

NCBI accession No.: gi|380468126  Species: Hevea brasiliensis 

PFF score: [123]                  

Protein name: caffeic acid 3-O-methyltransferase         

Matched peptides No.: [3]          Sequence coverage %: [11]   

Matched sequences: K.NPEAPVLLDR.M;  

K.SWYHLNEAILEGGTPFNR.A; 
R.AYGMNQFEYPGTDQR.F + Oxidation (M)  

Calculated Mr: 40957                  Calculated pI: 5.54 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 188    

NCBI accession No.: gi|380468126  Species: Hevea brasiliensis  

PFF score: [117]                  

Protein name: caffeic acid 3-O-methyltransferase      

Matched peptides No.: [2]          Sequence coverage %: [8]  

Matched sequences: K.SWYHLNEAILEGGTPFNR.A;  

                         R.AYGMNQFEYPGTDQR.F + Oxidation (M) 

Calculated Mr: 40957                 Calculated pI: 5.54 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 189 

NCBI accession No.: gi|284433794  Species: Jatropha curcas  

PFF score: [159]                  

Protein name: glutathione S-transferase omega       

Matched peptides No.: [3]          Sequence coverage %: [10]  

Matched sequences: K.IIGESLDLIK.Y;  

K.YDITAGRPK.L;  
K.ELVEFYK.K 

Calculated Mr: 27480                 Calculated pI: 5.41 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 190 

NCBI accession No.: gi|255567721  Species: Ricinus communis 

PFF score: [52] 

Protein name: carboxymethylenebutenolidase, putative   

Matched peptides No.: [1]        Sequence coverage %: [6]    

Matched sequences: K.SMGMPDEDEAAVELAWSR.F + 2 Oxidation (M) 

Calculated Mr: 30833                Calculated pI: 6.09 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 191 

NCBI accession No.: gi|125573095   

Species: Oryza sativa Japonica Group 

PFF score: [59]   Protein name: hypothetical protein OsJ_04535 

Matched peptides No.: [1]        Sequence coverage %: [8]    

Matched sequences: M.SSWNSPYYDTSSYGAGSGGGGGGGR.R 

Calculated Mr: 29680               Calculated pI: 10.36 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 192 

NCBI accession No.: gi|255542380  Species: Ricinus communis  

Protein name: cysteine synthase, putative 

PMF Mascot score: 82               Sequence coverage %: 37 

Matched peptides No.: 13               Total peptides No.: 59 

Calculated Mr: 34435                     Calculated pI: 5.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 193 

NCBI accession No.: gi|255562276  Species: Ricinus communis  

PFF score: [57]                  

Protein name: pyridoxine kinase, putative     

Matched peptides No.: [1]          Sequence coverage %: [4]  

Matched sequences: K.LYVPPELVAVYR.E 

Calculated Mr: 32436                 Calculated pI: 5.56 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 194 

NCBI accession No.: gi|255552291  Species: Ricinus communis 

PFF score: [303]                  

Protein name: short chain dehydrogenase, putative 

Matched peptides No.: [3]        Sequence coverage %: [11]    

Matched sequences: K.VALVTGGDSGIGR.A; 

                          K.DPIAIPTDVGFEENCR.K; 
                          K.AEGAKDPIAIPTDVGFEENCR.K 

Calculated Mr: 32148               Calculated pI: 6.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 195 

NCBI accession No.: gi|255543357   Species: Ricinus communis  

Protein name: heat shock protein, putative    

PMF Mascot score: 102             Sequence coverage %: 27  

Matched peptides No.: 18             Total peptides No.: 61 

Calculated Mr: 71.965                   Calculated pI: 5.27 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 196 

NCBI accession No.: gi|224139936  Species: Populus trichocarpa  

Protein name：predicted protein  

PMF score: 82                Sequence coverage %: 15    

Matched peptides No.: 80          Total peptides No.: 22 

Calculated Mr: 68859               Calculated pI: 7.90 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 197    

NCBI accession No.: gi|351727028  Species: Glycine max  

Protein name: cell division cycle protein 48 homolog         

PMF Mascot score: 174               Sequence coverage %: 42 

Matched peptides No.: 37                Total peptides No.: 90 

Calculated Mr: 90512                      Calculated pI: 5.18 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 198 

NCBI accession No.: gi|4235430  Species: Hevea brasiliensis  

Protein name: latex-abundant protein        

PMF Mascot score: 180             Sequence coverage %: 76  

Matched peptides No.: 22             Total peptides No.: 58 

Calculated Mr: 46443                   Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 
 
 

 201



Spot No.: 199 

NCBI accession No.: gi|198400319  Species: Camellia sinensis  

PFF score: [57]                  

Protein name: senescence-related protein      

Matched peptides No.: [1]          Sequence coverage %: [2]  

Matched sequences: K.GILWCGDVTVDR.L 

Calculated Mr: 48662                 Calculated pI: 4.96 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 200 

NCBI accession No.: gi|255570457  Species: Ricinus communis  

PFF score: [282]                  

Protein name: protease C56, putative   

Matched peptides No.: [3]          Sequence coverage %: [8]  

Matched sequences: R.APEYLAMNESVLDCVR.K;  

R.APEYLAMNESVLDCVR.K + Oxidation (M);  
R.APEYLALDETVIALVK.Q 

Calculated Mr: 42437                 Calculated pI: 5.60 

Probability Based Mowse Score: 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 201    

NCBI accession No.: gi|32186896  Species: Gossypium hirsutum 

Protein name: actin            

PMF Mascot score: 149             Sequence coverage %: 57  

Matched peptides No.: 21             Total peptides No.: 38 

Calculated Mr: 41935                    Calculated pI: 5.44 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 202 

NCBI accession No.: gi|255560725   Species: Ricinus communis  

Protein name: dead box ATP-dependent RNA helicase, putative   

PMF Mascot score: 109               Sequence coverage %: 54 

Matched peptides No.: 21               Total peptides No.: 76 

Calculated Mr: 47097                     Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 203    

NCBI accession No.: gi|14423688  Species: Hevea brasiliensis 

PFF score: [229]        Protein name: Enolase 1  

Matched peptides No.: [3]        Sequence coverage %: [10]    

Matched sequences: R.AGWGVMASHR.S + Oxidation (M); 

R.AAVPSGASTGIYEALELR.D; 
R.IEEELGSEAVYAGANFR.K 

Calculated Mr: 48029                 Calculated pI: 5.57 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 204    

NCBI accession No.: gi|186898205  Species: Hevea brasiliensis  

PFF score: [311]      Protein name: senescence-related protein      

Matched peptides No.: [10]          Sequence coverage %: [13]  

Matched sequences: R.LSKEEIER.M; 

R.LVNHFVAEFK.G; 
R.FEELNMDLFR.K; 
R.FEELNMDLFR.K + Oxidation (M); 
R.TTPSYVAFTDTER.L; 
R.ARFEELNMDLFR.K; 
R.ARFEELNMDLFR.K + Oxidation (M); 
K.ATAGDTHLGGEDFDNR.L; 
K.NAVITVPAYFNDSQR.Q; 
R.IINEPTAAAIAYGLDKK.G 

Calculated Mr: 72036                Calculated pI: 5.27 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 205 

NCBI accession No.: gi|255537027  Species: Ricinus communis 

PFF score: [63]      

Protein name: heat shock protein 70 (HSP70)-interacting protein,    

Matched peptides No.: [2]        Sequence coverage %: [5]    

Matched sequences: K.LVNAGIVQIR.-; 

K.HDPQNQELLDGVR.R 

Calculated Mr: 65386                Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 206 

NCBI accession No.: gi|302853426   

Species: Volvox carteri f. nagariensis 

Protein name：hypothetical protein VOLCADRAFT_77867 

PMF score: 81                Sequence coverage %: 33                    

Matched peptides No.:14          Total peptides No.:69 

Calculated Mr: 65036               Calculated pI:8.96 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 
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Spot No.: 207 

NCBI accession No.: gi|255537027  Species: Ricinus communis 

PFF score: [266]      

Protein name: heat shock protein 70 (HSP70)-interacting protein,    

Matched peptides No.: [3]        Sequence coverage %: [5]    

Matched sequences: K.LVNAGIVQIR.-; 

K.NPNNLNLYLK.D; 
R.MYLQQPDFVK.M + Oxidation (M); 
R.QVLVDFQENPK.S; 
K.LGALPEGLKDAEK.C; 
K.HDPQNQELLDGVR.R; 
K.ALETYQEGLKHDPQNQELLDGVR.R 

Calculated Mr: 65386                Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 208 

NCBI accession No.: gi|255537027  Species: Ricinus communis 

PFF score: [68]      

Protein name: heat shock protein 70 (HSP70)-interacting protein,    

Matched peptides No.: [2]        Sequence coverage %: [5]    

Matched sequences: K.LVNAGIVQIR.-; 

K.HDPQNQELLDGVR.R 

Calculated Mr: 65386                Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 209 

NCBI accession No.: gi|1346735  Species: Ricinus communis 

PFF score: [161]      

Protein name: 2,3-bisphosphoglycerate-independent 

phosphoglycerate mutase    

Matched peptides No.: [3]        Sequence coverage %: [9]    

Matched sequences:K.FGHVTFFWNGNR.S; 

K.LPSHYLVSPPEIER.T; 
K.AHGTAVGLPTEDDMGNSEVGHNALGAGR.I + Oxidation (M)  

Calculated Mr: 57374                Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 210 

NCBI accession No.: gi|255537027  Species: Ricinus communis 

PFF score: [69]      

Protein name: heat shock protein 70 (HSP70)-interacting protein 

Matched peptides No.: [3]        Sequence coverage %: [5]    

Matched sequences: K.LVNAGIVQIR.-; 

K.HDPQNQELLDGVR.R; 
K.ALETYQEGLKHDPQNQELLDGVR.R  

Calculated Mr: 65386                Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 211   

NCBI accession No.: gi|255556934   Species: Ricinus communis 

PFF score:  [1185]                  

Protein name：Transitional endoplasmic reticulum ATPase, putative     

Matched peptides No.:  [15]        Sequence coverage %:  [26]  

Matched sequences: R.DFSTAILER.K;           K.GVLFYGPPGCGK.T; 

R.EIDIGVPDEVGR.L;           R.LDEVGYDDVGGVR.K; 
K.YQAFAQTLQQSR.G;          R.LGDVVSVHQCPDVK.Y; 
R.KYQAFAQTLQQSR.G;         R.LDQLIYIPLPDEDSR.H; 
K.YTQGFSGADITEICQR.A;       R.EDENRLDEVGYDDVGGVR.K; 
R.AHVIVIGATNRPNSIDPALR.R;  R.QSAPCVLFFDELDSIATQR.G; 
R.ELQETVQYPVEHPEKFEK.F;    R.ETVVEVPNVSWEDIGGLENVKR.E; 
K.DTHGYVGADLAALCTEAALQCIR.E  

Calculated Mr: 90355                Calculated pI: 5.13 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 212  

NCBI accession No.: gi|4588474      Species: Brassica napus 

PFF score: [166]                  

Protein name：phosphoinositide-specific phospholipase C    

Matched peptides No.:  [3]         Sequence coverage %:  [3]  

Matched sequences: K.NDIDVLHGR.T; 

R.VIELDIWPNSNK.N; 
R.VIELDIWPNSNKNDIDVLHGR.T    

Calculated Mr: 66632                Calculated pI: 5.79 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 213  

NCBI accession No.: gi|4588474         Species: Brassica napus 

PFF score: [116]  

Protein name：phosphoinositide-specific phospholipase C 

Matched peptides No.: [2]        Sequence coverage %: [3]  

Matched sequences: K.NDIDVLHGR.T; 

R.VIELDIWPNSNKNDIDVLHGR.T 

Calculated Mr: 66632                Calculated pI: 5.79 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 215 

NCBI accession No.: gi|32967699     Species: Arabidopsis thaliana 

PFF score:  [289]                  

Protein name：S-adenosyl-L-homocystein hydrolase         

Matched peptides No.:  [4]       Sequence coverage %: [10] 

Matched sequences: R.ITIKPQTDR.W; 

K.SKFDNLYGCR.H; 
K.GETLQEYWWCTER.A; 
R.WVFPDTKSGIIVLAEGR.L 

Calculated Mr: 53776                 Calculated pI: 5.66 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 216 

NCBI accession No.: gi|336390551   Species: Glycine max 

PFF score:  [327]                  

Protein name：adenosylhomocysteinase          

Matched peptides No.:  [7]        Sequence coverage %:  [21]  

Matched sequences: R.HSLPDGLMR.A + Oxidation (M); 

R.ITIKPQTDR.W;  
K.SKFDNLYGCR.H; 
K.GETLQEYWWCTER.A; 
R.WVFPETNTGIIVLAEGR.L; 
R.WCSCNIFSTQDHAAAAIAR.D; 
R.ALDWGPGGGPDLIVDDGGDATLLIHEGVK.A 

Calculated Mr: 53761                Calculated pI: 5.69 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 217 

NCBI accession No.: gi|6136111   Species: Hordeum vulgare 

PFF score:  [52]                  

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

Matched peptides No.: [1]        Sequence coverage %: [2]  

Matched sequences: R.FFEKAIGINVPR.S 

Calculated Mr: 51783                Calculated pI: 5.20 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 218 

NCBI accession No.: gi|14916100   Species: Hevea brasiliensis 

PFF score: [802]                  

Protein name：hydroxymethylglutaryl coenzyme A     

Matched peptides No.:  [10]        Sequence coverage %:  [35]  

Matched sequences: R.LVFNDFVR.N; 

K.ARHELPPEK.F; 
K.TFLMQIFEK.F + Oxidation (M); 
K.VSQQVAKPLYDAK.V; 
K.LAPFSNLSGDESYQNR.D; 
R.YGLVVCTDSAVYAEGPAR.P; 
K.QFSISDAEYFVFHSPYNK.L; 
K.DCSLLASGTYYLTEVDSLYR.R; 
R.GSHMSHAYDFYKPNLASEYPVVDGK.L + Oxidation (M); 
K.NVGILAVDIYFPPTFVQQEALEAHDGASK.G   

Calculated Mr: 51761                Calculated pI: 6.86 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 219  

NCBI accession No.: gi|307707110      Species: Prunus armeniaca 

PFF score: [181]  

Protein name：NAD-dependent malate dehydrogenase        

Matched peptides No.: [4]        Sequence coverage %: [19]  

Matched sequences: R.LNVQVSDVK.N; 

K.VLVVANPANTNALILK.E; 
R.KLSSALSAASSACDHIR.D; 
K.NVIIWGNHSSTQYPDVNHATVK.T 

Calculated Mr: 34812                 Calculated pI: 5.92 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 220    

NCBI accession No.: gi|357137038 

Species: Brachypodium distachyon 

PFF score: [357]   

Protein name：phosphoglycerate kinase, cytosolic-like      

Matched peptides No.: [6]        Sequence coverage %: [20]  

Matched sequences: K.KPFAAIVGGSK.V; 

K.ELDYLVGAVANPK.K; 
K.GVTTIIGGGDSVAAVEK.A; 
K.LASVADLYVNDAFGTAHR.A; 
K.KLASVADLYVNDAFGTAHR.A; 
K.VVPASAIPDGWMGLDVGPDAIK.T + Oxidation (M) 

Calculated Mr: 42207                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 221 

NCBI accession No.: gi|357514973   Species: Medicago truncatula 

PFF score: [99]  

Protein name：Annexin D4  

Matched peptides No.: [2]         Sequence coverage %: [3]  

Matched sequences: K.LLVALVSAYR.Y; 

R.KLLVALVSAYR.Y   

Calculated Mr: 36283                Calculated pI: 8.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 222 

NCBI accession No.: gi|21536853   Species: Arabidopsis thaliana 

PFF score: [314]   

Protein name：phosphoglycerate kinase, putative         

Matched peptides No.: [6]        Sequence coverage %: [17]  

Matched sequences: K.YSLKPLVPR.L; 

K.ELDYLVGAVANPK.K; 
K.YLKPSVAGFLMQK.E + Oxidation (M); 
K.GVSLLLPTDVVIADK.F; 
K.LAALADVYVNDAFGTAHR.A; 
K.KLAALADVYVNDAFGTAHR.A 

Calculated Mr: 42178                  Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 223 

NCBI accession No.: gi|255547137   Species: Ricinus communis 

PFF score: [77]   

Protein name：Alpha-1,4-glucan-protein synthase          

Matched peptides No.: [2]        Sequence coverage %: [5]  

Matched sequences: K.DINALEQHIK.N; 

K.VICDHLGFGVK.T 

Calculated Mr: 41557                Calculated pI: 5.82 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 224 

NCBI accession No.: gi|380468126   Species: Hevea brasiliensis 

PFF score: [922]   

Protein name：caffeic acid 3-O-methyltransferase         

Matched peptides No.: [9]        Sequence coverage %: [42]  

Matched sequences: R.LYAPGPICK.F; 

K.NPEAPVLLDR.M; 
R.TRQEFEALASK.S; 
K.WVLHDWNDDLCLK.L; 
R.AYGMNQFEYPGTDQR.F + Oxidation (M); 
K.SWYHLNEAILEGGTPFNR.A; 
K.VIVVESILPTVPENNVTSQVLHK.E; 
K.SALELNVIDIISTAGNSGASLSAPEIAQR.I; 
K.GINYDLPHVLADAPSYPGVEHVAGDMFK.S + Oxidation (M) 

Calculated Mr: 40957                   Calculated pI: 5.54 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 225 

NCBI accession No.: gi|255570457   Species: Ricinus communis 

PFF score: [237]    

Protein name：protease C56, putative         

Matched peptides No.: [3]        Sequence coverage %: [10]  

Matched sequences: K.YDGLVIPGGR.A; 

R.APEYLALDETVIALVK.Q; 
R.APEYLAMNESVLDCVR.K + Oxidation (M) 

Calculated Mr: 42437                Calculated pI: 5.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 226 

NCBI accession No.: gi|224131618   Species: Populus trichocarpa 

PFF score:  [172]                  

Protein name：predicted protein         

Matched peptides No.:  [2]        Sequence coverage %:  [18]  

Matched sequences: K.ASGIPYEVHIYPGNAHAFMNR.S + Oxidation (M); 

K.APVQAHFGELDNFVGFSDVTAAK.A 

Calculated Mr: 26246                Calculated pI: 5.24 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 227 

NCBI accession No.: gi|333690873      Species: Hevea brasiliensis 

PFF score:  [386]                  

Protein name：glutathione-S-transferase tau 1       

Matched peptides No.:  [8]        Sequence coverage %:  [29]  

Matched sequences: R.FWADFIDK.K; 

K.VYEFVLVLK.K; 
R.FWADFIDKK.I; 
K.YEYREEDLR.N; 
K.SPFLPSDPYQR.A; 
K.SPLLLQMNPVHK.K + Oxidation (M); 
K.DKSPFLPSDPYQR.A;  
K.ESVSESVPDPEKVYEFVLVLK.K 

Calculated Mr: 25595                Calculated pI: 5.48 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 228 

NCBI accession No.: gi|211906460   Species: Gossypium hirsutum 

PFF score: [243]  

Protein name：triosephosphate isomerase         

Matched peptides No.: [2]        Sequence coverage %: [15] 

Matched sequences: K.VIACIGETLEQR.E; 

K.ELAAQPDVDGFLVGGASLKPEFIDIIK.S 

Calculated Mr: 27472                Calculated pI: 6.00 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

 230



Spot No.: 229 

NCBI accession No.: gi|255568460   Species: Ricinus communis 

PFF score: [93]                  

Protein name：glutathione-s-transferase omega, putative         

Matched peptides No.: [2]          Sequence coverage %: [13]  

Matched sequences: K.YDITAGRPK.L; 

K.FDDGPFLLGQFSLVDIAYIPFVER.L 

Calculated Mr: 27477                Calculated pI: 5.13 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 230 

NCBI accession No.: gi|2970051   Species: Vigna radiata 

PFF score: [104]  

Protein name：ARG10   

Matched peptides No.:  [2]        Sequence coverage %:  [12]  

Matched sequences: K.SANEVILVIEAYK.A; 

K.ITAVPAEEEEIWGATFK.V 

Calculated Mr: 25750                Calculated pI: 5.62 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 231 

NCBI accession No.: gi|2832430      Species: Hevea brasiliensis 

PFF score: [217]  

Protein name：prohevein   

Matched peptides No.:  [2]         Sequence coverage %:  [20]  

Matched sequences: R.IVDQCSNGGLDLDVNVFR.Q; 

  K.YGWTAFCGPVGAHGQPSCGK.C   

Calculated Mr: 20852                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 232 

NCBI accession No.: gi|2832430      Species: Hevea brasiliensis 

PFF score: [112]   

Protein name：prohevein  

Matched peptides No.: [2]         Sequence coverage %: [16]  

Matched sequences: R.QLDTDGKGYER.G; 

K.YGWTAFCGPVGAHGQPSCGK.C    

Calculated Mr: 20852                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 233 

NCBI accession No.: gi|14423933      Species: Hevea brasiliensis 

PFF score: [384]  

Protein name：Small rubber particle protein   

Matched peptides No.:  [5]         Sequence coverage %:  [36]  

Matched sequences: K.AEQYAVITWR.A; 

R.VSSYLPLLPTEK.I;  
K.QVSAQTYSVAQDAPR.I; 
K.DISGPLKPGVDTIENVVK.T; 
R.IVLDVASSVFNTGVQEGAK.A    

Calculated Mr: 22331                Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 234 

NCBI accession No.: gi|132270      Species: Hevea brasiliensis 

PFF score: [379]   

Protein name：Rubber elongation factor protein   

Matched peptides No.: [4]           Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F;  

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N    

Calculated Mr: 14713                Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 235 

NCBI accession No.: gi|123550   Species: Pisum sativum 

PFF score: [128]  

Protein name：17.1 kDa class II heat shock protein  

Matched peptides No.: [1]        Sequence coverage %: [9]  

Matched sequences: K.VQVEDENVLLISGER.K 

Calculated Mr: 17059                Calculated pI: 6.32 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 236 

NCBI accession No.: gi|312985293     Species: Hevea brasiliensis 

PFF score: [272]                  

Protein name：nucleoside diphosphate kinase 2    

Matched peptides No.: [5]         Sequence coverage %: [27]  

Matched sequences: K.LMSVERPFAEK.H; 

K.LMSVERPFAEK.H + Oxidation (M); 
R.NVIHGSDSVENAK.K; 
R.NVIHGSDSVENAKK.E; 
K.IIGATKPSESDPGTIR.G   

Calculated Mr: 16463                Calculated pI: 5.96 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 237 

NCBI accession No.: gi|132270      Species: Hevea brasiliensis 

PFF score: [90]  

Protein name：Rubber elongation factor protein   

Matched peptides No.:  [2]         Sequence coverage %:  [23]  

Matched sequences: K.FVDSTVVASVTIIDR.S; 

K.DKSGPLQPGVDIIEGPVK.N    

Calculated Mr: 14713                Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 238 

NCBI accession No.: gi|2832430      Species: Hevea brasiliensis 

PFF score: [344]  

Protein name：prohevein  

Matched peptides No.: [3]        Sequence coverage %: [26]  

Matched sequences: R.QLDTDGKGYER.G; 

R.IVDQCSNGGLDLDVNVFR.Q; 
K.YGWTAFCGPVGAHGQPSCGK.C 

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 239 

NCBI accession No.: gi|255570457     Species: Ricinus communis 

PFF score: [193]  

Protein name：protease C56, putative    

Matched peptides No.: [2]         Sequence coverage %: [8]  

Matched sequences: R.APEYLALDETVIALVK.E; 

R.APEYLAMNESVLDCVR.K + Oxidation (M)    

Calculated Mr: 42437                Calculated pI: 5.60 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 240 

NCBI accession No.: gi|727357      Species: Arabidopsis thaliana 

PFF score: [58]   

Protein name：DnaJ homolog 

Matched peptides No.: [2]         Sequence coverage %: [6] 

Matched sequences: R.EIYDQYGEDALK.E;  

K.ELAQAYEVLSDPEKR.E    

Calculated Mr: 47042                Calculated pI: 5.68 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 241  

NCBI accession No.: gi|255568794      Species: Ricinus communis 

PFF score: [100]  

Protein name：nucleoredoxin, putative         

Matched peptides No.: [3]        Sequence coverage %: [5]  

Matched sequences: K.LIEAYHEIK.A;  

K.KCDFDLHPK.C;  
R.VEYFRQEEENAK.K 

Calculated Mr: 63728                Calculated pI: 5.46 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 242    

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 93               Sequence coverage %: 31     

Matched peptides No.: 9          Total peptides No.: 33 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 243    

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 93               Sequence coverage %: 36     

Matched peptides No.: 11          Total peptides No.: 44 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

 

 

 

 

 

 245



Spot No.: 244 

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 95               Sequence coverage %: 42     

Matched peptides No.: 14          Total peptides No.: 66 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 245 

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 101               Sequence coverage %: 49     

Matched peptides No.: 16          Total peptides No.: 67 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 

 

 

 

 

 247



Spot No.: 246 

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 118               Sequence coverage %: 47     

Matched peptides No.: 15          Total peptides No.: 46 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 247    

NCBI accession No.: gi|123062   Species: Hevea brasiliensis   

PFF score: [158]                  

Protein name: Pro-hevein         

Matched peptides No.: [2]          Sequence coverage %: [11]  

Matched sequences: K.CLSVTNTGTGAK.T; 

R.QLDTDGKGYER.G     

Calculated Mr: 22700                 Calculated pI: 5.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 248    

NCBI accession No.: gi|2832430   Species: Hevea brasiliensis   

PFF score: [446]            Protein name: prohevein         

Matched peptides No.: [4]          Sequence coverage %: [32]  

Matched sequences: K.CLSVTNTGTGAK.A; 

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

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 249    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [405]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 250   

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [340]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: 251    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [470]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [27]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.SGPLQPGVDIIEGPVK.N; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: 252   

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [402]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Band No.: B1   

NCBI accession No.: gi|132270        Species: Hevea brasiliensis 

PFF score:  [282]                  

Protein name：Rubber elongation factor protein; Short=REF; 

AltName: Allergen=Hev b 1   

Matched peptides No.:  [4]         Sequence coverage %:  [38]  

Matched sequences: K.DKSGPLQPGVDIIEGPVK.N；K.NVAVPLYNR.F；

K.FVDSTVVASVTIIDR.S；K.DASIQVVSAIR.A    

Calculated Mr: 14713                Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Band No.: B2    

NCBI accession No.: gi|225440045     Species: Vitis vinifera 

Protein name：cell division cycle protein 48 homolog 

PMF score: 90                   Sequence coverage %: 32    

Matched peptides No.: 23         Total peptides No.: 49 

Calculated Mr: 90331             Calculated pI: 5.14 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Band No.: B3    

NCBI accession No.: gi| 88193697     Species: Arachis hypogaea 

PFF score: [100]        Protein name：phospholipase D alpha 2   

Matched peptides No.: [2]   Sequence coverage %: [2]    

Matched sequences: R.SIDGGAAFGFPETPEDAAR.A; 

R.SIDGGAAFGFPETPEDAAR.A        

Calculated Mr: 92340                 Calculated pI: 5.54 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Band No.: B4    

NCBI accession No.: gi| 225440324  Species: Vitis vinifera 

Protein name：heat shock cognate 70 kDa protein isoform 1 

Mascot score: 102               Sequence coverage %: 36                 

Matched peptides No.: 22          Total peptides No.: 68 

Calculated Mr: 71420               Calculated pI: 5.17 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Band No.: B5    

NCBI accession No.: gi|253760141     Species: Sorghum bicolor 

Protein name：hypothetical protein SORBIDRAFT_1058s002010  

Mascot score: 95              Sequence coverage %: 57                   

Matched peptides No.: 15        Total peptides No.: 59 

Calculated Mr: 23743            Calculated pI: 6.77 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Band No.: B6    

NCBI accession No.: gi|14423933   Species: Hevea brasiliensis 

PFF score:  [348]                  

Protein name：Small rubber particle protein; Short=SRPP; AltName: 

Full=22 kDa rubber particle protein; Short=22 kDa RPP; AltName: 
Full=27 kDa natural rubber allergen; AltName: Full=Latex allergen Hev 
b 3; AltName: Allergen=Hev b 3 

Matched peptides No.:  [4]         Sequence coverage %:  [21]  

Matched sequences: K.QVSAQTYSVAQDAPR.I; R.IVLDVASSVFNTGVQEGAK.A; 

R.IVLDVASSVFNTGVQEGAK.A; K.AEQYAVITWR.A 

Calculated Mr: 22331                 Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Band No.: B7    

NCBI accession No.: gi|260099871   Species: Hevea Brasiliensis 

Protein name: beta-1,3-glucanase 

Mascot score: 125                Sequence coverage %: 40                

Matched peptides No.: 16         Total peptides No.: 38 

Calculated Mr: 41543             Calculated pI: 9.40 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Band No.: B8              

NCBI accession No.: gi| 10946499  Species: Hevea Brasiliensis 

Protein name：beta-1,3-glucanase 

Mascot score: 187                Sequence coverage %: 61                

Matched peptides No.: 20           Total peptides No.: 62 

Calculated Mr: 35295                 Calculated pI: 9.46 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Band No.: B9    

NCBI accession No.: gi|255540341     Species: Ricinus 

communis 

Protein name：glyceraldehyde 3-phosphate dehydrogenase, 

putative  

Mascot score: 103                Sequence coverage %: 48                

Matched peptides No.: 15           Total peptides No.: 82 

Calculated Mr: 36930                Calculated pI: 7.10 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 
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Band No.: B10                   

NCBI accession No.: gi|14423933    Species: Hevea 

Brasiliensis 

Protein name：Small rubber particle protein 

Mascot score: 160                Sequence coverage %: 77                

Matched peptides No.: 13         Total peptides No.: 44 

Calculated Mr: 22331             Calculated pI: 4.80 

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold Red 
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Band No.: B11      

NCBI accession No.: gi| 38122474  Species: Hevea Brasiliensis 

Protein name：rubber elongation factor 

Mascot score: 106               Sequence coverage %: 42                 

Matched peptides No.: 10         Total peptides No.: 29 

Calculated Mr: 19570             Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Band No.: B12    

NCBI accession No.: gi|3288200     Species: Hevea brasiliensis 

Protein name：latex allergen  

Mascot score: 87               Sequence coverage %: 41                  

Matched peptides No.: 12        Total peptides No.: 43 

Calculated Mr: 43020             Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 
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Band No.: B13   

NCBI accession No.: gi| 334854628    Species: Hevea brasiliensis 

PFF score:  [271]       Protein name：rubber elongation factor    

Matched peptides No.: [3]        Sequence coverage %: [27]  

Matched sequences:  K.DKSGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A 

Calculated Mr: 14889               Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Band No.: B14    

NCBI accession No.: gi|14423688     Species: Hevea brasiliensis  

Protein name：Enolase 1; AltName: Full=2-phospho-D-glycerate hydro-lyase 

1; AltName: Full=2-phosphoglycerate dehydratase 1; AltName: Allergen=Hev 
b 9 

Mascot score: 117               Sequence coverage %: 48                 

Matched peptides No.: 20         Total peptides No.: 71 

Calculated Mr: 48029             Calculated pI: 5.57 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Band No.: B15    

NCBI accession No.: gi|255543357   Species: Ricinus communis  

Protein name：heat shock protein, putative  

Mascot score: 85               Sequence coverage %: 22                  

Matched peptides No.: 9        Total peptides No.: 17 

Calculated Mr: 71965           Calculated pI: 5.27 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 
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Band No.: B16    

NCBI accession No.: gi|225456951      Species: Vitis vinifera 

Protein name：cell division cycle protein 48 homolog 

Mascot score: 88                 Sequence coverage %: 33                

Matched peptides No.: 27          Total peptides No.: 121 

Calculated Mr:  91020              Calculated pI: 5.12 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red 
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Band No.: B17     

NCBI accession No.: gi|66735596   Species: Arachis hypogaea 

PFF score:  [67]           Protein name：phospholipase D alpha    

Matched peptides No.:  [1]         Sequence coverage %:  [10]  

Matched sequences: R.SIDGGAAFGFPETPEDAAR.A 

Calculated Mr: 21036                 Calculated pI: 5.22 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Band No.: B18   

NCBI accession No.: gi|33326375     Species: Hevea brasiliensis 

Protein name：heat shock protein  

Mascot score: 90                 Sequence coverage %: 28                

Matched peptides No.:17           Total peptides No.: 52 

Calculated Mr: 80380                Calculated pI: 5.02 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red 
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Band No.: B19    

NCBI accession No.: gi|450880     Species: Arabidopsis thaliana 

Protein name：heat shock cognate 70-1 

Mascot score: 107    Sequence coverage %: 47                       

Matched peptides No.: 28         Total peptides No.: 83 

Calculated Mr: 70427            Calculated pI: 5.11 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red 
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Band No.: B20    

NCBI accession No.: gi|379068234   

Species: Rhododendron formosanum  

Protein name：nucleotide-binding site leucine-rich repeat protein  

Mascot score: 81                   Sequence coverage %: 56              

Matched peptides No.:12           Total peptides No.: 60 

Calculated Mr: 28360               Calculated pI: 7.01 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Band No.: B21    

NCBI accession No.: gi|14423688   Species: Hevea brasiliensis 

Protein name：Enolase 1; 2-phosphoglycerate dehydratase 1  

Mascot score: 101                Sequence coverage %: 35                

Matched peptides No.: 10          Total peptides No.: 21 

Calculated Mr: 48029              Calculated pI: 5.57 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red 
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Band No.: B22    

NCBI accession No.: gi|3288200    Species: Hevea brasiliensis 

Protein name：latex allergen 

Mascot score: 121                Sequence coverage %: 47                

Matched peptides No.: 16           Total peptides No.: 62 

Calculated Mr: 43020                 Calculated pI: 5.00 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red 
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Band No.: B23    

NCBI accession No.: gi|113217       Species:  Daucus carota 

PFF score:  [81]                  Protein name：Actin-1   

Matched peptides No.:  [2]         Sequence coverage %:  [7]  

Matched sequences: R.AVFPSIVGRPR.H；K.NYELPDGQVITIGAER.F 

Calculated Mr: 42246                 Calculated pI: 5.64  

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold Red: 
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Band No.: B24    

NCBI accession No.: gi|147835357  Species: Vitis vinifera 

Protein name：hypothetical protein  

Mascot score: 84               Sequence coverage %: 34                  

Matched peptides No.: 25        Total peptides No.: 106 

Calculated Mr: 97236             Calculated pI: 6.08 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Band No.: B25    

NCBI accession No.: gi|170525118   Species: Physalis 

mendocina  

Protein name：geranylgeranyl reductase  

Mascot score: 81                Sequence coverage %: 76         

Matched peptides No.: 7          Total peptides No.: 54 

Calculated Mr: 5.67               Calculated pI: 11741 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Band No.: B26    

NCBI accession No.: gi|145346735   

Species: Ostreococcus lucimarinus CCE9901 

Protein name：predicted protein  

Mascot score: 83               Sequence coverage %: 22        

Matched peptides No.: 9          Total peptides No.: 25 

Calculated Mr: 43211              Calculated pI: 8.11 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 
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Band No.: B27    

NCBI accession No.: gi| 37903393   

Species: Saccharum hybrid cultivar CP65-357 

PFF score:  [101]              Protein name：14-3-3-like protein    

Matched peptides No.:  [1]      Sequence coverage %:  [4]  

Matched sequences:  K.TVDVEELTVEER.N  

Calculated Mr: 28978                 Calculated pI: 4.79 

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold Red: 
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Band No.: B28    

NCBI accession No.: gi|10946499     Species: Hevea brasiliensis 

Protein name：beta-1,3-glucanase  

Mascot score: 181                Sequence coverage %: 66                

Matched peptides No.:18          Total peptides No.:45 

Calculated Mr: 35295              Calculated pI: 9.46 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Band No.: B29    

NCBI accession No.: gi|124365253    Species: Hevea brasiliensis 

Protein name：beta-1,3-glucanase  

Mascot score: 105               Sequence coverage %: 38                 

Matched peptides No.: 10         Total peptides No.: 35 

Calculated Mr: 41543            Calculated pI: 9.4 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Band No.: B30    

NCBI accession No.: gi|14423933     Species: Hevea brasiliensis  

Protein name：Small rubber particle protein; Short=SRPP; AltName: Full=22 kDa 

rubber particle protein; Short=22 kDa RPP; AltName: Full=27 kDa natural rubber 
allergen; AltName: Full=Latex allergen Hev b 3; AltName: Allergen=Hev b 3 

Mascot score: 130                Sequence coverage %: 51                

Matched peptides No.:10          Total peptides No.: 26 

Calculated Mr: 22331              Calculated pI: 4.80 

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold red: 
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Band No.: B31    

NCBI accession No.: gi|313586569   Species: Hevea brasiliensis  

Protein name：hypothetical protein 19  

Mascot score: 132                Sequence coverage %: 48                

Matched peptides No.: 12         Total peptides No.: 36 

Calculated Mr: 20724             Calculated pI: 7.77 

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold red: 
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Band No.: B32    

NCBI accession No.: gi|327492451  

Species: Mesembryanthemum crystallinum 

Protein name：N-terminal end of polyubiquitin  

Mascot score: 162                Sequence coverage %: 96 

Matched peptides No.: 12         Total peptides No.: 38 

Calculated Mr: 8463              Calculated pI: 6.56 

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold red: 
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Band No.: B33    

NCBI accession No.: gi|27449246     Species: Hevea brasiliensis 

Protein name：Cu/Zn superoxide dismutase  

Mascot score: 87                 Sequence coverage %: 38                

Matched peptides No.: 6            Total peptides No.: 22 

Calculated Mr: 15726                Calculated pI: 5.73 

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold red: 
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Band No.: B34    

NCBI accession No.: gi| 29170601    Species: Hevea brasiliensis 

Protein name：small rubber particle protein  

Mascot score: 84                   Sequence coverage %: 61 

Matched peptides No.: 7            Total peptides No.: 31 

Calculated Mr: 12769               Calculated pI: 4.61 

Probability Based Mowse Score: 

 

 

Matched peptide sequences: shown in Bold red: 
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Spot No.: B35     

NCBI accession No.: gi|242080683    Species: Sorghum bicolor 

PFF score: [118]   

Protein name：hypothetical protein SORBIDRAFT_07g004260    

Matched peptides No.: [2]         Sequence coverage %: [15]  

Matched sequences: M.GLQEEFEEYAEK.A; M.GLQEEFEEYAEKAK.T                       

Calculated Mr: 10341                  Calculated pI: 5.01 

Probability Based Mowse Score: 

 
 

Matched peptide sequences: shown in Bold Red: 
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Supplementary Figure S2 

Figure S2:  

 

Figure S2: Classification and functional analysis of the identified main latex 

proteins. A total of 287 proteins including 184 unique proteins were positively 

identified from 252 spots and 35 bands by MS. The distributions of the identified 

proteins in different plant species were demonstrated (A). To evaluate the quality of 

identified proteins, the theoretical and experimental ratios of molecular mass (Mr) and 

isoelectric point (pI) were calculated and presented in radial chart as radial and 

annular radar axis labels respectively (B). Then, each protein was functionally 

classified by COG and the proportion of each functional category was shown (C). The 

GO classification results including biological process (D), cellular component (E), 

and molecular function (F) were presented. The cellular locations of all the identified 
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proteins were also determined by TargetP (H). To detect the protein expression 

abundance in rubber latex, the most abundant 20 protein spots (G) as well as the most 

abundant 20 kinds of proteins on the reference 2-DE gel were also determined. The 

spot number (S), protein name and the volume value (Vol%) in the reference 2-DE 

gel were presented.  

 

The abbreviations used in this study were listed as the following. 

The abbreviations for proteins:  
ABAS, abscisic acid stress ripening-related protein; ACAT, Acetyl-CoA 
C-acetyltransferase; ACPX, ascorbate peroxidase; ADMF, actin depolymerizing factor; 
ADPF, actin-depolymerizing factor; APTS, asparaginyl-tRNA synthetase; ATPS, ATP 
synthase subunit beta; CAMT, caffeic acid 3-O-methyltransferase; CDCP, cell 
division cycle protein; CDPK, calcium-dependent protein kinase; Chit, chitinase; 
CIAD, cinnamyl alcohol dehydrogenase; CIBP, citrate-binding protein; CIPT, 
cis-prenyl transferase; CLBP, calcium lipid binding protein; COPC, COP9 
signalosome complex subunit 1; COPT, copper transport protein; CVMP, coated 
vesicle membrane protein; CYAS, beta-cyanoalanine synthase; CYSP, cysteine 
protease; DMAPP, dimethylallyl diphosphate; ELRP, elicitor-responsive protein; 
ETEF, eukaryotic translation elongation factor; ETIF, eukaryotic translation initiation 
factor; ETHI, ethylene-inducible protein; ETHR, ethylene receptor; FADS, farnesyl 
diphosphate synthase; GLUD, glutaredoxin; GGCS, gamma-glutamylcysteine 
synthetase; GGDS, geranylgeranyl diphosphate synthase; Gluc, beta-1,3-glucanase; 
GLUR, glutathione reductase; GLUS, glutamine synthetase; GSGT, 
galactinol-sucrose galactosyltransferase; GSTF, glutathione-S-transferase; G3PD, 
glyceraldehyde 3-phosphate dehydrogenase; G6PD, glucose-6-phosphate 
dehydrogenase; G6PE, glucose-6-phosphate 1-epimerase; G6PI, glucose-6-phosphate 
isomerase; HMGR, hydroxymethylglutaryl coenzyme A reductase; HMGS, 
hHydroxymethylglutaryl coenzyme A synthase; HSP 70, heat shock protein 70; 
HYDL, hydroxynitrile lyase; LACG, latex cyanogenic beta glucosidase; LACT, latex 
cystatin; LAP, latex abundant protein; LAG, latex allergen; LPA7, latex protein 
allergen Hev b 7; MEVD, mevalonate disphosphate decarboxylase; MEVK, 
mevalonate kinase; MIPS, myo-inositol-1-phosphate synthase; NUDK, nucleoside 
diphosphate kinase; PDBP, pyridoxal biosynthesis protein; PHOK, 
phosphomevalonate kinase; PHOT, phosphoglyceride transfer family protei; PMPP, 
pyrophosphate-energized membrane proton pump; PPCI, peptidyl-prolyl cis-trans 
isomerase; ProH, prohevein; PROI, protease inhibitor protein; PseuH, pseudo-hevein; 
RAPK, receptor for activated protein kinase; REF, rubber elongation factor; RRMP, 
RNA recognition motif-containing protein; SOD, superoxide dismutase; SRPP, small 
rubber particle protein; SUCT, sucrose transporter; TMAP, translation 
machinery-associated protein; UBCE, ubiquitin-conjugating enzyme; UBPL, 
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ubiquitin-protein ligase; VHAE, V-type proton ATPase subunit E; VHAF, V-type 
proton ATPase subunit; V-PPase, vacuolar-type inorganic pyrophosphatase; 50KP, 50 
kDa protein. 
The abbreviations for COG classification of each protein:  
EPC, Energy production and conversion; CDC, Cell division and chromosome 
partitioning; ATM, Amino acid transport and metabolism; NTM, Nucleotide transport 
and metabolism; CTM, Carbohydrate transport and metabolism; COM, Coenzyme 
transport and metabolism; LPM, Lipid metabolism; TRB, Translation, ribosomal 
structure and biogenesis; DRR, DNA replication, recombination and repair; CMC, 
Cell envelope biogenesis, outer membrane/ G Carbohydrate transport and metabolism; 
PTM, Posttranslational modification, protein turnover, chaperones. 
The abbreviations for GO-Biological process:  
AHS, ATP hydrolysis and synthesis; BDR, biotic defense response; CMP, 
carbohydrate metabolic process; CGM, cellulose biosynthetic and glucose metabolic 
process; IST, intracellular signal transduction; LMP, lipid metabolic process; MMP, 
malate metabolic process; NAM, nuclear acid metabolic process; PCP, protein 
catabolic process; PFD, protein folding; PTP, protein transport; AST, abiotic stress 
response; OSR, oxidative stress response; TRR, translational regulation; TCA, 
tricarboxylic acid cycle; UPC, ubiquitin-dependent protein catabolic process. 
The abbreviations for GO-Cellular component:  
Nuc, nucleus; Pro, proteasome;Cew, cell wall;Mit, mitochondria; Cyt, cytoskeleton; 
Ext, extracellular region; PHC, phosphopyruvate hydratase complex. 
The abbreviations for GO-Molecular function:  
ATPA, ATPase activity; CATA, catalytic activity; CHIB, chitin binding; CSEA, 
cysteine synthase and endopeptidase activity; HYDA, hydrolase activity; INBA, 
inhibitor activity; MTIB, metal ion binding; NUCB, nucleotide binding; PEPA, 
peptidase activity; PORA, peroxidase and reductase activity; POKA, phosphate 
kinase activity; POHY, phosphopyruvate hydratase activity; PROB, protein binding; 
SITA, signal transducer activity;TRAA, transferase activity; TEFA, translation 
elongation factor activity. 
The abbreviations for the cellular location in TargetP:  
Mit, Mitochondrion, i.e. the sequence contains mTP, a mitochondrial targeting peptide; 
Plastid, Chloroplast or other plastids,, i.e. the sequence contains cTP, a chloroplast 
transit peptide; _, Any other location; Q , Don't know location, indicates that cutoff 
restrictions were set and the winning network output score was below the requested 
cutoff for that category; SP, Secretory pathway, i.e. the sequence contains SP, a signal 
peptide. 
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Supplementary Figure S3  

Supplemental spectra and MALDI TOF/TOF MS 

/MS identification information for the ethylene 

responsive latex proteins 
 

Annotated spectra 143 differential latex proteins on DIGE gels 

identified by PMF and the combination results of PMF and 

PFF.  

 

CID: collision induced desorption; 

MALDI TOF:  

matrix assisted laser desorption/ionization time of flight;  

MS: mass spectrometry; 

PMF: peptide mass fingerprinting; 

PFF: peptide fragment fingerprinting. 

 294



Spot No.: D1    

NCBI accession No.: gi|255545912   Species: Ricinus communis  

PFF score: [278]                  

Protein name: 14-3-3 protein, putative        

Matched peptides No.: [3]          Sequence coverage %: [17]  

Matched sequences: R.IVSSIEQKEEGR.K;  

K.LVLGSTPSGELTVEER.N; 
K.AAQDIALADLAPTHPIR.L     

Calculated Mr: 28647                 Calculated pI: 4.71 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D2    

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 93               Sequence coverage %: 31     

Matched peptides No.: 9          Total peptides No.: 33 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D3    

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 93               Sequence coverage %: 36     

Matched peptides No.: 11          Total peptides No.: 44 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D4    

NCBI accession No.: gi|147805616   Species: Vitis vinifera   

PFF score: [324]                  

Protein name: hypothetical protein VITISV_028800        

Matched peptides No.: [4]          Sequence coverage %: [14]  

Matched sequences: R.GPYPADQVVR.D; 

K.GCFFTTSGGLR.S; 
R.DRGPYPADQVVR.D; 
K.TANEVIIVIEAYR.T     

Calculated Mr: 27385                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D5    

NCBI accession No.: gi|224137430    

Species: Populus trichocarpa   

Protein name: predicted protein        PFF score: [122]   

Matched peptides No.: [2]          Sequence coverage %: [6]  

Matched sequences: R.VYKDGTIER.L; 

R.LLVIVAEKDILR.D     

Calculated Mr: 35782                 Calculated pI: 5.30 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D6 

NCBI accession No.: gi|14423688  Species: Hevea brasiliensis 

PFF score: [229]        Protein name: Enolase 1 

Matched peptides No.: [3]   Sequence coverage %: [10]  

Matched sequences: R.AGWGVMASHR.S + Oxidation (M); 

R.AAVPSGASTGIYEALELR.D; 
R.IEEELGSEAVYAGANFR.K    

Calculated Mr: 48029        Calculated pI: 5.57 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D7 

NCBI accession No.: gi| 37719658  Species: Hevea brasiliensis  

Protein name：50 kDa protein 

Mascot score: 95               Sequence coverage %: 42     

Matched peptides No.: 14          Total peptides No.: 66 

Calculated Mr: 41480               Calculated pI: 4.60 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D8 

NCBI accession No.: gi|255565836  Species: Ricinus communis  

Protein name：eukaryotic translation elongation factor, putative 

Mascot score: 123               Sequence coverage %: 30     

Matched peptides No.: 26          Total peptides No.: 56 

Calculated Mr: 94981               Calculated pI: 5.87 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D9 

NCBI accession No.: gi|225428086  Species: Vitis vinifera  

Protein name：PREDICTED: V-type proton ATPase subunit B 1 

Mascot score: 146               Sequence coverage %: 52     

Matched peptides No.: 29          Total peptides No.: 52 

Calculated Mr: 54367               Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D10    

NCBI accession No.: gi| 2832430   Species: Hevea brasiliensis   

PFF score: [446]                  

Protein name: Pro-hevein         

Matched peptides No.: [4]          Sequence coverage %: [32]  

Matched sequences: K.YGWTAFCGPVGAHGQPSCGK.C; K.CLSVTNTGTGAK.A; 

R.IVDQCSNGGLDLDVNVFR.Q; R.QLDTDGKGYER.G 

Calculated Mr: 20852                 Calculated pI: 5.65 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D11    

NCBI accession No.: gi|123062   Species: Hevea brasiliensis   

PFF score: [158]                  

Protein name: Pro-hevein         

Matched peptides No.: [2]          Sequence coverage %: [11]  

Matched sequences: K.CLSVTNTGTGAK.T; 

R.QLDTDGKGYER.G     

Calculated Mr: 22700                 Calculated pI: 5.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D12    

NCBI accession No.: gi|15237159   Species: Arabidopsis thaliana   

PFF score: [77]                  

Protein name: regulatory particle triple-A ATPase 3        

Matched peptides No.: [4]          Sequence coverage %: [13]  

Matched sequences: K.AVANHTTAAFIR.V; 

K.KPDTDFEFYK.-; 
R.EAVELPLTHHELYK.Q; 
K.ENAPAIIFIDEVDAIATAR.F     

Calculated Mr: 45894                 Calculated pI: 5.42 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D13    

NCBI accession No.: gi|123062   Species: Hevea brasiliensis   

PFF score: [129]                 Protein name: Pro-hevein        

Matched peptides No.: [1]          Sequence coverage %: [8]  

Matched sequences: R.IVDQCSNGGLDLDVNVFR.Q     

Calculated Mr: 22700                 Calculated pI: 5.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D14    

NCBI accession No.: gi|225446010   Species: Vitis vinifera   

PFF score: [196]   

Protein name: putative glucose-6-phosphate 1-epimerase        

Matched peptides No.: [4]          Sequence coverage %: [14]  

Matched sequences: R.VALGPGGDLMLTSR.I; 

R.VALGPGGDLMLTSR.I + Oxidation (M); 
K.DGLPDAVVWNPWDKK.A; 
R.VEGLETLDYLDNLQNK.E     

Calculated Mr: 35638                 Calculated pI: 5.75 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D15    

NCBI accession No.: gi|1143427   Species: Cucumis sativus   

PFF score: [338]            Protein name: heat shock protein 70         

Matched peptides No.: [5]          Sequence coverage %: [8]  

Matched sequences: K.DIDEVILVGGSTR.I; 

K.QFAAEEISAQVLR.K; 
K.AVVTVPAYFNDSQR.T; 
K.LSFKDIDEVILVGGSTR.I; 
K.KQDITITGASTLPSDEVER.M     

Calculated Mr: 75480                 Calculated pI: 5.15 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D16    

NCBI accession No.: gi|255558037   Species: Ricinus communis   

PFF score: [198]   

Protein name: nucleic acid binding protein, putative        

Matched peptides No.: [2]          Sequence coverage %: [9]  

Matched sequences: K.HQFTSTATSK.V; 

R.YVLTGASWVTGAFNR.V     

Calculated Mr: 67285                 Calculated pI: 5.36 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D17    

NCBI accession No.: gi|27449246   Species: Hevea brasiliensis   

PFF score: [105]            Protein name: heat shock protein 70         

Matched peptides No.: [3]          Sequence coverage %: [23]  

Matched sequences: K.DHGGPEDENR.H; 

K.HIPLSGPHSIAGR.S; 
R.SVVFHEGRDDLGK.G     

Calculated Mr: 15726                 Calculated pI: 5.73 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D18    

NCBI accession No.: gi|2832430   Species: Hevea brasiliensis   

PFF score: [446]            Protein name: prohevein         

Matched peptides No.: [4]          Sequence coverage %: [32]  

Matched sequences: K.CLSVTNTGTGAK.A; 

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

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D19    

NCBI accession No.: gi|255551408   Species: Ricinus communis   

PFF score: [301]             

Protein name: chaperonin containing t-complex protein 1         

Matched peptides No.: [6]          Sequence coverage %: [14]  

Matched sequences: R.HKFDVDTR.L; 

K.GPNDHTIAQIK.D; 
K.GIDPPSLDLLAR.A; 
R.LVEGLVLDHGSR.H; 
K.SEINAGFFYSNAEQR.E; 
K.NTIEDEAVVLGAGAFELAAR.K     

Calculated Mr: 59556                 Calculated pI: 6.08 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D20    

NCBI accession No.: gi|225438145   Species: Vitis vinifera   

PFF score: [75]             

Protein name: PREDICTED: malate dehydrogenase, cytoplasmic         

Matched peptides No.: [1]          Sequence coverage %: [3]  

Matched sequences: K.IVQGLHIDEFSR.K     

Calculated Mr: 35881                 Calculated pI: 6.18 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D21    

NCBI accession No.: gi|224056377   Species: Ricinus communis   

PFF score: [116]             

Protein name: Aspartic proteinase precursor         

Matched peptides No.: [3]          Sequence coverage %: [7]  

Matched sequences: K.GEHTYVPVTQK.G; 

K.EPVFSFWFNR.N; 
K.NYMDAQYFGEIGIGTPPQK.F + Oxidation (M)     

Calculated Mr: 56596                 Calculated pI: 5.19 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D22    

NCBI accession No.: gi|255554865   Species: Ricinus communis   

PFF score: [145]             

Protein name: lactoylglutathione lyase, putative         

Matched peptides No.: [4]          Sequence coverage %: [16]  

Matched sequences: K.FYTECFGMK.L; 

K.ITSFLDPDGWK.T; 
K.DPDGYIFELIQR.G; 
R.GPTPEPLCQVMLR.V + Oxidation (M)     

Calculated Mr: 31641                 Calculated pI: 7.63 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D23    

NCBI accession No.: gi|356517215   Species: Glycine max   

PFF score: [466]             

Protein name: uncharacterized protein LOC100817735         

Matched peptides No.: [5]          Sequence coverage %: [22]  

Matched sequences: R.LGLSAVIMGSR.G; 

K.IHIVKDHDMK.E + Oxidation (M); 
K.IGVAVDLSDESAYAVR.W; 
R.KIGVAVDLSDESAYAVR.W; 
K.LGSVSDYCVHHCVCPVVVVR.Y     

Calculated Mr: 27677                 Calculated pI: 5.83 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D24    

NCBI accession No.: gi|356569000   Species: Glycine max   

PFF score: [505]  

Protein name: heat shock cognate 70 kDa protein-like         

Matched peptides No.: [11]          Sequence coverage %: [19]  

Matched sequences: 
K.ITITNDKGR.L;K.DAGVIAGLNVMR.I;K.DAGVIAGLNVMR.I + Oxidation 
(M);R.MVNHFVQEFK.R + Oxidation (M);K.NALENYAYNMR.N;K.NALENYAYNMR.N 
(M);K.SSVHDVVLVGGSTR.I;R.TTPSYVAFTDTER.L;K.ATAGDTHLGGEDFDNR.M; 
R.IINEPTAAAIAYGLDKK.A;K.EQVFSTYSDNQPGVLIQVYEGER.T    

Calculated Mr: 71194                 Calculated pI: 5.10 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D25   

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [405]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D26    

NCBI accession No.: gi|6624721   Species: Pisum sativum   

PFF score: [79]             

Protein name: putative cysteine protease         

Matched peptides No.: [2]          Sequence coverage %: [7]  

Matched sequences: R.SGQIDSNELR.D; 

R.ALSSYNQSFSLR.T     

Calculated Mr: 31321                 Calculated pI: 7.81 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D27    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [340]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D28    

NCBI accession No.: gi|314991144    

Species: Gossypium hirsutum   

PFF score: [115] 

Protein name: mitogen-activated protein kinase         

Matched peptides No.: [3]          Sequence coverage %: [9] 

Matched sequences: K.YIHSANVLHR.D; 

R.HMDHENVVAIR.D; 
R.VTSESDFMTEYVVTR.W     

Calculated Mr: 46237                 Calculated pI: 5.47 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D29  

NCBI accession No.: gi|118485535 

Species: Populus trichocarpa 

PFF score: [82]            Protein name: unknown 

Matched peptides No.: [1]          Sequence coverage %: [8] 

Matched sequences: K.VATPAQAQEVHLELR.K 

Calculated Mr: 18429                 Calculated pI: 5.59 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D30    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [470]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [27]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.SGPLQPGVDIIEGPVK.N; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D31    

NCBI accession No.: gi|470127750    

Species: Fragaria vesca subsp. Vesca     PFF score: [80]            

Protein name: uncharacterized protein LOC101300446          

Matched peptides No.: [1]          Sequence coverage %: [3]  

Matched sequences: K.KLDLVITSPLLR.T     

Calculated Mr: 36660                 Calculated pI: 6.43 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D32    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [398]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D33    

NCBI accession No.: gi|351724891   Species: Glycine max      

PFF score: [106]            Protein name: enolase          

Matched peptides No.: [2]          Sequence coverage %: [7]  

Matched sequences: R.AAVPSGASTGIYEALELR.D; 

R.IEEELGAEAVYAGANFR.T     

Calculated Mr: 47975                 Calculated pI: 5.31 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D34    

NCBI accession No.: gi|255578278   Species: Ricinus communis      

PFF score: [154]             

Protein name: hypothetical protein RCOM_0537780          

Matched peptides No.: [2]          Sequence coverage %: [6]  

Matched sequences: K.QESEYGSGGYGR.R; 

R.KPSYGEEGGYGER.T     

Calculated Mr: 41389                 Calculated pI: 4.65 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D35    

NCBI accession No.: gi|1143427   Species: Cucumis sativus   

PFF score: [378]            Protein name: heat shock protein 70         

Matched peptides No.: [5]          Sequence coverage %: [8]  

Matched sequences: K.DIDEVILVGGSTR.I; 

K.QFAAEEISAQVLR.K; 
K.AVVTVPAYFNDSQR.T; 
K.LSFKDIDEVILVGGSTR.I; 
K.KQDITITGASTLPSDEVER.M     

Calculated Mr: 75480                 Calculated pI: 5.15 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D36    

NCBI accession No.: gi|164604960   Species: Hevea brasiliensis      

PFF score: [120]    Protein name: acetyl-CoA C-acetyltransferase          

Matched peptides No.: [2]          Sequence coverage %: [5]  

Matched sequences: R.ILVTLLGVLR.K; 

M.APVAAAEIKPR.D     

Calculated Mr: 41798                 Calculated pI: 6.96 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D37    

NCBI accession No.: gi|37622210   Species: Hevea brasiliensis      

PFF score: [77]    Protein name: small rubber particle protein          

Matched peptides No.: [2]          Sequence coverage %: [14]  

Matched sequences: R.AVASEVHQSGVK.E; 

R.VSSYLPLVPTER.I     

Calculated Mr: 18929                 Calculated pI: 8.99 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D38    

NCBI accession No.: gi|255555641   Species: Ricinus communis      

PFF score: [109]     

Protein name: 26S proteasome non-atpase regulatory subunit      

Matched peptides No.: [2]          Sequence coverage %: [12]  

Matched sequences: K.HAVELEQSFMEGAYNR.V + Oxidation (M); 

R.LPPSSQEYMILGLNLLR.L + Oxidation (M)     

Calculated Mr: 30793                 Calculated pI: 4.87 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D39    

NCBI accession No.: gi|255541320   Species: Ricinus communis      

PFF score: [157]     

Protein name: proteasome subunit beta type, putative      

Matched peptides No.: [2]          Sequence coverage %: [10]  

Matched sequences: K.HLIYQHQHNK.Q; 

K.GCVYTYDAVGSYER.V     

Calculated Mr: 24880                 Calculated pI: 6.08 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D40    

NCBI accession No.: gi|255570990   Species: Ricinus communis      

PFF score: [459]    Protein name: heat shock protein, putative           

Matched peptides No.: [8]          Sequence coverage %: [16]  

Matched sequences: K.DIDEVILVGGSTR.I;K.QFAAEEISAQVLR.K; 

K.AVVTVPAYFNDSQR.T;K.MSEVDEESKQVSYR.V + Oxidation (M); 
R.QAVVNPENTFFSVKR.F;K.LSFKDIDEVILVGGSTR.I; 
K.KQDITITGASTLPSDEVER.M;K.SEVFSTAADGQTSVEINVLQGER.E     

Calculated Mr: 75431                 Calculated pI: 5.35 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D41    

NCBI accession No.: gi|351726646   Species: Glycine max      

PFF score: [97]     

Protein name: uncharacterized protein LOC100499738           

Matched peptides No.: [5]          Sequence coverage %: [28]  

Matched sequences: K.NVALYQFR.N; 

K.LIAASGEPGDR.V; 
K.SNEDKIMLLDSHK.L + Oxidation (M); 
R.HYHSGMSVEEAIDLVDK.C; 
K.LIAASGEPGDRVQFTEYIQK.N     

Calculated Mr: 22699                 Calculated pI: 5.86 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D42   

NCBI accession No.: gi|166627   Species: Arabidopsis thaliana     

PFF score: [111]     

Protein name: nucleotide-binding subunit of vacuolar ATPase      

Matched peptides No.: [3]          Sequence coverage %: [7]  

Matched sequences: K.YQEIVNIR.L; 

R.QIYPPINVLPSLSR.L; 
R.GYPGYMYTDLATIYER.A + Oxidation (M)     

Calculated Mr: 54819                 Calculated pI: 4.98 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D43    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [55]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [2]          Sequence coverage %: [17]  

Matched sequences: K.NVAVPLYNR.F; 

K.FVDSTVVASVTIIDR.S     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D44    

NCBI accession No.: gi|255583952   Species: Ricinus communis   

PFF score: [366]             

Protein name: proteasome subunit alpha type, putative         

Matched peptides No.: [6]          Sequence coverage %: [26]  

Matched sequences: K.ATEIEVGVVR.T;R.HITIFSPEGR.L; 

K.EQEAINFLEK.K;K.YGYEMPVDVLAK.W + Oxidation (M);  
K.LLDHTSVTHLFPITK.Y;K.ATSAGLKEQEAINFLEK.K     

Calculated Mr: 27504                 Calculated pI: 5.84 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D45    

NCBI accession No.: gi|356547978   Species: Glycine max   

PFF score: [189]             

Protein name: eukaryotic translation initiation factor 3 subunit K-like          

Matched peptides No.: [3]          Sequence coverage %: [11]  

Matched sequences: K.NAADSVPLEHITR.I; 

K.TLIVLSHYLETGR.F; 
K.KNAADSVPLEHITR.I     

Calculated Mr: 26266                 Calculated pI: 5.48 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D46    

NCBI accession No.: gi|310772392   Species: Malpighia glabra      

PFF score: [78]     

Protein name: dehydroascorbate reductase      

Matched peptides No.: [1]          Sequence coverage %: [4]  

Matched sequences: K.EHVIAGWEPK.V     

Calculated Mr: 23725                 Calculated pI: 6.40 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D47    

NCBI accession No.: gi|255547584   Species: Ricinus communis      

PFF score: [370]     

Protein name: Regulator of ribonuclease activity A, putative      

Matched peptides No.: [5]          Sequence coverage %: [33]  

Matched sequences: R.VLVVDGGGSLR.C; 

K.VFEDNVLIR.E; 
R.ALQPIFQIYGR.R; 
R.RQVFSGPVVTLK.V; 
R.DVDEINGCDIGVR.A     

Calculated Mr: 17958                 Calculated pI: 5.39 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D48    

NCBI accession No.: gi|255568992   Species: Ricinus communis      

PFF score: [128]     

Protein name: conserved hypothetical protein      

Matched peptides No.: [2]          Sequence coverage %: [8]  

Matched sequences: K.WNKGDNQR.W; 

R.MVNNIHLNVDAFHGDKK.S     

Calculated Mr: 35473                 Calculated pI: 6.29 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D49    

NCBI accession No.: gi|356522666   Species: Glycine max      

PFF score: [206]     

Protein name: ubiquitin carboxyl-terminal hydrolase 6-like      

Matched peptides No.: [3]          Sequence coverage %: [7]  

Matched sequences: R.YLTVQFVR.F; 

K.CQLYDLTGVPPER.Q; 
K.CHISQEVNHLHEGIK.H     

Calculated Mr: 54602                 Calculated pI: 5.78 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D50    

NCBI accession No.: gi|224099853    

Species: Populus trichocarpa     PFF score: [120] 

Protein name: conserved hypothetical protein      

Matched peptides No.: [2]          Sequence coverage %: [9]  

Matched sequences: K.GCFFTTSGGLR.S; 

R.SFEHPLNELKPVPR.V     

Calculated Mr: 27448                 Calculated pI: 5.84 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D51    

NCBI accession No.: gi|255568794    

Species: Ricinus communis      

Protein name: nucleoredoxin, putative     PFF score: [380]   

Matched peptides No.: [6]          Sequence coverage %: [9]  

Matched sequences: K.LIEAYHEIK.A;K.KCDFDLHPK.C; 

K.LVELAEIEKAR.L;K.NQTLSSILVSSSR.D; 
K.KNQTLSSILVSSSR.D;R.VEYFRQEEENAK.K     

Calculated Mr: 63728                 Calculated pI: 5.46 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D52    

NCBI accession No.: gi|14423933   Species: Hevea brasiliensis      

Protein name: Small rubber particle protein     PFF score: [137]     

Matched peptides No.: [2]          Sequence coverage %: [16]  

Matched sequences: K.QVSAQTYSVAQDAPR.I; 

K.DISGPLKPGVDTIENVVK.T     

Calculated Mr: 22331                 Calculated pI: 4.80 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D53    

NCBI accession No.: gi|333690873   Species: Hevea brasiliensis      

PFF score: [132]     

Protein name: Small rubber particle protein      

Matched peptides No.: [4]          Sequence coverage %: [18]  

Matched sequences: R.FWADFIDKK.I; 

K.YEYREEDLR.N; 
K.SPFLPSDPYQR.A; 
K.SPLLLQMNPVHK.K + Oxidation (M)     

Calculated Mr: 25595                 Calculated pI: 5.48 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D54    

NCBI accession No.: gi|356543702   Species: Glycine max      

PFF score: [105]     

Protein name: PREDICTED: (+)-pulegone reductase-like      

Matched peptides No.: [1]          Sequence coverage %: [4]  

Matched sequences: K.YFPDGIDVYLDNVGGK.M     

Calculated Mr: 38361                 Calculated pI: 5.71 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D55    

NCBI accession No.: gi|351721881   Species: Glycine max     

PFF score: [56]     

Protein name: 18.5 kDa class I heat shock protein      

Matched peptides No.: [3]          Sequence coverage %: [16]  

Matched sequences: R.ENSAFVSTR.V; 

K.ETPEAHVFK.A; 
K.EDKNDTWHR.V     

Calculated Mr: 18491                 Calculated pI: 5.82 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D56    

NCBI accession No.: gi|462406561   Species: Prunus persica     

PFF score: [96]     

Protein name: hypothetical protein PRUPE_ppa020028mg, partial      

Matched peptides No.: [2]          Sequence coverage %: [5]  

Matched sequences: R.VDYQGYIFPR.R; 

K.QEQAAFIEEISR.T     

Calculated Mr: 48394                 Calculated pI: 5.02 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D57    

NCBI accession No.: gi|255570177   Species: Ricinus communis     

PFF score: [56]     

Protein name: proteasome subunit beta type 7,10, putative      

Matched peptides No.: [1]          Sequence coverage %: [3]  

Matched sequences: R.EGLNRDEGIK.L     

Calculated Mr: 30600                 Calculated pI: 7.60 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D58    

NCBI accession No.: gi|3834310   Species: Arabidopsis thaliana     

PFF score: [197]     

Protein name: Similar to Ubiquitin-conjugating enzyme E2-17 KD 

gb|D83004 from Homo sapiens      

Matched peptides No.: [3]          Sequence coverage %: [24]  

Matched sequences: K.DKWSPALQIR.T; 

K.IYHPNIDKLGR.I; 
R.LLSEPAPGISASPSEDNMR.Y + Oxidation (M)     

Calculated Mr: 18339                 Calculated pI: 5.93 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D59    

NCBI accession No.: gi|315937232   Species: Jatropha curcas     

PFF score: [256]     

Protein name: ubiquitin-conjugating family protein      

Matched peptides No.: [6]          Sequence coverage %: [48]  

Matched sequences: K.KEMAAPHNR.K + Oxidation (M); 

K.FGLLANWQR.E; 
M.TLGSGGSSVVVPR.N; 
R.KLVQPPEGTYF.-; 
R.EYTMEDILTQLK.K + Oxidation (M); 
R.SWTGTIIGPHNTVHEGR.I     

Calculated Mr: 16706                 Calculated pI: 6.20 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D60    

NCBI accession No.: gi|226531470   Species: Zea mays     

PFF score: [271]     

Protein name: vacuolar ATP synthase subunit B      

Matched peptides No.: [8]          Sequence coverage %: [20]  

Matched sequences: K.YQEIVNIR.L; 

K.TLDQYYSR.D; 
K.FVTQGAYDTR.N; 
R.RGQVLEVDGEK.A; 
R.QIYPPINVLPSLSR.L; 
R.VTLFLNLANDPTIER.I; 
R.GYPGYMYTDLATIYER.A + Oxidation (M); 
K.IPLFSAAGLPHNEIAAQICR.Q     

Calculated Mr: 54142                 Calculated pI: 5.07 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D61    

NCBI accession No.: gi|2832430   Species: Hevea brasiliensis   

PFF score: [175]            Protein name: prohevein         

Matched peptides No.: [3]          Sequence coverage %: [22]  

Matched sequences: K.CLSVTNTGTGAK.A; 

R.QLDTDGKGYER.G; 
K.YGWTAFCGPVGAHGQPSCGK.C     

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D62    

NCBI accession No.: gi|114199044   Species: Malus x domestica     

PFF score: [195] 

Protein name: caffeic acid O-methyltransferase 

Matched peptides No.: [4]          Sequence coverage %: [12] 

Matched sequences: R.TLPDGKVER.L; 

R.TEKEFEALAK.G; 
R.VLASYSILTYSLR.T; 
K.AYGMTAFEYHGTDPR.F + Oxidation (M)     

Calculated Mr: 40047                 Calculated pI: 5.54 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D63    

NCBI accession No.: gi|255538084   Species: Ricinus communis     

PFF score: [77]     

Protein name: Adenine phosphoribosyltransferase, putative      

Matched peptides No.: [1]          Sequence coverage %: [7]  

Matched sequences: R.ALVIDDLIATGGTLCAAIR.L     

Calculated Mr: 27683                 Calculated pI: 8.33 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D64    

NCBI accession No.: gi|255546213   Species: Ricinus communis     

PFF score: [94]     

Protein name: o-methyltransferase, putative      

Matched peptides No.: [1]          Sequence coverage %: [7]  

Matched sequences: R.VQISHASLGDGITICR.R     

Calculated Mr: 25951                 Calculated pI: 5.55 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D65 (S3)    

NCBI accession No.: gi|132270  Species:  Hevea brasiliensis  

Protein name：Rubber elongation factor protein; Short=REF; 

AltName: Allergen=Hev b 1 

Mascot score: 95                 Sequence coverage %: 56    

Matched peptides No.: 8           Total peptides No.: 42 

Calculated Mr: 14713              Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D66 (S5)     

NCBI accession No.: gi|14423933  Species:  Hevea brasiliensis  

Protein name：Small rubber particle protein; Short=SRPP; AltName: Full=22 

kDa rubber particle protein; Short=22 kDa RPP; AltName: Full=27 kDa natural 
rubber allergen; AltName: Full=Latex allergen Hev b 3 

Mascot score: 122                 Sequence coverage %: 85   

Matched peptides No.: 13           Total peptides No.: 55 

Calculated Mr: 22331               Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D67 (S6)    

NCBI accession No.: gi|14423933  Species:  Hevea brasiliensis  

Protein name：Small rubber particle protein; Short=SRPP; AltName: Full=22 

kDa rubber particle protein; Short=22 kDa RPP; AltName: Full=27 kDa natural 
rubber allergen; AltName: Full=Latex allergen Hev b 3 

Mascot score: 135                 Sequence coverage %: 75   

Matched peptides No.: 12           Total peptides No.: 31 

Calculated Mr: 22331               Calculated pI: 4.80 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D68 (S9)    

NCBI accession No.: gi|388503664  Species: Lotus japonicus  

Protein name：unknown 

Mascot score: 93                  Sequence coverage %: 45   

Matched peptides No.: 13           Total peptides No.: 48 

Calculated Mr: 29537              Calculated pI: 4.79 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: Spot No.: D69 (S13)      

NCBI accession No.: gi|4235430   Species: Hevea brasiliensis  

Protein name: latex-abundant protein   

Mascot score: 96                  Sequence coverage %: 54 

Matched peptides No.: 15            Total peptides No.: 37 

Calculated Mr: 46443                  Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.:  D70 (S20)  

NCBI accession No.: gi|30575570   Species: Citrus x paradisi 

PFF score: [86]        Protein name：HSP19 class II, partial    

Matched peptides No.: [1]   Sequence coverage %: [15]    

Matched sequences:  K.VQVEDDNVLLISGER.K;        

Calculated Mr: 11191                 Calculated pI: 8.01 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: D71 (S22)     

NCBI accession No.: gi|37806305    

Species: Oryza sativa Japonica Group 

PFF score: [60]        Protein name：hypothetical protein     

Matched peptides No.: [2]   Sequence coverage %: [3]    

Matched sequences:  K.LGTLVLGDRPR.L ; K.LGTLVLGDRPR.L       

Calculated Mr: 35105                 Calculated pI: 8.29 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: D72 (S26)    

NCBI accession No.: gi|3451147   Species: Hevea brasiliensis 

PFF score: [56]           Protein name：chitinase     

Matched peptides No.: [1]   Sequence coverage %: [4]    

Matched sequences:  K.VYLTAAPQCPFPDR.Y       

Calculated Mr: 34138                 Calculated pI: 8.72 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red： 
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Spot No.: D73 (S30) 

NCBI accession No.: gi|255540341  Species: Ricinus communis 

Protein name: glyceraldehyde 3-phosphate dehydrogenase, putative    

Mascot score: 86                   Sequence coverage %:42 

Matched peptides No.: 14            Total peptides No.: 57 

Calculated Mr: 36930                Calculated pI: 7.10 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D74 (S35)   

NCBI accession No.: gi|3288200   Species: Hevea brasiliensis 

PFF score: [81]                  

Protein name：latex allergen   

Matched peptides No.: [2]         Sequence coverage %: [4]  

Matched sequences: R.DTYDPIHSIGPIYDGEYLR.E； 

R.DTYDPIHSIGPIYDGEYLR.E    

Calculated Mr: 43020                Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D75 (S36)    

NCBI accession No.: gi|1916805    Species: Hevea brasiliensis 

PFF score: [138]                  

Protein name：latex patatin homolog   

Matched peptides No.: [2]         Sequence coverage %: [8]  

Matched sequences: K.SLDCEDYYLR.I； 

R.IQDDTLTGEESSGHIATEENLQR.L    

Calculated Mr: 43035                Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D76 (S37)   

NCBI accession No.: gi|41581137     Species: Hevea brasiliensis 

Protein name：putative latex allergen hev b 7.02 

PMF score: 152                   Sequence coverage %: 44    

Matched peptides No.: 16         Total peptides No.: 39 

Calculated Mr: 43027             Calculated pI: 5.12 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D77 (S38)    

NCBI accession No.: gi|41581137     Species: Hevea brasiliensis 

Protein name：putative latex allergen hev b 7.02 

PMF score: 142                   Sequence coverage %: 42    

Matched peptides No.: 15           Total peptides No.: 51 

Calculated Mr: 43027                Calculated pI: 5.12 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D78 (S46)   

NCBI accession No.: gi|4469175    Species: Hevea brasiliensis 

Protein name：beta-1,3-glucanase 

PMF score: 126                   Sequence coverage %: 55    

Matched peptides No.: 19         Total peptides No.: 37 

Calculated Mr: 38930             Calculated pI: 9.45 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D79 (S54)    

NCBI accession No.: gi|34538473    Species: Hordeum vulgare 

Protein name：caleosin 1 

PMF score: 84                   Sequence coverage %: 19    

Matched peptides No.: 10         Total peptides No.: 37 

Calculated Mr: 34330             Calculated pI: 6.11 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 

 

 373



Spot No.: D80 (S61)    

NCBI accession No.: gi|255560725   Species: Ricinus communis  

Protein name：dead box ATP-dependent RNA helicase, putative   

Mascot score: 144                Sequence coverage %: 68    

Matched peptides No.: 25          Total peptides No.: 91 

Calculated Mr: 47097               Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D81 (S63)   

NCBI accession No.: gi|255578278  Species: Ricinus communis 

PFF score: [76]  

Protein name:hypothetical protein RCOM_0537780  

Matched peptides No.: [3]        Sequence coverage %: [6]    

Matched sequences: K.QESEYGSGGYGR.R; 

                         R.KPSYGEEGGYGER.T ;  
R.KPSYGEEGGYGER.T 

Calculated Mr: 41389                 Calculated pI: 4.65 

Probability Based Mowse Score: 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D82 (S69)     

NCBI accession No.: gi|2501850   Species: Nicotiana tabacum  

Protein name：GDP dissociation inhibitor    

PMF score: 83                Sequence coverage %: 34    

Matched peptides No.: 16          Total peptides No.: 62 

Calculated Mr: 50127               Calculated pI: 5.44 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.:  D83 (S75)    

NCBI accession No.: gi|3264769  Species: Prunus armeniaca 

PFF score: [74]     Protein name:late embryogenesis-like protein 

Matched peptides No.: [1]        Sequence coverage %: [8]    

Matched sequences: K.LVSGLIPDAGTIHAHGEETVK.V 

Calculated Mr: 28937                 Calculated pI: 4.72 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D84 (S85)       

NCBI accession No.: gi|224099853   Species: Populus trichocarpa 

PFF score: [69]                   Protein name: putative protein 

Matched peptides No.:  [2]         Sequence coverage %:  [5]  

Matched sequences: S FEHPLNELKP VPR 

Calculated Mr: 27448               Calculated pI: 5.84 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D85 (S86)      

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

PFF score: [410]        Protein name： rubber elongation factor 

Matched peptides No.: [4]   Sequence coverage %: [26]    

Matched sequences: YLDFVQAATVYAR ; 

SGPFKPGVNTVESR; 
SVVRPVYNK ; 
RVDAYVTVLDR      

Calculated Mr: 19570           Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D86 (S87)  

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

PFF score: [226]        Protein name： rubber elongation factor 

Matched peptides No.: [4]   Sequence coverage %: [26]    

Matched sequences: YLDFVQAATVYAR ; 

SGPFKPGVNTVESR; 
SVVRPVYNK ; 
RVDAYVTVLDR      

Calculated Mr: 19570           Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D87 (S90)       

NCBI accession No.: gi|334854634 Species: Hevea brasiliensis 

PFF score: [490]        Protein name： elicitor-responsive protein 

Matched peptides No.: [3]   Sequence coverage %: [59]    

Matched sequences: PLGTVEVLLVGAKGLENTDFLNGVDPYVVLACR; 

GSEP EWNEKFSFEVSDGDTELTLK; 
GEITVGLTFTPEVEMDNVGVDGYDFRL    

Calculated Mr: 15249          Calculated pI: 4.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D88 (S92)   

NCBI accession No.: gi|224144943  Species: Populus trichocarpa 

PFF score: [180]        Protein name: predicted protein 

Matched peptides No.: [2]   Sequence coverage %: [28]    

Matched sequences: VFEDNVLIRVLVVDGGGSLR; 

HVPITIG GTRISDGEWLYADTDGILISR    

Calculated Mr: 17971        Calculated pI: 5.39 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D89 (S94)    

NCBI accession No.: gi|123062        Species: Hevea brasiliensis 

PFF score: [96]         

Protein name: prohevein 

Matched peptides No.: [1]   Sequence coverage %: [8]    

Matched sequences: IVDQ CSNGGLDLDV NVFR    

Calculated Mr: 22700        Calculated pI: 5.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D90 (S98) 

NCBI accession No.: gi|38122474    Species: Hevea brasiliensis 

Protein name: rubber elongation factor 

PMF score: 99               Sequence coverage %: 45                    

Matched peptides No.: 8          Total peptides No.: 39 

Calculated Mr: 19570             Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold red: 

 
 
 

 384



Spot No.: D91 (S100)   

NCBI accession No.: gi|1709761   Species: Spinacia oleracea   

PFF score: [49]          

Protein name: Proteasome subunit alpha type-4  

Matched peptides No.: [1]        Sequence coverage %: [3]    

Matched sequences: R.TTIFSPEGR.L 

Calculated Mr: 27545                Calculated pI: 6.17 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D92 (S103)                   

NCBI accession No.: gi|38122474   Species: Hevea Brasiliensis 

Protein name：rubber elongation factor 

PMF score: 125              Sequence coverage %: 68                    

Matched peptides No.: 11         Total peptides No.: 50 

Calculated Mr: 19570           Calculated pI: 5.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D93 (S105)   

NCBI accession No.: gi|157831407    Species: Hevea brasiliensis 

Protein name：Chain A, Crystal Structures Of Hevamine 

PMF score: 93               Sequence coverage %:51                     

Matched peptides No.: 13       Total peptides No.: 76 

Calculated Mr: 29874            Calculated pI: 8.44 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.: D94 (S108) 

NCBI accession No.: gi|2493895    Species: Citrullus lanatus    

PFF score: [89]      

 Protein name: cysteine synthase   

Matched peptides No.: [1]        Sequence coverage %: [ ]    

Matched sequences: K.EGLLVGISSGAAAAAAIR.I 

Calculated Mr: 34495                Calculated pI: 6.26 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D95 (S117) 

NCBI accession No.: gi|51315784  Species: Hevea brasiliensis 

PFF score: [59]                  

Protein name: Esterase      

Matched peptides No.: [1]           Sequence coverage %: [4] 

Matched sequences: K.AAAFYPLNPPYGETFFHR.S 

Calculated Mr: 43871                 Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D96 (S118) 

NCBI accession No.: gi|38122474  Species: Hevea brasiliensis 

Protein name：rubber elongation factor  

PMF score: 98               Sequence coverage %: 57                     

Matched peptides No.: 9         Total peptides No.: 44 

Calculated Mr: 19570              Calculated pI: 5.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D97 (S121) 

NCBI accession No.: gi| 255554865  Species: Ricinus communis 

PFF score: [55]                  

Protein name: lactoylglutathione lyase, putative      

Matched peptides No.: [1]           Sequence coverage %: [3] 

Matched sequences: K.FYTECFGMK.L 

Calculated Mr: 31641                 Calculated pI: 7.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D98 (S123)     

NCBI accession No.: gi|15225839  Species: Arabidopsis thaliana 

Protein name: endopeptidase/ peptidase/ threonine-type 

endopeptidase             

PMF Mascot score: 86             Sequence coverage %: 40  

Matched peptides No.: 14             Total peptides No.: 56 

Calculated Mr: 27645                    Calculated pI: 5.93 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D99 (S126)    

NCBI accession No.: gi|29170601  Species: Hevea brasiliensis 

PFF score: [97]      

Protein name: small rubber particle protein    

Matched peptides No.: [1]        Sequence coverage %: [12]    

Matched sequences: K.ENENFQQEANEQEEK.L 

Calculated Mr: 12769                Calculated pI: 4.61 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D100 (S127)    

NCBI accession No.: gi|2832430  Species: Hevea brasiliensis 

PFF score: [84]                    Protein name: prohevein    

Matched peptides No.: [1]        Sequence coverage %: [10]    

Matched sequences: K.YGWTAFCGPVGAHGQPSCGK.C  

Calculated Mr: 20852                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D101 (S128)   

NCBI accession No.: gi|224054224  Species: Populus trichocarpa  

PFF score: [68]              Protein name: predicted protein        

Matched peptides No.: [2]          Sequence coverage %: [12]  

Matched sequences: R.AYVGDRPTWR.N;  

R.NPQHPWR.V 

Calculated Mr: 15003                 Calculated pI: 6.82 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D102 (S130)   

NCBI accession No.: gi|268321205 

Plantspecies: Hevea brasiliensis  Protein name：latex cystatin 

PMF score: 81   Sequence coverage %: 48 

Matched peptides No.: 6    Total peptides No.:42 

Calculated Mr: 11248      Calculated pI: 5.45 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: D103 (S133) 

NCBI accession No.: gi|242083244 

Plantspecies: Sorghum bicolor 

Protein name：hypothetical protein SORBIDRAFT_08g008236 

PMF score: 81             Sequence coverage %: 89 

Matched peptides No.: 7          Total peptides No.:33 

Calculated Mr: 8620                  Calculated pI: 6.4 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D104 (S134)     

NCBI accession No.: gi|29170601  Species: Hevea brasiliensis 

PFF score: [85]      

Protein name: small rubber particle protein    

Matched peptides No.: [1]        Sequence coverage %: [15]    

Matched sequences: R.AVDASFTTLQNIVPSVLK.Q  

Calculated Mr: 12769                Calculated pI: 4.61 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D105 (S136) 

NCBI accession No.: gi|354318     Species: Triticum aestivum 

PFF score: [128]        Protein name: calmodulin    

Matched peptides No.: [1]        Sequence coverage %: [10]    

Matched sequences: R.VFDKDQDGFISAAELR.H  

Calculated Mr: 16876                Calculated pI: 4.10 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

 

 399



Spot No.: D106 (S137) 

NCBI accession No.: gi|14423933  Species: Hevea brasiliensis 

Protein name：Small rubber particle protein 

PMF score: 84   Sequence coverage %: 65 

Matched peptides No.: 9    Total peptides No.:43 

Calculated Mr: 22331      Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D107 (S138) 

NCBI accession No.: gi|14423933   Species: Hevea brasiliensis 

Protein name：Small rubber particle protein 

PMF score: 162   Sequence coverage %: 85 

Matched peptides No.: 13    Total peptides No.:43 

Calculated Mr: 22331      Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D108 (S139) 

NCBI accession No.: gi|14423688  Species: Hevea brasiliensis 

Protein name： Enolase 1 

PMF score: 107                Sequence coverage %: 44                   

Matched peptides No.:14          Total peptides No.:47 

Calculated Mr: 48029               Calculated pI:5.57 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold red: 
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Spot No.: D109 (S143)    

NCBI accession No.: gi|333690873  Species: Hevea brasiliensis 

PFF score: [52] 

Protein name: glutathione-S-transferase tau 1   

Matched peptides No.: [2]        Sequence coverage %: [10]    

Matched sequences: K.YEYREEDLR.N; 

K.DKSPFLPSDPYQR.A 

Calculated Mr: 25595                Calculated pI: 5.48 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D110 (S145) 

NCBI accession No.: gi|30575570  Species: Citrus x paradisi 

PFF score: [87]      

Protein name: HSP19 class II    

Matched peptides No.: [1]        Sequence coverage %: [15]    

Matched sequences: K.VQVEDDNVLLISGER.K  

Calculated Mr: 11191                Calculated pI: 8.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D111 (S146)   

NCBI accession No.: gi|37901124  Species: Hevea brasiliensis  

PFF score: [88]                  

Protein name: latex abundant protein 1   

Matched peptides No.: [1]          Sequence coverage %: [11]  

Matched sequences: R.NKDDINCFNEYNPR.P     

Calculated Mr: 14618                 Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D112 (S147)   

NCBI accession No.: gi|359806300  Species: Glycine max  

PFF score: [173]                  

Protein name: uncharacterized protein LOC100784610    

Matched peptides No.: [3]          Sequence coverage %: [9]  

Matched sequences: K.NTALHYAAGYGR.K; 

                          R.YWNNEEVLQK.L; 
                          R.TALHFACGYGEVK.C     

Calculated Mr: 38027                 Calculated pI: 4.53 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D113 (S148)      

NCBI accession No.: gi|37625031  Species: Vitis aestivalis  

PFF score: [166]                  

Protein name: putative ankyrin-repeat protein    

Matched peptides No.: [3]          Sequence coverage %: [9]  

Matched sequences: K.LNNQHEVLK.L; 

                          K.NTALHYAAGYGR.K; 
                          R.TALHFACGYGEVK.C     

Calculated Mr: 38089                 Calculated pI: 4.53 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D114 (S149)    

NCBI accession No.: gi|13310811  Species: Nicotiana tabacum  

PFF score: [71]                  

Protein name: putative ankyrin-repeat protein    

Matched peptides No.: [2]          Sequence coverage %: [7]  

Matched sequences: K.NTALHYAAGYGR.K; 

                          R.TALHFACGYGEVK.C     

Calculated Mr: 37522                 Calculated pI: 4.45 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.:  D115 (S151)   

NCBI accession No.: gi|378464888   

Species: Ammopiptanthus mongolicus  

PFF score: [117]                  

Protein name: translation elongation factor     

Matched peptides No.: [2]          Sequence coverage %: [11]  

Matched sequences: R.WFNHIDALLR.I; 

                          K.SSVLLDVKPWDDETDMK.K     

Calculated Mr: 25300                 Calculated pI: 4.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D116 (S153)   

NCBI accession No.: gi|22261807  Species: Solanum tuberosum  

PFF score: [132]                  

Protein name: Light-induced protein, chloroplastic     

Matched peptides No.: [1]          Sequence coverage %: [8]  

Matched sequences: K.FEEGIIGTPQLTDSIVLPENVEFLGQK.I     

Calculated Mr: 35671                 Calculated pI: 5.26 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D117 (S161)   

NCBI accession No.: gi|147805616  Species: Vitis vinifera 

PFF score: [136] 

Protein name: hypothetical protein VITISV_028800   

Matched peptides No.: [3]        Sequence coverage %: [10]    

Matched sequences: R.GPYPADQVVR.D; 

                          R.DRGPYPADQVVR.D; 
                          K.TANEVIIVIEAYR.T 

Calculated Mr: 27385                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D118 (S164) 

NCBI accession No.: gi|225428086   Species: Vitis vinifera 

PFF score: [377]  

Protein name：V-type proton ATPase subunit B 1  

Matched peptides No.: [10]        Sequence coverage %: [23]  

Matched sequences: K.YQEIVNIR.L;K.FVAQGAYDTR.N; 

R.DFEENGSMER.V;R.RGQVLEVDGEK.A; 
R.KFVAQGAYDTR.N;K.YTTVQFTGEVLK.T; 
R.QIYPPINVLPSLSR.L;R.VTLFLNLANDPTIER.I; 
R.GYPGYMYTDLATIYER.A; 
R.RDHADVSNQLYANYAIGK.D 

Calculated Mr: 54367                   Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D119 (S165)     

NCBI accession No.: gi|224071449  Species: Populus trichocarpa  

PFF score: [59]                  

Protein name: predicted protein  

Matched peptides No.: [1]          Sequence coverage %: [2]  

Matched sequences: K.IDVIPHYPGR.L 

Calculated Mr: 47121                 Calculated pI: 5.28 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D120 (S166)  

NCBI accession No.: gi|116789736  Species: Picea sitchensis 

Protein name: unknown            

PMF Mascot score: 81             Sequence coverage %: 60  

Matched peptides No.: 6             Total peptides No.: 48 

Calculated Mr: 13436                    Calculated pI: 5.91 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D121 (S167)     

NCBI accession No.: gi|115392253 

Species: Cercocarpus betuloides 

PFF score: [51]        Protein name: polyphenol oxidase  

Matched peptides No.: [1]        Sequence coverage %: [3]    

Matched sequences: K.EKEQEEEILVIEGIEFDR.D  

Calculated Mr: 51023                Calculated pI: 5.98 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D122 (S168)    

NCBI accession No.: gi|225430941        Species: Vitis vinifera 

PFF score: [210]         

Protein name: regulator of ribonuclease-like protein 2 

Matched peptides No.: [3]   Sequence coverage %: [24]    

Matched sequences: K.VFEDNVLIR.E;  

R.DVDEINGCDIGVR.A; 
R.ISDGEWLYADTDGILISR.T    

Calculated Mr: 17984        Calculated pI: 5.39 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: D123 (S171)    

NCBI accession No.: gi|115392253 

Species: Cercocarpus betuloides 

PFF score: [104]        Protein name: actin depolymerizing factor    

Matched peptides No.: [1]        Sequence coverage %: [4]    

Matched sequences: K.EKEQEEEILVIEGIEFDR.D  

Calculated Mr: 58369                Calculated pI: 9.23 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D124 (S177)    

NCBI accession No.: gi|357480975  Species: Medicago truncatula 

PFF score: [369] 

Protein name: Proteasome subunit beta type  

Matched peptides No.: [7]        Sequence coverage %: [42]    

Matched sequences: K.NVALYQFR.N; 

R.VQFTEYIQK.N; 
R.LVVAPPNFVIK.I; 
R.NGIPLTTAAAANFTR.G; 
K.GAFGYGSYFSLSMMDR.H; 
K.ETGPSLYYIDYIATLHK.L; 
K.LIAASGEPGDRVQFTEYIQK.N 

Calculated Mr: 22572                Calculated pI: 6.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D125 (S187)  

NCBI accession No.: gi|380468126  Species: Hevea brasiliensis 

PFF score: [123]                  

Protein name: caffeic acid 3-O-methyltransferase         

Matched peptides No.: [3]          Sequence coverage %: [11]   

Matched sequences: K.NPEAPVLLDR.M;  

K.SWYHLNEAILEGGTPFNR.A; 
R.AYGMNQFEYPGTDQR.F + Oxidation (M)  

Calculated Mr: 40957                  Calculated pI: 5.54 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D126 (S188)     

NCBI accession No.: gi|380468126  Species: Hevea brasiliensis  

PFF score: [117]                  

Protein name: caffeic acid 3-O-methyltransferase      

Matched peptides No.: [2]          Sequence coverage %: [8]  

Matched sequences: K.SWYHLNEAILEGGTPFNR.A;  

                         R.AYGMNQFEYPGTDQR.F + Oxidation (M) 

Calculated Mr: 40957                 Calculated pI: 5.54 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D127 (S189) 

NCBI accession No.: gi|284433794  Species: Jatropha curcas  

PFF score: [159]                  

Protein name: glutathione S-transferase omega       

Matched peptides No.: [3]          Sequence coverage %: [10]  

Matched sequences: K.IIGESLDLIK.Y;  

K.YDITAGRPK.L;  
K.ELVEFYK.K 

Calculated Mr: 27480                 Calculated pI: 5.41 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D128 (S190) 

NCBI accession No.: gi|255567721  Species: Ricinus communis 

PFF score: [52] 

Protein name: carboxymethylenebutenolidase, putative   

Matched peptides No.: [1]        Sequence coverage %: [6]    

Matched sequences: K.SMGMPDEDEAAVELAWSR.F + 2 Oxidation (M) 

Calculated Mr: 30833                Calculated pI: 6.09 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D192 (S129) 

NCBI accession No.: gi|255542380  Species: Ricinus communis  

Protein name: cysteine synthase, putative 

PMF Mascot score: 82               Sequence coverage %: 37 

Matched peptides No.: 13               Total peptides No.: 59 

Calculated Mr: 34435                     Calculated pI: 5.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D130 (S197)     

NCBI accession No.: gi|351727028  Species: Glycine max  

Protein name: cell division cycle protein 48 homolog         

PMF Mascot score: 174               Sequence coverage %: 42 

Matched peptides No.: 37                Total peptides No.: 90 

Calculated Mr: 90512                      Calculated pI: 5.18 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D131 (S218)  

NCBI accession No.: gi|14916100   Species: Hevea brasiliensis 

PFF score: [802]                  

Protein name：hydroxymethylglutaryl coenzyme A     

Matched peptides No.:  [10]        Sequence coverage %:  [35]  

Matched sequences: R.LVFNDFVR.N;K.ARHELPPEK.F; 

K.TFLMQIFEK.F + Oxidation (M); 
K.VSQQVAKPLYDAK.V;K.LAPFSNLSGDESYQNR.D; 
R.YGLVVCTDSAVYAEGPAR.P; 
K.QFSISDAEYFVFHSPYNK.L; 
K.DCSLLASGTYYLTEVDSLYR.R; 
R.GSHMSHAYDFYKPNLASEYPVVDGK.L + Oxidation (M); 
K.NVGILAVDIYFPPTFVQQEALEAHDGASK.G   

Calculated Mr: 51761                Calculated pI: 6.86 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D132 (S221) 

NCBI accession No.: gi|357514973   Species: Medicago truncatula 

PFF score: [99]  

Protein name：Annexin D4  

Matched peptides No.: [2]         Sequence coverage %: [3]  

Matched sequences: K.LLVALVSAYR.Y; 

R.KLLVALVSAYR.Y   

Calculated Mr: 36283                Calculated pI: 8.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D133 (S222) 

NCBI accession No.: gi|21536853   Species: Arabidopsis thaliana 

PFF score: [314]   

Protein name：phosphoglycerate kinase, putative         

Matched peptides No.: [6]        Sequence coverage %: [17]  

Matched sequences: K.YSLKPLVPR.L; 

K.ELDYLVGAVANPK.K; 
K.YLKPSVAGFLMQK.E + Oxidation (M); 
K.GVSLLLPTDVVIADK.F; 
K.LAALADVYVNDAFGTAHR.A; 
K.KLAALADVYVNDAFGTAHR.A 

Calculated Mr: 42178                  Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D134 (S223) 

NCBI accession No.: gi|255547137   Species: Ricinus communis 

PFF score: [77]   

Protein name：Alpha-1,4-glucan-protein synthase          

Matched peptides No.: [2]        Sequence coverage %: [5]  

Matched sequences: K.DINALEQHIK.N; 

K.VICDHLGFGVK.T 

Calculated Mr: 41557                Calculated pI: 5.82 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D135 (S227) 

NCBI accession No.: gi|333690873      Species: Hevea brasiliensis 

PFF score:  [386]                  

Protein name：glutathione-S-transferase tau 1       

Matched peptides No.:  [8]        Sequence coverage %:  [29]  

Matched sequences: R.FWADFIDK.K; 

K.VYEFVLVLK.K; 
R.FWADFIDKK.I; 
K.YEYREEDLR.N; 
K.SPFLPSDPYQR.A; 
K.SPLLLQMNPVHK.K + Oxidation (M); 
K.DKSPFLPSDPYQR.A;  
K.ESVSESVPDPEKVYEFVLVLK.K 

Calculated Mr: 25595                Calculated pI: 5.48 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D136 (S230) 

NCBI accession No.: gi|2970051   Species: Vigna radiata 

PFF score: [104]  

Protein name：ARG10   

Matched peptides No.:  [2]        Sequence coverage %:  [12]  

Matched sequences: K.SANEVILVIEAYK.A; 

K.ITAVPAEEEEIWGATFK.V 

Calculated Mr: 25750                Calculated pI: 5.62 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D137 (S231) 

NCBI accession No.: gi|2832430      Species: Hevea brasiliensis 

PFF score: [217]  

Protein name：prohevein   

Matched peptides No.:  [2]         Sequence coverage %:  [20]  

Matched sequences: R.IVDQCSNGGLDLDVNVFR.Q; 

  K.YGWTAFCGPVGAHGQPSCGK.C   

Calculated Mr: 20852                Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D138 (S233) 

NCBI accession No.: gi|14423933      Species: Hevea brasiliensis 

PFF score: [384]  

Protein name：Small rubber particle protein   

Matched peptides No.:  [5]         Sequence coverage %:  [36]  

Matched sequences: K.AEQYAVITWR.A; 

R.VSSYLPLLPTEK.I;  
K.QVSAQTYSVAQDAPR.I; 
K.DISGPLKPGVDTIENVVK.T; 
R.IVLDVASSVFNTGVQEGAK.A    

Calculated Mr: 22331                Calculated pI: 4.80 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 432



Spot No.: D139 (S234) 

NCBI accession No.: gi|132270      Species: Hevea brasiliensis 

PFF score: [379]   

Protein name：Rubber elongation factor protein   

Matched peptides No.: [4]           Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F;  

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N    

Calculated Mr: 14713                Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: D140 (S238) 

NCBI accession No.: gi|2832430      Species: Hevea brasiliensis 

PFF score: [344]  

Protein name：prohevein  

Matched peptides No.: [3]        Sequence coverage %: [26]  

Matched sequences: R.QLDTDGKGYER.G; 

R.IVDQCSNGGLDLDVNVFR.Q; 
K.YGWTAFCGPVGAHGQPSCGK.C 

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.:  D141 (S247)  

NCBI accession No.: gi|123062   Species: Hevea brasiliensis   

PFF score: [158]                  

Protein name: Pro-hevein         

Matched peptides No.: [2]          Sequence coverage %: [11]  

Matched sequences: K.CLSVTNTGTGAK.T; 

R.QLDTDGKGYER.G     

Calculated Mr: 22700                 Calculated pI: 5.63 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D142 (S249) 

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [405]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [38]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.FVDSTVVASVTIIDR.S; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: D143 (S251)  

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [470]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [4]          Sequence coverage %: [27]  

Matched sequences: K.NVAVPLYNR.F; 

K.DASIQVVSAIR.A; 
K.SGPLQPGVDIIEGPVK.N; 
K.DKSGPLQPGVDIIEGPVK.N     

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Supplementary Figure S4 

Identification of ethylene responsive latex proteins by 

iTRAQ 

 

1. Labeled samples: 

117:  E3TL (total latex) 

116:  E5TL 

115:  D3TL  

114:  D5TL 

  

Needed values:    117: 115= E3TL: D3TL 

      116: 114= E5TL: D5TL 
       

 

 

2.  

 

14. Details of All Protein Summary for Rubber Latex 

_iTRAQ 4 plex 
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The 405 different proteins identified by ITRAQ. 

Protein No.: I-2 
Protein name and Species:  

Beta-1,3-glucanase form 'RRII Gln 2' OS=Hevea brasiliensis 

PE=3 SV=1 

 

Accession: Tr|D1M8S7|D1M8S7_HEVBR 

 

Unused ProtScore:    66.5             Seq Cov %: 67.1 

 

ITRAQ Changed Ratio:   

 

117: 115=E3TL: D3TL=0.38 

116: 114=E5TL: D5TL=0.57 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
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MAICSSTSGTSSSLPSRTTVMLLLFFFTASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRI

YDPNQAVLEALRGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVRFRYIAVGNEISPVNRGT

AWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSYPPSAGAFRDDVRSYLNPIIRFLSSIRS

PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSE

SGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDENKKQPEVEKHFGLFFPNKWQ

KYNLNFSAEKNWDISTEHNATILFLKSDM 
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Protein No.: I-5 
Protein name and Species:  

Major latex allergen Hev b 5 OS=Hevea brasiliensis PE=1 SV=3 

 

Accession:  

sp|Q39967|ALL5_HEVBR 

 

Unused ProtScore: 58.21          Seq Cov %: 95.4 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.25 

116: 114=E5TL: D5TL=1.54 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASVEVESAATALPKNETPEVTKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA

EEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAE

TATTEVPVEKTEE 
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Protein No.: I-7 
Protein name and Species:  

Latex allergen hev b 7.02 (Fragment) OS=Hevea brasiliensis 

PE=2 SV=1 

 

Accession: tr|Q706V4|Q706V4_HEVBR 

 

 

Unused ProtScore:    54.77      

Seq Cov %: 71.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.33 

116: 114=E5TL: D5TL=0.30 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
ATGSTTLTQGKKITVLSIDGGGIRGIIPGIILASLESKLQDLDGPDARIADYFDIIAGTSTGGLITTML

TAPNEDKKPMYQAKDIKDFYLENCPKIFPKESRDNYDPIHSIGPIYDGEYLRELCNNLLKDLTVKDTLT

DVIIPTFDIKLLLPVIFSSDDAKCNALKNARLADVCISTSAAPVLLPAHSFTTEDDKNIHTFELIDGGV

AATNPTLLALTHIRNEIIRQNPRFIGANLTESKSRLVLSLGTGKSEYKEKYNADMTSKWRLYNWALYNG

NSPAVDIFSNASSDMVDFHLSALFKSLDCEDYYLRIQDDTLTGEESSGHIATEENLQRLVEIGTRLLEK

QESRINLDTGRLESIPGASTNEAAITKFAKLLSEERKLRQLK 
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Protein No.: I-10 
Protein name and Species:  

Actin OS=Morus alba PE=3 SV=2 

 

Accession:  

tr|E5FR85|E5FR85_MORAL 

 

 

Unused ProtScore:   44.55                              

Seq Cov %: 56.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.39 

116: 114=E5TL: D5TL=0.75 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MADAEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTL

KYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNVPAMYVAI

QAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDALMKILTERGYMFTTTAE

REIVRDMKGKLAYVALDYEQELETAKSGSSVEKNYELPDGQVITIGAERYRCPQVLFQPSLIGMEAAGI

HETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGG

SILASLSTFQQMWISKGEYDESGPSIVHRKCF 
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Protein No.: I-11 
Protein name and Species:  

Heat shock protein OS=Hevea brasiliensis PE=2 SV=1 

 

Accession: tr|Q71EE1|Q71EE1_HEVBR 

 

 

Unused ProtScore:   43.62                              

Seq Cov %: 38.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.58 

116: 114=E5TL: D5TL=1.42 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MADAETFAFQAEINQLLSLIINTFYSNKEIFLREIISNASDALDKIRFESLTDKSKLDAQPELFIRLVP

DKANKTLSIIDSGIGMTKADLVNNLGTIARSGTKEFMEALQAGADVSMIGQFGVGFYSAYLVAEKVIVT

TKHNDDEQYIWESQAGGSFTVTRDVNGDQLGRGTKITLFLKEDQLEYLEERRIKDLVKKHSEFISYPIY

LWTEKTTEKEISDDEDDEPKKEEEGDVEDVDEEKETKSKKKKIKEVSHEWQLINKQKPIWLRKPEEITK

EEYASFYKSLTNDWEDHLAVKHFSVEGQLEFKAILFVPKRAPFDLFDTRKKMSNIKLYVRRVFIMDNCE

ELIPEYLGFVKGVVDSDDLPLNISREMLQQNKILKVIRKNLVKKCIEMFNEIAENKEDYNKFYEAFSKN

LKLGIHEDSQNRAKLADLLRYHSTKSGDEMTSLKDYVTRMKEGQKDIYYITGESKKAVENSPFLERLKK

KGYEVLFMVDAIDEYAVGQLKEYDGKKLVSATKEGLKLDDETEEEKKKKEEKKKSFENLCKTIKDILGD

KVEKVVVSDRIVDSPCCLVTGEYGWTANMERIMKAQALRDSSMSSYMSSKKTMEINPDNVIVEELRKRA

EADKNDKSVKDLVLLLFETALLTSGFSLDDPNTFSARIHRMLKLGLSIDDDETAGDDADMPALEEDGAE

ESKMEEVD 
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Protein No.: I-12 
Protein name and Species:  

50 kDa protein；Major latex allergen Hev b 4 OS=Hevea 

brasiliensis PE=2 SV=1 

 

Accession: tr|Q5VLJ6|Q5VLJ6_HEVBR 

 

Unused ProtScore:  42.03                               

Seq Cov %: 35.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.46 

116: 114=E5TL: D5TL=0.56 

 
 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVGFTDTERLIGDAAKNQVAMNPINT

VFDAKRLIGRRFTDASVQSDIKLWPFKVFSGPGDKPMIQVNYKGEDKQFSAEEISSMVLMKMREIAEAY

LGTTVKNAVVTVPAYFNDSQRQATKDAGVIAGLNVMRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLG

GGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRMVNHFVQEFKRKNKKDISGNPRALRRLRTACERA

KRTLSSTAQTTIEIDSLYEGIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKRTVHDVVLVGG

STRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGG

VMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERTRTRDNNLLGKFELSGIPPAPRGVPQITVC

FDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYKSEDEEHKKKVEAKNALENYA

YNMRNTVKDEKIGGKLDPADKKKIEDAVEQTIQWLDSNQLGEADEFEDKMKELESICNPIIAKMYQGGA

GPDMGGGMDDDVPAGGSGAGPKIEEVD 
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Protein No.: I-13 
Protein name and Species:  

Acetyl-CoA C-acetyltransferase OS=Hevea brasiliensis 

GN=HbAACT PE=2 SV=1 

 

Accession: tr|A9ZMZ4|A9ZMZ4_HEVBR 

 

 

Unused ProtScore:   41.88                              

Seq Cov %: 76 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=0.45 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAPVAAAEIKPRDVCIVGVARTPMGGFLGLLSTLPATKLGSIAIEAALKRASVDPSLVQEVFFGNVLSA

NLGQAPARQAALGAGIPNSVVCTTVNKVCASGMKATMLAAQSIQLGINDVVVAGGMESMSNAPKYLAEA

RKGSRLGHDSLVDGMLKDGLWDVYNDVGMGSCAEICADNHSITREDQDKFAIHSFERGIAAQESGAFAW

EIVPVEVSGGRGKPLTIVDKDEGLGKFDPVKLRKLRPSFKENGGTVTAGNASSISDGAAALILVSGETA

LKLGLQVIAKIRGYADAAQAPELFTTAPALAIPKTIANAGLDASQVDYYEINEAFAVVALANQKLLGLN

PEKVNVHGGAVSLGHPLGCSGARILVTLLGVLRKKNAKYGVGGVCNGGGGASALVVELL 
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Protein No.: I-15 
Protein name and Species:  

Enolase 1 OS=Hevea brasiliensis GN=ENO1 PE=1 SV=1 

 

Accession: sp|Q9LEJ0|ENO1_HEVBR 

 

 

Unused ProtScore:    39.75                          

Seq Cov %: 45.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.30 

116: 114=E5TL: D5TL=0.37 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVE

NVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYE

HIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGAEVYHHLKSVIKKKYG

QDATNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKEENNNGS

QKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEK

ACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATGQIKTGAPCRSERL

AKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
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Protein No.: I-17 
Protein name and Species:  

Latex-abundant protein；caspase；type II metacaspase [Hevea 

brasiliensis] OS=Hevea brasiliensis GN=LAR PE=2 SV=1 

 

Accession: tr|Q9ZSP8|Q9ZSP8_HEVBR 

 

 

Unused ProtScore:    37.25                             

Seq Cov %: 65.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.30 

 

Annotated typical Precursor MS Region: 

 455



 

 

Sequence Coverage and Matched peptides: in different color 
MAKKAVLIGINYPGTKAELKGCINDVKRMYRCLVDRYGFSEEDITVLIDIDESYIQPTGKNIRRVLTDL

VRSAEPGDLLFVHYSGHGTRLPAETGEDDDTGFDECIVPCDMNLITDDDFREFVDQVPHGCRITVVSDS

CHSGGLIDEAKEQIGESTKRKEEESESGFGFKSFLKQTIQDAFESRGVHLPSDLHHHHGHRDEEDFDNR

VVEEDYGDSGYVKSKSLPLSTLIEILKQKTGKDDIDVGKLRPTLFDMFGDDASPKVKKFMKVILNKLRH

GDGESGGGGFLGMVGSLAQEFLKHKLDENDESYVKPALETEVDSKQEVYAGKTKRSLPDGGILISGCQT

DQTSADASPSGKSSEAYGALSNAIQTIIAETDGAVTNQELVLKARKMLKKQGFTQKPGLYCSDDHVEAS

FVC 
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Protein No.: I-18 
Protein name and Species:  

Mevalonate disphosphate decarboxylase OS=Hevea brasiliensis 

PE=2 SV=1 

 

Accession: tr|Q944G0|Q944G0_HEVBR 

 

 

Unused ProtScore:   34.69                           

Seq Cov %: 43.4 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.49 

116: 114=E5TL: D5TL=0.35 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAESWVIMVTAQTPTNIAVIKYWGKRDEKLILPVNDSISVTLDPAHLCTTTTVAVSPSFAQDRMWLNGK

EISLSGGRYQNCLREIRARACDVEDKERGIKISKKDWEKLYVHIASYNNFPTAAGLASSAAGFACLVFA

LAKLMNAKEDNSELSAIARQGSGSACRSLFGGFVKWKMGKVEDGSDSLAVQVVDEKHWDDLVIIIAVVS

SRQKETSSTTGMRETVETSLLLQHRAKEIVPKRIVQMEESIKNRNFASFAHLTCADSNQFHAVCMDTCP

PIFYMNDTSHRIISCVEKWNRSVGTPQVAYTFDAGPNAVLIAHNRKAAAQLLQKLLFYFPPNSDTELNS

YVLGDKSILKDAGIEDLKDVEALPPPPEIKDAPRYKGDVSYFICTRPGQGPVLLSDESQALLSPETGLP

K 
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Protein No.: I-19 
Protein name and Species:  

glyceraldehyde-3-phosphate dehydrogenase，NADP-dependent 

OS=Pisum sativum GN=GAPN PE=1 SV=1 

 

Accession: sp|P81406|GAPN_PEA 

 

 

Unused ProtScore:     32.73                            

Seq Cov %: 46.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.50 

116: 114=E5TL: D5TL=0.77 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAATGVLAEIIDGDVYKYYADGEWKKSTSGKSVAIINPTTRKPQYKVQACSQEEVNKVMDSAKSAQKSW

AKTPLWKRAELLHKAAAILKEHKAAIAECLVKEIAKPAKDAVTEVVRSGDLVSYCAEEGVRILGEGKFL

VSDSFPGNERTKYCLTSKIPLGVILAIPPFNYPVNLAVSKIAPALIAGNSIVLKPPTQGAVAALHMVHC

FHLAGFPKGLISCVTGKGSEIGDFLTMHPGVNCISFTGGDTGIAISKKSGMIPLQMELGGKDACIVLED

ADLDLVAANIIKGGFSYSGQRCTAVKVVLVMESVADALVEKVKVKVAKLSVGPPEDDSDITPVVSESSA

NFIEGLVNDAKEKGATFCQEYKREGNLIWPLLLDNVRPDMRIAWEEPFGPVLPVIRINSVEEGIHHCNA

SNFGLQGCVFTKDINKAIMISDAMESGTVQINSAPARGPDHFPFQGIKDSGIGSQGITNSINMMTKVKT

TVINLPSPSYTMG 
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Protein No.: I-22 
Protein name and Species:  

Hydroxymethylglutaryl coenzyme A synthase OS=Hevea 

brasiliensis PE=2 SV=1  

Accession: tr|Q944F8|Q944F8_HEVBR 

 

 

Unused ProtScore:    31.1                             

Seq Cov %: 42.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.19 

116: 114=E5TL: D5TL=0.44 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAKNVGILAVDIYFPPTFVQQEALEAHDGASKGKYTIGLGQDCMAFCTEVEDVISMSLTAVTSLLDKYN

IDPKQIGRLEVGSETVIDKSKSIKTFLMQIFEKFGNTDIEGVDSTNACYGGTAALFNCVNWVESSSWDG

RYGLVVCTDSAVYAEGPARPTGGAAAIAILVGPDAPIAFESKFRGSHMSHAYDFYKPNLASEYPVVDGK

LSQTCYLMALDSCYKHFCAKYEKFEGKQFSISDAEYFVFHSPYNKLVQKSFARLVFNDFVRNASSIDET

AKEKLAPFSNLSGDESYQNRDLEKVSQQVAKPLYDAKVKPTTLIPKQVGNMYTASLYAAFASLLHSKHT

ELAGKRVTLFSYGSGLTATMFSLRLHEGQHPFSLSNIASVMNVAGKLKARHELPPEKFVDIMKLMEHRY

GAKDFVTSKDCSLLASGTYYLTEVDSLYRRFYAQKAVGNTVENGLLANGH 
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Protein No.: I-23 
Protein name and Species:  

Methyl transferase; 

5-methyltetrahydropteroyltriglutamate-homocysteine 

methyltransferase, putative OS=Ricinus communis 

GN=RCOM_1321820 PE=3 SV=1 

 

Accession: tr|B9SI90|B9SI90_RICCO 

 

Unused ProtScore:   30.18                              

Seq Cov %: 25.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.17 

116: 114=E5TL: D5TL=1.57 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASHIVGYPRMGPKRELKFALESFWDGKSSAQDLEKVASDLRESIWKQMAAAGIKHIPSNTFSYYDQVL

DTTAMLGAVPPRYGWNGGEIGFDTYFSMARGNASVPAMEMTKWFDTNYHFIVPELGPDVNFSYASHKAV

TEYKEAKAHGVDTVPVLVGPVSYLLLSKPAKGVEKTFSLLSLLGKILPVYKEVISELKAAGASWIQFDE

PTLVLDLDSHKLQAFTDAYSELESTLSGLNVLIETYFADIPAEAFKTLTSLKGVTAYGFDLVRGTKTLD

LIKSEFPKGKYLFAGVVDGRNIWANDLAASLTILHELEGIVGKDKLVVSTSSSLLHTAVDLVNETKLDK

ELKSWLAFAAQKIVEVNALAKALAGEKDEAFFSANAAAQASRKSSPRVTNEAVQKAAAALKGSDHRRAT

NVSARLDAQQKKLNLPILPTTTIGSFPQTIELRRVRREYKAKKVSEDDYVKAIKEEISKVVKLQEELDI

DVLVHGEPERNDMVEYFGEQLSGFAFTVNGWVQSYGSRCVKPPIIYGDVSRPNPMTVFWSSTAQSMTAR

PMKGMLTGPVTILNWSFVRNDQPRFETCYQIALAIKDEVEDLEKAGINVIQIDEAALREGLPLRKSEQA

FYLDWAVHSFRITNVGVQDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYG

AGIGPGVYDIHSPRIPSTEEIADRINKMLAVLEMNILWVNPDCGLKTRKYSEVKPALSNMVAAAKLLRT

QLASAK 
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Protein No.: I-24 
Protein name and Species:  

ATP-citrate synthase, putative OS=Ricinus communis 

GN=RCOM_1000580 PE=4 SV=1 

Accession: tr|B9RZR0|B9RZR0_RICCO 

Unused ProtScore:   30.15                           

Seq Cov %: 42 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.31 

116: 114=E5TL: D5TL=0.59 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MATGQLFSRTTQALFYNYKQLPIQRMLDFDFLCGRETPSVAGIINPGSEGFQKLFFGQEEIAIPVHSAI

EAACAAHPTADVFINFASFRSAAASSMAALKQPTIRVVAIIAEGVPESDTKQLIAYARANNKVVIGPAT

VGGIQAGAFKIGDTAGTIDNIIACKLYRPGSVGFVSKSGGMSNELYNTIARVTDGIYEGIAIGGDVFPG

STLSDHVLRFNNIPQVKMIVVLGELGGRDEYSLVEALKQGKVNKPVVAWVSGTCARLFKSEVQFGHAGA

KSGGEMESAQAKNQALKDAGAVVPTSYEAFETAIKETFQKLVEEGKITPVKEVKPPQIPEDLNTAIKSG

KVRAPTHIISTISDDRGEEPCYAGVPMSSIVEQGYGVGDVISLLWFKRSLPRYCTHFIEICIMLCADHG

PCVSGAHNTIVTARAGKDLVSSLVSGLLTIGPRFGGAIDDAARYFKDAYDRGLAPYEFVESMKKKGIRV

PGIGHRIKRGDNRDKRVELLQRFARTHFPSVKYMEYAVEVETYTLSKANNLVLNVDGAIGSLFLDLLAG

SGMFTKQEIDEIVEIGYLNGLFVLARSIGLIGNRSE 
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Protein No.: I-25 
Protein name and Species:  

Phosphofructokinase, putative OS=Ricinus communis 

GN=RCOM_1602260 PE=4 SV=1 

Accession: tr|B9R8U5|B9R8U5_RICCO 

Unused ProtScore:  29.94                             

Seq Cov %: 42.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.34 

116: 114=E5TL: D5TL=0.36 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MDSDFGIPRELSDLQKLRSLYQPELPPCLQGTTVRVELGDGTTAADEAGAHTISRSFPHTYGQPLAHFL

RATAKVADAHIISEHPAMRVGVVFCGRQSPGGHNVVWGLHNALKIHNPNSTLLGFLGGSEGLFAQKTLE

VTDDILSTYKNQGGYDLLGRTKDQIRTTEQVHAALTTCKNLKLDGLVIIGGVTSNTDAAQLAETFAEAK

CPTKVVGVPVTLNGDLKNQFVETNVGFDTICKVNSQLISNVCTDALSAEKYYYFIRLMGRKASHVALEC

TLQSHPNMVILGEEVAASKLTLFDLTKQVCDAVQARAEQDKYHGVILLPEGLIESIPEVYALLKEIHGL

LRQGVSPNNISSQLSPWASALFEFLPPFIKKQLLLYPESDDSAQLSQIETEKLLAHLVEAEMNKRLKEG

TYKGKKFNAICHFFGYQARGSLPSKFDCDYAYVLGHICYHVLAAGLNGYMATATNLKNPVNKWRCGAAP

IAAMMTVKRWAQNPGATSIGKPAIHPAAVDLKGKAYELLRLNAVKFLMDDLYRNPGPLQFEGPGADAKP

ITLCVEDQDYMGRIKKLQEYLDKVRTIVKPGCSQEVLKAALSVMASVTDVLLTMSSTSLDGQRPL 
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Protein No.: I-27 
Protein name and Species:  

14-3-3 protein 2 OS=Hevea brasiliensis PE=2 SV=1 

 

Accession: tr|F2YZ43|F2YZ43_HEVBR 

Unused ProtScore:   27.55                   

Seq Cov %: 51.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.53 

116: 114=E5TL: D5TL=0.86 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSPTESSREENVYMAKLAEQAERYEEMVEFMEKVAKTVDVEELTVEERNLLSVAYKNVIGARRASWRII

SSIEQKEESRGNEDHVTIIKEYRGKIESELSKICDGILSLLESHLIPSASSAESKVFYLKMKGDYHRYL

AEFKTAGERKEAAESTLLAYKSAQDIALADLAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDE

AISELDTLGEESYKDSTLIMQLLRDNLTLWTSDITDEAGDEIKEASKRESGEGQPQQ 
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Protein No.: I-28 
Protein name and Species:  

RAB2A OS=Lotus japonicus GN=rab2A PE=2 SV=1 

Accession: tr|Q40208|Q40208_LOTJA 

Unused ProtScore:  27.3                         

Seq Cov %: 65.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.38 

116: 114=E5TL: D5TL=0.39 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSYAYLFKYIIIGDTGVGKSCLLLQFTDKRFQPVHDLTIGVEFGARMITIDNKPIKLQIWDTAGQESFR

SITRSYYRGAAGALLVYDITRRETFNHLASWLEDARQHANANMTIMLIGNKCDLAHRRAVSTEEGEQFA

KEHGLIFMEASAKTAQNVEEAFIKTAATIYKKIQDGVFDVSNESYGIKVGYGGIPGPSGGRDGPSASAG

GCCS 
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Protein No.: I-30 
Protein name and Species:  

Elicitor-responsive protein OS=Hevea brasiliensis GN=ERP 

PE=2 SV=1 

 

Accession: tr|F8SKC5|F8SKC5_HEVBR 

Unused ProtScore:  27.13                              

Seq Cov %: 90 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.33 

116: 114=E5TL: D5TL=0.40 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MPLGTVEVLLVGAKGLENTDFLNGVDPYVVLACRTQEQKSSVASGKGSEPEWNEKFSFEVSDGDTELTL

KIMDSDVGAADDFVGEATIPLEPLFLEGNLPSTAYKVVKEQEYKGEITVGLTFTPEVEMDNVGVDGYDF

RL 
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Protein No.: I-31 
Protein name and Species:  

phospholipase D alpha 1-like [Glycine max] OS=Glycine max 

PE=2 SV=1 

 

Accession:  

tr|C6TEK4|C6TEK4_SOYBN 

 

 

Unused ProtScore:  27.02                               

Seq Cov %: 37.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.60 

116: 114=E5TL: D5TL=1.32 
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Annotated typical Precursor MS Region: 

 

 

 

Sequence Coverage and Matched peptides: in different color 
MATEHEDDFKDEKNPRPLDEDDIALLKTYGLGPYSTSIKKAEKEIKEMAKKVNDLCGIKESDTGLAAPS

QWDLVSDKQMMQEEQPLQVARCTKIINPNSEDAKYVINVKQIAKFVVGLGDKVSPTDIEEGMRVGVDRN

KYQIQIPLPPKIDPSVTMMTVEEKPDVTYNDVGGCKEQIEKMREVVELPMLHPEKFVKLGIDPPKGVLC

YGPPGTGKTLLARAVANRTDACFIRVIGSELVQKYVGEGARMVRELFQMARSKKACIVFFDEVDAIGGA

RFDDGVGGDNEVQRTMLEIVNQLDGFDARGNIKVLMATNRPDTLDPALLRPGRLDRKVEFGLPDLESRT

QIFKIHTRTMNCERDIRFKLLARLCPNSTGADIRSVCTEAGMYAIRARRKTVTEKDFLDAVNKVIKGYQ

KFSATPKYMVYN 
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Protein No.: I-32 

 

Protein name and Species:  

Phospholipase D OS=Ricinus communis GN=RCOM_0899520 

PE=3 SV=1 

 

Accession: tr|B9RV56|B9RV56_RICCO 

 

 

Unused ProtScore:  27.02                               

Seq Cov %: 22.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.63 

116: 114=E5TL: D5TL=0.55 
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Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAQISLHGTLHVTIYEVDKLHSGGGPHFFRKLVENIEETVGFGKGVSKLYATIDLEKARVGRTRILENE

QSNPRWYESFHVYCAHQASNVIFTVKDDNPIGATLIGRAYVPVEELLDGEEIDRWVEILDEDKNPVHSG

SKIHVKLQYFEVTKDRNWGQGIRSSKYPGVPYTYFSQRQGCKVSLYQDAHIPDKFVPQIPLAGGNYYEP

HRCWEDVFDAITNAKHLIYITGWSVYTEISLIRDSRRPKPGGDITLGELLKKKASEGVRVLMLVWDDRT

SVGLLKKDGLMATHDEETEHFFQNTDVHCVLCPRNPDDGGSFVQDLQISTMFTHHQKIVVVDSAMPNGD

SQRRRIVSFVGGLDLCDGRYDSPFHSLFRTLDSAHHDDFHQPNFAGASIEKGGPREPWHDIHSRLEGPI

AWDVLFNFEQRWRKQGGKDLLIQLRELEDVIIPPSPVMYPDDFEAWNVQLFRSIDGGAAFGFPETPEDA

ARAGLVSGKDNIIDRSIQDAYIHAIRRAKNFIYIENQYFLGSSFGWSPDGIKPEDINALHLIPKELSLK

ILSKIAAGERFTVYIVVPMWPEGIPESASVQAILDWQKRTMEMMYKDIVQALKANGIIEDPRNYLTFFC

LGNREVKKSGEYEPAEKPEPDTDYIRAQEARRFMIYVHTKMMIVDDEYIIIGSANINQRSMDGARDSEI

AMGAYQPHHLSTRQPARGQIHGFRMSLWYEHLGMLDESFLNPESEECVRKVNQMAEKYWDLYSSETLEH

DLPGHLLRYPIGVASEGDVTELPGTEFFPDTKARVLGAKSDYLPPILTT 
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Protein No.: I-33 
Protein name and Species:  

Peptidyl-prolyl cis-trans isomerase OS=Hevea brasiliensis PE=2 

SV=1 

Accession: tr|B3FNQ1|B3FNQ1_HEVBR 

Unused ProtScore:   26.07                             

Seq Cov %: 64.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.06 

116: 114=E5TL: D5TL=0.28 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MANPKVFFDMTIGGAPAGRIVMELFADTTPRTAENFRALCTGEKGIGRSRKPLHYKGSSFHRVIPGFMC

QGGDFTAGNGTGGESIYGAKFADENFIKKHTGPGILSMANAGPGTNGSQFFICTAKTEWLDGKHVVFGR

VVEGMDVVKTIEKVGSSSGRTSKPVVIADCGQLA 
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Protein No.: I-39 
Protein name and Species:  

Small rubber particle protein; REF-like stress related protein 2 

OS=Hevea brasiliensis GN=SRPP PE=4 SV=1 

 

Accession: tr|Q84T88|Q84T88_HEVBR 

Unused ProtScore:   24.89                              

Seq Cov %: 97.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.39 

116: 114=E5TL: D5TL=0.61 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAEGKENENFQQEANEQEEKLKYLEFVQATTDNAVTALSNIYLYAKDNSGPLKPGVETIEGVAKTVVIP

ASKIPTEAIKFADRAVDASFTTLQNIVPSVLKQLPTQACDTSVKESAE 
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Protein No.: I-40 
Protein name and Species:  

eukaryotic translation elongation factor 1-alpha OS=Bruguiera 

sexangula GN=bsef-1A PE=2 SV=1 

Accession: tr|Q8H9B1|Q8H9B1_9ROSI 

Unused ProtScore:   24.28                              

Seq Cov %: 45.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.07 

116: 114=E5TL: D5TL=1.56 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGKEKIHINIVVIGHVDSGKSTTTGHLIYKLGGIDKRVIERFEKEAAEMNKRSFKYAWVLDKLKAERER

GITIDIALWKFETTKYYCTVIDAPGHRDFIKNMITGTSQADCAVLIIDSTTGGFEAGISKDGQTREHAL

LAFTLGVKQMICCCNKMDATTSKYSKARYDEIVKEVSSYLKKVGYNPEKIPFVPISGFEGDNMIERSTN

LDWYKGPTLLEALDMIQEPKRPSDKPLRLPLQDVYKIGGIGTVPVGRVETGVLKPGMVVTFGPSGLTTE

VKSVEMHHEALQEALPGDNVGFNVKNVSVKDLKRGYVASNSKDDPAKEASSFTSQVIIMNHPGQIGNGY

APVLDCHTSHIAVKFSEILTKIDRRSGKELEKEPKFLKNGDAGFVKMIPTKPMVVETFSEYPPLGRFAV

RDMRQTVAVGVIKSVEKKEPSGAKVTKSAAKKGGK 
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Protein No.: I-42 
Protein name and Species:  

Phosphoglucomutase, putative OS=Ricinus communis 

GN=RCOM_0628900 PE=3 SV=1 

 

Accession: tr|B9SP64|B9SP64_RICCO 

 

 

Unused ProtScore:    24.12                           

Seq Cov %: 36.8 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.87 

116: 114=E5TL: D5TL=1.11 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVFEVSRVSTTPFDGQKPGTSGLRKKVKVFTQPNYLHNFVQSTFDALTAEKVRGATLVVSGDGRYFSKD

AIQIIIKMSAANGVRRVWVGQNGLLSTPAVSAVIRERVGLDGSKATGAFILTASHNPGGPHEDFGIKYN

MENGGPAPEGITDKIYENTKTIKEYLISDLPDVDISAIGVTNFSGPEGQFDVDVFDSADDYVKLMKSIF

DFESIKKLISSPNFTFCYDALHGVAGAYAKRIFVEELCAQESSLLNCVPKEDFGGGHPDPNLTYAKELV

ARMGLGKSNSEVEPPEFGAAADGDADRNMILGKRFFVTPSDSVAIIAANAVEAIPYFSAGLKGVARSMP

TSAALDIVAKHLNLKFFEVPTGWKFFGNLMDAGLCSVCGEESFGTGSDHIREKDGIWAVLAWLSILAYK

NKENLNGGKLVSVEDIVRNHWATYGRHYYTRYDYENVDAGAAKELMAHLVKLQSSLGEVNEIVKGIRSD

VAKVVHGDEFEYKDPVDGSISSHQGIRYLFEDGSRLVFRLSGTGSEGATIRLYIEQYEKDSSKTGRDSQ

EALAPLVEVALKLSKMQEFTGRSAPTVIT 
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Protein No.: I-43 
Protein name and Species:  

Trehalose-6-phosphate synthase, putative OS=Ricinus communis 

GN=RCOM_1251280 PE=4 SV=1 

 

Accession: tr|B9S8D6|B9S8D6_RICCO 

 

 

Unused ProtScore:  23.88                               

Seq Cov %: 22.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.59 

116: 114=E5TL: D5TL=0.70 

 

Annotated typical Precursor MS Region: 

 
 

 

 479



Sequence Coverage and Matched peptides: in different color 
MMSRSYTNLLDLASGNFPVMGQPREKKRLPRVMTVPGVISELDDDQANSVASDVPSSLVQDRIIIVANQ

LPVKAKRRPDNKGWSFSWDDDSLLLQLKDGLPEDMEVIYVGSLRVEVDMSEQDDVSQLLLDRFKCVPAF

LPPDILSKFYHGFCKQHLWPLFHYMLPFSANHGGRFDRSLWEAYVAANKIFSQRVIEVINPEDDYVWIH

DYHLMVLPTFLRRRFNRLRMGFFLHSPFPSSEIYRTLPVREEILKALLNSDLIGFHTFDYARHFLSCCS

RMLGLEYQSKRGYIGLEYYGRTVGIKIMPVGIHMGQIQSVLKLADKEWRVGELKQQFEGKTVLLGVDDM

DIFKGVNLKLLAMEQMLKQHPKWQGRAVLVQIANPARGKGKDLLEIQAEIQASCKRINESFGQPGYEPI

VFIDRPVSLSERAAYYTIAECVVVAAVRDGMNLTPYEYIVCRQGVSGSESSSESNGPKKSMLVVSEFIG

CSPSLSGAIRVNPWNIEATAEAMNEAISMSDSEKQLRHEKHYRYVSTHDVAYWARSFFQDMERTCRDHF

RRRCWGIGLSFGFRVVALDPNFRKLSIDAIVSAYLRSKNRAILLDYDGTVMPQTSINKSPSQEVISIID

TLCSDAKNTVFVVSGRGRDSLGKWFSPCRKLGIAAEHGYFMRWSADRQWETCGQTTDFGWIQMAEPVMK

LYTESTDGSSIETKESALVWHHRDADPGFGASQAKEMLDHLESVLANEPVAVKSGQFIVEVKPQGISKG

FVAEKIFTSMAENGRQADFVLCIGDDRSDEDMFEIIGNAISSGVLSSSTSVFACTVGQKPSKAKYYVDD

TGEVINMLEALAEASSPSPSPPNSP 
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Protein No.: I-49 
Protein name and Species: Exportin-1 OS=Populus trichocarpa 

GN=POPTRDRAFT_774005 PE=4 SV=1 

Accession: tr|B9I8G4|B9I8G4_POPTR 

Unused ProtScore:  22.33   

Seq Cov %: 12.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.84 

116: 114=E5TL: D5TL=2.19 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAEKFRDLSQAIDVPLLDATVAAFYGTGSKEERVAADRILQDLQNNPDMWLQVVHILQNTKNLNTKFF

ALQVLEGVIKYRWNALPVEQRDGMKNYISEVIVQLSSNEASFRMERLYVNKLNVTLVQILKHEWPARWR

SFIPDLVAAAKTSETICENCMVILKLLSEEVFDFSRGEMTQQKIKELKQSLNSEFQLIHELCLYVLSAS

QRTELIRATLSTLHAFLSWIPLGYIFESPLLETLLKFFPMPSYRNLTLQCLTEVAALNFGDFYNIQYVK

MYNFFMVQLQAILPLTTNIPEAYANGSSEEQAFIQNLALFFTSFYKSHIQVLESTQENITALLMGLEYL

INICYVDDTEVFKVCLDYWNSLVLELFEARHNLDNPAVAVNMMGLQMPLLHGMVDGLGSQILQRRQLYA

TPMSKLRMLMICRMAKPEEVLIVEDENGNIVRETMKDNDVLVQYKIMRETLIYLSHLDHEDTEKQMLKK

LSKQLSGEDWNWNNLNTLCWAIGSISGSMMEEQENRFLVMVIRDLLNLCEITKGKDNKAVIASNIMYVV

GQYPRFLRAHWKFLKTVVNKLFEFMHETHPGVQDMACDTFLKIVQKCKRKFVIVQVGESEPFVSELLAG

LPTTVADLEPHQIHTFYESVGHMIQAESDPQKRDEYLQRLMDLPNQKWAEIIGQARQSVDFLKDQDVIR

TVLNIMQTNTSVASALGTYFLSQISLIFLDMLNVYRMYSELISSSIAEGGPYASKTSYVKLLRSVKRET

LKLIETFLDKAEDQTQIGKQFVPPMMDPVLGDYARNLPDARESEVLSLFATIINKYKAAMIEDVPRIFE

AVFQCTLEMITKNFEDYPEHRLKFFSLLRAIATHCFPALIRLSSEQLKLVMDSIIWAFRHTERNIAETG

LNLLVEMLKNFQASEFCNQFYRSYFLTIEQEIFAVLTDTFHKPGFKLHVLVLQHLFCLVESGALTEPLW

DAATISYSYPNNAMFVREYTIKLLGTSFPNMTASEVTQFVNGLFESRNDLSAFKNHIRDFLVQSKEFSA

QDNKDLYAEEAAAQRERERQRMLSIPGLIAPNEIQDEMLDS 
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Protein No.: I-50 
Protein name and Species:  

Invertase 2 OS=Hevea brasiliensis GN=NIN2 PE=2 SV=1 

Accession: tr|E9KF95|E9KF95_HEVBR 

Unused ProtScore:  22.29                            

Seq Cov %: 26 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.51 

116: 114=E5TL: D5TL=2.20 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MDGTKEVGLRNVSSTCSISEMDDFDLSRLLDKPRLNIERQRSFDERSLSELSIGLTRGGLDYCEITYSP

GGRSGLDTPVSSARNSFEPHPMVADAWEALRRSIVYFRGQPVGTIAAIDHASEEVLNYDQVFVRDFVPS

ALAFLMNGEPEIVKNFLLKTLHLQGWEKRIDRFKLGEGVMPASFKVLHDPVRKTDTLMADFGESAIGRV

APVDSGFWWIILLRAYTKSTGDLSLAETPECQKGMRLILTLCLSEGFDTFPTLLCADGCSMIDRRMGIY

GYPIEIQALFFMALRCALSMLKHDTEGKECIERIVKRLHALSYHIRSYFWLDFQQLNDIYRYKTEEYSH

TAVNKFNVIPDSIPDWVFDFMPTRGGYFIGNISPARMDFRWFALGNCVAILSSLATPEQSMAIMDLIES

RWEELVGEMPLKIAYPAIESHDWRIVTGCDPKNTRWSYHNGGSWPVLLWLLTAACIKTGRPQIARRAID

LAETRLLKDSWPEYYDGKLGKFIGKQARKYQTWSIAGYLVAKMMLEDPSHLGMISLEEDKQMKPVIKRS

SSWTC 
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Protein No.: I-53 
Protein name and Species:  

Sucrose synthase OS=Manihot esculenta PE=2 SV=1 

 

Accession: tr|A9NIV2|A9NIV2_MANES 

 

Unused ProtScore: 21.98                                

Seq Cov %: 15.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.57 

116: 114=E5TL: D5TL=0.62 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAERVITRVQSIRERLDETLSAHRNEIVALLSRIEGKGKGILQHHQIIAEFEEIPEENRKKLLESVFGE

VLRSAQEAIVLPPWVALAVRPRPGVWEYIRVNVHALVVEELRVAEYLHFKEELVDGSVNGNFVLELDFE

PFNASFPRPTLSKYIGNGVEFLNRHLSAKLFHDKESLHPLLEFLKVHCHKGKNMMLNDRIHNLDSLQYV

LRKAEEYLTALAPETPYSQFEHKFQEIGLERGWGDTAERVLEMIRLLLDLLEAPDPCTLETFLGRIPMV

FNVVIMSPHGYFAQDNVLGYPDTGGQVVYILDQVRALETEMLHRIKQQGLDITPRILIITRLLPDAVGT

TCGQRLEKVFGTEHSDILRIPFKTEKGIVRKWISRFEVWPYLETYTEDVATEIGKEFQGKPDLIFGNYS

DGNIVASLLAHKLGVTECTIAHALEKTKYPESDIYWKKFDEKYHFSCQFTADLIAMNHTDFIITSTFQE

IAGSKDTVGQYESHTALTLPGLYRVVHGIDVFDPKFNIVSPGADETIYFSYTEEKRRLTSFHPEIEELL

YSPVENEEHLCVLKDRSKPIIFTMARLDRVKNLTGLVEWYGKNAKLRELANLVVVGGDRRKESKDLEEQ

AEMKKMHSLIEKYNLNGHFRWISSQMNRVRNGELYRYICDTKGVFVQPAIYEAFGLTVVEAMTCGLPTF

ATCNGGPAEIIVHGKSGFNIDPYHGDQAAELLVQFFEKCKADPSHWIKISEGAMQRIQEKYTWQIYSQR

LLTLTGVYGFWKHVSKLDRRESRRYLEMFYALKYRKLAESVPLTVED 
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Protein No.: I-54 
Protein name and Species:  

Malate dehydrogenase OS=Populus trichocarpa 

GN=POPTRDRAFT_747123 PE=3 SV=1 

Accession: tr|B9NBW3|B9NBW3_POPTR 

Unused ProtScore:   21.97                             

Seq Cov %: 32.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.31 

116: 114=E5TL: D5TL=0.92 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAKEPARVLVTGAAGQIGYALVPMIARGVMLGPDQPVILHMLDIPPAAEALNGVKMELVDAAFPLLKGV

VATTDVVEACTGVNIAVMVGGFPRKEGMERKDVMSKNVSIYKSQASALEKHAAANCKVLVVANPANTNA

LILKEFAPSIPEKNITCLTRLDHNRALGQISERLNVQVSDVKNVIIWGNHSSTQYPDVNHATVKTPAGE

KPVRELVKDDAWLNAEFITTVQQRGAAIIKARKLSSALSAASSACDHIHDWVLGTPEGTWVSMGVYSDG

SYNVPAGLIYSFPVTCQNGEWKIVQGLSIDEFSRKKLDLTADELSEEKALAYSCLT 
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Protein No.: I-55 
Protein name and Species:  

Chaperonin containing t-complex protein 1, zeta subunit, tcpz, 

putative OS=Ricinus communis GN=RCOM_1727810 PE=3 

SV=1 

Accession: tr|B9RSN1|B9RSN1_RICCO 

Unused ProtScore:  21.39                             

Seq Cov %: 30.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.51 

116: 114=E5TL: D5TL=1.63 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSLRVLNPNAEVLNKSAALHMNINAAKGLQDVLKSNLGPKGTIKMLVGGAGDIKLTKDGNTLLKEMQIQ

NPTAIMIARTAVAQDDISGDGTTSTVIFIGELMKQSERYIGEGMHPRVLVDGFEIAKRATLQFLEKFKT

PVVMGDEPDKEILKMVARTTLRTKLYETLADQLTDIVVNAVLCIRKPEEAIDLFMVEIMHMRHKFDVDT

RLVEGLVLDHGSRHPDMKRRAENCYILTCNVSLEYDKSEINAGFFYSNAEQREKMVAAERRQVDERVEK

IIELKNKVCSGNDNNFVVINQKGIDPPSLDLLARAGIIALRRAKRRNMERLVLACGGEAVNSVDDLTPD

CLGWAGLVYEHILGEEKYTFVEHVKNPHSCTILIKGPNDHTIAQIKDAVRDGLRAVKNTIEDEAVVLGA

GAFELAARKYLISEVKKTVKGRAQLGIEAFADALLVIPKTLAENSGLDTQDEIVSLTGEHDRENIVGLN

LQTGGPLDPQMEGIFDNYSVKRQLINSGPVIASQLLLVDEVIRAGRNMRKPN 
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Protein No.: I-57 
Protein name and Species: Luminal binding protein (BiP), 

Nucleotide-Binding Domain of the sugar kinase/HSP70/actin 

superfamily OS=Thellungiella halophila PE=2 SV=1 

 

Accession: tr|E4MXI2|E4MXI2_THEHA 

 

Unused ProtScore:  21.05               Seq Cov %: 24.2 

 

ITRAQ Changed Ratio:  

117: 115=E3TL: D3TL=3.50 

116: 114=E5TL: D5TL=2.24 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MARSFGANGTVVLAIIFFGCLFAFSTAKEEATKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRIT

PSWVGFTDSERLIGEAAKNQAAVNPERTIFDVKRLIGRKFEDKEVQKDKKLVPYQIVNKDGKPYIQVKI

KDGETKVFSPEEISAMILTKMKETAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINE

PTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSVLTIDNGVFEVLSTNGDTHLGGEDFDHRIMDYFIKLI

KKKHQKDISKDNKALGKLRRECERAKRALSSQHQVRVEIESLFDGVDFSEPLTRARFEELNNDLFRKTM

GPVKKAMDDAGLQKSQIDEIVLVGGSTRIPKVQQLLKDFFEGKEPNKGVNPDEAVAYGAAVQGGILSGE

GGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVSIQVFEGERSLTKD

CRLLGKFDLTGIPPAPRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNEKGRLSQEEIERMVKE

AEEFAEEDKKVKERIDARNSLETYVYNMKNQVSDKDKLADKLEADEKDKIEAATKEALEWLDENQNSEK

EDYEEKLKEVEAVCNPIITAVYQRSGGAPGAAGGDSATDEEDESHDEL 
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Protein No.: I-58 
Protein name and Species: Glucosamine-fructose-6-phosphate 

aminotransferase, putative OS=Ricinus communis 

GN=RCOM_1077800 PE=4 SV=1 

 

Accession: tr|B9RM60|B9RM60_RICCO 

 

 

Unused ProtScore:  21.05                             

Seq Cov %: 22.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.36 

116: 114=E5TL: D5TL=0.70 
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Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MCGIFAYLNYNVNRERRYILQVLFNGLRRLEYRGYDSAGISIENSIPSESSDPIPSSSSHSPSPLVFRQ

EGNIESLVKSVYQDVATIDLNLEESFSVHAGIAHTRWATHGEPAPRNSHPQTSGAGNEFLVVHNGVITN

YEVLKETLVRHGFTFESETDTEVIPKLAKYVFDKANEGEGAQPVTFSQVVLEVMRHLEGAYALIFKSRH

YPNELIACKRGSPLLLGVKELNEDMNSGSAFHDAKSLSKDGHAKELFLSSDANAIIEHTKRVLMIEDGE

VVHLKDGSVSILKFENAKGRHGGALSRPASVQRALSVLEMEVEQINKGNYEHYMQKEIHEQPESLTTTM

RGRLIRGGSCKAKTVLLGGLKDHLKTIRRSRRIVFVGCGTSYNAALAARPILEELSGVPVTMEIASDLV

DRQGPIYREDTAVFVSQSGETADTLHALEYALENGALCVGITNTVGSAIARNTHCGIHINAGAEIGVAS

TKAYTSQIVVMAMLALAIGGDAISSQAKREAIIDGLFDLPNRVREVLKLDQEMKDLAELLMAEQSLLVF

GRGYNYATALEGALKVKEVALMHSEGMLAGEMKHGPLALVDENLPIIVIATRDACFRKQQSVIQQLHAR

KGRLIVMCSKGDAASVCPGESCRVIEVPQVEDCLQPVVNIVPLQLLAYHLTVLRGYNVDQPRNLAKSVT

TQ 
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Protein No.: I-60 
Protein name and Species:  

Leucine aminopeptidase, putative OS=Ricinus communis 

GN=RCOM_0623200 PE=3 SV=1 

 

Accession: tr|B9STR1|B9STR1_RICCO 

 

 

Unused ProtScore:   20.86                           

Seq Cov %: 29.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.29 

116: 114=E5TL: D5TL=0.40 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAARVVSLAASISSFAVPFSSTSSSLFLTRLRSPSVLRFSFAVAPLSYRSRGGGGGGGGKLMAHSLARA

TLGLTQPANVDVPKISFSAKEIDVVEWKGDILAVGVTEKDMTKDKSTKFDNSLLKKLDTHLGGLLSEAS

SEEDFTGKAGQSMVLRLPGLGSKRIGLIGLGQSASTTFAFRNFGETIAATAKAAQASNVAIVLASAESI

SNELKLNTASAIASGTVLGTYEDARFKSESKKPVLKSVDILGFGTGPDLAKKLKYAEDVSSAVIFGKEL

VNSPANVLTPAVLAEEASKIASTYSDVLSANILSAEQCKELKMGSYLGVAAASANPPHFIHLHYKPPGG

TVKAKLALVGKGLTFDSGGYNIKTGPGCSIELMKFDMGGSAAVLGAAKAIGQIKPPGVEVHFIVAACEN

MISGTGMRPGDIVTASNGKTIEVNNTDAEGRLTLADALVYACNQGVDKIVDLATLTGACVVALGPSIAG

VFTPSDDLANEVFTAAEASGEKLWRMPLEESYWENMKSGVADMVNTGGRQGGAITAALFLKQFINEKVQ

WMHIDMAGPVWNEKKRTATGFGISTLVEWILHNSS 
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Protein No.: I-61 
Protein name and Species:  

Rab GDP dissociation inhibitor OS=Ricinus communis 

GN=RCOM_1750690 PE=4 SV=1 

Accession: tr|B9RIY3|B9RIY3_RICCO 

Unused ProtScore:  20.57                          

Seq Cov %: 41.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.63 

116: 114=E5TL: D5TL=0.39 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MDEEYDVIVLGTGLKECILSGLLSVDGLKVLHMDKNDYYGGESASLNLNQLWKRFRGSDKPPAHLGSSR

DYNVDMIPKFMMANGNLVRVLIHTDVTKYLYFKAVDGSFVYNKGKVHKVPATDMEALKSPLMGIFEKRR

ARKFFIYVQDYNESDPKTHEGMDLTRVTTRELIAKYGLDDNTMDFIGHALALHRDDRYLDEPALDTVMR

MKLYAESLARFQGGSPYIYPLYGLGELPQAFARLSAVYGGTYMLNKPECKVEFDEEGKVVGVTSEGETA

KCKKVVCDPSYLPNKARKVSRVARAIAIMSHPIPNTNDSHSAQVILPQKQLGRRSDMYLFCCSYSHNVA

PKGKYIAFVSSEAETDNPEVELKPGIDLLGPVDEIFFEVYDRYEPVNEPSLDNCFISTSYDATTHFEST

VTDVLNMYSMITGKVLDLSVDLSAASAAEE 
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Protein No.: I-64 
Protein name and Species:  

Alpha-1,4-glucan-protein synthase [UDP-forming], putative 

OS=Ricinus communis GN=RCOM_1468610 PE=4 SV=1 

Accession: tr|B9RLK7|B9RLK7_RICCO 

Unused ProtScore:  19.65                            

Seq Cov %: 36.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.44 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MADFAAISPTPLLKDELDIVIPTIRNLDFLEMWRPFFQPYHLIIVQDGDPSKIIKVPEGFDYELYNRND

INRILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGKDINALEQHIKNLLCPSTPFFF

NTLYDPYRTGADFVRGYPFSLREGVPTAVSHGLWLNIPDYDAPTQLVKPLERNTRYVDAVMTIPKGTLF

PMCGMNLAFNRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGFGVKTGLPYIYHSKASNPFV

NLKKEYKGIYWQEELIPFFQSAVLPKECTTVQKCYIELSKQVRAKLGKIDEYFVKLADAMVTWVEAWDE

LNPSGNSGELPNGAAK 
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Protein No.: I-69 
Protein name and Species:  

Heat shock protein 70 (HSP70)-interacting protein, putative 

OS=Ricinus communis GN=RCOM_1679700 PE=4 SV=1 

Accession: tr|B9RBP6|B9RBP6_RICCO 

Unused ProtScore:  18.74                            

Seq Cov %: 19.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.58  

116: 114=E5TL: D5TL=0.57 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAEEAKAKGNAAFSAGDFTTAVKHFTEAISIAPSNHVLYSNRSAALASLHNYADALTDAKKTVELKPDW

SKGYSRLGAAYLGLNQTQDAISAYKKGLDIDPSNEALKSGLADAQARFSAPPPPPSPFGDAFNGPEMWA

KLTADPSTRMYLQQPDFVKMMQEIQKNPNNLNLYLKDQRVMQALGVLLNLKFRAPNAGAEDMEVPQEDD

HSSSPPPQAEQPAKKAPQPEPEPEPMDVITEEDKEAKERKAQAVKEKELGNAAYKQKDFETAISHYTTA

LELDDEDISYLTNRAAVYLEMGKYEDCIKDCDKAVERGRELRSDFKMIARALTRKGTALVKMAKSSKDY

DSAIETFQKALTEHRNPETLKKLNEAERAKKELEQQEYFDPKLADEEREKGNEYFKQQKYPEAVKHYTE

SLRRNPEDPRAYSNRAACYTKLGALPEGLKDAEKCIELDPTFTKGYTRKGAVQFFMKEYDKALETYQEG

LKHDPQNQELLDGVRRCVEQLNKASRGDLSPEELKERQAKAMQDPEIQNILSDPVMRQVLVDFQENPKS

AQDHMKNPMVMNKIQKLVNAGIVQIR 
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Protein No.: I-70 
Protein name and Species:  

DnaJ protein OS=Hevea brasiliensis PE=2 SV=1 

 

Accession: tr|Q9ZSZ6|Q9ZSZ6_HEVBR 

 

 

Unused ProtScore:    18.66                            

Seq Cov %: 38.1 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.45 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MFGRAPKKSDNTKYYEILGVSKNASQDDLKKAYRKAAIKNHPDKGGDPEKFKELAQAYEVLSDPEKREI

YDQYGEDALKEGMGSGGGAHDPFDIFQSFFGGNPFGGGGSSRGRRKEGEDVIHPLKVSLEDLYNGTSKK

LSLSRNVICSKCKGKGSKSGASMKCSGCQGSGMKVSIRQLGPSMIQQMQHPCNECKGTGETINDKDRCP

QCKGEKVVQEKKVLEVIVEKGMQNGQRITFPGEADEAPDTITGDIVFVLQQKEHPKFKRKGDDLIVDHT

LSLTEALCASQFILTHLDGDLLIKSQPGEVVKPDQFKAINDEGMPMYQRPFMRGKLYIHFSVDFPDSLP

PDQCKALEAVLPSRTSVQLSDMELDECEETTLHDVNFDEEMRRKQQQAQEAYDEDDDMHGGGQRVQCAQ

Q 
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Protein No.: I-71 
Protein name and Species:  

Phosphoglycerate kinase OS=Ricinus communis 

GN=RCOM_1574570 PE=3 SV=1 

Accession: tr|B9RHY3|B9RHY3_RICCO 

Unused ProtScore:  18.31                             

Seq Cov %: 33.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.54 

116: 114=E5TL: D5TL=0.63 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MATKKSVSSLKEADLKGKRVFVRVDLNVPLDDNLNITDDTRIRAAVPTIKYLMDHGARVILCTHLGRPK

GVTPKYSLKPLVPRLSELLGVEVKMASDCIGEEVEKLVAEIPEGGVLLLENVRFHKEEEKNEPEFAKKL

AGLADVYVNDAFGTAHRAHASTEGVAKYLKPSVAGFLMQKELDYLVGAVANPKKPFAAIVGGSKVSTKI

GVIESLLEKVDILILGGGMIFTFYKAQGHSVGSSLVEGDKLDLASSLIEKAKAKGVDLLLPTDVVIADK

FAADANSKVVPASSIPDGWMGLDVGPDAIKTFCEALDTTQTIIWNGPMGVFEFDKFAVGTEAIAKKLAE

LSGKGVTTIIGGGDSVAAVEKVGLADKMSHISTGGGASLELLEGKPLPGVLALDDA 
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Protein No.: I-73 
Protein name and Species:  

Alanyl-tRNA synthetase, putative OS=Ricinus communis 

GN=RCOM_0036070 PE=3 SV=1 

 

Accession: tr|B9SYR5|B9SYR5_RICCO 

 

Unused ProtScore:    18.11                             

Seq Cov %: 13.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.63 

116: 114=E5TL: D5TL=0.52 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKRITSTAAAAAASSSLSVTLHRTALHSPHLLAAIVVAAARVSLLHPSRATLFASFSSSSSSPLLSHIA

AMPGVDPQEMEWPAKKVRDTFISFFEDKKHVHWKSSPVVPVNDPTLLFANAGMNQFKPIFLGTADPNTA

LSKLSRACNTQKCIRAGGKHNDLDDVGKDTYHHTFFEMLGNWSFGDYFKREAIGWAWELLTKIYKLPAD

RIYATYFGGDEKAGLAPDAEARDFWLQFLPPERVLPFGCKDNFWEMGDTGPCGPCTEIHYDRVGNRDAS

QLVNNDDPTCIEIWNLVFIQFNRESDGSLKPLPAKHVDTGMGFERLTSVLQNKMSNYDTDVFLPIFDAI

QQATGARPYSGKVGSDDVDRVDMAYRVVADHIRTLSFAIADGSCPGNEGREYVLRRILRRAVRYGSEVL

KAQEGFFNGLVNIVVKVMGDVFPELIQNEVRIREIIKEEEASFGKTLLKGIEKFKKAAQEVQGKVSCLQ

DAFVLWDTYGFPLDLTQLMAEERGLWVDVEGFNNAMDEARERSRNAQNKQAGGDIIMDADATSALHKKG

VSVTDDSYKFIWFQDHESVIKAIYTGTEFLGSTTSSNEVGIVLESTSFYAEQGGQIFDTGSLEGTFGSF

QVSNVQIFGGFVVHIGSLTRAAPRLSVGDKVICKVDYDRRTLIAPNHTCTHMLNFALREVLGNHVDQKG

SIVLPEKLRFDFSHGKPVDPALLRKIESIVNEQIKAELEVSAKEATLSEAKRINGLRAVFGEVYPDPVR

VVAIGRKVEDLLADPENKEWSSISAELCGGTHISNTKEAKAFALLSEEGIAKGVRRITAVTTDGAFKAM

ELASLLEQEADEISKTEGSLLEKKVASLKSRVDSAPIPAAKKFDIRTKISALQDEVRKAQKKISEENMQ

KAVKIATEMAEVAASEGKQFCISRVDVGLDAAAVREAVSKVLQKKGLSAMVFSIDETTNKVVVCAGVAE

KGDKSKQLEVSEWLTAALKPLNGRCGKGKGGLATGQGTEGVHLDAAMNLAAEFAQMKLR 
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Protein No.: I-76 
Protein name and Species:  

T-complex protein 1 subunit theta-like OS=Populus trichocarpa 

GN=POPTRDRAFT_823706 PE=3 SV=1 

Accession: tr|B9I5Y4|B9I5Y4_POPTR 

Unused ProtScore:   17.33                             

Seq Cov %: 21.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.72 

116: 114=E5TL: D5TL=1.29 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGFSMQPYGMQSMLKEGHKHLSGLDEAVLKNIDACKQLSAITRTSLGPNGMNKMVINHLDKLFVTNDAA

TIVNELEVQHPAAKILVLAGKAQQEEIGDGANLTISFAGEMLQNADELIRMGLHPSEIISGYNKAINKA

IEILSELVEPGSENMDVRNKEQVICRMKAAVASKQFGQEDILCNLIADACIQVCPKNPVNFNVDNVRVA

KLVGGGLINSSIVRGMVLKGDTVGTIKRVEKAKVAVFAGGVDTSATETKGTVLIHSAEQLENYAKTEEA

KVEELIKAVAETGAKVIVSGAAVGEMALHFCERYKLMVLKISSKFELRRFCRTTGAVAILKLSPPSPDD

LGCVDSISVEEIGGARVTIVRNEEGGNSVCTVVLRGSTDSILDDLERAVDDGVNTYKAMCRDSRIIPGG

AATEIELAKRLREFSFKETGLDQYAIAKFAESFEMIPKTLAENAGLNAMEIISSLYAEHASGNTKVGID

LEEGVFKDVSTTNIWDLYVTKFFALKYAADAACTVLRVDQIIMAKPAGGPRRDAAPGGMDED 
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Protein No.: I-77 
Protein name and Species:  

Cis-prenyl transferase II (Rubber transferase) OS=Hevea 

brasiliensis GN=Hpt3 PE=2 SV=1 

Accession: tr|Q8L3U6|Q8L3U6_HEVBR 

Unused ProtScore:   17.27                          

Seq Cov %: 42.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.23 

116: 114=E5TL: D5TL=1.96 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MEIYTGQRPSVFRIFGKYMRKGLYSILTQGPIPTHLAFIMDGNRRFAKKHKMKEAEGYKAGYLALLRTL

TYCYELGVRYVTIYAFSIDNFRRQPREVQCVMNLMMEKIEEIIVEESIMNAYDVGVRIVGNLNLLDEPI

RIAAEKIMRATANNSRFVLLIAVAYSSTDEIVHAVEESSKDKLNSNEVCNNGIEAEQEFKEANGTGNSV

IPVQKTESYSGINLADLEKNTYVNPHPDVLIRTSGLSRLSNYLLWQTSNCILYSPFALWPEIGLRHLVW

TVMNFQRHHSYLEKHKEYLK 
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Protein No.: I-80 
Protein name and Species:  

GTP-binding protein ras-like protein OS=Ricinus communis 

GN=RCOM_1012250 PE=3 SV=1 

Accession: tr|B9S943|B9S943_RICCO 

Unused ProtScore:    16.77                            

Seq Cov %: 39.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.47 

116: 114=E5TL: D5TL=0.72 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MGAYRADDDYDYLFKVVLIGDSGVGKSNLLSRFTRNEFSLESKSTIGVEFATRSIHVDDKVVKAQIWDT

AGQERYRAITSAYYRGAVGALLVYDVTRHVTFENVERWLKELRDHTDANIVIMLVGNKADLRHLRAITI

EDATAFAQRQNTFFMETSALESMNVENAFTEVLTQIYRVVSRKALDIGDDPAALPRGQTINVGSRDDVS

AVKKAGCCSS 
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Protein No.: I-83 
Protein name and Species: cullin-associated NEDD8-dissociated 

protein 1-like [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_12s0035g01840 PE=4 SV=1 

 

Accession: tr|F6HJZ9|F6HJZ9_VITVI 

Unused ProtScore:    16.69                          

Seq Cov %: 7.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.23 

116: 114=E5TL: D5TL=0.66 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MANLAITSILEKMTGKDKDYRYMATSDLLNELNKEGFRADADLEIKLSNIVLQQLDDAAGDVSGLAVKC

LAPLVKKVSETRLVEMTNKLCDKLLNGKDQHRDIASIALKTIVSEVTTSAVAQCVLVSLSPQLIKGITS

PGMTTEMKCECLDILCDVLHKFGNLMATDHELLLGALLSQLSSNQASVRKKTVSCIASLASSLSDDLLA

KATVEVVRNLRSKGVKPEMTRTNIQMIGALSRAVGYRFGSHLGDTVPVLINYCTSASENDEELREYSLQ

ALESFLLRCPRDISSYCDEILHLTLEYLSYDPNFTDNMEEDTDDENHEEEEDDESATEYTDDEDVSWKV

RRAAAKCLAALIVSRPEMLSKLYEEACPKLIDRFKEREENVKMDVFNTFIELLRQTGNVTKGQTDMNEL

SPRWLLKQEVPKIVKSINRQLREKTIKTKVGAFSVLKELVVVLPDCLADHIGSLISGIEKALSDKSSTS

NLKIEALIFTRLVLASHSPSVFHPYIKALSSPVLSAVGERYYKVTAEALRVCGELVRVVRPNIEGYGFD

FKPYVHPIYNAIMTRLTNQDQDQEVKECAISCMGLLVSTFGDNLRAELPACLPVLVDRMGNEITRLTAV

KAFAVIATSPLNIDLSCVLEHVIAELTAFLRKANRALRQATLGTLNSLIVAYGDKIGSSAYEVIIVELS

SLISDSDLHMTALALELCCTLMADKRASPNVGLAVRNKVLPQALTLIKSSLLQGQALMALQNFFATLVY

SANTSFDALLDSLLSSAKPSPQSGGVAKQALCSIAQCVAVLCLAAGDQKCSTTVKMLTDILRDDSSSNS

AKQHLALLCLGEIGRRKDLSSHAHIENIVIESFQSPFEEIKSAASYALGNIAVGNLSKYLPFILDQIDN

QQKKQYLLLHSLKEVIVRQSVDKAEFQDSSVEKILKLLFNHCESEEEGVRNVVAECLGKIALIEPAKLV

PALKVRTASPAAFTRATVVIAVKYSIVERPEKIDEIIYPEISSFLMLIKDHDRHVRRAAVLALSTAAHN

KPNLIKGLLPELLPLLYDQTIVKQELIRTVDLGPFKHIVDDGLELRKAAFECVDTLLDSCLDQVNPSSF

IVPYLKSGLDDHYDVKMPCHLILSKLADKCPSAVLAVLDSLVDPLLKTINFKPKQDAVKQEVDRNEDMI

RSALRAIASLNRISGGDCSLKFKHLMNEISKSSTLWEKYHSIRNE 
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Protein No.: I-85 
Protein name and Species:  

Proteasome subunit alpha type OS=Ricinus communis 

GN=RCOM_0711430 PE=3 SV=1 

Accession: tr|B9RR89|B9RR89_RICCO 

Unused ProtScore:    16.45                           

Seq Cov %: 40.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.71 

116: 114=E5TL: D5TL=1.12 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSRGSGGGYDRHITIFSPEGRLFQVEYAFKAVKAAAVTSIGVRGKDSVCVVTQKKVPDKLLDQTSVTHL

FPITKYLGLLATGMTADARTLVQQARNEAAEFRFRYGYEMPVDVLARWIADKSQVYTQHAYMRPLGVIA

MVLGIDEENGPQLYKCDPAGHFFGHKATSAGLKEQEAINFLEKKMKNDRAFTYEETVQTAISALQSVLQ

EDFKATEIEVGVVRADDRVFRVLSTEEIDEHLTAISERD 
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Protein No.: I-86 
Protein name and Species:  

Proteasome subunit alpha type OS=Glycine max PE=2 SV=1 

Accession: tr|C6TKI4|C6TKI4_SOYBN 

Unused ProtScore:  16.41                            

Seq Cov %: 37.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.07 

116: 114=E5TL: D5TL=1.87 

Annotated typical Precursor MS Region: 

 
 

 

Sequence Coverage and Matched peptides: in different color 
MGDSQYSFSLTTFSPSGKLVQIEHALTAVGSGQTSLGIKAANGVVIATEKKLPSILVDETSVQKIQLST

PNIGVVYSGMGPDFRVLVRKSRKQAEQYHRLYKEPIPVTQLVREVAAVMQEFTQSGGVRPFGVSLLVAG

FDDNGPQLYQVDPSGSYFSWKASAMGKNVSNAKTFLEKRYTDDMELDDAVHTSILTLKEGFEGQISGKN

IEIGIIGADKKFRVLTPAEIDDYLAEVE 
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Protein No.: I-87 
Protein name and Species:  

Glucose-6-phosphate isomerase OS=Ricinus communis 

GN=RCOM_1594100 PE=3 SV=1 

 

Accession: tr|B9R7S8|B9R7S8_RICCO 

 

 

Unused ProtScore:   16.33                              

Seq Cov %: 16.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.41 

116: 114=E5TL: D5TL=0.26 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MALSALICDTQPWKDLKAHVEDIKKTHLRNLLGDTERCKSMLVEFDGIMLDYSRQTATIDTLDKLYNLA

EAAHLKEKIHRMFNGERINSTENRSVLHVALRAPRDAIVNSDGKNVVPDVWNVLDKIKEFSERVRNGSW

VGATGKPLTDVIAIGIGGSFLGPLFVHTALQTDPEASKSAKGRQLRFLANVDPIDVARNIAGLSPETTL

VVVVSKTFTTAETMLNARTLRAWISRELGPSAVAKHMVAVSTNLTLVEKFGIDPNNAFAFWDWVGGRYS

VCSAVGVLPLSLQYGFSIVEKFLKGASSIDQHFSSAPFEKNIPVLLGLLSVWNVSVLGYPARAILPYSQ

ALEKLAPHIQQVSMESNGKGVSMDGVPLPFETGEIDFGEPGTNGQHSFYQLIHQGRVIPCDFIGVVKSQ

QPVYLEGEVVNNHDELMSNFFAQPDALAYGKTAEQLQKENVPQHLIPHKTFSGNRPSVSILLSSLDAYK

IGQLLAIYEHRVAVQGFVWGINSFDQWGVELGKSLATQVRKQLNASRTKGEPVEGFNFSTTTMLTRYLE

ETSEVPAKPQTLLPRI 
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Protein No.: I-89 
Protein name and Species:  

26S proteasome regulatory subunit S3, putative OS=Ricinus 

communis GN=RCOM_0977830 PE=4 SV=1 

 

Accession: tr|B9S5K6|B9S5K6_RICCO 

 

Unused ProtScore:    16.31                             

Seq Cov %: 19.8 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.11 

116: 114=E5TL: D5TL=1.37 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTQDVEMKEVPAAAAAPSNSTTSSSPSTLQHLKEIASLIETGAYAREVRRIVRAVRLTMALRRKLKAQL

LSAFLNSILTPGSDPYTRLSSFLPKEDDHEMEVDTATSVTQAPAKHPLPELEMYCYLLVLIYLIDQKKY

NEAKACSTACIARLKNLNRRTVDVLASRLYFYYSLSYELTGDLAEIRGNLLALHRIATLRHDELGQETL

LNLLLRNYLHYNLYDQAEKLRSKAPRFEAHSNQQFCRYLFYLGKIRTIQLEYTDAKESLLQAARKSPVA

ALGFRVQCNKWAIIVRLLLGEIPERTVFMQKGMEKALRPYFELTNAVRIGDLELFKSVAEKFSTIFSAD

RTHNLIVRLRHNVIRTGLRNISISYSRISLADVAKKLRLDSANPVADAESIVAKAIRDGAIDATLDHAN

GWMVSKETGDIYSTNEPQIAFNSRIAFCLNMHNEAVRALRFPPNSHKEKESAEKRRERQQQEQELAKHI

AEEDDDEF 
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Protein No.: I-95 
Protein name and Species:  

UDP-D-glucose pyrophosphorylase OS=Gossypium hirsutum 

PE=2 SV=1 

Accession: tr|D2D2Z1|D2D2Z1_GOSHI 

Unused ProtScore:   16.17                             

Seq Cov %: 27.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.47 

116: 114=E5TL: D5TL=0.74 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MEKLEHLKSAVAALSEISENEKNGFINLVSRYLSGEAQHIEWSKIQTPTDEVVVPYDTLSPSPDDPAET

KKLLDKLVVLKLNGGLGTTMGCTGPKSVIEVRNGLTFLDLIVIQIENLNSKYGCNVPLVLMNSFNTHDD

TLKIVDKYSNSNIEIHTFNQSQYPRLVVEDFAPLPSKGQHGKDGWYPPGHGDVFPSLMNSGKLDAFLSQ

GKEYVFVANSDNLGAIVDMKILNHLVQNKNEYCMEVTPKTLADVKGGTLISYEGKVQLLEIAQVPDEHV

NEFKSIEKFKIFNTNNLWVNLNAIKRLVEADALKMEIIPNPKEVNGIKVLQLETAAGAAIRFFDHAIGI

NVPRSRFLPVKATSDLLLVQSDLYTLVDGFVIRNKDRANPTNPSIELGPEFKKVGNFLSRFKSIPSIIE

LDSLKVTGDVWFGAGIVLKGKVSIAAKPGVKLEIPDGAVIEKKEINVPEDI 
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Protein No.: I-98 
Protein name and Species:  

Eukaryotic translation initiation factor 2c, putative OS=Ricinus 

communis GN=RCOM_0605410 PE=4 SV=1 

 

Accession: tr|B9SJV6|B9SJV6_RICCO 

 

Unused ProtScore:   15.62                            

Seq Cov %:  14.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.59 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVRKRRTEAPASGGESSEPHEAASGGSQRPYERNAPPQQGPGGPYQGGRSWGPQSQQGGRGGGGRGRSG

GMSQQQQYGGGPEYQGRGRGPPQQGGRGGYGGGRSSSNRGGPPSVGPSRPPVPELHQATLAPYQAGVSP

QLMPSEGSSSSGPPEPSPVVVAQQMQELSIQQEVSSSQPIQAPPPSSKSMRFPLRPGKGSTGIRCIVKA

NHFFAELPDKDLHQYDVTITPEVTSRGVNRAVMEQLVKLYRESHLGKRLPAYDGRKSLYTAGPLPFISK

EFKITLIDEDDGSGGQRREREFRVVIKLAARADLHHLGLFLQGRQADAPQEALQVLDIVLRELPTTRYC

PVGRSFYSPDLGRRQPLGEGLESWRGFYQSIRPTQMGLSLNIDMSSTAFIEPLPVIDFVNQLLNRDVSS

RPLSDADRVKIKKALRGVKVEVTHRGNMRRKYRISGLTSQATRELTFPVDERGTMKSVVEYFYETYGFV

IQHTQWPCLQVGNQQRPNYLPMEVCKVVEGQRYSKRLNERQITALLKVTCQRPQERERDIMQTVHHNAY

GNDPYAKEFGIKISEKLASVEARILPAPWLKYHDTGREKDCLPQVGQWNMMNKKMVNGGTVNNWICINF

SRNVQDSVARGFCYELAQMCYISGMAFNPEPVLPPVSARPEQVEKVLKTRYHDAMTKLQQGKELDLLIV

ILPDNNGSLYGELKRICETDLGLVSQCCLTKHVFRMNKQYLANVALKINVKVGGRNTVLVDALSRRIPL

VSDRPTIIFGADVTHPHPGEDSSPSIAAVVASQDWPEVTKYAGLVCAQAHRQELIQDLFKEWQDPVRGR

VTGGMIKELLISFRRATGQKPQRIIFYRDGVSEGQFYQVLLYELDAIRKACASLEPNYQPPVTFVVVQK

RHHTRLFANNHNDRNAVDKSGNILPGTVVDSKICHPTEFDFYLCSHAGIQGTSRPAHYHVLWDENKFTA

DGLQSLTNNLCYTYARCTRSVSIVPPAYYAHLAAFRARFYMEPETSDSGSMTSGPVGGRGGMGGGAGAR

STRGPAASAAVRPLPALKENVKRVMFYC 

 

 515



Protein No.: I-99 
Protein name and Species:  

Coatomer subunit beta OS=Vitis vinifera 

GN=VIT_04s0008g02320 PE=3 SV=1 

Accession: tr|A5AHP0|A5AHP0_VITVI 

Unused ProtScore:    15.49                           

Seq Cov %: 11.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.80 

116: 114=E5TL: D5TL=1.49 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEKSCSLLIYFDKGTPAIANEIKEALEGNDDYAKIEAMKKAIMLLLNGETLPQLFITIVRYVLPSEDHT

VQKLLLLYLEIIEKTDAKGKVMPEMILICQNLRNNLQHPNEYIRGVTLRFLCRLNEAEIIEPLIPSVLQ

NLEHRHPFIRRNAILAVMSIYKLPQGEQLLVDAPEMIEKVLSTEQDPSAKRNAFLMLFTCAQDRAINYL

LTHVDRVPEWGELLQMVVLELIRKVCRTNRGEKGKYIKIIISLLNAPSTAVIYECAGTLVSLSSAPTAI

RAAANTYCQLLLSQSDNNVKLIVLDRLNELKSSHREIMVDMIMDVLRALSSPNLDIRRKTLDIVLELIT

PRNINEVVLTLKKEVVKTQSGELEKNGEYRQMLIQAIHSCAIKFPEVASTVVHLLMDFLGDSNVASAID

VVVFVREIIETNPKLRVSIITRLLDTFYQIRAARVCSCALWIIGEYCLSLSEVESGITTIKQCLGDLPF

FSVSEEGEASDSSKKVQQVNATTVSSRRPAVLADGTYATQSAASETAFSPPTLVQGSLSSGNLRSLLLT

GDFFLGAVVACTLTKLVLRLEEVQPSKAEVNKVSSQALLIMVSMLQLGQSSVLPHPIDNDSYDRIVLCI

RLLCNTGDDIRKIWLQSCRQSYVKMLADKQLRETEEIKAKAQISYAQPDDLIDFYHLKSRKGMSQLELE

DEVQDDLKRATGEFIKDGDDANKLNRILQLTGFSDPVYAEAYVTVHHYDIVLDVTVINRTKETLQNLCL

ELATMGDLKLVDRPQNYTLAPESSKQIKANIKVSSTETGVIFGNIVYETSNVHERMVVVLNDIHIDIMD

YISPAVCTDVAFRTMWAEFEWENKVAVNTVLQNEKEFLEHIIKSTNMKCLTASSALDGDCGFLAANLYA

KSVFGEDALVNISIEKQADGKLSGYIRIRSKTQGIALSLGDKITLKQKGGS 
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Protein No.: I-102 
Protein name and Species:  

Nucleoredoxin, putative OS=Ricinus communis 

GN=RCOM_0528050 PE=4 SV=1 

Accession: tr|B9SH99|B9SH99_RICCO 

Unused ProtScore:  15.18                               

Seq Cov %: 18.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.42 

116: 114=E5TL: D5TL=0.59 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MADDPVIDVSHDLLSLLSSDDRDFLIRSNGDQVKISNLVGKIVGLYFSGSWCGPCRHFTPNLVQVYEEL

SLKGDFEVVFISSDRDAESFDAYFSKMPWLAIPFSDQETCKHLKDLFKVRGIPNLVFLDADGKVSCDQG

VRFIREYGAEGYPFTPERVEYFRQEEENAKKNQTLSSILVSSSRDFLISKDGTKIPVSELEGKMVGLYF

SVHSHRLCLDFTPRLEEVYKKLKEKGEKFEVVLISMDYDENNFKQGLETMPWLALPFEDKSRERLARYF

ELSALPTLVIIGEDGKTLNKNVAELIEGHGIQAYPFTPEKLVELAEIEKARLEAQTLESVLVHGDKDFV

IEESGSKVPVSELVGKNILLYFSAKWCPPCRAFLPKLIEAYHEIKAKDNAFEIIFISSDRDQSSFDEFY

TEMPWLALPFGDDRKTILQRKFKIKGIPAAIAISPTGKTLTKEAREHITAYGADAYPFNEDHLKQLNDK

QEEIAKGWPEKVRHELHPEHELVRMKRNGYGCDGCKEAGSGWSFYCKKCDFDLHPKCALKKEENGEKVK

K 
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Protein No.: I-106 
Protein name and Species:  

L-lactate dehydrogenase OS=Ricinus communis 

GN=RCOM_0540790 PE=3 SV=1 

Accession: tr|B9SIT3|B9SIT3_RICCO 

Unused ProtScore:    14.96                           

Seq Cov %: 32.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.44 

116: 114=E5TL: D5TL=0.76 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MQQSSSAASLGPGGLDLSQVFFKPIHNTSPPSPTKRHTKISVIGTGNVGMAIAQTILTQDLADELALVD

VNPNKLRGEMLDLQHAAAFLPRTKILASPDYSVTIGSDLCIVTAGARQIPGESRLNLLQRNVTLFKNII

PPLAKYSPDSILMIVSNPVDILTFIAWKLSGFPSNRVVGSGTNLDSSRFRFLIADHLDVNAQDVQAYIV

GEHGDSSVALWSSISVGGVPILSFLEKQDIAYEKETLENIHKAVVDSAYEVISLKGYTSWAIGYSAANL

ARSLLRDQRKIHPVSVLAKGFYGIDGGDVFLSLPAQLGRGGVLGVTNVHLTEEEAQRLRDSAKTLLEVQ

SQLGI 
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Protein No.: I-108 
Protein name and Species:  

26S proteasome regulatory subunit 4 homolog A [Vitis vinifera] 

OS=Vitis vinifera GN=VIT_07s0005g05160 PE=3 SV=1 

Accession: tr|A5BEF3|A5BEF3_VITVI 

Unused ProtScore:   14.87                            

Seq Cov %: 27.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.51 

116: 114=E5TL: D5TL=1.47 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGQGASGGLNRQGLPGDRKNDGDKKEKKFEPAAPPARVGRKQRKQKGPEAAARLPTVTPLSKCKLRLLK

LERIKDYLLMEEEFVSNQERLKPQEEKTEEDRSKVDDLRGSPMSVGNLEELIDENHAIVSSSVGPEYYV

GILSFVDKDQLEPGCAILMHNKVLSVVGLLQDEVDPMVSVMKVEKAPLESYADIGGLDAQIQEIKEAVE

LPLTHPELYEDIGIKPPKGVILYGEPGTGKTLLAKAVANSTSATFLRVVGSELIQKYLGDGPKLVRELF

RVADDLSPSIVFIDEIDAVGTKRYDAHSGGEREIQRTMLELLNQLDGFDSRGDVKVILATNRIESLDPA

LLRPGRIDRKIEFPLPDIKTRRRIFQIHTSRMTLADDVNLEEFVMTKDEFSGADIKAICTEAGLLALRE

RRMKVTHVDFKKAKEKVMFKKKEGVPEGLYM 
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Protein No.: I-109 
Protein name and Species:  

Chaperonin containing t-complex protein 1, eta subunit, tcph, 

putative OS=Ricinus communis GN=RCOM_0395630 PE=3 

SV=1 

 

Accession: tr|B9SS36|B9SS36_RICCO 

 

Unused ProtScore:   14.75                           

Seq Cov %: 17.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.55 

116: 114=E5TL: D5TL=0.72 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAMLQPQIILLKEGTDTSQGKAQLVSNINACTAVADVVRTTLGPRGMDKLIHDDKGNVTISNDGATIM

KLLDIVHPAAKILVDIAKSQDSEVGDGTTTVVLLAAEFLKEAKPFIEDGVHSQNLIRSYRTACNLALEK

IRELAFSIEGKSIEEKKSLLAKCASTTLSSKLIGGEKEFFAQMVVDAVIAIGNEDRLNMIGIKKVPGGN

MRDSFLVNGVAFKKTFSYAGFEQQPKKFVNPKLLLLNIELELKSEKENAEIRLSDPSEYQSIVDAEWNI

IYDKLDKCVQSGAKVVLSRLAIGDLATQYFADRDIFCAGRVAEEDLQRVAAATGGTVQTTVNNIIDEVL

GTCEIFEEKQVGNERFNIFSGCPSGKTATIVLRGGADQFIEEAERSLHDAIMIVRRAMKNSTVVAGGGA

IDMEISRFLRQHARTIAGKSQLFINSYAKALEVIPRQLCDNAGFDATDVLNKLRQKHALPSGEGAPFGV

DINTGGIADSFANFVWEPAVVKINAINAATEAACLILSVDETVKNPKSESAQGEAAAGAMGGRGRGGAA

FRGRGRGMRRR 
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Protein No.: I-112 
Protein name and Species:  

Lactoylglutathione lyase, putative OS=Ricinus communis 

GN=RCOM_0904280 PE=4 SV=1 

Accession: tr|B9RXK1|B9RXK1_RICCO 

Unused ProtScore:  14.47      

Seq Cov %: 30 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.08 

116: 114=E5TL: D5TL=0.10 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAAEATAPNADVLEWPKKDKRRLLHAVYRVGDLDRTIKFYTECFGMKLLRKRDIPEEKYSNAFLGFGPE

ETNFVVELTYNYGVTSYDIGTGFGHFAIATQDVYKLVEEVLAKGGAVTREPGPVKGGTTVIAFVKDPDG

YIFELIQRGPTPEPLCQVMLRVGDLDRSIRFYEKALGMKLLRKVDKPEYKYTLAMMGYADEYETTVLEL

TYNYGVTEYTKGNAYAQVAISTDDVYKSAEVVNLVTQELGGKITRQPGPIPGLNTKITSFLDPDGWKTK

RKRR 
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Protein No.: I-115 
Protein name and Species:  

Glucose 4-6-dehydratase, putative OS=Ricinus communis 

GN=RCOM_1185970 PE=4 SV=1 

Accession: tr|B9SN65|B9SN65_RICCO 

Unused ProtScore:   14.31                              

Seq Cov %: 28.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.10 

116: 114=E5TL: D5TL=1.52 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MANRVDLDGRPIKEMTICMIGAGGFIGSHLCEKILNETPHKILALDVYNDKIKHLLEPDSLPWAGRIQF

HRINIKHDSRLEGLIKMADLTINLAAICTPADYNTRPLDTIYSNFIDALPVVKYCSENNKRLIHFSTXX

SYFSWDPAYYILKEDESPCIFGSIEKQRWSYACAKQLIERLIYAEGAENGLEFTIVRPFNWIGPRMDFI

PGIDGPSEGVPRVLACFSNALLRGEPLKLVDGGQSQRTFVYIKDAIEAVLLMIENPARANGHIFNVGNP

HNEVTVKQLAEMMTEVYSKVSGEPVLEVPTVDISSKEFYGEGYDDSDKRIPDMTIINRQLGWNPKTSLW

DLLESTLTYQHRTYAEAIKKVLAKPTSS 
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Protein No.: I-117 
Protein name and Species:  

Regulator of ribonuclease activity A OS=Populus trichocarpa 

GN=POPTRDRAFT_738638 PE=2 SV=1 

 

Accession: tr|A9PFQ6|A9PFQ6_POPTR 

Unused ProtScore:   14.13                              

Seq Cov %: 42.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.30 

116: 114=E5TL: D5TL=0.37 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MALVTTAEVCDANPQLIVSGELRALQPIFQIYGRRQVFSGPVVTLKVFEDNVLIREFLEEKGNGRVLVV

DGGGSLRCAILGGNPVVQAQNNGWAGIVVNGCIRDVDEIMGCDIGVRALASHPMKANKKGIGEKHVPIT

IGGTRISDGEWLYADTDGILISRTELAV 
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Protein No.: I-119 
Protein name and Species:  

Hydroxymethylglutaryl coenzyme A reductase OS=Hevea 

brasiliensis PE=2 SV=1 

 

Accession: tr|Q547W6|Q547W6_HEVBR 

 

Unused ProtScore:   14.02                          

Seq Cov %: 22.1 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.22 

116: 114=E5TL: D5TL=0.28 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDTTGRLHHRKHATPVEDRSPTTPKASDALPLPLYLTNAVFFTLFFSVAYYLLHRWRDKIRNSTPLHIV

TLSEIVAIVSLIASFIYLLGFFGIDFVQSFIARASHDVWDLEDTDPNYLIDEDHRLVTCPPANISTKTT

IIAAPTKLPTSEPLIAPLVSEEDEMIVNSVVDGKIPSYSLESKLGDCKRAAAIRREALQRMTRRSLEGL

PVEGFDYESILGQCCEMPVGYVQIPVGIAGPLLLNGREYSVPMATTEGCLVASTNRGCKAIYLSGGATS

VLLKDGMTRAPVVRFASATRAAELKFFLEDPDNFDTLAVVFNKSSRFARLQGIKCSIAGKNLYIRFSCS

TGDAMGMNMVSKGVQNVLEFLQSDFSDMDVIGISGNFCSDKKPAAVNWIEGRGKSVVCEAIIKEEVVKK

VLKTNVASLVELNMLKNLAGSAVAGALGGFNAHAGNIVSAIFIATGQDPAQNVESSHCITMMEAVNDGK

DLHISVTMPSIEVGTVGGGTQLASQSACLNLLGVKGANKESPGSNSRLLAAIVAGSVLAGELSLMSAIA

AGQLVKSHMKYNRSSKDMSKAAS 
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Protein No.: I-122 
Protein name and Species:  

villin-2 OS=Populus trichocarpa GN=POPTRDRAFT_576360 

PE=4 SV=1 

 

Accession: tr|B9II82|B9II82_POPTR 

 

Unused ProtScore:   13.95                           

Seq Cov %: 13.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.58 

116: 114=E5TL: D5TL=1.19 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSSSAKALDPAFQGVGQRPGTEIWRIENFQPVPLPKSDHGKFYMGDSYIVLQTTTGKGGAYLYDIHFWI

GKDTSQDEAGTAAIKTVELDAVLGGRAVQHRELQGHESDKFLSYFKPCIIPLEGGVATGFKKVEEEAFE

IRLYVCRGKRVVRLKQVPFARSSLNHDDVFILDTEKKIYQFNGANSNIQERGKALEVIQFLKEKYHEGT

CDVAIVDDGKLDTESDSGEFWVLFGGFAPIGKKVANEDDIIPETTPAKLYSITDGEVKIVEGELSKGLL

ENNKCYLLDCGAEIFVWVGRVTQVEERKAASQAAEEFVASQNRPKTTQLTRLIQGYETRSFKTNFDSWP

AGSAAPGAEEGRGKVAALLKQQGVGLKGMTKSAPVNEEVPPLLEGGGKMEVWCINGSSKTPLPKEDVGK

FYSGDCYIILYTYHSGDRKEDYLLCCWFGNDSSEIHGHPIQEDQKMAARLANTMSNSLKGRPVQGRIFQ

GKEPPQFVALFQPIVILKGGLSSGYKKSIAEKGLSDETYTADSVALFRISGTSVHNDKAVQVDAVATSL

NSAECFLLQSGSSIFTWHGNQSTFEQQQLAAKIAEFLKPGVALKHAKEGTESSAFWFALGGKQSYTSKK

FSPETVRDPHLFTFSFNKGKFQVEEVYNFSQDDLLTEDILILDTHAEVFVWVGQYVDPKEKQNVFDIGQ

KYIEMAVSLDGLSPNVPLYKVTEGNEPSFFTTYFSWDLTKATVQGNSFQKKAALLFGLGHHVVEERSNG

NQGGPTQRASALAALSSAFNPSSGKSSLLDRSNGSNQGGTTQRASALAALSSAFNSSPGSKTTASRPSG

TGQGSQRRAAVAALSSVLTAEKKQTPETSPSRSPPSETNLPEGSEGVAEVKEMEETASVSESNGGEDSE

RKQDTEHGESDDGNGQSTFCYDQLKAHSDNPVKGIDFKRREAYLSDEEFQTIFGVTKEAFYKMPKWKQD

MQKKKFDLF 
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Protein No.: I-125 
Protein name and Species:  

Cysteine synthase OS=Vitis vinifera GN=VIT_14s0030g01560 

PE=3 SV=1 

 

Accession: tr|F6HTU8|F6HTU8_VITVI 

 

 

Unused ProtScore:     13.43                            

Seq Cov %: 11.8 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.17 

116: 114=E5TL: D5TL=0.40 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MIQKKSELILIYNIKLGNLILNLILFVRFIQEKQFAILPSLFIKVVSVETVGDVQKPQNRKKKQRIRKG

DLVVGISGDLCEMAEEKCFIAKDVTELIGKTPLVYLNNVVDGCVARIAAKLEMMEPCSSVKDRIGYSMI

TDAEEKGLITPGESVLIEPTSGNTGIGLAFMAAAKGYKLIITMPASMSLERRIILRAFGAELVLTDPAK

GMKGAVQKAEEILAKTPNSYILQQFENPANPKIHYETTGPEIWRGTGGKVDAFVSGIGTGGTITGAGKF

LKEQNSDIKLYGVEPVESAVLSGGKPGPHKIQGIGAGFIPGVLDVNLLDEVVQVSSEEAIETAKLLALK

EGLLVGISSGGAAAAAIKLAKRPENAGKLIVVVFPSFGERYLSSVLFDSVKREAENMLKKKHGGQMLDC

KRCYRTSIAVKLEAMEPCSSVKDRIALSMIKDVEDKGLIQLGKTVLIEPTSGNSGIELAYIAAVKGYKL

ILAMPASMSRERRIVLRAFGDELHLTDPVKGIKGIHEKAELLEKTPYGYMLKQFANPANPKIHYETTGT

EIWRGCGGKVDVFVSGVGTGGTVTGVGRFLKEKNPDIKVYGVEPAESAVLNGGEPGLHKIQGIDPGFIT

PILDVSILDEVVPISSEEAIETAKLLALKEGLLVGKPSGVAAAAAIKIAKRPENAGKLIVVVFPSFGER

YLSTVLFDSIR 
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Protein No.: I-129 
Protein name and Species:  

Proteasome subunit alpha type OS=Glycine max PE=2 SV=1 

 

Accession: tr|C6TGU2|C6TGU2_SOYBN 

Unused ProtScore:  13.13                               

Seq Cov %: 39.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.66 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MFLTRTEYDRGVNTFSPEGRLFQVEYAIEAIKLGSTAIGLKTKEGVVLAVEKRITSPLLEPSSVEKIME

IDEHIGCAMSGLIADARTLVEHARVETQNHRFSYGEPMTVESTTQALCDLALRFGEGDEESMSRPFGVS

LLIAGHDENGPSLYYTDPSGTFWQCNGKAIGSGSEGADSSLQEQYNKDLTLQEAETIALSILKQVMEEK

VTPNNVDIAKVAPTYHLYTPSEVEAVISRL 
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Protein No.: I-131 
Protein name and Species:  

40S ribosomal protein SA OS=Glycine max PE=2 SV=1 

 

Accession: sp|O22518|RSSA_SOYBN 

Unused ProtScore:   12.95                              

Seq Cov %: 31.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.47 

116: 114=E5TL: D5TL=1.62 

 

Annotated typical Precursor MS Region: 

 
 

Sequence Coverage and Matched peptides: in different color 
MATATNAAAAPPRQLSQKEADIQMMLAADVHLGTKNCDFQMERYIFKRRNDGIYIINLGKTWEKLQLAA

RVIVAIENPQDIIVQSARPYGQRAVLKFAQYTGAHAIAGRHTPGTFTNQLQTSFSEPRLLILTDPRTDH

QPIKEAALGNIPTIAFCDTDSPMRYVDIGIPANNKGKHSIGCLFWLLARMVLQMRGTIRPGLKWDVMVD

LFFYREPEEAKQQEEEEAPAVDYAITDFNAGAIAADGQWPGTIDQSWSDAVPQPIPAVPGVNWGAPAEA

PAAAGGDWGEAVPPPQQIPVPPSGIDTVQPSGWD 
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Protein No.: I-132 
Protein name and Species:  

UDP-D-glucose dehydrogenase OS=Gossypium hirsutum PE=2 

SV=1 

 

Accession: tr|D2D2Z2|D2D2Z2_GOSHI 

 

Unused ProtScore: 12.91                                

Seq Cov %: 19.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.27 

116: 114=E5TL: D5TL=1.66 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKICCIGAGYVGGPTMAVIALKCPDIEVAVVDISVPRIAAWNSDQLPIYEPGLDGVVKECRGRNLFFST

DVEKHVREADIVFVSVNTPTKTRGLGAGKAADLTYWESAARMIADVSKSDKIVVEKSTVPVKTAEAIEK

ILTHNSKGIKFQILSNPEFLAEGTAIQDLFNPDRVLIGGRETPEGNKAVQALKEVYAHWVPEERILTTN

LWSAELSKLAANAFLAQRISSVNAMSALCEATGADVTQVSYAVGKDTRIGPKFLNASVGFGGSCFQKDI

LNLVYICECNGLPEVAEYWKQVIKINDYQKNRFVNRVVSSMFNTVSNKKIAILGFAFKKDTGDTRETPA

IDVCKGLLGDKARLSIYDPQVTEDQVQRDLSMNKFDWDHPLHLQPMSPTTVKQVSWVWDAYEATKDAHG

ICILTEWDEFKKLDFKRIYDNMQKPAFVFDGRNIVNADELREIGFIVYSIGKPLDPWLKDMPAVA 
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Protein No.: I-133 
Protein name and Species:  

Farnesyl diphosphate synthase OS=Hevea brasiliensis GN=FDP 

PE=2 SV=1 

 

Accession: tr|Q8L7F4|Q8L7F4_HEVBR 

Unused ProtScore: 12.91                                

Seq Cov %: 25.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.56 

116: 114=E5TL: D5TL=0.73 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MADLKSTFLKVYSVLKQELLEDPAFEWTPDSRQWVERMLDYNVPGGKLNRGLSVIDSYKLLKEGQELTE

EEIFLASALGWCIEWLQAYFLVLDDIMDSSHTRRGQPCWFRVPKVGLIAANDGILLRNHIPRILKKHFR

GKAYYVDLLDLFNEVEFQTASGQMIDLITTLEGEKDLSKYTLSLHRRIVQYKTAYYSFYLPVACALLIA

GENLDNHIVVKDILVQMGIYFQVQDDYLDCFGDPETIGKIGTDIEDFKCSWLVVKALELCNEEQKKVLY

EHYGKADPASVAKVKVLYNELKLQGVFTEYENESYKKLVTSIEAHPSKPVQAVLKSFLAKIYKRQK 
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Protein No.: I-134 

Protein name and Species:  

Serine/threonine-protein phosphatase OS=Vitis vinifera 

GN=VIT_13s0156g00060 PE=3 SV=1 

Accession: tr|F6HPS0|F6HPS0_VITVI 

Unused ProtScore:  12.79                               

Seq Cov %: 27.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.21 

116: 114=E5TL: D5TL=0.77 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MDLISSDSHGNLDAQISQLMQCKPLSEQEVRTLCEKAKEILMEESNVQPVKSPVTICGDIHGQFHDLAE

LFRIGGKCPDTNYLFMGDYVDRGYYSVETVTMFVKSNKQDRVSKSPTKFEYRTMSLACSKIIWLRGLLA

ELDFSETDPTPLHADNTSANQITTNPVYHERTKHIEVDCHSIRAAFEARLLVALKVRYPQRITILRGNH

ESRQITQVYGFYDECLRKYGNANVWKIFTDLFDYFPLTALVESEIFCLHGGLSPSIETLDNIRNFDRVQ

EVPHEGPMCDLLWSDPDDRCGWGISPRGAGYTFGQDISEQFNHTNNLKLIARAHQLVMEGFNWGHEQKV

VTIFSAPNYCYRCGNMASILEVDDCKGHTFIQFEPAPRRGEPDVTRRTPDYFL 
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Protein No.: I-135 
Protein name and Species:  

Calcium-dependent protein kinase, putative OS=Ricinus 

communis GN=RCOM_1689450 PE=4 SV=1 

Accession: tr|B9RCK2|B9RCK2_RICCO 

Unused ProtScore:  12.78                               

Seq Cov %: 18.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.63 

116: 114=E5TL: D5TL=1.20 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGNCSSNLPSTSTFTADRPPPPPPSHGITVHPPTASPPPRPPPPHSLQPTSNNRPSAAPAAVGRVLGRP

MEDVRSIYAFGRELGRGQFGVTYLVTHKETKQQFACKSIATRKLINRDDIEDVRREVQIMHHLTGHRNI

VELKGAYEDRHSVNLVMELCAGGELFDRIIAKGHYSERAAANLCRQIVTVVHDCHSMGVIHRDLKPENF

LFLSTDENSPLKATDFGLSVFFKPGDTFKDLVGSAYYVAPEVLRRNYGPAIDIWSAGVILYILLSGVPP

FWGETEQAIFDTVLRGHIDFSSDPWPSISSSAKDLVKKMLTADAKDRISAAEVLNHPWMRVDGDASDKP

LDIAVLTRMKQFRAMNKLKKVALKVIAENLSEEEIMGLKEMFKSMDTDNNGTITYEELKAGLPKLGTKL

SESEVKQLMEAADVDGNGTIDYIEFITATMHMNRMEREDHLYKAFEYFDKDKSGYITMEELEHALKEYN

MGDARTIKEIIAEVDTDHDGRINYEEFVAMMRKGNPELVTNRRRK 
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Protein No.: I-136 
Protein name and Species:  

obg-like ATPase 1 [Vitis vinifera]  OS=Vitis vinifera 

GN=VIT_10s0003g05020 PE=4 SV=1 

Accession: tr|D7TKK5|D7TKK5_VITVI 

Unused ProtScore:  12.7                               

Seq Cov %: 18.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.64 

116: 114=E5TL: D5TL=0.79 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MPPKSSKSKEAPAERPILGRFSSHLKIGIVGLPNVGKSTLFNTLTKLAIPAENFPFCTIEPNEARVNIP

DERFEWLCQLYKPKSEVSAFLEIHDIAGLVRGAHQGQGLGNSFLSHIRAVDGIFHVLRAFEDPDIIHVD

DSVDPVRDLEVISEELRLKDIEFIEKRIEDVEKSMKRSNDKQLKIELELCLKVKAFLEDGKDIRLGDWK

AADVEILNTFQLLTAKPVVYLVNMNEKDYQRKKNKFLPKIHAWVQDHGGETIIPFSCALERNLADMPED

EAAKYCEENKVQSALPKIIKTGFSAINLIYFFTAGPDEVKCWQIRRQTKAPQAAGTIHSDFERGFICAE

VMKFDDLKELGSEGAVKAAGKYRQEGKTYVVQDADIIFFKFNVSGGGKK 
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Protein No.: I-138 
Protein name and Species:  

GTP-binding nuclear protein Ran-3-like [Vitis vinifera] 

OS=Vitis vinifera GN=VIT_04s0008g05030 PE=4 SV=1 

Accession: tr|D7SUQ2|D7SUQ2_VITVI 

Unused ProtScore: 12.64                                

Seq Cov %: 19.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.46 

116: 114=E5TL: D5TL=0.69 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MPFCYNNNYCYFIKSKKIVITKLFRDLIQRLREIASIKGYNENTRRLLIYIRLKLLLPPHSKLKPSFQS

APWRLPYEKLTLTLQMALPNQQTVDYPSFKLVIVGDGGTGKTTFVKRHLTGEFEKKYEPTIGVEVHPLD

FFTNCGKIRFYCWDTAGQEKFGGLRDGYYIHGQCAIIMFDVTARLTYKNVPTWHRDLCRVCENIPIVLC

GNKVDVKNRQVKAKQVTFHRKKNLQYYEISAKSNYNFEKPFLYLARKLAGDVNLHFVESPALAPPEVQI

DMAAQAHHEAELAAAAAQPLPDDDDDTFE 
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Protein No.: I-141 
Protein name and Species:  

Aspartate aminotransferase OS=Vitis vinifera 

GN=VIT_04s0008g03770 PE=3 SV=1 

Accession: tr|D7SUD7|D7SUD7_VITVI  

Unused ProtScore:  12.36                               

Seq Cov %: 27 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.55 

116: 114=E5TL: D5TL=0.47 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MDPNHTISASATSGSDFGGSVFDHVVQAPEDPILGVTVAYNKDPSPVKLNLGVGAYRTEEGKPLVLNVV

RRAEQLLVNDRSRVKEYLPIVGLAEFNKLSAKLMFGADSPAIQVKRVTTVQCLSGTGSLRVGAEFLARH

HHQRTIYIPQPTWGNHGKIFTLAGLSVKTYRYYDPATRGLNFQGLLEDLSLAPSGAIVLLHACAHNPTG

VDPTLQQWEQIRQLIRLKGLLPFFDSAYQGFASGSLDADAQSVRMFVADGGECLAAQSYAKNMGLYGER

VGALSIVCKTADVASRVESQVKLVIRPMFSNPPIHGASIVAIILKNRDMYNEWTVELKAMADRIISMRQ

QLFDALRARGTPGDWNHILKQIGMFTFTGLNTAQVAFMTKEYHVYMTSDGRISMAGLSSKTVPHLADAI

HAAVTRAI 
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Protein No.: I-145 
Protein name and Species:  

Citrate-binding protein OS=Hevea brasiliensis GN=CBP PE=1 

SV=1 

Accession: sp|Q39962|CBPR_HEVBR 

Unused ProtScore: 12.21                                 

Seq Cov %:34.9  

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.29 

116: 114=E5TL: D5TL=0.38 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MKMKRSPYCFCCSFALLLLVSFLKDRHFCSADPTDGFTEVPLTEDNFVIQKPYDKPLNDRYSYKNGIRR

LWVYENDKPFKVGSPTRPRTEIRIKGHDYSSGVWQFEGQVHVPEGTSGVTVMQVFGAVNKATALQLRVY

NGDLKSYKSNSVATDIYNKWLRVNVIHKVGKGEITVFINGQQKLVVNDDGPAEHYFKCGVYAAPDGSSN

YMESRWKNIKLYKSDNKLEGCNNNHGTWLVQ 
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Protein No.: I-148 
Protein name and Species:  

Acetyl-CoA C-acetyltransferase OS=Hevea brasiliensis 

GN=HbAACT PE=2 SV=1 

 

Accession: tr|A9ZMZ5|A9ZMZ5_HEVBR 

 

 

Unused ProtScore:  12                               

Seq Cov %: 61.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.55 

116: 114=E5TL: D5TL=0.66 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAPAAATAVAAEIKPRDVCIVGVARTPMGGFLGSLCTLSATKLGSIAIEAALKRANVDPSLVQEVFFGN

VLSANLGQAPARQAALGAGIPNSVVCTTVNKVCASGMKATMLAAQSIQLGINDVVVAGGMESMSNAPKY

LAEARKGSRLGHDSLVDGMLKDGLWDVYNDVGMGSCAEICADNHSITREDQDKFAIHSFERGIAAQESG

AFAWEIVPVEVSGGRGKPSTIVDKDEGLGKFDPVKLRKLRPSFKENGGTVTAGNASSISDGAAAVILVS

GETALKLGLQVIAKIGGYADAAQAPELFTTSPALAIPKTIANGGLDASQVDYYEINEAFAVVALANQKL

LGLNPEKINVHGGAVSLGHPLGCSGARILVTLLGVLRQKNGKYGVGGVCNGGGGASALVVELL 
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Protein No.: I-150 
Protein name and Species:  

Pyridoxal biosynthesis protein PDX1 OS=Hevea brasiliensis 

GN=PDX1 PE=2 SV=1 

 

Accession: sp|Q39963|PDX1_HEVBR 

Unused ProtScore:  11.87                               

Seq Cov %: 29.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.40 

116: 114=E5TL: D5TL=1.42 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAGTGVVAVYGNGAITETKKSPFSVKVGLAQMLRGGVIMDVVNPEQARIAEEAGACAVMALERVPADIR

AQGGVARMSDPQLIKEIKQSVTIPVMAKARIGHFVEAQILEAIGIDYVDESEVLTPADEENHINKHNFR

IPFVCGCRNLGEALRRIREGAAMIRTKGEAGTGNVIEAVRHVRSVMGDIRLLRNMDDDEVFTFAKKIAA

PYDLVMQTKQLGRLPVVQFAAGGVATPADAALMMQLGCDGVFVGSGVFKSGDPARRARAIVQAVTHYSD

PDMLAEVSCGLGEAMVGINLNDKKVERFANRSE 
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Protein No.: I-151 
Protein name and Species:  

NAD dependent epimerase/dehydratase, putative OS=Ricinus 

communis GN=RCOM_1683000 PE=4 SV=1 

 

Accession: tr|B9RC03|B9RC03_RICCO 

 

Unused ProtScore:  11.81                               

Seq Cov %: 27.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.75 

116: 114=E5TL: D5TL=1.51 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGFQSNGATDNKKPYKFLIYGRTGWIGGLLGKLCESQGIDYTYGNGRLENRVSLENDIASINPTHVFNA

AGVTGRPNVDWCESHKVETIRTNVAGTLTLADVCREKGLVLINYATGCIFEYDDKHPLGSGIGFKEEDT

PNFIGSFYSKTKAMVEELLKNYENVCTLRVRMPISSDLANPRNFITKITRYEKVVDIPNSMTILDELLP

ISIEMAKRNLTGIWNFTNPGVVSHNEILEMYRDYVDPNFTWKNFTLEEQAKVIVAPRSNNELDATKLSK

EFPEMLPIKESLIKYVFKPNQKTAAA 
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Protein No.: I-152 
Protein name and Species:  

Calmodulin OS=Clematoclethra scandens subsp. tomentella 

GN=CaM PE=4 SV=1 

 

Accession: tr|B1NDK1|B1NDK1_9ERIC 

Unused ProtScore: 11.77                                 

Seq Cov %: 50  

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.63 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MADPLTDDQISEFKEAFSLFDKDGDGCITTKELGTVMRSLGQNPTEAELQDMINEVDADGNGTIDFPEF

LNLMARKMKDTDSEEELKEAFRVFDKDQNGFISAAELRHVMANLGEKLTDEEVDEMIREADVDGDGQIN

YEEFVKVMMA 
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Protein No.: I-160 
Protein name and Species:  

26S proteasome non-atpase regulatory subunit, putative 

OS=Ricinus communis GN=RCOM_1507340 PE=4 SV=1 

 

Accession: tr|B9RAM4|B9RAM4_RICCO 

Unused ProtScore: 11.38                                

Seq Cov %: 20.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.44 

116: 114=E5TL: D5TL=0.62 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MEGQEGTQQPHLILAHKRFLLTHPDVQDIEKVRLKEEVFAAVKSDDMAPLYETLITEGLLEKDQSILDL

MRAKNEDELKKIDEKIADAEENLGESEVREAHLAKSLFYIRIGDKEKALEQLKVTESKTVAVGQKMDLV

FYTLQLGFFYMDFDLISKSIDKAKNLFEEGGDWERKNRLKVYEGLYCMSTRNFTKAATLFLDSISTFTT

YELFPYDTFIFYTVLTSIITLDRVSLKQKVVDAPEILTVIGKIPYLSEFLNSLYFCQYKSFFSAFAGIA

EQIKLDRYLHPHFRYYMREVRTVVYSQFLESYKSVTIEAMAKAFGVTVEFIDLELSRFIAAGKLHCKID

KVAGVLETNRPDAKNALYQATIKQGDFLLNRIQKLSRVIDL 
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Protein No.: I-161 
Protein name and Species:  

Abscisic acid stress ripening-related protein 1 OS=Hevea 

brasiliensis GN=ASRLP1 PE=4 SV=1 

 

Accession: tr|Q6XNP8|Q6XNP8_HEVBR 

Unused ProtScore:    11.37                             

Seq Cov %: 21.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.31 

116: 114=E5TL: D5TL=0.42 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAEEKHHHLFHHHKEGQEAVDCRKEEKHHKHLCQLGKLGAAAAGTYALHEKHAAKKDPEHAHGHKIKEE

VAAAAAIGAGGFAFHEHHEKKEAKKKNEEGHGKKHHHPF 
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Protein No.: I-167 
Protein name and Species:  

Myo-inositol-1-phosphate synthase OS=Ricinus communis 

GN=MIPS PE=2 SV=1 

Accession: tr|C7B9C0|C7B9C0_RICCO 

Unused ProtScore: 11.12                                

Seq Cov %: 18 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=10.47 

116: 114=E5TL: D5TL=2.51 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MFIEKFQVESPNVKYSEDEIHSVYNYETTELVHENRNGTYQWIVKPKTVQYEFKTDVHVPKLGVMLVGW

GGNNGSTLTGGVIANREGISWATKDKVQQANYFGSLTQASSIRVGSFNGEEIYAPFKSLLPMVNPDDIV

FGGWDISDMNLADAMARAKVLDIDLQKQLRPYMESMVPLPGIYDPDFIAANQGSRANNVIKGTKKEQME

QIVKDIREFKEKTKVDKVVVLWTANTERYSNVVVGLNDTMESLLASLERNEAEISPSTLYALACIFENV

PFINGSPQNTFVPGVIDLAIKGNSLIGGDDFKSGQTKMKSVLVDFLVGAGIKPTSIVSYNHLGNNDGMN

LSAPQTFRSKEISKSNVVDDMVSSNGILYEPGEHPDHVVVIKYVPYVGDSKRAMDEYTSEIFMGGKSTI

VLHNTCEDSLLAAPIILDLVLLAELSTRIQLKAEGEGKFHSFHPVATILSYLTKAPLVPPGTPVVNALS

KQRAMLENILRACVGLAPENNMILEYK 
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Protein No.: I-168 
Protein name and Species:  

Catalytic, putative OS=Ricinus communis GN=RCOM_0291690 

PE=4 SV=1 

Accession: tr|B9SZU0|B9SZU0_RICCO 

Unused ProtScore:  10.98                               

Seq Cov %: 22.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.45 

116: 114=E5TL: D5TL= 0.64 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MVPITVLLSSFLLLFTVSHGFAPPRSFLQSLSGSNTYLTTKELWFNQILDHYSPYDHRRFQQRYYEYLD

YFRAPGGPIFLKICGESSCNGIANDYISVLAKKFGAAVVSLEHRYYGKSTPFKSSETKNLRYLSSKQAL

FDLAVFRQHYQEALNLKLNRTNVENPWIVFGISYSGALSAWYRLKFPHLTCGSVASSAVVLAVYNFTEF

DQQIGESAGAECKAALQETTQLVDERLASNRKAVKTLFNAAELEIDGDFLYFLADAAVIAFQYGNPDKL

CSPLVEAKKAGEDLVEAYAKYVKEYYVGSFGVSVETYNQKHLKDTAINENSSDRLWWFQVCTEVAYFQV

APSNDSIRSSKVNTRYHLDLCKNVFGEGIYPEVDTTNIYYGGTKIAGSKIVFTNGSQDPWRHASKQISS

PDTPSYIITCHNCGHGTDMRGCPQSPLSLEGNAQNCSSPDAVQKVRQQVIEHIDLWLSECEASGRSYI 
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Protein No.: I-169 
Protein name and Species:  

Proliferation-associated 2g4, putative OS=Ricinus communis 

GN=RCOM_0489730 PE=4 SV=1 

 

Accession: tr|B9SWY5|B9SWY5_RICCO 

 

Unused ProtScore:  10.97                               

Seq Cov %: 15.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.53 

116: 114=E5TL: D5TL= 1.66 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSDDEREEKELDLTSPEVVTKYKSAAEIVNKALQLVISECKPKAKIVDLCEKGDAFIREQTGNMYKNVK

KKIERGVAFPTCVSVNNTVCHCSPLASDETLLEEGDVVKIDMGCHIDGFIAVVGHTHVLQAGPVTGRAA

DVIAAANTAAEVALRLVRPGKKNKDVTEAIQKVAAAYDCKIVEGVLSHQLKQFVIDGNKVILSVSNPET

RVDDAEFEENEVYAIDIVTTTGEGKPKLLDEKHTTIYKRAVDKNYHLKMKASRFIFSEISQKFPIMPFT

ARALEEKRARLGLVECVNHDLLQPYPVLHEKPGDIVAHIKFTVLLMPNGSDRITSHSLQELQPTKTIDD

PEIKAWLALGTKTKKKGGGKKKKAKKGDKAEESTEAEPMDATNGAETQE 
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Protein No.: I-170 
Protein name and Species:  

Aspartic proteinase, putative OS=Ricinus communis 

GN=RCOM_1303660 PE=3 SV=1 

 

Accession: tr|B9SVA7|B9SVA7_RICCO 

Unused ProtScore:  10.95                               

Seq Cov %: 26.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.30 

116: 114=E5TL: D5TL= 0.52 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGTIFKPALFFCLILLPLVCATASSSNDGLVRIGLKKRKFDQNNRVAAQFESKEGEAFRASIKKYHIRG

NLGDAEDIDIVSLKNYMDAQYFGEIGIGTPPQKFTVIFDTGSSNLWVPSSKCYFSVACYFHSKYKSGQS

STYKKNGKSADIHYGTGAISGFFSQDNVKVGELVIKNQEFIEATREPSITFLVAKFDGILGLGFQEISV

GNAVPVWYNMVNQGLVKEPVFSFWFNRNADEDEGGEIVFGGMDPNHYKGEHTYVPVTQKGYWQFDMGDV

LIDGKTTGICSSGCAAIADSGTSLLAGPTTIITEVNHAIGATGVVSQECKAVVAQYGETIIAMLLAKDQ

PQKICSQIGLCTFDGSRGVSMGIESVVNEKIQEVAGGLHDAMCSTCEMAVVWMQNQLKQNQTQEHILNY

VNELCERLPSPMGESAVDCGSLSTMPNVSFTIGGRVFDLAPEQYVLKVGDGEAAQCISGFTALDVPPPR

GPLWILGDVFMGPFHTVFDYGNKRVGFAEVA 
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Protein No.: I-175 
Protein name and Species:  

Phosphoglyceride transfer family protein OS=Hevea brasiliensis 

PE=2 SV=1 

 

Accession: tr|Q6J6I5|Q6J6I5_HEVBR 

Unused ProtScore: 10.83                                

Seq Cov %: 33.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.08 

116: 114=E5TL: D5TL= 0.59 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MLTGTLKWRATYKPEEIRWHEISHEVEKGKVFRANFHDRYGRTVLIMRPEMQNTTSAVDNIRHLAYVIE

NSILNLAEGQEQMSWLIDFTGLSLSNSMSIGTGVDIIKILQNHYPERLAVAFVYNPPRIFEAFWKAVKC

VLNSKTSEKVKFVYPNNKESEEVMRHFFDVDNLPGEFGGKATMKYDHEEFSRLMAQDDVKTAKYWGFDE

KPTHIANAQLRPQLAPEPTPFAPPAS 
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Protein No.: I-181 
Protein name and Species:  

Polyadenylate-binding protein, putative OS=Ricinus communis 

GN=RCOM_0812530 PE=4 SV=1 

 

Accession: tr|B9RYE9|B9RYE9_RICCO 

 

Unused ProtScore:   10.63                              

Seq Cov %: 15.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.75 

116: 114=E5TL: D5TL= 1.24 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAQVQVPVQGQNVNGGANAPYVTTSLYVGDLEANVTDSHLYDLFNQVGQVVSVRVCRDLTTRRSLGYGY

VNYSSPQDAARALDMLNFTPLNGSPIRIMYSHRDPSVRKSGSGNIFIKNLDKGIDHKALHDTFSAFGNI

LSCKVATDSSGQSKGYGFVQFDNEESAQKAIEKLNGMLLNDKQVYVGPFLRKQERESAIDKTRFNNVYV

KNLSETTTEEDLKKAFGEYGTITSAVVMRDGDGKTKCFGFVNFENADDAATAVEALNGKKFDDKEWFVG

KAQKKNERENELKVRFEQSMKEAADKFQGANLYIKNLDDSIGDDRLKQLFSPFGTITSCKVMRDPNGIS

RGSGFVAFSTPEEASKALMEMNGKMVVSKPLYVALAQRKEDRRARLQAQFSQIRPVAMAPSVAPRMPMY

PPGGPGLGQQIFYGQAPPAIIPPQPGFGYQQQLVPGMRPGGAPMPNFFVPMVQQGQQGQRPGGRRAGAA

QQSQQPVPLMQQQMVPRGRVYRYPPGRGIPDVPMTGVAGGMLSVPYDMSGMPMRDAALSQPIPIGALAS

ALANASPEQQRTMLGENLYPLVEQLEPDAAAKVTGMLLEMDQTEVLHLLESPEALKAKVAEAMEVLRSV

QQQQAGGAADQLASLSLNDNLVS 
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Protein No.: I-186 
Protein name and Species:  

Proteasome subunit beta type OS=Ricinus communis 

GN=RCOM_0205360 PE=3 SV=1 

 

Accession: tr|B9SPS6|B9SPS6_RICCO 

Unused ProtScore:   10.47                              

Seq Cov %: 29 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.60 

116: 114=E5TL: D5TL= 1.41 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MDLKAPHSMGTTIIGVTYNGGVVLGADSRTSTGMYVANRASDKITQLTDNVYVCRSGSAADSQIVSDYV

RYFLHQHTIQLGQPATVKVAANLVRLISYNNKNMLETGLIVGGWDKYDGGKIYGIPLGGTIIEQPFAIG

GSGSSYLYGFFDQAWKEGMTKDEAEQLVVKAVSLAMARDGASGGVVRTVIINSEGVTRNFYPGDSLPLW

HEELEPQNSLLDILNASSPEPMNI 
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Protein No.: I-187 
Protein name and Species:  

ras-related protein RABC1 isoform 1 OS=Populus trichocarpa 

GN=POPTRDRAFT_798654 PE=3 SV=1 

 

Accession: tr|B9GTP5|B9GTP5_POPTR 

Unused ProtScore:   10.45                              

Seq Cov %: 42.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.52 

116: 114=E5TL: D5TL= 0.70 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MEVPSTSQQEFEYLFKLLLIGDSGVGKSTLLLSFTSKNFEDLSPTIGVDFKVKHVTIGGKKLKLAIWDT

AGQERFRTLTSSYYRGAQGIIMVYDVTRRETFTNLSEIWAKEIDLYSTNQDCIKMLVGNKVDKESERVV

TKKEGIDFAREYGCLFLECSAKTRVNVEQCFEELVLKILETPSLLAEGSSGVKKNVFKQKPPEDVTTSS

CCSW 
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Protein No.: I-188 
Protein name and Species:  

ATP synthase subunit beta, mitochondrial OS=Hevea 

brasiliensis GN=ATPB PE=2 SV=1 

 

Accession: sp|P29685|ATPBM_HEVBR 

 

Unused ProtScore:  10.41                               

Seq Cov %: 17.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 7.52 

116: 114=E5TL: D5TL= 1.63 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASRRLLSSLLRSSSRRSVSKSPISNINPKLSSSSPSSKSRASPYGYLLTRAAEYATSAAAAAPPQPPP

AKPEGGKGGGKITDEFTGKGAIGQVCQVIGAVVDVRFDEGLPPILTSLEVLDHSIRLVLEVAQHMGEGM

VRTIAMDGTEGLVRGQRVLNTGSPITVPVGRANPWTYHEVIGEPIDERGDIKTSHFLPIHREAPAFVDQ

ATEQQILVTGIKVVDLLAPYQRGGKIGLFGGAGVGKTVLIMELINNVAKAHGGFSVFAGVGERTREGND

LYREMIESGVIKLGDKQADSKCALVYGQMNEPPGARARVGLTGLTVAEHFRDAEGQDVLLFIDNIFRFT

QANSEVSALLGRIPSAVGYQPTLATDLGGLQERITTTKKGSITSVQAIYVPADDLTDPAPATTFAHLDA

TTVLSRQISELGIYPAVDPLDSTSRMLSPHILGEEHYNTARGVQKVLQNYKNLQDIIAILGMDELSEDD

KLTVARARKIQRFLSQPFHVAEVFTGAPGKYVELKESITSFQGVLDGKYDDLPEQSFYMVGGIDEVIAK

ADKIAKESAS 
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Protein No.: I-191 
Protein name and Species:  

Acid phosphatase, putative OS=Ricinus communis 

GN=RCOM_0854040 PE=4 SV=1 

 

Accession: tr|B9RUL1|B9RUL1_RICCO 

 

Unused ProtScore:   10.38                              

Seq Cov %: 7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.58 

116: 114=E5TL: D5TL=0.60 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEEEGGEMEKKIKIGVCVMEKKVLSAPMGQIMDRLQAFGEFEIIHFGDKVIAEDPIESWPICDCLIAFY

SSGYPLEKAEAYAALRKPFLVNELEPQHLLHDRRKVYQRLEMYGIPVPRYALVNREFPYQELDYFSEEE

DFVEVHGNRFWKPFVEKPIDGDNHSIMIYYPSSAGGGMKELFRKVGNRSSEFHPEVRRVRREGSYIYEE

FMPTGGTDVKVYTVGPEYAHAEARKSPVVDGVVMRNPDGKEVRYPVLLTPNEKQMAREVCIAFRQAVCG

FDLLRCEGRSYVCDVNGWSFVKNSYKYYDDAACVLRKMFLDAKAPHLSSTIPPTLPWKINEPVQPSEGL

TRQGSGIIGTFGQSEELRCVITVMRHGDRTPKQKVKLKVTEEKLLNLMLKYNGGRPRSETKLKSAIQLQ

DLLDATRILVPRIRPGRESDSEAEDIEHAEKLRQVKAVLEEGGHFSGIYRKVQLKPLKWVKIPKSTGEA

EEERPVEALMVLKYGGVLTHAGRKQAEELGRYFRNNMYPGEGTGLLRLHSTYRHDLKIYSSDEGRVQMS

AAAFAKGLLDLEGQLTPILVSLVSKDSSMLDGLDNASSEMEEAKARLNEIITSSTKAANSNESPEFPWM

TDGAGLPPNASELLPELVKLTKKVTEQVRLLAKDEDEELTETSSYNVIPPYDQAKALGKINIDVDRIAA

GLPCGSEGFLLMYARWRKLERDLYNERKDRFDITQIPDVYDSCKYDLLHNAHLNLEGLDELFKVAQLLA

DGVIPNEYGINPKQKLKIGSKIARRLLGKILIDLRNTREEAISVAELKSNQDQHSTSTKNEKEDADYQS

KLFIKNEDTRRTSTSEISTDHDDDDDKETKYRLDPKYANVKTPERHVRTRLYFTSESHIHSLVNVLRYC

NLDESLQEEDSLVCHNALERLHKTKELDYMSYIVLRMFENTEVPLEDPKRYRIEMTYSRGADLSPLEKN

DSEANSLHQEHTLPIMGPERLQEVGSYLTLEKMETMIRPFAMPAEDFPPPSTPAGFSGYFSKSAAVLER

LVNLWPFHKHDKHASANGK 
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Protein No.: I-195 
Protein name and Species:  

Putative uncharacterized protein OS=Ricinus communis 

GN=RCOM_1341920 PE=4 SV=1 

 

Accession: tr|B9RN01|B9RN01_RICCO 

 

Unused ProtScore:   10.23  

Seq Cov %: 4.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=5.50 

116: 114=E5TL: D5TL= 2.29 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSIPKELEQVMKLRGGSVLGKKTILKSDHFPGCQNKRLTPQIDGAPNYRQADSLPVHGVAIPTTEGIRN

VLKHIGAQKDGKRVQVIWFNLREEPVVYINGRPFVLRDVERPFSNLEYTGINRSRVEQMESRLKEDILM

EAARYGNKILVTDELPDGQMVDQWEPVSRDSANEELQLEGYLFDYERVPVTDEKSPEEPDFDILVDKIY

QADLNTEIIFNCQMGRGRTTTGMVIATLVYLNRIGASGIPRTNSIGRVFDTGPTVTDNLPNSEEAIRRG

EYAVIRSLTRVLEGGVEGKRQVDKVIDKCASMQNLREAIANYRNRILRQPDEMKREASLSFFVEYLERY

YFLICFAVYIHSERDALRSSSFGHSSFADWMRARPELYSILRRLLRRDPMGALGYASSKPSLMKIAESA

DGRPHEMGVVAALRNGEVLGSQTVLKSDHCPGCQIHTLPERVEGAPNFREVPGFPVYGVANPTIDGILS

VIQRIGSSKGGRPIFWHNMREEPVIYINGKPFVLREVERPYKNMLEYSGIDRERVQGMEARLKEDILRE

AESYGGAIMVIHETDDGQIFDAWEHVNFDSVKTPLEVFKCLEVDGFPIKYARVPITDGKAPKSSDFDTL

AVNIASASKDTAFVFNCQMGRGRTTTGTVIACLLKLRIDYGRPIRVLVDDMACEEADSGSSSGEETGGN

AARSPPSNTRMRTGTEQARAFGIDDILLLWKITRLFDNGVECREALDAVIDRCSALQNIRQAVLHYRKV

VNQQHVEPRVRRVALNRGAEYLERYFRLIAFAAYLGSEAFDGFCGQGESRMTFKTWLHQRPEVQAMKWS

IRLRPGRFFTIPEELRAPQESQHGDAVMEATIKARNGSVLGTGSILKMYFFPGQRTSSHLQIHGAPHVY

KVDGYPVYSMATPTIAGAKEMLAYLGAKPNGEGSLAQKVILTDLREEAVVYINGTPFVLRELHKPVDTL

KHVGITGPLVEHMEARLKEDIVSEVRESGGRMLLHREEYNPATNQSSVIGYWENIFANDVKTPAEVYAA

LKDEGYDMTYRRIPLTRERDALASDVDAIQYCKDDCAGSYLFVSHTGFGGIAYAMAIICLRLGAEATFT

AEIPQTLVDTESFSVHEEILPSQLSEEETFRMGDYRDILSLTRVLMYGPKSKADVDIVIDKCVGAGHLR

DDILYYSKELRKCPHHDDEQLAHLMDMGVKALRRYFFLITFRSYLYCAKPTETRFTSWMNARPELGHLC

NNLRIDK 
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Protein No.: I-197 
Protein name and Species:  

chitinase Class I, putative OS=Ricinus communis 

GN=RCOM_0806420 PE=4 SV=1 

 

Accession: tr|B9SIC4|B9SIC4_RICCO 

Unused ProtScore:    10.18                             

Seq Cov %: 24.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.55 

116: 114=E5TL: D5TL= 0.59 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MLPKMEVYAFTVFYIFFSFLLGGLAEQCGRQADGALCPGGLCCSQYGWCGNTDPYCGGGCQSQCGGGGG

GGGGDLGSIISRSTFDQLLKHRNDGACPGKGFYTYDAFISAAKDFPGFGTTGDVATRKGEIAAFFGQTS

HETTGGWPSAPDGPYAWGYCFIREQNPGSYCSPSSTYPCAPNKQYYGRGPIQLTWNYNYGQCGRAIGVD

LLNNPDLVATDPVISFKAAIWFWMTPQSPKPSCHDVITGRWSPSAADRSAGRLAGYGVLTNIINGALEC

GRGWDSRVDDRIGFYKRYCDLLGIGYGNNLDCYNQRSFGNGAFGLVDTM 
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Protein No.: I-198 
Protein name and Species:  

Stem-specific protein TSJT1, putative OS=Ricinus communis 

GN=RCOM_0910970 PE=4 SV=1 

 

Accession: tr|B9RTJ4|B9RTJ4_RICCO 

Unused ProtScore:    10.16                            

Seq Cov %: 20.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.52 

116: 114=E5TL: D5TL= 0.31 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MLAVFDNTVAKCPDALQSPHSASSSALKDGFLAKHFGSIHPASVTVNLGTAGIIAYSLDKQNPLLPRLF

AVVDDIFCLFQGHIENIAVLKQQYGLNKTANEVIIVIEAFRTLRDRGPYPADQVVRDIQGKFAFVLYDS

TSKATFIAADADGSVPFFWGADSERHLVLSDDAQILQQACGKSFAPFPKGCFFTTSGGLRSYEHPLNEL

KPVPRVDSSGQVCGATFKVDAETKKEGGMPRVGSAYDWSSNY 
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Protein No.: I-204 
Protein name and Species:  

Pyruvate kinase OS=Populus trichocarpa 

GN=POPTRDRAFT_563414 PE=2 SV=1 

 

Accession: tr|A9PFJ7|A9PFJ7_POPTR 

 

Unused ProtScore:   9.98                              

Seq Cov %: 21.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.85 

116: 114=E5TL: D5TL= 1.56 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MANIDIEGLLKEHQDDEEGRVPRTKIVCTLGPSSRSVPMLEKLLRAGMNVARFNFSHGTHEYHQETLNN

LRIAMQNTNILAAVMLDTKGPEIRTGFLKDGNPIQLKEGQEITITTDYSIKGDTDMISMSYKKLPVDIK

PRNTILCADGTITLTVLSCDPKAGTVRCRCENTAMLGERKNVNLPGVVVDLPTLTDKDKEDILGWGVPN

NIDMIALSFVRKGSDLVNVRKVLGPHAKHIQLMSKVENQEGVVNFDEILRETDSFMVARGDLGMEIPVE

KIFLAQKMMIYKCNIVGKPVVTATQMLESMIKSPRPTRAEATDVANAVLDGTDCVMLSGESAAGAYPEL

AVKTMRRICIEAESSLDYAAIFKEMIRSTPLPMSPLESLASSAVRTANKARAKLIVVLTRGGTTAKLVA

KYRPAVPILSVVVPVLTTDSFDWTCSDETPARHSLIYRGLIPLLAEGSAKATDAESTEVILEAALKSAT

KRGLCKPGDAVVALHRIGAASVIKICLVK 
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Protein No.: I-205 
Protein name and Species:  

Peptidyl-prolyl cis-trans isomerase OS=Hevea brasiliensis PE=2 

SV=1 

 

Accession: tr|F8RW92|F8RW92_HEVBR 

Unused ProtScore:   9.88                              

Seq Cov %: 66.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.66 

116: 114=E5TL: D5TL= 0.75 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MANPKVFFDMSVGGHPAGKIVMELYADVVPRTAENFRALCTGEKGIGKSGKPLHYKGSSFHRVIPGFMC

QGGDFTAGNGTGGESIYGAKFADENFTKKHTGPGVLSMANAGPGTNGSQFFVCTAKTEWLDGKHVVFGQ

VVEGMDVVKAIEKVGSSSGRTSKPVVIADCGQLS 
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Protein No.: I-208 
Protein name and Species:  

Importin beta-3, putative OS=Ricinus communis 

GN=RCOM_1361100 PE=4 SV=1 

 

Accession: tr|B9T1E9|B9T1E9_RICCO 

 

Unused ProtScore:  9.79                               

Seq Cov %: 6.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 3.31 

116: 114=E5TL: D5TL= 2.11 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDESAQQLQLQQAQLAAILGQDSAPFETLISSLMSSSNEQRSQAEVLFNLCKQTDPNTLSLKLSHLLQF

SPHVDARAMSAVLLRKLLTRDNHVVVDTDSSSYLWPRLSLATQSSIKSILLTSIQHESTKSILKKLCDT

VSELAANILPDNGWPELLPFMFNCVSSDSAKLQESAFLIFAQLSQYIGESLIPFIKDLHTVFLQCLGSS

PSFDVKIAALNAVINFIQCLTSSADRDRFQDLLPAMMRTLTEALNNGNEATAQEALELLIELAGTEPRF

LRRQLVDVVGSMLQIAEAESLEEGTRHLAIEFVITLAEARERAPGMMRKLPQFISRLFAILMRMLLDIE

DDPAWHSAENEDEDAGETSNYSVGQECLDRLAISLGGNTIVPVASEQLPAYLAAPEWQKHHAALIALAQ

IAEGCSKVMIKNLEHVVSMVLNSFHDPHPRVRWAAINAIGQLSTDLGPDLQNQYHQRILPALASAMDDF

QNPRVQAHAASAVLNFSENCTPEILTPYLDGIVSKLLVLLQNGKQMVQEGALTALASVADSSQEHFQKY

YDAVMPYLKTILVNATDKSNRMLRAKSMECISLVGMAVGKDKFREDAKQVMEVLMSLQGSQMETDDPTT

SYMLQPDVTITSADSDNDIDDSDDESMETITLGDKRIGIKTSVLEEKATACNMLCCYADELKEGFFPWI

DQVAPTLVPLLKFYFHEEVRKAAVSAMPELLRSAKLAVEKGLSQGRNESYVKQLSDYIIPALVEALHKE

PDTEICANMLDALNECLQISGTLVDEGQVRSIVDEIKQVITASSSRKKERADRAKAEDFDAEEGELIKE

ENEQEEEVFDQVGEILGTLIKTFKASFLPFFDELSTYLTPMWGKDKTAEERRIAICIFDDVAEQCRETA

LKYYDTYLPFLLEACNDENPDVRQAAVYGLGVCAEFGGSVFKPLVGEALSRLNVVIQHPNAKQSENVMA

YDNAVSALGKICQFHRESINSAQIVPAWLNCLPITGDLIEAKVVHEQLCSMVERSDSELLGPNNQYLPK

IVSVFAEVLCGKDLATEQTASRMVNLLRHLQQTLPPATLASTWSLLHPQQQMALQSILSS 
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Protein No.: I-210 
Protein name and Species:  

Profilin OS=Mangifera indica GN=Man i 3.01 PE=2 SV=1 

 

Accession: tr|Q2XPH2|Q2XPH2_MANIN 

Unused ProtScore:   9.66                              

Seq Cov %: 31.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.67 

116: 114=E5TL: D5TL= 1.53 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSWQAYVDEHLMCDIEGHHLTAAAIVGLDGSVWAQSANFPKLNPEEITAINKDFDEPGSLAPTGLHLGG

TKYMVIQGEPGAVIRGKKGPGGVTVKKTNMAFVIGIYDEPMTPGQCNMIVERLGDYLVEQGL 
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Protein No.: I-212 
Protein name and Species:  

Superoxide dismutase [Cu-Zn] OS=Hevea brasiliensis 

GN=Cu/Zn-SOD PE=2 SV=1 

 

Accession: tr|Q8GZP2|Q8GZP2_HEVBR 

Unused ProtScore:  9.6                             

Seq Cov %: 37.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.35 

116: 114=E5TL: D5TL= 0.72 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MLKAVAVITSSEGISGKIFFTQEGDGPTTVTGSVSGLKPGLHGFHVHTFGDTTNGCLSTGLHFNPASKD

HGGPEDENRHAGDLGNVNVGDDGTANFTIVDKHIPLSGPHSIAGRSVVFHEGRDDLGKGGHELSKITGN

AGDRIACGIIGLQE 
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Protein No.: I-213 
Protein name and Species:  

Seryl-tRNA synthetase, putative OS=Ricinus communis 

GN=RCOM_1564380 PE=3 SV=1 

 

Accession: tr|B9RKX9|B9RKX9_RICCO 

 

Unused ProtScore:  9.57                               

Seq Cov %: 13.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.66 

116: 114=E5TL: D5TL= 0.53 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MLDINLFREDKGHNPQLIRESQRRRFANVNVVGEIILLDKEWRQRQYELDNLRKDFNKINKLVAKLKIA

GEDATEMIKDTNENKRLTAEKEAQVQEAALALNKKLEEVGNLVHDSVPVSNDEANNAVIRVWGEKRLEP

KLKNHVDLVELLGIADTKKGANVAGGRGFYLKGDGVRLNQALINVALDFLEKRGYTALQTPFFMRKDIM

AKCAQLAQFDEELYKVTGEGEDKYLIATAEQPLCAYHLDDWIHPSQLPIRYAGYSSCFRKEAGSHGRDT

LGIFRVHQFEKVEQFCITSPNGNDSWDMHEEMIKNSEDFYKMLNIPYQVVAIVSGALNDAAAKKYDLEA

WFPASNTYRELVSCSNCTDYQSRKLEIRYGQKKNNEQAKQYVHLLNSTLTATERTLCCILENYQKENGV

EIPEPLRGYMGGKSFLPFQNNPPTEGKGKKSKA 
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Protein No.: I-216 
Protein name and Species:  

Phospholipase D OS=Populus trichocarpa 

GN=POPTRDRAFT_829577 PE=3 SV=1 

 

Accession: tr|B9GH43|B9GH43_POPTR 

 

Unused ProtScore: 9.47                                 

Seq Cov %: 18.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.36 

116: 114=E5TL: D5TL= 0.77 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAQILLHGNLHVTIYEVDKIGEGGGHGFFHKLVGKVGEKVGIGNGISRLYATIDLEKARVGRTRILENE

ATNPRWYESFHIYCAHMASNVIFTVKDVNPIGATLIGRAYIPVEEILDGEEIDRWVEILDGDKNPIRAG

SKIHVKLQYFDITNDHNWGRGIRGSKYPGVPYTFYSQRQGCRVSLYQDAHIPDKFIPKIPLASGEYYEP

HRCWEDVFDAITNAKHLIYITGWSVYTEISLVRDSRRPKPGGDITLGELLKKKASEGVRVLMLIWDDRT

SVGLLKRDGLMATHDEETEHYFQNTDVHCILCPRNPDDGGSIVQDLQISTMFTHHQKIVVVDSAMPNGD

SQRRRIVSYIGGIDLCDGRYDTPFHSLFRTLDTAHHDDFHQPNFTGASIQKGGPREPWHDIHSRLEGPI

AWDVLFNFEQRWKKQGGKDLLVQLRELEDVIIPPSPVTYPDDHETWNVQLFRSIDGGAAFGFPETPEDA

AKAGLVSGKDNIIDRSIQDAYINAIRRAKNFIYIENQYFLGSSFCWSADGIKPEDINALHLIPKELSLK

IVSKIEAGERFTVYVVVPMWPEGIPESASVQAILDWQRRTMDMMYKDVIQALRAKGLEEDPRNYLTFFC

LGNREVKKSGEYEPSEKPEPDSDYIRAQEARRFMIYVHAKMMIVDDEYIIIGSANINQRSMDGARDSEI

AMGGYQPYHLATRQPARGQIHGFRLGLWYEHLGMLDDTFLKPENEDCIRKVNQIADKYWDLYSSETLEG

DLPGHLLRYPIGISSEGNVTELPGTEYFPDTKARVLGAKSDYMPPILTT 
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Protein No.: I-219 
Protein name and Species:  

14-3-3 protein 3 OS=Hevea brasiliensis PE=2 SV=1 

 

Accession: tr|F2YZ44|F2YZ44_HEVBR 

Unused ProtScore: 9.44                                 

Seq Cov %: 47.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.65 

116: 114=E5TL: D5TL= 0.66 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAVAPSSREESIYMAKLAEQAERYEEMVEFMEKVSASVEKEELTVEERNLLSVAYKNVIGARRASWRII

SSIEQKEESRGNENHVSMIRDYRAKIESELSSICDGILKLLDTRLIPPASPGDSKVFYLKMKGDYHRYL

AEFKTGAERKEAAESTLTAYKSAQDIATAELAPTHPIRLGLALNFSVFYYEILNSPDRACSLAKQAFDE

AIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDIADEAGDEIKEASKRESGEGQPQQ 
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Protein No.: I-220 
Protein name and Species:  

Caffeic acid O-methyltransferase OS=Boehmeria nivea 

GN=COMT PE=2 SV=1 

 

Accession: tr|Q14VV8|Q14VV8_BOENI 

 

Unused ProtScore:   9.44                            

Seq Cov %: 19.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.61 

116: 114=E5TL: D5TL= 0.63 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGSTGETQMTPTQVSDEEANLFAMQLASASVLPMVLKTAIELDLLEIIAKAGPGAWLSPAEIAAQLPTT

NPAAPVMLDRILRLLACYSVVACQLRTLPGGAAERLYGLAPVCKFLTKNNDGVSISPLCLMNQDKVLME

SWYYLKDAVLEGGIPFNKAYGMTAFEYHGTDPRFNKVFNRGMSDHSTITMKKLLETYKGFEGLNSVVDV

GGGTGAVLSMIVSNYPSIKGINFDLPHVIEDAPAYPGVEHVGGDMFVSVPKGDAIFMKWICHDWSDEHC

LKFLKSCYDALPNNGKVIVAECILPVAPDTSLATKGVAHIDVIMLAHNPGGKERAEKEFQALAKGAGFQ

GFRVVCSAFNTYVMEFLKKP 
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Protein No.: I-221 
Protein name and Species:  

Pathogenesis-related thaumatin (Fragment) OS=Populus 

deltoides GN=PR52-1 PE=4 SV=1 

 

Accession: tr|D2JWP4|D2JWP4_POPDE 

Unused ProtScore:  9.34                               

Seq Cov %: 35.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.28 

116: 114=E5TL: D5TL= 0.53 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSHLTKFLTSSLLFSLLIISTNAATFEIRNNCPYTVWAAASPGGGRRLDRGQTWYLNVPAGTSMARIWG

RTNCNFDGSGRGRCQTGDCTGGLECKGWGVPPNTLAEYALNQFGNLDFYDISLVDGFNIPMEFSPTSSG

GSGKCQALLCTADINGQCPNELRAPGGCNNPCTVFKTNEYCCTNGQGSCGPTYFSRFFKDRCPTSYSYP

QDDPSSTFTCPGGTNYRVIFCPWGSPHFPLEMVE 
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Protein No.: I-224 
Protein name and Species:   

Glutathione transferase, Lambda class OS=Populus trichocarpa 

PE=2 SV=1 

 

Accession: tr|D2WL72|D2WL72_POPTR 

Unused ProtScore:  9.24                                 

Seq Cov %: 32.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.52 

116: 114=E5TL: D5TL= 0.61 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MELPRLYTCYTCPFAHRVWITRNFKGLQDEIKLVPLILQNRPAWYSEKVYPPNKVPSLEHNGKITGESL

DLIKYLESNFQGPSLLPEDPAKKEFAEELFSYTDTFNRTVFTSFKGDPAKEAGPAFDHLENALHKFGDG

PFFLGQEFSLVDIAYIPFVERFCIFLSEVFKYDITAGRPKLAAWIEELNKIEAYKQTKTDPKEMVEVYK

KRFMA 
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Protein No.: I-226 
Protein name and Species:  

Latex cystatin OS=Hevea brasiliensis PE=4 SV=1 

 

Accession: tr|E8Z9H3|E8Z9H3_HEVBR 

Unused ProtScore:    9.2                             

Seq Cov %: 32.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.57 

116: 114=E5TL: D5TL= 0.52 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAKLGGVKEVEGSANSVEINSLARYAVDDYNQKQNALLEFKKVVNAKQQVVAGTIYYITLEVIDGGQKK

VYEAKVWEKPWLNFKEVQEFKLIGDAPSDSTA 
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Protein No.: I-227 
Protein name and Species:  

Rab4 OS=Hevea brasiliensis PE=2 SV=1 

 

Accession: tr|F2VXU6|F2VXU6_HEVBR 

Unused ProtScore:    9.17                            

Seq Cov %: 40.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.17 

116: 114=E5TL: D5TL=0.40 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSNEYDYLFKLLLIGDSSVGKSCLLLRFADDSYVDSYISTIGVDFKIRTVELDGKTIKLQIWDTAGQER

FRTITSSYYRGAHGIIIVYDVTEMESFNNVKQWLNEIDRYANDSVCKLLVGNKCDLVDNKVVDTQTAKA

FADELGIPFLETSAKDSINVEQAFLTMAGEIKKKMGSQPAASKSTGTTVQMKGQPIQQKNNCCG 
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Protein No.: I-230 
Protein name and Species:  

6-phosphofructokinase 3 OS=Populus trichocarpa 

GN=POPTRDRAFT_866992 PE=4 SV=1 

 

Accession: tr|B9H8X6|B9H8X6_POPTR 

 

Unused ProtScore: 9.12                                

Seq Cov %: 14.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.54 

116: 114=E5TL: D5TL= 0.62 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASNDVSKPKIITGDFGYVLEDVPHFTDYIPDLSTYSNPLQDNPAFCVVKQYFVHVDDSVPQKIVVHKD

SPRGIHFRRAGPRQKVYFDSDEVHACIVTCGGLCPGLNTVIREIVYSLYHMYGVTTVLGIDGGYRGFYA

RNTIALTPKVVNDIHKRGGTILGTSRGGHDTSKIVDSIQDRGINQVYIIGGDGTQKGASVIFEEIRRRG

LKVVVAGIPKTIDNDIPVIDKSFGFDTAVEEAQRAINAAHVEAESVENGIGLVKLMGRYSGFIAMYATL

ASRDVDCCLIPESPFYLDGKGGLFEYIEKQLKENGHMVIVIAEGAGQELLSESMQSRNQQDASGNKLLQ

DVGLWISQGIKDYFSRQKTMAINLKYIDPTYMIRAVPSNASDNVYSTLLAQSAVHGAMAGYTGFTSGLV

NGRQTYIPFYRIIEKQNKVVITDRMWARLLSSTNQPSFMSDKDVIEDKTECISGEKKEEDPATQFLDNG

NRADGVLENKEVSSV 
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Protein No.: I-241 
Protein name and Species:  

Acyl-CoA-binding protein (Fragment) OS=Jatropha curcas 

PE=2 SV=1 

 

Accession: tr|D6BR55|D6BR55_9ROSI 

Unused ProtScore:   8.78                              

Seq Cov %: 35.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.40 

116: 114=E5TL: D5TL= 0.58 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGLKEEFEEYAEKAKTLPENTTNENKLILYGLFKQATVGPVNTSRPGMFNMRDRAKWDAWKAVEGKSKE

EAMSDYITKVKLLLEEAAAAASA 
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Protein No.: I-242 
Protein name and Species:  

Actin-depolymerizing factor OS=Hevea brasiliensis GN=ADF 

PE=2 SV=1 

 

Accession: tr|D9I9X9|D9I9X9_HEVBR 

Unused ProtScore:    8.71                             

Seq Cov %: 61.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.58 

116: 114=E5TL: D5TL= 0.58 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MANAASGMAVHDDCKLRFLELKAKRTYRYIVFKIEEKAKQVIVEKLGEPTQSYEDFTASLPADECRYAV

YDFDFVTEENCQKSRIFFIAWSPDTSRVRSKMIYASSKDRFKRELDGIQVELQATDPTEMGLDVFKSRA

S 
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Protein No.: I-244 
Protein name and Species:  

Proteasome subunit alpha type OS=Ricinus communis 

GN=RCOM_1595040 PE=3 SV=1 

 

Accession: tr|B9R7X1|B9R7X1_RICCO 

 

Unused ProtScore:    8.65                             

Seq Cov %: 23.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.61 

116: 114=E5TL: D5TL=1.50 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MFRNQYDTDVTTWSPAGRLFQVEYAMEAVKQGSAAIGLRSKTHVVLACVNKANSELSSHQKKIFKVDDH

IGVAIAGLTADGRVLSRYMRSECINYSFTYESPLPVGRLVVQLADKAQVCTQRSWKRPYGVGLLVAGLD

ESGAHLYYNCPSGNYFEYQAFAIGSRSQAAKTYMERRFENFMDSSRDDLIKDALIAVRETLQGETLKSS

ICTVAVVGVGEAFHVLDQETVQQLIDAFEIVGEPEAPAAEPDAAAEGGGGAAADQGGAAADQGGAAADE

GVAPMDI 
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Protein No.: I-245 
Protein name and Species: 

ubiquitin-protein ligase 1 OS=Hevea brasiliensis PE=2 SV=1 

 

Accession: tr|F8RWS9|F8RWS9_HEVBR 

Unused ProtScore: 8.65                                 

Seq Cov %: 41.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.65 

116: 114=E5TL: D5TL=0.70 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MTLGSGGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDIYMRSWTGTIIGPHNTVHEGRIYQLK

LFCDKDYPEKPPSVRFHSRINMTCVNHETGVVEPKKFGLLANWQREYTMEDILTQLKKEMAAPHNRKLV

QPPEGTYF 
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Protein No.: I-246 
Protein name and Species:  

Plant synaptotagmin OS=Populus trichocarpa GN=NTMC2T1.2 

PE=4 SV=1 

 

Accession: tr|B9HR67|B9HR67_POPTR 

 

Unused ProtScore: 8.6                                 

Seq Cov %: 12.1 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.79 

116: 114=E5TL: D5TL= 0.69 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGFLSTISGFCGFGVGLSTGLTIGYYLFIYFQPTDVKDPEVRPLAEQDSETLQRILPEIPLWVKNPDYD

RIDWLNRFIQLMWPYLDKAICKTVKNIAKPIIAEQIPKYKIDAVEFETLTLGTLPPTFHGMKVYVTDEK

ELIMEPCIKWAGNPNVTVAVKAFGLKATAQVVDLQVFASPRITLKPLVPSFPCFANIYVSLMEKPHVDF

GLKLLGADLMSIPGLYRVVQEIIKDQVANMYLWPKTLEVPILDPAKAMKLKKKDLMGASDPYVKIKLTE

DKLPAKKTTVKHKNLNPEWNEEFNLVVKDPESQALELRVYDWEQVGKHDRMGMNVVPLKDLTPEEPKVM

TLDLLKNMDLNDPQNEKSRGQLMVELTYKPFKEDDLNKSFKDEVEQKAPEGTPAGGGLLVVTIHEAQDV

EGKHHTNPYVRLLFRGEEMKTKRVKKNRDPRWEEEFQFTLEEPPVNAKLHVEVVSTSSRIGLLHPKESL

GYVEINLSDVVSNRRINERYHLIDSKNGKIQIELQWRPAS 
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Protein No.: I-247 
Protein name and Species: P5CS, Delta 

1-pyrroline-5-carboxylate synthetase, putative OS=Ricinus 

communis GN=RCOM_1482350 PE=3 SV=1 

 

Accession: tr|B9SE11|B9SE11_RICCO 

 

Unused ProtScore:  8.57                              

Seq Cov %: 6.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 2.03 

116: 114=E5TL: D5TL= 1.66 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MNGGMDRSRAFVKDVKRLVIKVGTAVVTRGDGRLALGRLGAFCEQVKELNSQGYEVIVVSSGAVGLGRQ

RLRYRKLVNSSFADLQKPQVEIDGKASAAVGQSSLMALYDTMFSQLDVTSAQLLVTDNDFRDKDFRKQL

NETVESLLSLRVIPIFNENDAVSTRKAPYEDASGIFWDNDSLSALLALELKADLLVLLSDVDGLYSGPP

SDPRSKLIHTYIKEIHHGEITFGDKSRVGRGGMTAKVKAAVNAAYAGIPVIITSGFARENILKVLQGER

VGTLFHQDAHIWVPIKEVCGREMAVAARESSRRLQALSSQERKRILLDIADALEANEEQIKIENEADVA

AAQLAGLEKSLISRLALKSGKIKSLANSIRVLANMEDPIGCVLKRTELADGLLLEKTSSPLGVLLIIFE

SRPDALVQIASLAIRSGNGLLLKGGKEAKRSNEILHKIITAAIPETIGGKLIGLVTSRDEIPDLLKLDD

VIDLVIPRGSNKLVSQIKASTKIPVLGHADGICHVYVDKSANMEMAKRIVLDAKIDYPAACNAMETLLV

HKDLVQTGGLNELTVDLRTEGVNLYGGPRASKELNVPEVDSFHHEYNSMACTIEIVDDVYAAIEHIHEH

GSAHTDCIITEDHEVAEVFLCQVDSAAVFHNASTRFSDGARFGLGAEVGISTSRIHARGPVGVEGLLTT

RWILRGNGQVVDGDKGVIYTHKDVTHIHSNGFVPASLTKEDN 
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Protein No.: I-248 
Protein name and Species:  

adenosine kinase 2 [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_13s0019g04480 PE=4 SV=1 

 

Accession: tr|F6HNF4|F6HNF4_VITVI 

 

Unused ProtScore: 8.56                                

Seq Cov %: 16.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.34 

116: 114=E5TL: D5TL= 0.50 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAYEGILLGMGNPLLDISSVVDEEFLQRYDIKLNNAILAEDKHLPMYDEMASKYNVEYIAGGATQNSIR

VCQWMLQIPGATSYMGCIGKDKFGEEMKKNSKLAGVNVHYREDETAPTGTCAVCVVGGERSLIANLSAA

NCYKSEHLKRPENWALVEKAKYFYIAGFFLTVSPESILLVAEHAAANNKVFMMNLSAPFICEFFKDQQE

KALPYMDYVFGNETEARTFSRVHGWETDNVEEIAIKISQWPKASGTHKRITVITQGADPVVVAEDGKVK

SFPVILLPKEKLVDTNGAGDAFVGGFLSQLVQEKPIEECVRAGCYASHVIIQRSGCTYPEKPDFS 
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Protein No.: I-256 
Protein name and Species:  

Fructose-bisphosphate aldolase OS=Populus trichocarpa 

GN=POPTRDRAFT_832739 PE=3 SV=1 

 

Accession: tr|B9HJ73|B9HJ73_POPTR 

 

 

Unused ProtScore: 8.36                                 

Seq Cov %: 19.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.66 

116: 114=E5TL: D5TL= 0.75 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MACASFVKLNAASSSWTGQKSSFGKRSPGSSTRRVSFSIRASSYTDELVQTAKLIASPGRGILAIDESN

ATCGKRLASIGLDNTETNRQAYRQLLLTTPGLGEYISGAILFEETLYQSTTDGRKFVDCLRDENIVPGI

KVDKGLVPLPGSNNESWCQGLDGLASRSAEYYKQGARFAKWRTVVSIPCGPSALAVKEAAWGLARYAAI

SQDNGLVPIVEPEILLDGDHPIDRTLEVAEKVWAEVFYYLAENNVVFEGILLKPSMVTPGAEHKEKASP

DTIAKYTLTMLKRRVPPAVPGIMFLSGGQSEVQATLNLNAMNQSPNPWHVSFSYARALQNTVLKTWQGR

PENVEAAQKSLLVRAKANSLAQLGRYSAEGESEEAKKGMFVKGYTY 
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Protein No.: I-261 
Protein name and Species:  

Arginyl-tRNA synthetase, putative OS=Ricinus communis 

GN=RCOM_1049090 PE=3 SV=1 

 

Accession: tr|B9RKG2|B9RKG2_RICCO 

 

Unused ProtScore:  8.15                               

Seq Cov %: 14.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.53 

116: 114=E5TL: D5TL= 0.96 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MATNAENEDNVGNLKKQIAKLFEASLRETVPSEPDVEPLVAACTAKFGDYQCNNAMSLWSKIKGKNTEF

KGPPAVGQAIMKNLPPSEVIESCSVAGPGFVNVVLSKKWMSKKIQKMLIDGIDSWAPKLLVKRAVVDFS

SPNIAKEMHVGHLRSTIIGDTLARMLEFSKVDVLRRNHVGDWGTQFGMLIEFLFEKFPNFEDVNERAIG

DLQAFYKASKQRFDADSEFKERAQKAVVRLQGGEPKYRQAWAQICDISRKEFDKVYQRLGVQLEEKGES

FYNPYIPGIIDALSNQGLVEESEGARVIFIEGVNIPLIVVKSDGGFNYASTDLTALWYRLNEEKAEWII

YVTDVGQQQHFDMVFKAAKRASWLPADDSMFPKASHVGFGLVLGDDGKRFRTRATEVVRLVDLLDEAKT

RSKAVLVERGKAEEWTEQELEQIAEAIGYGAVKYADLKNNRLTNYTFNYDQMLNDKGNTAVYLLYAHAR

ICSIIRKSGRDMEELKKMGSLVLDHPDERSLGLHLLQFAETVEEACTNLLPNVLCEYLYNLSEYFTKFY

SNCKVVESPEETSRLLLCEATAVVMRKCFFLLGIVPVYKI 
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Protein No.: I-262 
Protein name and Species: Carotenoid cleavage dioxygenase 1 

OS=Manihot esculenta GN=CCD1 PE=2 SV=1 

 

Accession: tr|E2DQG6|E2DQG6_MANES 

 

Unused ProtScore:   8.15                              

Seq Cov %: 10.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.20 

116: 114=E5TL: D5TL= 0.65 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEEKSEVEKKQGNSGGAGVPIVEVKPKPRKGLASKFVDLLEKLIVKLMFDASKPLHYLSGNFAPVTDE

TPPVRDLSVKGHLPDCLNGEFVRVGPNPKFAPVAGYHWFDGDGMIHGMRIKNGKATYVRRYVRTSRIQQ

EEFFGGSKIMKVGDLKGLFGLFMVNMQILRAKLKVLDMSYGNGTANTALIYHHGKLLALQEADKPYVVK

VLEDGDLQTVGMLDYDKRLKHSFTAHPKVDPNTGEMFTFGYAHEPPYITYRVISKDGVMHDPVPITISD

PIMMHDFAITENYAIFLDLPLYFRPKEMVKDKKLIFTFDATKKARFGVLPRYAKDDHQIRWFELPNCFI

FHNANAWEEEDEVVLITCRLENPDLDMVSGNVKEKLENFANELYEMRFNMKTGVASQKRLSAPAVDFPR

VNESYTGRKQRYVYGTILDSIAKVTGIIKFDLHAEPQQGKTKLEVGGNIKGIFDLGPGRFGSEAVFVPR

EPGTSSEEDDGYLIFFTHDENTGKSSVNVIDAKTMSSDPVAVVELPHRVPYGFHAFFVTEEQLQAQATL 
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Protein No.: I-264 
Protein name and Species:  

Glutaredoxin OS=Hevea brasiliensis PE=4 SV=1 

 

Accession: tr|B3FNP8|B3FNP8_HEVBR 

Unused ProtScore:   8.09                              

Seq Cov %: 43 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.28 

116: 114=E5TL: D5TL= 0.31 

 

Annotated typical Precursor MS Region: 

 

 

 

Sequence Coverage and Matched peptides: in different color 
MAMTKAKELVSSNSVVVFSKTYCPYCTSVKKLLDELGANYKTVELDTEGDGSQVQSALAEWTGQRSVPN

VFISGKHIGGCDTTTGMHKEGKLIPLLTEAGALAKASA 
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Protein No.: I-266 
Protein name and Species:  

ras-related protein RABA3 OS=Ricinus communis 

GN=RCOM_0143940 PE=3 SV=1 

 

Accession: tr|B9T509|B9T509_RICCO 

Unused ProtScore:   8.05                              

Seq Cov %: 42 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.46 

116: 114=E5TL: D5TL= 0.58 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MNQEMNGDDQENLQEKIDYVFKVVVIGDSAVGKTQLLSRFTKNEFCFDSKSTIGVEFQTRTVTIKGKVV

KAQIWDTAGQERYRAVTSAYYRGALGAMLVYDITKRATFDHVARWVEELRAHADNSIVITLIGNKADLV

DQRAVPTEDAVEFAEDQGLFFSETSALSGDNVDRAFFRLLEEIYGVISKKSLECGGHKTNGADSVMLRG

SKIDVISGSDLEISEMKKLSACSC 

 

 

 606



Protein No.: I-267 
Protein name and Species:  

Peroxiredoxin, putative OS=Ricinus communis 

GN=RCOM_1052060 PE=4 SV=1 

 

Accession: tr|B9RKM9|B9RKM9_RICCO 

Unused ProtScore:    8.02                             

Seq Cov %: 29 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.39 

116: 114=E5TL: D5TL= 0.12 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 

MAPIAAGDTLPDGTLAYFDEQDQLQQVSIHSLAAGKKVVIVGVPGAFTPTCSLKHVPGFIEKAEELKSK

GVAEILCLSVNDPFVMKAWAKTYPENKHVKFLADGSATYTHALGLELDLKEKGLGTRSRRFALLVDDLK

VKAANLEEGGEFTVSSVDEILKAL 
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Protein No.: I-268 
Protein name and Species:  

Ubiquilin, putative OS=Ricinus communis GN=RCOM_0873810 

PE=4 SV=1 

 

Accession: tr|B9S6T7|B9S6T7_RICCO 

 

Unused ProtScore:  8                               

Seq Cov %: 9.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.53 

116: 114=E5TL: D5TL= 1.67 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 

MGGGNGASVDESSNGGDEVNVNIRCSNGSKFSVGISLSESVETFKTVLAGKCDVPADQQRLIYKGRILK

DDQTLQSYGLEADHTVHLVRGFAPAAAANTAPPSNTGGSNPASTNTRAVGSNEGGALGGSDLGLFPGMR

LNGLGGSAGLFGAGLPEFEQVQQQLTRNPNIMREIMNTPVVQNLMNNPEIMRNLIMNNPQMREIIDRNP

ELAHILNDPSTLRQTLEAARNPELMREMMRNTDRAMSNIESSPEGFNMLRRMYETVQEPFLNATTMAGN

TGGDSANPFAALLGNQAGNQASDATTNPSIASSESTTGSPAPNTNPLPNPWTATGTGGALNNTARSSNT

GDARPQTPVGLGGLGLPEFDSMFGAMPDSNVMSQMLQNPAISQMMQSLLSNPQYMNQMLGSNPQFRSML

DSNSQFREMMQNPEFLRQLTSPETMQQLLTFQQALLSQFGRQQSNQEPGQTGAGTGTPNNMGLDMLMNM

FGGLGAGSLAVPNRSNVPPEELYATQLSQLQEMGFFDTQENIRALIATAGNVHAAVERLLGNSGQ 
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Protein No.: I-269 
Protein name and Species: 2,3-bisphosphoglycerate-independent 

phosphoglycerate mutase OS=Populus trichocarpa 

GN=POPTRDRAFT_825441 PE=4 SV=1 

 

Accession: tr|B9IGY9|B9IGY9_POPTR 

 

Unused ProtScore:  7.99                               

Seq Cov %: 7.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.61 

116: 114=E5TL: D5TL= 0.57 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGSPGQNAWKLADHPKLPKGKTIAMVVLDGWGEAKPDQYNCIHVAHTPTMDSFKTTAPEKWRLIKAHGT

AVGLPSEDDMGNSEVGHNALGAGRIFAQGAKLVDLALASGKIYDGEGFKYIKECFDNGTLHLIGLLSDG

GVHSRLDQLQLLLKGAVENGAKRIRVHILTDGRDVLDGSSIGFVETLEKDLSNLREKGIDAQIASGGGR

MYVTMDRYENDWDVVKRGWDAQVLGEAPYKFRNAVEAVKKLREEPKANDQYLPPFVIVDESGNPVGPIK

DGDAVVTFNFRADRMAMLAKALEYEDFDKFDRVRVPKIHYAGMLQYDGELKLPSHYLVSPPEIDRTSGE

YLVHNGIRTFACSETVKFGHVTFFWNGNRSGYFNQEMEEYVEIPSDVGITFNVQPKMKAIEIAEKARDA

ILSGKFDQVRVNLPNGDMVGHTGDIEATVVACKVADDAVKMIIDAIEQVGGIFVITADHGNAEDMVKRD

KSGKPLLDKNGNLQILTSHTLQPVPIAIGGPGLAPGARFRNDVPTGGLANVAATVMNLHGFEAPSDYEP

TLIEVVDN 
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Protein No.: I-278 
Protein name and Species:  

26S proteasome non-atpase regulatory subunit, putative 

OS=Ricinus communis GN=RCOM_0974240 PE=4 SV=1 

 

Accession: tr|B9SXW5|B9SXW5_RICCO 

 

Unused ProtScore:    7.82                             

Seq Cov %: 20.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.58 

116: 114=E5TL: D5TL= 0.62 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVLEATMICIDNSEWMRNGDYNPSRFHAQADAVNLICGAKTQSNPENTVGVLTMAGKGVRVLVTPTSDL

GKILACMHGLEIGGEMNLAAGIQVAQLALKHRQNKKQQQRIIVFAGSSIKHDKKALEMIGKKLKKNNVA

LDIVDFGEEDDEKAEKLEALLAAVNSNDTSHIVHVPPGPSALSDVLISTPVFTGDGEGGSGFAAAAAAA

AAGGVSGFEFGVDPNLDPELALALRVSMEEERARQEAAAKKAAEEAAKQEKGGEQPSSSQDATMTESAS

VTASEADNKRHDLTNEENALLQQALAMSMDDPASSQELRDTDMSEAAADDPELALALQLSVQDSPKDSG

NPTDMSKLLADQSFVSSILASLPGVDPNDPSVKDLLASMQSQSEPQEKKDEDKPKEEK 
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Protein No.: I-279 
Protein name and Species:  

FAS-associated factor 2 OS=Populus trichocarpa 

GN=POPTRDRAFT_554543 PE=4 SV=1 

Accession: tr|B9GXV5|B9GXV5_POPTR 

Unused ProtScore:  7.78                               

Seq Cov %: 14.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.47 

116: 114=E5TL: D5TL= 0.67 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MVDVADKLAYFQAITGLEDPDLCTQILQAHNWDLELAISSFTSNHNNDPLSYSSSTATATTSTVVEPPI

SSIHRSDSTAIAPVAPPPPGLGWKIITLPISIVSGSLRLISGAVGFGFWAAGSIFSYSLGFIGFSSNSG

RGGDSSAQLVTVSAASREALEFIAQFERDYGGSGSSSRPNFVGEGFMDALTRSRNSFKLLFVYLHSPDH

PDTPAFCEGTLCSEVFSAFVNENFVAWGGSLRGSEGFKMSNSLKASRFPFCAVVMPATNQRIALLQQVE

GPKSPEEMLMTLQRVLEESAPVLVAARLEAEERTTNMRLREEQDAAYRAALEADQARERQLREEQERLE

REAAEAERKRKEEEEAQERATREAAEKEAALARMRQEKALSLGAEPEKGPNVTQVLVRFPTGERKERRF

HSTATIQSLYDYVDSLGCLDVENYSLVSNFPRVVYGTDKVSLSLKEAGLHPQASLFVELN 
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Protein No.: I-280 
Protein name and Species:  

Putative uncharacterized protein OS=Ricinus communis 

GN=RCOM_0799000 PE=4 SV=1 

 

Accession: tr|B9RRX1|B9RRX1_RICCO 

Unused ProtScore: 7.72                                 

Seq Cov %: 3.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.34 

116: 114=E5TL: D5TL= 0.50 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MARFYSSVTLFFNFAIIITTTLISNPNFVISSNNVHTSFSIIDYDSNLFHQDYSPPSPPPPPPHAPSVS

CTDDLGGIGSLDTTCRIISNVNLTRDVYIAGKGNFYIHPGVSFNCLSFGCSVTINITGNFTLSINASIV

TSSFELVAYNASFSNNSVVNTTGLAGNPPPQTSGTPQGIDGAGGGHGGRGACCLVDDKKLPEDVWGGDA

YSWSSLQIPNSYGSRGGSTSKEVNYGGGGGGKVKFTISEYLVVDGGILADGGDGGSKGGGGSGGSIFIK

AYKMTGSGRISACGGSGFAGGGGGRVSVDIFSRHDDPQIFVHGGSSFGCPENAGAAGTLYDAVPRSLIV

SNHNMSTDTETLLLDFPYQPLWTNVYVRNHARATVPLLWSRVQVQGQISLLCHGVLSFGLAHYASSEFE

LLAEELLMSDSVIKVYGALRMTVKIFLMWNSKMIVDGGEDTTVTTSWLEASNLIVLKESSVIQSNANLG

VHGQGLLNLSGPGDSIEAQRLVLSLFYSIHVGPGSVLRGPLQNATSDAVTPRLYCELQDCPIELLHPPE

DCNVNSSLSFTLQICRVEDITVEGLIKGSVVHFHRARTVSVLSSGRISASGMGCTGGVGRGHVLENGIG

SGGGHGGKGGLGCYNGSCIEGGMSYGNVELPCELGSGSGDESSAGSTAGGGIIVMGSLDHPLSSLSVEG

SVRADGESFQQTVKLGKLTVKNDTTGGPGGGSGGTILMFLHTLDLSESAVLSSGGGYGSQNGAGGGGGG

RIHFHWSDIPTGDVYQPIASVKGSILFGGGTGRDEGCAGENGTVTGKACPKGLFGVFCEECPAGTFKNV

TGSERSLCHPCPANELPHRAVYVAVRGGIAETPCPYKCISDRFHMPHCYTALEELIYTFGGPWLFCLLL

VALLILLALVLSVARMKFVGVDELPGPAPTQHGSQIDHSFPFLESLNEVLETNRAEESQNHVHRMYFMG

PNTFSEPWHLPHTPPEQIKEIVYESAYNSFVDEINAITAYQWWEGAMYSILSALLYPLAWSWQQWRRRI

KLQKLREFVRSEYDHACLRSCRSRALYEGLKVAATPDLMLAYLDFFLGGDEKRTDLPPRLHQRFPMSII

FGGDGSYMAPFSIQSDNILTSLMSQTVPPTTWYRMVAGLNAQLRLVRRGRLRVTFRSVIKWLETHANPA

LRIHGIRVDLAWFQATACGYCQYGLLVYAIEEETGESIDGGKQTLQESRENYTRRKKSYWGSIDTNNLQ

MLEEKRDIFCLLSFIIHNTKPVGHQDLVGLVISMLLLGDFSLVLLTLLQLYSISLVDVLLVLLILPLGI

LLPFPAGINALFSHGPRRSAGLARIYALWNVMSLINVVVAFVCGYVHYHSQSSSSKKFPFQPWNISMDE

SEWWIFPAGLVLCKILQSQLVNWHVANLEIQDRSLYSSDFELFWQS 
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Protein No.: I-281 
Protein name and Species:  

Glutamate decarboxylase, putative OS=Ricinus communis 

GN=RCOM_0112580 PE=3 SV=1 

 

Accession: tr|B9SR96|B9SR96_RICCO 

 

Unused ProtScore:   7.7                              

Seq Cov %: 12.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 3.25 

116: 114=E5TL: D5TL= 0.90 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 

MVLSKTASESDVSVHSTFASRYVRASLPRFKMPESSIPKEAAYQIINDELMLDGNPRLNLASFVTTWME

PECDKLIMASINKNYVDMDEYPVTTELQNRCVNMIAHLFNAPLGDSETAVGVGTVGSSEAIMLAGLAFK

RKWQNKRKAEGKPYDKPNIVTGANVQVCWEKFARYFEVELKEVKLRDGYYVMDPVKAVEMVDENTICVA

AILGSTLNGEFEDVKLLNDLLTEKNKQTGWDTPIHVDAASGGFIAPFLYPELEWDFRLPLVKSINVSGH

KYGLVYAGIGWVIWRNKDDLPDELIFHINYLGADQPTFTLNFSKGSSQVIAQYYQLIRLGYEGYRNIME

NCRDNMLVLKDGLEKTGRFTIVSKDNGVPLVAFSLKDNSSHNEFEISELLRRFGWIVPAYTMPPDAQHV

TVLRVVIREDFSRTFAERLVLDIEKVLHELDTLPSRLREKIAIVEEKEKNGTKAAKKSVIETQREITTI

WKKFVLEKKKMNGVC 
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Protein No.: I-284 
Protein name and Species:  

hydroxycinnamoyltransferase ； Quinate 

O-hydroxycinnamoyltransferase/shikimate 

O-hydroxycinnamoyltransferase OS=Populus trichocarpa PE=2 

SV=1 

 

Accession: tr|B2Z6Q5|B2Z6Q5_POPTR 

 

Unused ProtScore:  7.66                               

Seq Cov %: 15 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.38 

116: 114=E5TL: D5TL= 1.00 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 

 
MIINVKESTMVQPAEETPRRGLWNSNVDLVVPRFHTPSVYFYRPTGASNFFDAKVLKEALSKALVPFYP

MAGRLRRDDDGRIEIDCNAEGVLFVEAGTASVVADFGDFAPTLELKQLIPTVDYSGGISTYPLLVLQVT

YFKCGGVSLGVGMQHHAADGFSGLHFVNTWSDMARGLDLTIPPFIDRTLLRARDPPQPAFHHVEYQPPP

AMKTVLETSKPESTAVSIFKLTRDQLNTLKAKAKEGGNNIGYSSYEMLAGHVWRSACKARGLPDDQETK

LYIATDGRSRLRPTLPPGYFGNVIFTATPIAVAGEIQSKPTWYAAGKIHDSLVRMDNDYLRSALDFLEL

QPDLSALVRGAHTFRCPNLGITSWVRLPIHDADFGWGRPIFMGPGGIAYEGLSFIIPSSTNDGSLSVAI

SLQAEHMKLFEKFIYDIKE 
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Protein No.: I-289 
Protein name and Species:  

Eukaryotic translation initiation factor 2c, putative OS=Ricinus 

communis GN=RCOM_0476750 PE=4 SV=1 

 

Accession: tr|B9SCN8|B9SCN8_RICCO 

 

Unused ProtScore:   7.53                              

Seq Cov %: 7.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.50 

116: 114=E5TL: D5TL= 1.39 

 

Annotated typical Precursor MS Region: 

 
 

 

 

 621



Sequence Coverage and Matched peptides: in different color 
MSHRGGGRRQESQRDRQSSATSPSFNRGGGGGRGGRGRGGAGSFYAQPAPPPAGSDFPSLSRPPTTSSR

AAAAPQAAPPSSSSRAPPAPAPAPAPPPAAAASTSTQIEKLTHGVEQLTTTAGAPTPSSSKEIRFPNRP

GYGSIGMKCVVKANHFLVDVADRDLRQYDVSITPELTSKKINRDVISQLIRMFRQSHLGNRRAAYDGRK

SLYTAGPLPFESKEFVVKLVESNKNAGSSVSSKKEREFKVAIKFASKPDIHHLKQFLIGRQMDCPQETI

QVLDIVLRETPSEKYTPVGRSFFSPDLGQKGELGDGIEYWRGYYQSLRPTQMGLSLNIDVSARSFYEPI

IVTDFVSKYLKLRDMSRPLSDQDRIKVKKALKSVKVQILHREYAKSYKVTGISNKPLNQIFFKLDDKST

DISVVQYFREKYNIGLKYTSLPALQAGSDAKPIYLPMELCKIVDGQRYSKKLNERQVTALLRATCQRPH

EREESIKQMVKRNSYNQDVLVRDEFGIQVKEELTFVDARVLPAPMLNYHETGRESRVDPRCGQWNMINK

KMVNGGSVNFWTCVNFSLNINRDLPAEFCRQLIQMCVSKGMAFNPNPIIPISSAHPGQIGKTLNDIKRQ

CEAKLVKQLQLLIIILPDISGSYGIIKRVCETELGIVSQCCQPRQAAKLSKQYFENVALKINVKVGGRN

TVLNDAVQRRIPLVTDCPTIIFGADVTHPPPGEDSSPSIAAVVASMDWPEVTKYRGIVSAQAHREEIIQ

DLYKSFQDPQGILKHSGMIRELFVAFRRETGMKPKRIIFYRDGVSEGQFSQVLLYEMDAIRKACASLEE

GYLPPVTFVVVQKRHHTRLFPVDRGQTDRSGNILPGTVIDTKICHQREFDFYLNSHAGIQGTSRPTHYH

VLYDENHFTADNLQVLTNNLCYTFARCTRSVSIVPPAYYAHLAAFRARYYIEGEMSDGGSTSGKSTTGR

SKEVQPLPVIKDNVKDVMFYC 
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Protein No.: I-290 
Protein name and Species:  

Fructose-bisphosphate aldolase OS=Mesembryanthemum 

crystallinum PE=2 SV=1 

 

Accession: tr|O04975|O04975_MESCR 

Unused ProtScore:   7.51                            

Seq Cov %: 21.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.66 

116: 114=E5TL: D5TL= 1.37 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MTAYRGKYADELIANAAYIGTPGKGILAADESTGTIGKRFAGINVENVESNRRALRELLFTTPGAVQYL

SGVILFEETLYQKTAAGKPFVEVLKEGNVLPGIKVDKGVVELAGTNGETTTQGLDGLGARCAQYYAAGA

RFAKWRAVLKIGPTEPSPLAILENANGLARYAIICQENGLVPIVEPEILVDGPHDIDRCAEVTERVLAA

CYKALNDHHVLLEGTLLKPNMVTPGSESKKVAPEVIAEYTVRALQRTVPPAVPAVMFLSGGQSEEEATV

NLNAMNKLQGKKPWTLSFSYGRALQSSTLKAWSGKEENVEKAQAVFLARAKGNSEATLGKYQGGAGGAD

ASESLHVKDYKY 
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Protein No.: I-293 
Protein name and Species:  

Nuclear protein localization, putative OS=Ricinus communis 

GN=RCOM_0557110 PE=4 SV=1 

 

Accession: tr|B9S3Y6|B9S3Y6_RICCO 

 

Unused ProtScore:   7.44                             

Seq Cov %: 18.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.11 

116: 114=E5TL: D5TL= 0.68 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 

MMIRIRSRDGLERVSVENPNITVSQLKTLIQNQLNIPIQNQTLSTNQNLLLAKSPSDVLKFTDMSNPNT

PLSSLNITHGSILFLTYDGERTIAGPAVNPAGSFGRKMTMDDLIAKQMRITRQENPHCESVSFDRDCAN

AFQHIPMMVKLRFIIIYEPPQQGTEENLMLLRDPEEEKLVDAIAVGLGMRRVGFIFTQTITQDKKDYTL

SNREVLQAAELHAESELKEWVTAIVKLEVNEDGGADVHFEAFQMSDMCIRLFKEDWFEKEIAEDSDPKL

SKMKKDVVVGGKDVREVDNDFFLVVVKILDHLGPLSSSFPIENRINQVTKRALKSHLDRLKNLSFVKRI

SDFHLLLFLGRFLDVSDVPALAECVLTQTAVPEGYQLIIESVANS 
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Protein No.: I-297 
Protein name and Species: Nucleic acid binding protein, putative 

OS=Ricinus communis GN=RCOM_1326600 PE=4 SV=1 

 

Accession: tr|B9S228|B9S228_RICCO 

Unused ProtScore: 7.32                                 

Seq Cov %: 21.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.50 

116: 114=E5TL: D5TL= 0.64 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 

MAITTVKVSNVSLGATEQDIKEFFSFSGDIDYVELLGDNERSQIAYVTFKDQQGAETAVLLSGATIVDQ

SVTIELAPDYKLPAAASVPTTATESSTASGAESAFQKAEDIVSSMLAKGFILGKDAVNKAKAFDEKHQF

TSTATSKVASLDEKIGLTEKISAGTTLVNDKVREVDEKFRVSETTKSAFAAAEQTVSNAGSAIMKNRYV

LTGASWVTGAFNRVAKAAGEVGQKTKEKVLAEEEQNQVAEGYTQIHGTDSPNMSEQMSKSSH 
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Protein No.: I-299 
Protein name and Species:  

Proteasome subunit beta type OS=Populus trichocarpa 

GN=POPTRDRAFT_814139 PE=3 SV=1 

 

Accession: tr|B9HUT6|B9HUT6_POPTR 

Unused ProtScore: 7.28                                 

Seq Cov %: 28.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.57 

116: 114=E5TL: D5TL= 0.84 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 

MECVFGLVGDGFVIVASDTSAVNSILVHKTNEDKIMKLDSHKLVAASGESGDRVQFTEYIQKNVALYQF

RNGIPLTTAAAANFTRGELATALRKNPYMVNILLAGYDKETGPSLYYIDYIATLHKVDRGAFGYGSYFC

LSMMDRHYHSGMSVEEAVELVDKCITEIQSRLVVAPPNFVIKIVDRDGAREYAWRESVKDTPTAQPEAL

GV 
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Protein No.: I-306 
Protein name and Species:  

Ganglioside induced differentiation associated protein, putative 

OS=Populus trichocarpa GN=POPTRDRAFT_765804 PE=4 

SV=1 

 

Accession: tr|B9HIC5|B9HIC5_POPTR 

 

Unused ProtScore:   7.1                              

Seq Cov %: 12.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 2.78 

116: 114=E5TL: D5TL= 1.59 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 

 
MYQRVPAAVTTRGGSPTDNGDSVVTLDQVPRWSDAESRSSFGYDNEDPSFTNPFFPDPLTSPSEGESSS

CGMVSRFPVDHEINSKIYLWRGNPWNLEVDAVVNSTNELLDEAHSSPGLHAAAGPGLAEECTTLGGCRT

GMAKVTNAYDLPARRVIHTVGPKYAMKYHTAAENALSHCYRSCLELLIENGLQSIAMGCIYTESKNYPR

EPAAHVAIRTVRRFLEKQKNKITAVVFCTTTSTDTEIYKRLLPLYFPREKHEEEVAIAKLPADVGDENG

ETIIDERKIRIKPLPKKNIPRPSQPLADLPVIDVGLVRRNSSYLDSYLDPAFMSVIKDPDQRRKEQWEK

TAQAQSGWNCAKIFGFGDLGGPTLSAAEEYSLHSRYLAKANSLNLSEIAEMKIVYRGGVDSEGRPVMVV

VGAHFLLRCLDLERFVLHVVKEFEPLIQKPYTIVYFHSAASLQVQPDLGWIRRLQQILTRKHQRNLHAI

YVLHPNFHLKATIFALQVFVDKVTWKKVVYVDRLVQLFRYVPREQLTIPDFVFQHDLEVNGGKGLIVDP

RTKYVYHRP 
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Protein No.: I-310 
Protein name and Species:  

40S ribosomal protein S2, putative OS=Ricinus communis 

GN=RCOM_1577790 PE=3 SV=1 

 

Accession: tr|B9RIC4|B9RIC4_RICCO 

Unused ProtScore:  7.05                               

Seq Cov %: 18.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.51 

116: 114=E5TL: D5TL= 1.12 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSERPGGGERGAFRRGFGGAGRGDRGGRGRRRPRREEEEKWVPVTKLGRLVKEGKIRSLEQIYLHSLPI

KEHQIIDTLVGPSLKDEVMKITPVQKQTRAGQRTRFKAFVVVGDGNGHVGLGVKCSKEVATAIRGAIIL

AKLSVIPVRRGYWGNKIGKPHTVPCKVTGKCGSVTVRMVPAPRGAGIVAARVPKKVLQFAGIEDVFTSS

RGSTKTLGNFVKATFDCLLKTYGFLTPDFWRETHFTKSPFQEYTDLLGKPTKVLIEDVERVDA 
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Protein No.: I-314 
Protein name and Species:  

DNA damage-inducible protein OS=Populus trichocarpa 

GN=POPTRDRAFT_744891 PE=2 SV=1 

 

Accession: tr|A9PEP6|A9PEP6_POPTR 

Unused ProtScore: 6.98                                 

Seq Cov %: 13.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.47 

116: 114=E5TL: D5TL= 0.52 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MRITVMTADEQIISLEVDPHESVENVKALLEVETQVPLQQQQLLYNGREMRNNEKLSALGVKDEDLVMM

VSNAAALSAPSNNLGLNPDGSAMNPGAFQQQLRNDSNTMAQLFQADPELAQVILGNDLNKLQDLLRQRH

RQRSELHRQQEEEFALLEADPFDVEAQKKIEAAIRQKGIDENWAAALEYNPEAFARVIMLYVDMEVNGV

PLKAFVDSGAQSTIISKSCAERCGLLRLLDQRYKGIAHGVGQSEILGRIHVAPIKIGNIFYPCSFMVLD

SPNMEFLFGLDMLRKHQCIIDLKENVLRVGGGEVSVPFLQEKDIPPRFLDEERYSKEASSSGNPVTSGK

AEKKNDPPAMGQSSGVARSSVTQGPDFEAKVAKLVELGFGREAVIQALKLFDGNEEQAAGFLFGG 
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Protein No.: I-315 
Protein name and Species:  

Putative uncharacterized protein OS=Vitis vinifera 

GN=VIT_18s0001g08370 PE=3 SV=1 

 

Accession: tr|F6H158|F6H158_VITVI 

 

Unused ProtScore:  6.98                               

Seq Cov %: 5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.44 

116: 114=E5TL: D5TL= 0.60 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MRRIWPCCFTRRVSNTHQKAEDIQRSIGTMENPKEGNADHGVSEKQNESTIKSRDSLSSNIILNHDFSR

GLHSWNLNCCNGSVVSAESGFLEGISVKSGGNYAVITNRKECWQGLEQDITSRVSLGSTYSVSACVGVS

GSLQGSAVVQATLKLEYQGSATSYLFIGRTSVSREQWKKLEGTFSLSTMPDRVVFYLEGPSPGLDLLIE

SVVIFCSSPTEEESSSTRCAAAGDENIILNPIFEDGVNNWSGRGCKILLHDSMGGGKIVPQSGKFFASA

TERTQSWNGIQQEITGRVQRKLAYEVAAVVRIFGNNVTSADVRVTLWVQTPNLREQYIGVANSQATDKD

WIQLQGKFLLNASPSRVVIYLEGPPPGTDILVNSLVVKHAEKIPPSPPPVIEDPAFGINTIQNSNLNDG

SNGWFPLGSCTLSVATGSPRILPPMARDSLGAHNPLSGHYILVTNRTQTWMGPAQMITDRVKLYLTYQV

SAWVRIGPGATAPQNVNVALGVDSQWVNGGQANVSDDRWYEIGGSFRIEKQPLKVMVYVQGPASGVDLM

VAGLQIFPVDRHARFRHLKKETDKIRKRDVILNFSGSGTGTSIGTFVKVRQTQNSFGFGSCVSRTNIDN

EDFVDFFVKNFNWAVFGNELKWYWTESQQGNFNYRDADELLDLCKSHNMETRGHCIFWEVEGTVQPWVK

SLNKNDLMTAVQNRLTGLLTRYKGKFRHYDVNNEMLHGSFYQDRLGKDIRANMFKTANQLDSSAALFVN

DYHVEDGCDTRSSPEKYIEQVIDLQKQGAPVGGIGIQGHIDSPVGPIVCSALDKLGVLGLPIWFTELDV

SSINECIRADDLEVMLREAFAHPAVDGIMLWGFWELFMSRNNAHLVNAEGEINETGWRYLALRKEWLSH

AHGHIDEQGEFMFRGFHGSYVVEIGTGSKKISKTFVVDNGESPLVVSIGL 
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Protein No.: I-321 
Protein name and Species:  

Ubiquitin-protein ligase, putative OS=Ricinus communis 

GN=RCOM_1154930 PE=4 SV=1 

 

Accession: tr|B9SG36|B9SG36_RICCO 

 

Unused ProtScore: 6.86                                

Seq Cov %: 6.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 1.80 

116: 114=E5TL: D5TL= 1.08 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSVMGYNLAGDVTSANLFHKESSVMEISLLKALLSNISSFLHLSSIDNICSDLVQKCYQKAEEILKLLK

PILDAIVDSEIASDEVLTKAFDELGQSVDELRELFENWQPLSSKVFFVLQIESLISKIRTLGLDIFQLL

KSSHEHLPDELSTSSLEEILIEAVALEKLKENAEQAEKPREAELFDQMISLSQTCSHVPIPADFCCPLS

LELMTDPVIVGSGQTYERAFIKNWIELGLTVCPKTRQTLAHTNLIPNYTVKALIANWCESNNVKLPDPV

KSVSFNQPSALLIHAESGTPRGSHGFYSRGNQPMSPESTRSTDSPDRNWISSSVHRESTSPCHPRSTSD

SSLSGIVGNEQGLDMARISLASSEERSVNLEGRNRDSGVRHSVSPSRNEVSNAVRVGEPIAQSHSRNAS

ASSINASFSQGAQVDTNDSSEVLNHLTSYSSDNSGEVKAETQASTALNSPRPHREPEFAPRFIETRSRS

QTIWRRPSDRLIPRIVSSPAIETRADLSGVETQVRNLVEDLKSDSIDVQRAATAELRLLAKHNMDNRIV

IANCGAINILVNLLRSADAKIQENAVTALLNLSINDNNKTAIANADAIGPLIHVLETGSPEAKENSAAT

LFSLSVIEDNKVRIGRSGAVGPLVDLLGNGTPRGKKDAATALFNLSIFHENKARIVQAGAVKHLVELMD

PAAGMVDKAVAVLANLATIPEGRTAIGQEGGIPVLVEVVELGSARGKENAAAALLQLCTNSNRFCNTVL

QEGAVPPLVALSQSGTPRAKEKAQALLSFFRNQRHGNARG 
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Protein No.: I-322 
Protein name and Species:  

alanine aminotransferase OS=Populus trichocarpa 

GN=POPTRDRAFT_1073568 PE=4 SV=1 

 

Accession: tr|B9GXZ6|B9GXZ6_POPTR 

 

Unused ProtScore:   6.86                           

Seq Cov %: 20.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.44 

116: 114=E5TL: D5TL= 2.25 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MPPVSLDNINPKVLKCEYAVRGEIVTLAQALQEELKSKPGSHPFDEILYCNIGNPQSLGQQPITFFREV

LALCDHPSILDRSETQGLFSADAIERAWQILDQIPGRATGAYSHSQGIKGLRDTIAAGIEARDGFPADP

NDIFLTDGASPAVHMMMQLLIRSEKDGILCPIPQYPLYSASIALHGGALVPYYLDEATGWGLEVSELKK

QLADAKSKGITPRALVVINPGNPTGQVLAEDNQRGIVEFCKQEGLVLLADEVYQENVYVPEKKFDSFKK

VARSMGYGEKDISLVSFQSVSKGYYGECGKRGGYMEVTGFGPEIREQIYKVASVNLCSNISGQILASLV

MSPPKVGDESYESYSAEKDGILSSLARRAKTLEDAFNNLEAVTCNKAEGAMYLFPCICLPEKAIKAAEA

AKTAPDNFYCRRLLNATGIVFVPGSGFGQLPGTWHFRCTILPQEDKIPAVVSRLTEFHKSFMDEFRD 
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Protein No.: I-324 
Protein name and Species:  

ATP-citrate synthase alpha chain OS=Vitis vinifera 

GN=VITISV_017316 PE=4 SV=1 

 

Accession: tr|A5AQP2|A5AQP2_VITVI 

Unused ProtScore:  6.85                               

Seq Cov %: 19.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.51 

116: 114=E5TL: D5TL= 0.71 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MARKKIREYDSKRLLKEHLKRLVGIDLQICSAQVTEATDFAELTNKEPWLSSTRLVVKPDMLFGKRGKS

GLVALNLDLAQVAEFVKARLGVEVEMGGCKAPITTFIVEPFVPHDQEYYLSIVSDRLGCTISFSECGGI

EIEENWDKVKTINLPTEKPMTPETCAPLIATLPLEVRGKIGDFIKGVFAVFQDLDFSFLEMNPFTLVNG

EPYPLDMRGELDDTAAFKNFKTWGNIEFPLPFGRVLSPTEGYIHLLDEKTSASLKFTVLNPKGRIWTMV

AGGGASVIYADTVGDLGYASELGNYAEYSGAPNEEEVLQYARVVLDCATADPDGRKRALLIGGGIANFT

DVAATFNGIIRALKEKESKLKASRMHIYVRRGGPNYQTGLARMRALGEELGIPLEVYGPEATMTGICKQ

AIDCIMSTA 
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Protein No.: I-327 
Protein name and Species:  

Heat shock protein 70 OS=Hevea brasiliensis GN=HSP70 PE=2 

SV=1 

 

Accession: tr|B2MW33|B2MW33_HEVBR 

 

Unused ProtScore: 6.81                                 

Seq Cov %: 33.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.65 

116: 114=E5TL: D5TL=0.70 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAPKTEGKAIGIDLGTTYSCVGVWQNDRVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQVAMNPQNT

VFDAKRLIGRRFSDPSVQSDMKHWPFKVISGPGDKPMIVVQYKGEEKQFAPEEISSMVLTKMKEIAEAY

LGQTVKNAVITVPAYFNDSQRQATKDAGAIAGVNVMRIINEPTAAAIAYGLDKKGSSTGEKNVLIFDLG

GGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRLVNHFVAEFKGKHKKDISTNARALRRLRTARERA

KRTLSSTSQTTIEIDSLYEGIDFYATITRARFEELNMDLFRKCMEPVEKCLRDSKIDKSQVHDVVLVGG

STRIPKVQQLLQDIFNGKELCKSINPDEAVAYGAAVQAAILSGEGDEKVQDLLLLDVTPLSLGIETAGG

VMTVLIPRNTTIPTKKEQIFSTYSDNQPGVLIQVYEGERARTKDNNLLGKFELTGIPPAPRGVPQINVC

FDIDANGIVNVSAEDKTAGVKNKITITNDKGRLSKEEIERMVQEAEKYKAEDEEVKKKVEAKNSLENYA

YNMRNTVKDDKFAGKLAPADKGKIEKAIDETIEWLDRNQLAEVEEFEDKLKELEGLCNPIIAKMYQGGA

GGDVPVGGAEMPNSNYGKTSSGGSGAGPKIEEVD 
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Protein No.: I-328 
Protein name and Species:  

Esterase D, putative OS=Ricinus communis 

GN=RCOM_0893450 PE=4 SV=1 

 

Accession: tr|B9SCD6|B9SCD6_RICCO 

 

Unused ProtScore:  6.77                               

Seq Cov %: 17.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.32 

116: 114=E5TL: D5TL= 2.32 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKSVAQRCLEDTIKDTDISILYFLSGLTCTDENFIIKSGAQRAASSEGVALIAPDTSPRGLNVEGEADS

WDFGVGAGFYLNATQEKWKNWRMYDYVVKELPKLLSDNFPQLDTSRASLSGHSMGGHGALTIYLKNLDK

YKSVSAFAPISNPINCPWGQKAFTNYLGSSKGDWEEYDATSLVSKFHDVSATILIDQGEDDKFLHDKQL

LPQKFEEACRSANVPLLLRMQPGYDHSYFFISTFIDDHIRHHAQALNL 
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Protein No.: I-329 
Protein name and Species:  

Predicted protein OS=Populus trichocarpa 

GN=POPTRDRAFT_647799 PE=4 SV=1 

 

Accession: tr|B9H2B8|B9H2B8_POPTR 

Unused ProtScore: 6.77                                

Seq Cov %: 30.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.23 

116: 114=E5TL: D5TL= 0.75 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MTSQHIATHREKAEIHTGESLCKQKSLELLEEIHLPMGLLPLDDIVEVGYNRTTGFVWLKQKKRKDHRF

LKIGRQVSYDTEVTAFVENRRMRRLTGVKTKELLFWVSISDIYVDEKDLEKITFGNPTGISRTFPVSAF

ELEEEKK 
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Protein No.: I-335 
Protein name and Species:  

L-asparaginase, putative OS=Ricinus communis 

GN=RCOM_1467530 PE=4 SV=1 

 

Accession: tr|B9RLJ0|B9RLJ0_RICCO 

Unused ProtScore:   6.7                              

Seq Cov %: 24.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.37 

116: 114=E5TL: D5TL= 0.53 

Annotated typical Precursor MS Region: 

 
 

Sequence Coverage and Matched peptides: in different color 
MGWAIALHGGAGDIPLNLPPERRLPREAALRHCLEIGVAALQAQKHPLDVVELVVRELENHPNFNAGKG

SVLTTEGTVEMEACIMDGKTKKCGAVSGLTTVVNAISLARLVMEKTPHIYLAFDGAEAFAREQGVETVD

SSQFVTPENVERLKQAKEANRVQIDYTQPIQKNEETQNPNADGDSQIGTVGCVAVDTNGNLASATSTGG

LVNKMVGRIGDTPIIGAGTYANNLCAVSATGKGEFIIRGTVARDVAALMEYKGLSLMEAAAYVVEQCVP

RATVGLVAVSATGEVTMPFNTTGMFRACATEDGYSEIAIWPPVQD 
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Protein No.: I-338 
Protein name and Species:  

Chorismate synthase OS=Populus trichocarpa GN=CS1 PE=3 

SV=1 

 

Accession: tr|B9HLM0|B9HLM0_POPTR 

 

Unused ProtScore: 6.66                                 

Seq Cov %: 12.1 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.61 

116: 114=E5TL: D5TL= 1.26 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASSTLTSKSFLDSSRIDTASLSSAHLRKLSFSSVQISSRSRLPKKLQINAAGSTFGNNFRVTTFGESH

GGGVGCIIDGCPPRIPLSESDMQFDLDRRRPGQSRITTPRKETDTCKISSGVSEGQTTGTPIHVFVPNT

DQRGFDYNEMSVAYRPSHADATYDMKYGVRSVQGGGRSSARETIGRVAAGAVAKKILKLYAGTEILAYV

SQVHKVVLPEGVVNHDSLSLDQIESNIVRCPDPEYAEKMIAAIDAVRVKGDSVGGVVTCIVRNAPRGLG

SPVFDKLEAELAKAAMSLPATKGFEFGSGFSGTFLSGSEHNDEFYTDEHGRIRTRTNRSGGIQGGISNG

EIINLRIAFKPTSTIGRKQHTVTRDKKEIELIARGRHDPCVVPRAVPMVEAMVALVLMDQLMAQFSQSY

LFPINPDLQEPLTMPRLEAANASV 
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Protein No.: I-343 
Protein name and Species:  

40S ribosomal protein S11, putative OS=Ricinus communis 

GN=RCOM_0658740 PE=3 SV=1 

 

Accession: tr|B9SKG4|B9SKG4_RICCO 

Unused ProtScore: 6.6                                

Seq Cov %: 17.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 2.09 

116: 114=E5TL: D5TL= 0.82 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAEQTEKAFLKQPKVFLSSKKTGKGKRPGKGGNRFWKSIGLGFKTPREAIEGTYIDKKCPFTGTVSIRG

RILAGTCHSAKMNRTIIVRRNYLHFIKKYQRYEKRHSNIPAHISPCFRVKEGDHVIIGQCRPLSKTVRF

NVLKVIPAGSSGGAKKAFTAM 
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Protein No.: I-345 
Protein name and Species:  

JHL07K02.17 protein OS=Jatropha curcas GN=JHL07K02.17 

PE=4 SV=1 

 

Accession:  tr|E6NU17|E6NU17_9ROSI 

 

Unused ProtScore:  6.54                               

Seq Cov %: 6.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.33 

116: 114=E5TL: D5TL= 1.27 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGNCCSDEAGGRAAVGGTGTASAGHTTTANDAIDYYLKSRGFRGMFFQIELSFSATNLRDRDVLSKSDP

MVVVYTKGRDEPPTEVFRTEVVLNSLNPTWITKYSITFQFEVVQTLQFHVYDVDTQFHNVDVKMLKLDE

QQFLGEASCVLSEIVTRPNRTLTLDLVHKDSTISSQPRCGQLVVHAEECISSKTTTQMTLRCSDLEHKD

LFSRINPFLVISKTVESGMPIPVCKTEVLKNDHSPVWKPVFLNIQQVGSKDSPLVIECYNFNSSGKHDL

IGEVRKSLADLEKLCSTGAGQNLFLQTAVGHDHSKALKSQLFVDNFSESIQYTFLDYLKGGCELNFMVA

IDFTASNGNPRLPDSLHYIDPSGRPNAYQQAILEVGEVLQFYDSDKRFPAWGFGARPIDGPVSHCFNLS

GSTNHCEVEGIQGIMTSYTSALFNVSLAGPTLFGPVISNAAHIAGQSIANGGKKYFVLLIITDGVVTDL

QETKDAIVKASDLPLSILIVGVGGADFKEMEILDADKGERLESSTGRVASRDIVQFVPFRSIQSQQISV

VQALLAELPTQFLTYMRSRNIQPNI 
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Protein No.: I-348 
Protein name and Species:  

Hydrolase, hydrolyzing O-glycosyl compounds, putative 

OS=Ricinus communis GN=RCOM_0750500 PE=4 SV=1 

 

Accession: tr|B9SUE9|B9SUE9_RICCO 

 

Unused ProtScore:  6.52                               

Seq Cov %: 7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 31.33 

116: 114=E5TL: D5TL= 2.51 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTVTPNISINDGNLVVHGKTILTRVPDNIVLTPGSGVGLLAGAFIGASAADSKSLHVFPVGVLEGLRFM

CCFRFKLWWMTQRMGTCGKDIPLETQFMLVESKDGGEGVDQDDAQTIYTVFLPLLEGQFRAVLQGNEKS

EMEICLESGDTAVETNQGHYLVYMHAGTNPFEVINQAVKAVEKHMQTFLHREKKKVTISFFFFYIKNFY

HKHCEAESASISSFVLLVLCSCPLFLTGLAGLKHVVEDAKKHHNVKYVYAWHALAGYWGGVKPAAAGME

HYDTALAYPMSSPGVKGNQPDIVMDSLSVHGLGLVHPKKVFNFYNELHAYLASCGIDGVKVDVQNIIET

LGAGHGGRVSLTRSYHQALEASIARNFPDNGCIACMCHNTDGLYSAKQTAVVRASDDFYPRDPASHTIH

ISSVVYNSLFLGEFMQPDWDMFHSLHPAADYHGAARAIGGCPIYVSDKPGNHNFELLKKLVLPDGSVLR

AQLPGRPTRDCLFADPARDGTSLLKVWNMNKCTGVVGVFNCQGAGWCKIEKKTRIHDASPGTLTASVRA

SDVDCIAQVANADWNGETVVYAHRSADVIRLPKGASLPVTLKVLEYELFHFCPIKEIISNISFAPIGLL

DMFNSSGAVDQVEIRTASDGKPELFDGEVSSELTTSLSENRSPTATIEMRRPLKCLVGGAETDFNYDSD

SGLLTLTLPVPEEDMYRWPVEIHV 
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Protein No.: I-349 
Protein name and Species:  

60S ribosomal protein L12, putative OS=Ricinus communis 

GN=RCOM_0153900 PE=3 SV=1 

 

Accession: tr|B9SWB0|B9SWB0_RICCO 

Unused ProtScore:  6.51                               

Seq Cov %: 31.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 2.42 

116: 114=E5TL: D5TL= 1.28 

 

Annotated typical Precursor MS Region: 

 
 

Sequence Coverage and Matched peptides: in different color 
MPPKFDPSQVVDVFVRVTGGEVGAASSLAPKIGPLGLSPKKIGEDIAKETAKDWKGLRVTVKLTVQNRQ

AKVTVVPSAAALVIKALKEPERDRKKTKNIKHSGNISLDDVIEIAKVMKPRSMAKDLSGTVKEILGTCV

SVGCTVDGKDPKDLQQEITDGDVEVPLD 
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Protein No.: I-350 
Protein name and Species:  

developmentally-regulated GTP-binding protein OS=Populus 

trichocarpa GN=POPTRDRAFT_718912 PE=4 SV=1 

 

Accession: tr|B9HG22|B9HG22_POPTR 

 

Unused ProtScore:   6.49                              

Seq Cov %: 14.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.48 

116: 114=E5TL: D5TL= 0.84 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSTVMQKIKDIEDEMARTQKNKATAHHLGLLKAKLAKLRRELLEPSAKGGGGAGQGFDVTKSGDARVGL

VGFPSVGKSTLLNKLTGTFSEVASYEFTTLTCIPGVIVYKGAKIQLLDLPGIIEGAKDGKGRGRQVIST

ARTCNCILIVLDAIKPITHKRLIEKELEGFGIRLNKEPPNLTFRKKDKGGINFTSTVANTHLDLDTVKA

ICSEYRMHNADITLRYDATADDLIDVIEGSRIYMPCIYVVNKIDQITLEELEILDKLPHYCPVSAHLEW

NLDGLLDKVWEYLNLTRIYTKPKGMNPDYEDPVILSSKKRTVEDFCERIHKDMLKQFKYALVWGSSAKH

KPQRVGKEHELEDEDVVQIIKKV 
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Protein No.: I-351 
Protein name and Species:  

Cis-prenyl transferase OS=Hevea brasiliensis GN=HbCPT PE=2 

SV=1 

 

Accession: tr|A9ZN23|A9ZN23_HEVBR 

Unused ProtScore:   6.48                              

Seq Cov %: 37.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.39 

116: 114=E5TL: D5TL= 0.72 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MELYNGERPSVFRLLGKYMRKGLYGILTQGPIPTHLAFILDGNRRFAKKHKLPEGGGHKAGFLALLNVL

TYCYELGVKYATIYAFSIDNFRRKPHEVQYVMDLMLEKIEGMIMEESIINAYDICVRFVGNLKLLSEPV

KTAADQSMRATANNSRFVLLIAVAYSSTDEIVHAVEESSKDKLNSNEVCNNGIEAEQEFKEANGTGNSV

IPVQKTESYSGIKLVDLEKNTYINPYPDVLIRTSGETRLSNYLLWQTTNCILYSPYALWPEIGLRHVVW

SVINFQRHYSYLEKHKEYLK 
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Protein No.: I-355 
Protein name and Species:  

40S ribosomal protein S14, putative OS=Ricinus communis 

GN=RCOM_0632900 PE=3 SV=1 

 

Accession: tr|B9S120|B9S120_RICCO 

Unused ProtScore:  6.46                               

Seq Cov %: 22.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 2.27 

116: 114=E5TL: D5TL= 0.86 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSKKKTREPKEENVTLGPAVREGEHVFGVAHIFASFNDTFIHVTDLSGRETLVRITGGMKVKADRDESS

PYAAMLAAQDVTQRCKELGITALHIKLRATGGNKTKTPGPGAQSALRALARSGMRIGRIEDVTPIPTDS

TRRKGGRRGRRL 
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Protein No.: I-357 
Protein name and Species:  

Rubber elongation factor OS=Hevea brasiliensis GN=REF PE=2 

SV=1 

 

Accession:  tr|Q6T708|Q6T708_HEVBR 

Unused ProtScore:   6.44                              

Seq Cov %: 64 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL= 0.51 

116: 114=E5TL: D5TL= 1.17 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAEGEEEVNIQEEANKGEENPQEEANIQEETNKGEENIQEEANIEEEANKEEESLKYLDFVQAATVYAR

ASFSKLYLFAKDKSGPFKPGVNTVESRFKSVVRPVYNKFQPVPNKVLKFADRRVDAYVTVLDRIVPPIV

KRASIQAYSVAPGAALAVASYLPLHTKRLSKVLYGDG 
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Protein No.: I-364 
Protein name and Species:  

chitinase，Class I (Fragment) OS=Gossypium hirsutum PE=2 

SV=1 

Accession: tr|Q9ZTT8|Q9ZTT8_GOSHI 

Unused ProtScore:   6.34                              

Seq Cov %: 13.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.62 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
EQCGRQAGGALCPGGLCCSQFGWCGSTADYCTVPGCQSQCSGSGPAPGPGGLTNLISRETFNRMLLHRN

DGACPARGFYTYDAFIAAARSFPAFATTGDQATRKREIAAFLAQTSHETTGGAGWAAPDGPYAWGYCYN

RELNPPSSYCASGPNYPCSPGKQYFGRGPMQLSWNYNYGPCGRAIGVDLLNNPDLLSSDPTVSFKSAFW

FWMTPQSPKPSCHNVIIGAWSPSSSDRAAGRATGYGVITNIINGGLECGKGWNAQVEDRIGFYKRYCDI

LGVSYGNNLDCYNQRPFGNGVSVDSM 
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Protein No.: I-366 
Protein name and Species:  

Protease inhibitor protein OS=Hevea brasiliensis PE=4 SV=1 

 

Accession: tr|B3FNP9|B3FNP9_HEVBR 

 

Unused ProtScore: 6.31                                

Seq Cov %: 67.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.78 

116: 114=E5TL: D5TL=1.56 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MASQCPVKDAWPELIGTNGDIAAGIIETENANVKAIVLKKGSPMTMEYNLCRVLVFVDDNRVVTQAPVI

G 
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Protein No.: I-369 
Protein name and Species:  

Ras-related protein RABB1b-like OS=Populus trichocarpa 

GN=POPTRDRAFT_648984 PE=2 SV=1 

Accession: tr|A9P8X5|A9P8X5_POPTR 

Unused ProtScore: 6.2                                

Seq Cov %: 51.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.61 

116: 114=E5TL: D5TL=1.12 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSYDYLFKYIIIGDTGVGKSCLLLQFTDKRFQPVHDLTIGVEFGARMVTIDARPIKLQIWDTAGQESFR

SITRSYYRGAAGALLVYDITRRETFNHLASWLEDARQHANPNMSIMLIGNKCDLAHRRAVSKEEGEQFA

KENGLLFLEASARTAQNVEEAFIGTAGKILQNIQEGVFDVSNESSGIKVGYGRPQGASGARDGTVAQRG

GCCS 
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Protein No.: I-370 
Protein name and Species:  

Asparaginyl-tRNA synthetase, cytoplasmic 1-like [Vitis vinifera] 

OS=Vitis vinifera GN=VIT_11s0016g02680 PE=3 SV=1 

 

Accession: tr|F6HGX0|F6HGX0_VITVI 

 

Unused ProtScore: 6.18                                

Seq Cov %: 11.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.64 

116: 114=E5TL: D5TL=1.17 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEDSVPPVDQMALATLNDDVSTPFVKAQFSDRHLIRTILSRPDGGAGLAGQTVKVGGWVKTGREQGKG

SFAFLELNDGSCPANLQVIVDAAVAPLGQLVQTGTCVHVEGLLKVPPEGTKQRVELRVEKVHHVGPVDP

AKYPLPKTRLTLEFLRDFVHFRPRTNTISAVARIRNALAYATHTFFQNHGFLYIHTPIITTSDCEGAGE

MFQVTTLISDAEKVEKELIKNPPPSEADIEAAKALVKEKGEAVAQLKSAKASKGEITASVAELNKAKEN

LSRLEERSKLKPGIPQKDGKIDYSQDFFARQAFLTVSGQLQVETYACAVSSVYTFGPTFRAEHSHTSRH

LAEFWMVEPEIAFADLKDDMNCAEAYVKFLCQWLLDNCIDDMEFMAKNFDKGCIDRLRMVASTPFERIS

YTEAIKLLEEAVKKDKKFENKVEWGIDLASEHERFLTEVLFKKPVIVHDYPKGIKAFYMRLNDDMKTVA

AMDVLVPKVGELIGGSQREERYEVIEKRILEMGLPLEPYEWYLDLRRYGTVKHCGFGLGFERMILFATG

IDNIRDVIPFPRYPGRADL 
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Protein No.: I-371 
Protein name and Species:  

S-adenosyl-methionine-sterol-C-methyltransferase OS=Ricinus 

communis PE=2 SV=1 

Accession: tr|O24328|O24328_RICCO 

Unused ProtScore:  6.18                               

Seq Cov %: 17.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.63 

116: 114=E5TL: D5TL=1.24 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSKAGALDLASGVGGKIDKNEVLSAVEKYEKYHVYYGGAEEERKANYTDMVNKYYDLVTSFYEFGWGES

FHFAHRFKGESLRESIKRHEHFLALQLGLKPEQKVLDVGCGIGGPLREISRFSLTSVTGLNNNEYQITR

GKVLNRIAGVDKTCDFVKADFMKMPFPANSFDAVYAIEATCHAPDAYGCYSEIYRVLKPGQFFAAYEWC

MTDSFDPNNQEHQKIKAEIEIGDGLPDIRLTGQCIEALKKAGFDVIWSGDLTASSPVPWYLPLDKNQYS

LTGFRLTAIGRFFTRNMIKALEFAGLAPKGSQRVQDFLEKAAEGLVEGGRKEIFTPMFFFLAQKPHSEN

Q 
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Protein No.: I-372 
Protein name and Species:  

60S ribosomal protein L4 [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_08s0040g03200 PE=4 SV=1 

 

Accession: tr|F6HQV3|F6HQV3_VITVI 

Unused ProtScore:  6.14                               

Seq Cov %: 8.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.31 

116: 114=E5TL: D5TL=2.14 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAAAARPLVTVQVLKSDMATDGGNAVPLPDVMKASIRPDIVTFVHSNISKNSRQPYAVSRRAGHQTSA

ESWGTGRAVSRIPRVPGGGTHRAGQGAFGNMCRGGRMFAPTKIWRRWHRKINVNQKRYAVVSAIAASAI

PSLVMARGHRIESVPELPLVIGDSAESVEKTSAAIDILKQVGAYPDAEKAKDSHAIRPGKGKMRNRRYI

SRKGPLIVYGTEGAKLVKAFRNIPGVEVANVDRLNLLKLAPGGHLGRFVIWTKSAFEKLDSIYGSFEKT

SEKKNGYLLPRSKMVNADLARIINSDEVQSVVRPIKKEVKRAPMKKNPLKNLNTMLKLNPYAKTARRMA

LLAEAQRVKAKQEKLDKKRKQIPKEEVAAIKAAGKAWYQTMISDSDYTEFDNFSKWLGVSQ 
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Protein No.: I-373 
Protein name and Species:  

Malate dehydrogenase OS=Ricinus communis 

GN=RCOM_1520380 PE=3 SV=1 

 

Accession: tr|B9SE47|B9SE47_RICCO 

 

Unused ProtScore:  6.14                               

Seq Cov %: 13.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.28 

116: 114=E5TL: D5TL=0.31 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MRSSLFRSVKALGSTSSSSHLLRRGYASEAVPDRKVAVLGAAGGIGQPLALLMKLNPLVSNLALYDIAN

TPGVAADVSHINTRSDVKGYVGEDQLGKALEGSDVVIIPAGVPRKPGMTRDDLFNINAGIVKGLCEAIA

KYCPNALVNMISNPVNSTVPIAAEVFKKAGTYDEKRLFGVTTLDVVRAKTFYAGKAKVPVAEVNVPVVG

GHAGITILPLLSQATPKANLPDEEIVALTKRTQDGGTEVVEAKAGKGSATLSMAYAGAIFADACLKGLN

GVPDVVECSFVQSTVTELPFFASKVRLGKNGVEEVLGLGPLSDYEKEGLEKLKPELLSSIEKGINFANK 
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Protein No.: I-374 
Protein name and Species:  

Alcohol dehydrogenase, putative OS=Ricinus communis 

GN=RCOM_0605880 PE=4 SV=1 

 

Accession: tr|B9SUZ4|B9SUZ4_RICCO 

 

Unused ProtScore: 6.12                                

Seq Cov %: 18.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.09 

116: 114=E5TL: D5TL=0.29 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTSKESVHRNSRRKAIDYREMASEAEVVSNKQVIFKEYVSGFPKESDMYMTTSSVKLQVEEGSTSVLVK

NLYLSCDPYMRGRMRNTPSDDPEFSPLHPGSPVFGLGVAKVVDSGHPGFKKGDLVWGSTRWEEYTLITA

PEGLFKIHHTDIPLSYYTGLLGMPGITAYFGLNDICTPKKGERVYVSAASGAVGQLVGQFAKLMGCYVV

GSAGSKEKVDLLKNKFGFDEAFNYREEHDWNAALKRYFPEGIDIYFENVGGKMLDAVLLNMRTHGRIAA

CGMISQYNLEHPDGVHNLIVVVHKRIRIQGFISFDYFGQYSKFLDFVLPYIREGKITYVEDIAEGIESA

PAALVGLFSGRNVGKQVVAVAHE 
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Protein No.: I-375 
Protein name and Species:  

Methionine synthase OS=Camellia sinensis PE=2 SV=1 

 

Accession: tr|G3G858|G3G858_CAMSI 

 

Unused ProtScore:   6.11                              

Seq Cov %: 17.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.39 

116: 114=E5TL: D5TL=0.51 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASHIVGYPRMGPKRELKFALESFWDKKSSAEDLKKVAADLRSSIWKQMASAGIKYIPSNTFSYYDQVL

DTTAMLGAVPPRYGWTGGEIGFDTYFSMARGNASVPAMEMAKWFDTNYHFIVPELGPEIKFSYASHKAV

DEYKEAKALGVDTVPVLVGPVSYLLLSKPAKGVEKSFSLLSLLDKILPIYKEVVAELKAAGASWIQFDE

PTLVKDLESHQLQAFTAAYSELESALSGLNVIVETYFADVPAEAFKTLTSLKCVTGFGFDLVRGAQTLD

LITSGFPSGEYLFAGVVDGRNIWANDLAASLSLLQTLEGIVGKDKLVVSTSCSLLHTAVDLVNETKFDK

ELKSWLAFAAQKVVEVNSLAKALAGHKDEAFFSENAAAQASRKSSPRVTNEAVQKAAAALRGSDHRRAT

NVSARLDAQQKKLNLPILPTTTIGSFPQTIELRRVRREYKAKKISEEEYVKAIKEEINKVVKLQEELDI

DVLVHGEPERNDMVEYFGEQLSGFAFSANGWVQSYGSRCVKPPIIFGDVSRPKAMTVFWSSMAQSMTTR

PMKGMLTGPVTILNWSFVRNDQPRFETCYQIALAIKDEVEDLEKAGINVIQMDEAALREGLPLRKSEQA

FYLDWAVHSFRITNCGVTDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYG

AGIGPGVYDIHSPRIPSTEEIADRINKMLQVLETNILWVNPDCGLKTRKYHEVKPALLNMVAAAKQIRT

QLASAK 
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Protein No.: I-382 
Protein name and Species:  

Trafficking protein particle complex subunit, putative 

OS=Ricinus communis GN=RCOM_0183430 PE=4 SV=1 

 

Accession: tr|B9SA27|B9SA27_RICCO 

Unused ProtScore:  6.03                               

Seq Cov %: 24.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.71 

116: 114=E5TL: D5TL=1.47 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAPVGPRSGDAIFASVERVNAELFTLTYGAIVRQLLTDLEEVEEVNKQLDQMGYNIGIRLVDEFLAKSN

VNRCVDFRETAEVIAKVGFKMFLGVSASVTNWDADGTCCSIILEDNPLVDFVELPDTCQGLYYCNILSG

VIRGALEMVSMKTEVTWARDMLRGDDAYELQVKLLKQVPEEYPYKDDE 
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Protein No.: I-383 
Protein name and Species:  

Sucrose phosphate phosphatase OS=Malus domestica PE=2 

SV=1 

 

Accession: tr|Q5J3P0|Q5J3P0_MALDO 

 

Unused ProtScore:  6.02                               

Seq Cov %: 9.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.50 

116: 114=E5TL: D5TL=0.58 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDRLEAPARLMIVSDLDHTMVDHHDTENLSLLRFNSLWEANYCHDSLLVFSTGRSPTLYKELRKEKPML

TPDITIMSVGTEITYGNAMVPDDGWVEVLNQKWDRNIVKEEASKYSELKLQAETEQRPHKVSFYVEKAK

AQAVTKALSEVFEKRGLDVKIIYSGGMDLDILPQGAGKGQALAYLLKKFKSEGSSPVNTLVCGDSGNDA

ELFSIPEVYGVMVSNAQEELLQWHAENAKGNTRIIHATERCAAGIIQAIGHFKLGPSLPPRDIADFSDF

KLENPNPGHELVKFFLFYEKWRRAEVENSEIYLASLKADCSPSGTFVHPSGVEHSLSDSINALRNCYGD

KQGKQFRVWVDGVLATHVGSNTWLVKFDKWELSGEERYAIKGTAVISSKGSGVSDGFTWIRVHQTWYKG

YEAKDDSTWFF 
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Protein No.: I-386 
Protein name and Species:  

60S ribosomal protein L9, putative OS=Ricinus communis 

GN=RCOM_1315040 PE=4 SV=1 

 

Accession: tr|B9RYZ1|B9RYZ1_RICCO 

Unused ProtScore:   6                              

Seq Cov %: 19.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.19 

116: 114=E5TL: D5TL=1.74 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MKTILSSETMDIPDGVKIKVNAKIIEVEGPRGKLTRNFKHLNLDFQLIKDEETGKRKLKIEAWFGSRKT

SAAIRTALSHVENLITGVTKGYRYKMRFVYAHFPINASITNSNSAIEIRNFLGEKKVRKVDMLEGVTVV

RSEKVKDELVLDGNDIELVSRSAALINQKCHVKNKDIRKFLDGIYVSEKGTVAEQE 
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Protein No.: I-389 
Protein name and Species:  

Predicted protein OS=Populus trichocarpa 

GN=POPTRDRAFT_571988 PE=4 SV=1 

 

Accession: tr|B9IBL7|B9IBL7_POPTR 

 

Unused ProtScore: 6                                

Seq Cov %: 6.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=6.19 

116: 114=E5TL: D5TL=1.20 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSWLARSIANSLKFEDDDQQPDKNTTATTTSAPTTDNVNNNKDLSNSESDQQQSATPRGVKEDLTDLKK

TLTRQLWGVASFLAPPPEPPLTENRSHTSDPDGSNDDDDDAALIAGIRSDFAEIGGRFKSGITKLSSNK

TVSEFTKIASNLLQLGSESHEIGTTASAVGVTEEVVGFARDVAMHPETWLDFPLPDVQGFEDFDMSDAQ

QEHALAVEHLAPRLAALRIELCPGYMSEGCFWKIYFVLLHPRLSKHDAELLSTPQIVEARAMLSHELQN

KAKAKSTPDWSGVDTSNVKADLPHEESLSVPSRAKSESVPIMTSGIEAVSPTLAAKTSDNEAAPSFVSV

ESETEKHPVESTQMQIIDKSVVEEGKVDQTKHQHSSSSSSSGILEEKFDDDGDDWLKDDSSEMIGVSGS

SMPLGNDEDVSFSDLEEDDGDEPASYKKVASGSDCATKGSQDWVQLSRSSADSVKDIKPVSIKNAGSEK

VSARNSENKESSDWLDVDDIDVI 
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Protein No.: I-390 
Protein name and Species:  

Putative uncharacterized protein OS=Vitis vinifera 

GN=VIT_19s0015g02610 PE=3 SV=1 

 

Accession: tr|F6I510|F6I510_VITVI 

Unused ProtScore:     5.99                            

Seq Cov %: 18 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.39 

116: 114=E5TL: D5TL=0.71 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MADEIILLDFWPSMFGMRVRLALAEKGLKYEYRQEDLRNKSPLLLEMNPVHKKIPVLIHNGKPICESLI

IVQYIDEVWKDKSPLLPSDPYQRAQARFWADYVDKKLYELGGKIWSTKGEEQETGKKEFIECLKLLEGE

LGEKPYFGGEKIGFVDVALVTFSCWFYAYETFGNFSIEAECPKLVAWTKRCMEKESVSSSLEDPHKVHG

FIMGMRKRFGIEVRLALAEKGLKYEYKEEDLRNKSPLLLEMNPVHKKIPVLIHNGKPICESLIIVQYID

EVWHDKSPLLPSDPYQRAQARFWADYVDKKGFVQNAGFFFTHSLPKAPSSS 
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Protein No.: I-391 
Protein name and Species:  

Carbonic anhydrase OS=Populus trichocarpa 

GN=POPTRDRAFT_666464 PE=3 SV=1 

 

Accession: tr|B9IER7|B9IER7_POPTR 

 

Unused ProtScore:   5.98                              

Seq Cov %: 11.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.54 

116: 114=E5TL: D5TL=1.06 

 

Annotated typical Precursor MS Region: 

 

 

 

 679



Sequence Coverage and Matched peptides: in different color 
MSNLSHEGAIEGSKKLLIDNEKDDQLNKEVEAKIEKLIGELQGKRLPDHCDPVGRILEGFHRFKTTKFD

KYPELYRELAEGQSPKFLVFACSDSRVSPSHVLDFQPGEAFMVRNIANLVPAFNQLRYSGVGATIEYAV

ATLGVENILVIGHSRCGGIERLMTLPEDGSTANDFVDDWVKIGLPAKAKVEAEFGHLPLPEQIHKCEKE

AVNLSLINLQTYPYVQERMAEGALALRGGYYDFVKGCFELWEVKSTVTPPISTCCK 
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Protein No.: I-392 
Protein name and Species:  

Protein SEY1, putative; root hair defective 3 OS=Ricinus 

communis GN=RCOM_0312010 PE=4 SV=1 

 

Accession: tr|B9SN36|B9SN36_RICCO 

 

Unused ProtScore: 5.95                                

Seq Cov %: 7.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=5.06 

116: 114=E5TL: D5TL=1.78 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MANSEESCSTQLIDGDGTFNAAGLEHFTKEVRLGECGLSYAVVSIMGPQSSGKSTLLNNLFGTNFREMD

AFRGRSQTTKGIWLARCAGIEPCTLVMDLEGTDGRERGEDDTAFEKQSALFALAVSDIVLINMWCHDIG

REQAANKPLLKTVFQVMMRLFSPRKTTLMFVIRDKTRTPLENLEPVLREDIQKIWDAVPKPQEHKETPL

SEFFNVEVVALSSYEEKEEQFKEQVASLRQRFFHSIAPGGLAGDRRGVVPASGFSFSAQQMWKVIKENK

DLDLPAHKVMVATVRCEEIANEKYANFTTNEEWHQIEEAVQSGPVSGFGKKLSSTLSTSFSEYDAEAIY

FDEGVRSAKRKQLEEKLLQLVQPAHQSMLGHIRSGTLDKFKEAFDKALAAGEGFSSAAYSCTQYYMTVF

DEGCTDAIIEQASWDTSKVRDKLRRDIDAHVASVRAAKLSELTSSFEAKLNEALSGPVEALLDGATSET

WPAIRKLLQRESESAVSGLSSALAGFDMDKQSKDKMLSSLETYARGVVEAKAKEEAGRVLIRMKDRFSM

LFSHDSDSMPRVWTGKEDIRAITKTARSASLKLLSVMVAIRLDDEVDNVESTLSSVFLDTKNNAAVTER

SITKTDPLASSTWDEVPSSKTLITPVQCKSLWRQFKAETEYSVTQAISAQEANKRNNNWLPPPWAIVAL

VVLGFNEFMTLLRNPLYLGFIFVVFLLVKALWVQLDVSGEFRNGALPGLISLSTKFLPTIMNLIKKLAE

EGQKPATNDPQRNPALAAKSFRNGVGSSDDMSTASSGVTSTENGTEFSSASKDD 
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Protein No.: I-395 
Protein name and Species:  

Receptor for activated protein kinase C, putative OS=Ricinus 

communis GN=RCOM_0571360 PE=4 SV=1 

 

Accession: tr|B9SU88|B9SU88_RICCO 

Unused ProtScore: 5.85                                

Seq Cov %: 17.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.75 

116: 114=E5TL: D5TL=1.46 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAERLILLGTMRAHTDQVTAIATPIDNSDMIVTASRDKSIILWKLIKDEKTYGVAHRRLTGHSHFVQDV

VLSSDGQFALSGSWDGELRLWDLAAGVSARRFVGHTKDVLSVAFSIDNRQIVSASRDRTIKLWNTLGEC

KYTIQDGDAHNDWVSCVRFSPNTLQPTIVSASWDRTVKVWNLTNCKLRCTLAGHGGYVNTVAVSPDGSL

CASGGKDGVILLWDLAEGKRLYNLDAGAVIHALCFSPNRYWLCAATENSIKIWDLESKSIVEDLKVDLK

AEAEKSDGSTVASTGAKKKNIYCTSLSWNADGSTLFSGYTDGVIRVWGIGRF 
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Protein No.: I-401 
Protein name and Species:  

Fumarylacetoacetate hydrolase (Fragment) OS=Dimocarpus 

longan PE=2 SV=1 

 

Accession: tr|G0YC94|G0YC94_9ROSI 

Unused ProtScore:   5.79                              

Seq Cov %: 22.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.61 

116: 114=E5TL: D5TL=3.14 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAVLQSFVEVKPDSHFPIQNLPYGVFKPDPTSSPRPGIAIGDYVLDLSEIAKAGLFNGPTLSGSDCFLQ

PNLNKFLALGRPAWKEARATLQKLLSSSEAALRDNASLRQKSLVSMDKVEMVVPIAIGDYTDFFSSMHH

AKNCGTIFRGPQNPVPANWFHLPIAYHGRASSIVISGTDIVRPRGQGVPSGNSPPPFGPSQKLDFELEM

AAVVGPGNELGKPVDVNEAADHIFGVVLMNDWSARDIQAWEYVPLGPFLGKSFGTTISPWIVTL 
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Protein No.: I-408 
Protein name and Species:  

Protease inhibitor HPI OS=Hevea brasiliensis GN=PI1 PE=1 

SV=2 

 

Accession: sp|Q6XNP7|HPI_HEVBR 

Unused ProtScore: 5.72                                

Seq Cov %: 65.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.51 

116: 114=E5TL: D5TL=1.34 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MASQCPVKNSWPELVGTNGDIAAGIIQTENANVKAIVVKEGLPITQDLNFNRVRVFVDENRVVTQVPAI

G 
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Protein No.: I-409 
Protein name and Species:  

1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase, 

putative OS=Ricinus communis GN=RCOM_0339640 PE=4 

SV=1 

 

Accession: tr|B9T5Y1|B9T5Y1_RICCO 

 

Unused ProtScore: 5.7                                

Seq Cov %: 13.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.58 

116: 114=E5TL: D5TL=0.50 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSKQTYRVCFCFRRRFRLAVAEAPQEIKSLFDQYSDNNGLMSIDQLRRFLVEIQKQDNATTEDAQAIFN

NLHELKHLNIFHRKGLNLEAFFKYLFGDINPPLDVKRGVHHDMTCPLSHYFIYTGHNSYLTGNQLSSDC

SDVPIIQALQRGVRVIELDIWPNSTKDNVEVLHGRTLTTPVELIKCLRSIKEHAFRASDYPVVITLEDH

LTPDLQAKVAEMITQTFGDILFTPGSECLKEFPSPESLKKRIIVSTKPPKEYLEVREIREREGDSQSGK

PGSDEETWGKEIPDLKGHFRVDDKNELDEDNNDDEDAAPDGDNKSQQNIAPEYKHLIAIHAGKPKGGIE

ECLKVDPDKVRRLSLSEQQLEKAAETHGKEIVRFTQRNILRVYPKGIRVDSSNYNPLIGWMHGAQMVAF

NMQGHGRSLWLMQGMFRANGGCGYVKKPDFLLKSGPHGEVFDPRAKLPVKTTLKVKVYMGEGWYYDFDR

THFDAYSPPDFYARVGIAGVPADTIMKKTKTLEDNWIPVWNEEFEFPLTVPELALLRVEVHEYDMSEKD

DFGGQSCLPVSELRKGIRAIPLHDRKGVKYNSVKLLVRFDFV 
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Protein No.: I-410 
Protein name and Species:  

Protein disulfide isomerase, putative OS=Populus trichocarpa 

GN=POPTRDRAFT_643603 PE=3 SV=1 

 

Accession: tr|B9GU26|B9GU26_POPTR 

 

Unused ProtScore:  5.68                               

Seq Cov %: 8.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.29 

116: 114=E5TL: D5TL=2.13 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASTVSFWSCIFLLSLIVALSAGEDESKEYVLTLDHSNFNETVSKHDFIVVEFYAPWCGHCKKLAPEYE

KAASILSSNDPQVVLAKVDANEDANKEIASQYDVKGFPTIVILRKGGKSVQEYKGPREADGIVEYLKKQ

SGPASAELKSDDDATGFIGDKKVVIVGVFPKFSGEEFENFLAVAEKLRSDYEFGHTLDAKYLPRGESSV

SGPLVRLFKPFDELFVDSKDFNVDALEKFVEESSIPIVTLFNKDPSNHPFVVKYFDSPLAKAMLFMNFS

SENGDSIRTKYQEVAGLHKGDGLVFLLGDVEASQGALQYFGLKEDQVPLIVIQTTDGQKYLKPNLVSDQ

IAPWLKEYKEGKVPPFKKSEPIPEVNDEPVKVVVADSLDELVTKSGKNVFLEFYAPWCGHCQKLAPILE

EVAISFQSDADVVIAKLDATANDIPSDTYDVKGFPTIFFRSATGKLVQYEGDRTKQDIIDFIEKNRDKI

GQQEPAKEEEPAKEQETAKDEL 
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Protein No.: I-412 
Protein name and Species:  

DEAD-box ATP-dependent RNA helicase 37-like [Vitis vinifera] 

OS=Vitis vinifera GN=VIT_08s0007g07070 PE=4 SV=1 

 

Accession: tr|F6HLF4|F6HLF4_VITVI 

 

Unused ProtScore:   5.65                              

Seq Cov %: 8.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.16 

116: 114=E5TL: D5TL=1.61 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MRTSWADSVANSTSDNLVSGSSDNSGFGAGAPSRSGRSSYVPPHLRNRPPSSDPPAPSYTSQASAGYGG

PPGGTRWGGGSRADFGRSGVTTGVTSGGRVGGSSGWNTRSGGWDRGRDREVNPFGDDDNAEPAFSEQEN

TGINFDAYEDIPVETSGDNVPPPVNTFAEIDLGEALNQNIRRCKYVKPTPVQRHAIPISLSGKDLMACA

QTGSGKTAAFCFPIISGIMTGQFAQRPRGARTVYPLALILSPTRELSCQIHDEARKFSYQTGVKVVVAY

GGAPINQQLRELERGVDILVATPGRLVDLLERARVSLQMIRYLALDEADRMLDMGFEPQIRKIVEQMDM

PPPGVRQTMLFSATFPKEIQRLASDFLSSYIFLAVGRVGSSTDLIVQRVEFVHESDKRSHLMDLLHAQR

ANGAHGKQSLTLVFVETKKGADSLEHWLCMNGFPATTIHGDRTQQEREHALRSFKSGNTPILVATDVAA

RGLDIPHVAHVVNFDLPNDIDDYVHRIGRTGRAGKTGLATAFFNENNSSLARPLADLMQEANQEVPAWL

TRYASRASYGGGKNRRSGGGRFGGRDFRKDTSFNRGGGATDYYGGNTSSGYGIPGSYGGGYGPGVTSAW

D 
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Protein No.: I-413 
Protein name and Species:  

Urease accessory protein ureG OS=Morus alba GN=ureG PE=2 

SV=1 

Accession: tr|B9A9C9|B9A9C9_MORAL 

Unused ProtScore: 5.62                                

Seq Cov %: 15.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.64 

116: 114=E5TL: D5TL=1.25 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MASDDHHHHHDHHHHHDHDHDHDHHGDSRTGAWVGPDGRVYHSHDGLAPHSHEPIYSPGSFSKRAPPLL

TRDFNERAFTIGIGGPVGTGKTALMLALCKFLRDKYSLAAVTNDIFTKEDGEFLVKNGALPEERIRAVE

TGGCPHAAIREDISINLGPLEELSNLFKADILLCESGGDNLAANFSRELADYIIYIIDVSAGDKIPRKG

GPGITQADLLVINKTDLAPAVGADLAVMERDALRMRDGGPFVFAQVKHGVGIEEIVNHVLQAWEAATGK

KRH 
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Protein No.: I-414 
Protein name and Species:  

Predicted protein OS=Populus trichocarpa 

GN=POPTRDRAFT_580946 PE=4 SV=1 

 

Accession: tr|B9N3J3|B9N3J3_POPTR 

Unused ProtScore:    5.61                             

Seq Cov %: 7.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.41 

116: 114=E5TL: D5TL=1.27 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGVDYYNTLKVDKNAKDEDLKKAYRKLAMKWHPDKNPNNKKEAEAKFKQISEAYEVLSDPQKRAIYDQY

GEEGLKGQVPPPETGGPGGATFFSTGDGPATFRFNPRNADDIFAEFFGFSSPFGGMGGGGGGMRGGSRS

FGGMFGDDIFSSFGEARPTNPAPRKAPPIENTLPCSLEELYKGTTKKMKISREIVDVSGKTLPVEEILT

IDIKPGWKRGTKITFPEKGNEQPNVIPADLVFVIDEKPHSTFTREGNDLVVTKKIPLVEALTGCTVHLT

TLDGRTLTIPVNNVIHPNYEEVVAKEGMPIPKDPSRRGNLRIKFDIKFPTRLSAEQKSGIKKLLNS 
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Protein No.: I-419 
Protein name and Species:  

Predicted protein OS=Populus trichocarpa 

GN=POPTRDRAFT_825512 PE=4 SV=1 

 

Accession: tr|B9IJM2|B9IJM2_POPTR 

Unused ProtScore:  5.57                               

Seq Cov %: 11.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.41 

116: 114=E5TL: D5TL=0.73 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MEGAEATRIMMGVNESTIKGYPHASISSRGAFDWTLQKIVRSNTSGFKLLFLHVQVPDEDGFDDMDSLY

ASPEDFKNMKHRDRTRGLHLLEYFVNRCHEIGVACEAWIKKGDPKEVICHEVKRVQPDLLVVGSRGLGP

FQRVFVGTVSEFCQKHAECPVISIKRRADETPQDPVDD 
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Protein No.: I-422 
Protein name and Species:  

Aspartic protease (Fragment) OS=Manihot esculenta PE=2 

SV=1 

 

Accession: tr|Q94KV2|Q94KV2_MANES 

Unused ProtScore:  5.53                               

Seq Cov %: 43.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.25 

116: 114=E5TL: D5TL=0.40 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
CTFDGSRGVSMTIESVVNENSQEVAGSLHDAMCSTCEMAVIWMQNQLKQNATLERILNYANELCERLPS

PMGESAVDCGSLSTMPNVSFTIGGKVFDLSPEQYVLKVGEGEAAQCISGFTALDVPPPRGPLWILGDVF

MGRFHTVFDYGNLRVGFAEAA 
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Protein No.: I-424 
Protein name and Species:  

Vacuolar H+-ATPase catalytic subunit A; V-type proton ATPase 

catalytic subunit A-like OS=Populus trichocarpa 

 

Accession: tr|B9HV14|B9HV14_POPTR 

 

Unused ProtScore:  5.45                               

Seq Cov %: 43.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.02 

116: 114=E5TL: D5TL=2.08 

 

Annotated typical Precursor MS Region: 

 

 

 696



Sequence Coverage and Matched peptides: in different color 
MPSVYGARLTTFEDSEKESEYGYVRKVSGPVVVADGMAGAAMYELVRVGHDNLIGEIIRLEGHSATIQV

YEETAGLMVNDPVLRTHKPLSVELGPGILGNIFDGIQRPLKTIARISGDVYIPRGVSVPALDKDTLWEF

QPKKIGEGDLVTGGDLYATVFENTLMQHHVALPPDAMGKITFIAPPGQYSLKDTVLELEFQGVKKQFTM

LQTWPVRSPRPVASKLAADTPLLTGQRVLDALFPSVLGGTCAIPGAFGCGKTVISQALSKYSNSDTVVY

VGCGERGNEMAEVLMDFPQLTMTLPDGREESVMKRTTLVANTSNMPVAAREASIYTGITIAEYFRDMGY

NVSMMADSTSRWAEALREISGRLAEMPADSGYPAYLAARLASFYERAGKVKCLGSPERTGSVTIVGAVS

PPGGDFSDPVTSATLSIVQVFWGLDKKLAQRKHFPSVNWLISYSKYSGALESFYERFDPDFINIRTKAR

EVLQREDDLNEIVQLVGKDALAETDKITLETAKLLREDYLAQNAFTPYDKFCPFYKSVWMMRNIIHFCN

LANQAVERGAGMDGQKISYSLIKHRLGDLFYRLVSQKFEDPAEGEAVLVEKFSKLHEDLTAGFRALEDE

TR 
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Protein No.: I-426 
Protein name and Species:  

Enolase 2 OS=Hevea brasiliensis GN=ENO2 PE=1 SV=1 

 

Accession: sp|Q9LEI9|ENO2_HEVBR 

 

Unused ProtScore:  5.44                               

Seq Cov %: 42.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.41 

116: 114=E5TL: D5TL=0.52 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVE

NVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYK

HVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGAEVYHHLKSVIKKKYG

QDATNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKEENNNGS

QKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEK

ACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATGQIKTGAPCRSERL

AKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
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Protein No.: I-429 
Protein name and Species:  

alpha-galactosidase-like isoform 1 [Glycine max]  OS=Glycine 

max PE=2 SV=1 

 

Accession: tr|C6TFR0|C6TFR0_SOYBN 

 

Unused ProtScore:  5.42                               

Seq Cov %: 8.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.43 

116: 114=E5TL: D5TL=0.58 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTKQKIRNALLVHLVILFFFSTSVVSARVVSLLQNYGNPIFRSNFHSIYDTSKYGVFQLSNGLGKTPQM

GWNSWNFFACNINEMVIKETADALVSTGLADLGYVYVNIDDCWSSVTRNLKGQLVPDHKTFPSGIKALA

DYVHGKGLKLGIYSDAGVFTCQVRPGSIFHETDDADLFASWGVDYLKYDNCYNLGIPPKERYPPMRDAL

NATGQKIFYSLCEWGVEDPALWADKVGNSWRTTGDINDSWASMTTIADLNDKWAAYAGPGGWNDPDMLE

VGNGGMTYQEYRAHFSIWALAKAPLLIGCDVRNLTGETLEILSNKEVIAINQDSLGVQGRKVQVSGADG

CRQVWAGPLSGNRLAVALWNRCSKVATIT 
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Protein No.: I-436 
Protein name and Species:  

Betaine-aldehyde dehydrogenase OS=Gossypium hirsutum 

PE=2 SV=1 

Accession: tr|Q6S9W9|Q6S9W9_GOSHI 

 

 

Unused ProtScore:   5.37                              

Seq Cov %: 7.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=1.35 

 

Annotated typical Precursor MS Region: 

 

 702



Sequence Coverage and Matched peptides: in different color 
MAVQVPSRQLFIDGEWREPILKERLPTINPATEEIIGNIPAATAEDVELAVAAARRALSRNKGKDWATA

PGAVRAKYLRAIAAKVTERKTELAKLEAIDCGKPLDEAVWDIEDVAGCFEYYADLAEGLDARQKAPVSL

PMETFKSYVLKEPIGVVGLITPWNYPLLMATWKVAPSLAAGCAAILKPSELASITCLELAKVVKGSRLP

PGVLNILAGLGPEAGAPLASHPDVDKIAFTGSSATGSKIMAAAAQMVKPVSLELGGKSPIIVFEDVDLD

KAAEWTAFGCFWTNGQICSATSRLIVHENIAREFLDRLVKWTKNIKISDPFEEGCRLGPVVSGGQYEKV

LKFISTAKSEGATILSGGVRPEHLKKGFFVEPTIITDVTTSMQIWREEVFGPVLCVKTFRTEEEALELA

NDTHYGLGAAVISNDLERCDRVSKNLQAGIVWVNCSQPCFCQAPWGGNKRSGFGRELGEWGLDNYLSVK

QVTQYVSDEPWGWYRSPSKL 
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Protein No.: I-437 
Protein name and Species:  

2-hydroxyphytanoyl-CoA lyase, putative OS=Ricinus communis 

GN=RCOM_0466960 PE=3 SV=1 

 

Accession: tr|B9SPZ1|B9SPZ1_RICCO 

 

Unused ProtScore:   5.35                              

Seq Cov %: 12.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.45 

116: 114=E5TL: D5TL=0.61 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MADSNPQNAPESRIDGNILAAKSLARYGVTHMFGVVGIPVTSLANRAVSLGIRFVAFHNEQSAGYAASA

YGYLTGKPGLLLTVSGPGCVHGLAGLSNAMVNTWPMVMISGSCDQNDVGKGDFQELDQIEAVKPFVKFS

VKVKDIKEIPNCVFQVLDRAVSGRPGGCYLDIPSDVLHQTVDESEAESLLSDAFKPKSIVNEFNTKSSD

FERAAELLRTAERPLIVFGKGAAYARAESELKKLVELTGIPFLPTPMGKGILPDNHELAASAARSLAIG

KCDVALVVGARLNWLLHFGQPPKWSKDVKFILVDVCEDEIELRKPHLGLVGDAKKVLEIINKEIKDDPF

CLAKNHPWVEAISSKVKENVSRMESQLAKNVVPFNFLTPMRIIRDAILGVGSPAPIVVSEGANTMDVGR

AVLVQTEPRTRLDAGTWGTMGVGLGYCIAAAVAEPNRLVVAVEGDSGFGFSAMEVETLVRYKLPVVVIV

FNNGGVYGGDRRSPEEIAGPFKDDPAPTSFVPGAAYHILIKAFGGKGYLVATPDELKSALSESFSAREP

TVINVTIDPYAGAESGRLQHKN 
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Protein No.: I-439 
Protein name and Species:  

Calcium-dependent protein kinase 5; CDPK OS=Arabidopsis 

thaliana GN=CPK5 PE=1 SV=1 

Accession: sp|Q38871|CDPK5_ARATH 

 

Unused ProtScore:  5.34                               

Seq Cov %: 9.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.58 

116: 114=E5TL: D5TL=2.14 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGNSCRGSFKDKLDEGDNNKPEDYSKTSTTNLSSNSDHSPNAADIIAQEFSKDNNSNNNSKDPALVIPL

REPIMRRNPDNQAYYVLGHKTPNIRDIYTLSRKLGQGQFGTTYLCTEIASGVDYACKSISKRKLISKED

VEDVRREIQIMHHLAGHGSIVTIKGAYEDSLYVHIVMELCAGGELFDRIIQRGHYSERKAAELTKIIVG

VVEACHSLGVMHRDLKPENFLLVNKDDDFSLKAIDFGLSVFFKPGQIFTDVVGSPYYVAPEVLLKRYGP

EADVWTAGVILYILLSGVPPFWAETQQGIFDAVLKGYIDFESDPWPVISDSAKDLIRRMLSSKPAERLT

AHEVLRHPWICENGVAPDRALDPAVLSRLKQFSAMNKLKKMALKVIAESLSEEEIAGLREMFQAMDTDN

SGAITFDELKAGLRKYGSTLKDTEIHDLMDAADVDNSGTIDYSEFIAATIHLNKLEREEHLVAAFQYFD

KDGSGFITIDELQQACVEHGMADVFLEDIIKEVDQNNDGKIDYGEFVEMMQKGNAGVGRRTMRNSLNIS

MRDA 
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Protein No.: I-441 
Protein name and Species:  

O-linked n-acetylglucosamine transferase, ogt, putative 

OS=Ricinus communis GN=RCOM_1259290 PE=4 SV=1 

 

Accession: tr|B9SX16|B9SX16_RICCO 

 

Unused ProtScore:  5.34                               

Seq Cov %: 8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.10 

116: 114=E5TL: D5TL=0.39 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAWTEKNNGNGKEGGPIEDNGFLKGTQEPSPSASGSPVAVAAGLKGIEEKDSLSYANILRSRNKFVDAL

AIYESVLEKDSGNVEAYIGKGICLQMQNMGRLAFDSFAEAIKLDPQNACALTHCGILYKEEGRLVEAAE

SYQKALRADPLYKPAAECLSIVLTDLGTSLKLSGNTQEGIQKYYEALKIDPHYAPAYYNLGVVYSEMMQ

YDTALNCYEKAALERPMYAEAYCNMGVIYKNRGDLESAIACYERCLAVSPNFEIAKNNMAIALTDLGTK

VKLEGDINQGIAYYKKALYYNWHYADAMYNLGVAYGEMLKFDNAIVFYELAFHFNPHCAEACNNLGVIY

KDRDNLDKAVECYQTALSIKPNFSQSLNNLGVVYTVQGKMDAAASMIEKAIMANPTYAEAYNNLGVLYR

DAGNIPMAINAYEQCLKIDPDSRNAGQNRLLAMNYINEGHDEKLFEAHRDWGRRFMRLYPQYTMWDNPK

DLDRPLVIGYVSPDYFTHSVSYFIEAPLVYHDYANYKVVVYSAVVKADAKTIRFREKVLKQGGIWRDIY

GIDEKKVASMVREDNVDILVELTGHTANNKLGMMACRPAPIQVTWIGYPNTTGLPTIDYRITDSLADPR

DTKQKHVEELVRLPDCFLCYTPSPEAGPVCPTPALANGFITFGSFNNLAKITPKVLQVWARILCAVPNS

RLVVKCKPFCCDSVRQRFLTMLEELGLESLRVDLLPLILLNHDHMQAYSLMDISLDTFPYAGTTTTCES

LYMGVPCVTMAGAIHAHNVGVSLLSKVGLGHLVAQNEDNYVQLALQLASDIPALSNLRMSLRDLMSKSP

VCDGSKFTLGLESSYRDMWHRYCKGDVPSLKRMELLKQQKGSEAVPNENFEPTRNAFPVEGPPESVKLN

GYNIVSSSILNRSSEENVSQTQLNHTTNSDKPS 
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Protein No.: I-447 
Protein name and Species:  

Triosephosphate isomerase OS=Vitis vinifera 

GN=VIT_13s0019g01090 PE=3 SV=1 

 

Accession: tr|D7TLU7|D7TLU7_VITVI 

Unused ProtScore:  5.22                               

Seq Cov %: 16.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.21 

116: 114=E5TL: D5TL=0.17 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MGRKFFVGGNWKCNGTGEEVKKIVSTLNAGEVPSGDVVEVVVSPPFVFLPLVKSTLRPDFHVAAQNCWV

KKGGAFTGEISAEMLVNLGIPWVIIGHSERRLLLNESNEFVGEKVAYALSKGLKVIACVGETLEQRESG

STMEVVAAQTKAIADKVSNWANVVLAYEPVWAIGTGKVATPAQAQEVHSELRNWFQANASPEVAATIRI

IYGGSVSGANCKELAAKPDVDGFLVGGASLKPEFIDIIKSAEVKKNC 
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Protein No.: I-448 
Protein name and Species:  

Serine-threonine kinase receptor-associated protein, putative 

OS=Ricinus communis GN=RCOM_0897280 PE=4 SV=1 

Accession: tr|B9RUZ3|B9RUZ3_RICCO 

Unused ProtScore:   5.22                              

Seq Cov %: 17.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=9.73 

116: 114=E5TL: D5TL=2.08 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MDKKKVAVPLVCHGHSRPVVDLFYSPVTPDGFFLISASKDSSPMLRNGETGDWIGTFEGHKGAVWSCSL

DTKALRAASASADFTAKLWDALTGDELHSFEHRHIVRACAFSEDTHLLLTGGMEKILRLFDLNRPDAPP

REVNSSPGSIRTVAWLHSDQTILSSCTDMGGVRLWDIRSGKIVQTLETKSPVTSAEVSQDGRYITTADG

STVKFWDANHFGLVKSYNMPCNVESASLEPKLGNKFVAGGEDMWIHVFDFHTGEQIGCNKGHHGPVHCL

RFSPGGESYASGSEDGTIRIWQTGPQNHDENGPTGKAMASADDVTQKIKGKGGKTAGTDP 
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Protein No.: I-449 
Protein name and Species:  

40S ribosomal protein OS=Populus trichocarpa 

GN=POPTRDRAFT_814470 PE=2 SV=1 

 

Accession: tr|A9PGL4|A9PGL4_POPTR 

Unused ProtScore:  5.22                               

Seq Cov %: 21.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.56 

116: 114=E5TL: D5TL=1.71 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MATAKSVKDVSPHEFVKAYSAHLKRSGKIELPLWTDIVKTGKFKELAPYDPDWYYVRAASMARKIYIRG

GLGVGAFRRIYGGSKRNGSRPPHFCKSSGSIARHILQQLQNVNIIDIDPKGGRRITSSGQRDLDQVAGR

IVVAP 
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Protein No.: I-453 
Protein name and Species:  

quinone oxidoreductase, putative OS=Populus trichocarpa 

GN=POPTRDRAFT_826614 PE=4 SV=1 

 

Accession: tr|B9MU39|B9MU39_POPTR 

 

Unused ProtScore:   5.19                              

Seq Cov %: 20.4 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.38 

116: 114=E5TL: D5TL=0.53 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVKAIRVHELGGPEVLKWEDVEIGEPGEGEIRVKNKAIGLNFIDVYYRKGVYTASTMPFIPGREAVGEV

IAVGPGLTGRKVGDVVAYAGDPMGSYAEEQILPANKVVSVPESISPVIAASVMLKGMTTQFLLRRCFKV

EPGHTILVHAAAGGVGSLLCQWANALGATVIGTVSTKEKAAQAKEDGCQHVILYQEEDFVARVNEITSC

NGVDVVYDSVGKDTFQGSLACLKTRGYMVSFGQSSGTPDPVPLSALAPKSLFLTRPSMMHYNQTRDELL

GAAGELFSALASGVLRVRVNHTYPLSQAAQAHADIESRKTTGSVVLIP 
 
 
 
 
 
 
 

 714



Protein No.: I-456 
Protein name and Species:  

Beta-1,3-glucanase OS=Hevea brasiliensis GN=Glu I PE=4 SV=1 

 

Accession: tr|Q7XJ83|Q7XJ83_HEVBR 

 

Unused ProtScore:  5.16                               

Seq Cov %: 59.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.13 

116: 114=E5TL: D5TL=0.65 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAISSSTSGTSSSLPSRTTVMLLLIFFTASLGITDAQVGVCYGMQGNNLPPVSEVIALYKQSNIKRMRI

YDPNRAVLEALRGSNIELILGVPNSDLQSLTNPSNANSWVQKNVRGFWSSVLFRYIAVGNEISPVNGGT

AWLAQFVLPAMRNIHDAIRSAGLQDQIKVSTAIDLTLVGNSYPPSAGAFRDDVRSYLDPIIGFLSSIRS

PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSE

SGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRP

KYNLNFGAEKNWDISTEHNATILFLKSDM 
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Protein No.: I-459 
Protein name and Species:  

ATP-citrate synthase beta chain OS=Populus trichocarpa 

GN=POPTRDRAFT_656642 PE=4 SV=1 

 

Accession: tr|B9HIN6|B9HIN6_POPTR 

 

Unused ProtScore:  5.11                               

Seq Cov %: 38.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.47 

116: 114=E5TL: D5TL=0.54 

 

Annotated typical Precursor MS Region: 

 

 

 717



Sequence Coverage and Matched peptides: in different color 
MATGQLFSRTTQALFYNYKQLPIQRMLDFDFLCGRELPSVAGIINPGAEGFQKLFFGQEEIAIPVHSTI

EAACAAHPTADVFINFASFRSAAASSMSALKQPTVRVVAIIAEGVPEADAKQLIAYARANNKVVIGPAT

VGGIQAGAFKIGDTAGTIDNIIACKLYRPGSVGFVSKSGGMSNELYNSIARVTDGIYEGIAIGGDVFPG

STLSDHVLRFNNIPQVKMIVVLGELGGRDEYSLVEALKQGKVSKPVVAWVSGTCARLFKSEVQFGHAGA

KSGGEMESAQAKNQALKDAGAVVPTSYEAFETAIKETFEKLVEEGKISSVKEFTPPQIPEDLNIAIKSG

KVRAPTHIISTISDDRGEEPCYAGVPMSSIVEQGYGVGDVISLLWFKRSLPRYCTHFIEICIMLCADHG

PCVSGAHNTIVTARAGKDLVSSLVSGLLTIGPRFGGAIDDAARYFKDAYDRGLTPYEFVESMKKKGIRV

PGIGHRIKRGDNRDKRVELLQLFARTHFPSVKYMEYAVQVETYTLSKANNLVLNVDGAIGSLFLDLLAG

SGMFTKQEIDEIVGIGYLNGLFVLARSIGLIGHTFDQKRLKQPLYRHPWEDVLYSK 
 
 
 

 718



Protein No.: I-467 
Protein name and Species:  

COP9 signalosome complex subunit 1 [Vitis vinifera] OS=Vitis 

vinifera GN=VIT_15s0048g01980 PE=4 SV=1 

 

Accession: tr|D7U7I9|D7U7I9_VITVI 

 

Unused ProtScore:  4.99                               

Seq Cov %: 7.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.59 

116: 114=E5TL: D5TL=1.10 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEGEEESSAGAMIDEIYSNGGDAKRNRPIISGEALDIEAYASLYSGRTKITRLLFIADRCENRQMQMEA

YRMAYDEIKKGENTQLYREVVQKIDGRLGPQYGLDLVWTESVERRADQRKEKLENELNAYRTNLIKESI

RMGYNDFGDFYYAHGLLADAFKNYVRTRDYCTTSKHIIHMCLNAILVSIEMGQFTHVTSYVSKAEQTPE

ALDPVTVAKLRCAAGLAHLEAKKYKLAARKFLETGAELGNNYTEVIAPQDVATYGGLCALASFDRTELK

NKVIDNLNFRNFLELVPEVRELIHDFYSSHYASCLDYLGNLKTNLLLDIHLHDHVEMLYNQIRHKALIQ

YTHPFVSVDLRMMANAFKTSVAGLEKELEALITDNQIQARIDSHNKILYARHADQRNATFQRVLQTGNE

FDRDVRAMLLRANLLKHEYNLRASRKP 
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Protein No.: I-475 
Protein name and Species:  

Amidase, putative OS=Ricinus communis GN=RCOM_1431340 

PE=4 SV=1 

 

Accession: tr|B9RF45|B9RF45_RICCO 

 

Unused ProtScore: 4.89                                

Seq Cov %: 5.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.64 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTHQFYELAITLCCSVLSDSNQSPACQWIKGWPTENDQIVLWKIGRPAKAACQIDRESWDRAQSLTVRA

VTDMAISPDYGAFMEKFVLKPSSSSDQLPLHSLTFAVKDIFDVDGYVTGFGNPDWARTHSAATATAPAV

LAVLRGGATCVGKVIMDEMAYSINGENAHYGTPTNPSAPDRVPGGSSSGSAVAVGAKLVDFSLGSDTGG

SVRVPASYCGILGFRPSHGVVSVSGVIPMAQSFDTVGWFSRNPVILKHVGRLLLQLPDVDRTKPNQIFI

AEDCFQLSSIPKKRVSQVLVKSVEKLFGGDIVKHVNLGDYVEDKVPSLRHFMSKEIKEQEYNIAPLAAL

SSAMRMLQRYEFKTNHGEWVTTVKPDFGPGLKERIWEAVRSTEENIDAFQSVRTELRAALTNLLEEFGI

IAIPTVPGVPPKLNTDPTTLEIFRAKAFSLLSITGVSGFCQVSIPLGMHDGLPVSISLLAKHGSDVFLL

NVVETLYDTLQEEVCNI 
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Protein No.: I-478 
Protein name and Species:  

Ligatin, putative OS=Ricinus communis GN=RCOM_1045170 

PE=4 SV=1 

 

Accession: tr|B9SBV7|B9SBV7_RICCO 

 

Unused ProtScore:  4.86                               

Seq Cov %: 5.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=1.06 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MFKKAVEAKSHQRLSGADRKKLKRSIRDKFPRASDADIDTLLPPKADITVAKFQNRVHVYGVEGGFPMF

FDVDGRGTDIFPTVFALWNVPEFLPSFMLKGGEVSRYILGGADLMFPGISIPAEGLPSFSAGEPWAVKV

PGNPAPIAVGSTTMSSSEAIKAGLRGKALRITHYYRDLLWESVEGHYVPNAGFFEDVVFEDPAFTSSIQ

VSDSYETAYDVSNDQLNKVETDEIGESADVNDVISESHPSTITELDSKESKHDIIEQVTAVVSDMKVMD

NDTADESTIEEQHILSTGDVDAYLDKCLLQALHTTVKDKDLPMPGSTLWSNHVLPCRPPGVLLDIKKSS

HKKLSKWLQAKSSAGLISVKEDKYKKETVLISINRSHPDYLSFKPEKRQEQKIDQAGDRATSESQSKKM

LEVAEIYKPSVHVNPIFASVGADTGKLYTASEASDIVFNYIEKENLVKPTNKSFVVLDATLCDALFKGT

VKKGSTYPTEIHKKDLGSIFISRMQAHYIVTRGSDSAIRKGSLKTIQILTERRQGNKKVTKVSGLEQFL

MDAEALASELQKKFACSTSVQELPGKKGNEVLIQGGVIDDVARHLVEQYGVPKRYIEVLDKTKK 
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Protein No.: I-481 
Protein name and Species:  

Steroid dehydrogenase, putative OS=Ricinus communis 

GN=RCOM_1082860 PE=3 SV=1 

Accession: tr|B9RMR2|B9RMR2_RICCO 

Unused ProtScore: 4.82                                

Seq Cov %: 5.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.40 

116: 114=E5TL: D5TL=1.38 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MELCFVDKLKSQPLWFLVLFSLGSLSLLRCFFTILNWVYVNFLRPAKNLKKYGSWALVTGPTDGIGKGF

AFQLARKGLNLVLVARNPDKLKDVSDSILSKYGKVQIKTVVVDFSGDIDEGVKRIKDTVEGLDVGVLIN

NVGVSYPYARFFHEVDEELLKNLIKVNVEGTTKVTHAVLPGMLKRKKGAIINIGSGAAIVIPSDPLYAV

YAATKAYIDQFSRCLYVEYKKSGIDVQCQVPLYVATKMASIRRSSFFVPSTDDYARAGLRWVGYEPRCT

PYWPHSLIWGLISIVPEFAVDAWRYKFNLGIRKRGQQKDARKKE 
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Protein No.: I-482 
Protein name and Species:  

Importin alpha-2 subunit, putative OS=Ricinus communis 

GN=RCOM_0819430 PE=4 SV=1 

 

Accession: tr|B9SGQ4|B9SGQ4_RICCO 

 

Unused ProtScore:  4.81                               

Seq Cov %: 11.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.56 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEEGLTSLKREPIKSSVGNVAAQKRKQNAVAVGKERRESLVRAKRLCRVGTSGDSDSEMIIDEEQSIL

DAQTSSAVEELKSAVAFQGKGAMQKKVGALRELRRLLSRSEFPPIEAAIKAGAIILLVQCLSFGSPDEQ

LLEAAWCLTNIAAGKPEETKALLPALPLLIAHLGERSSSPVAEQCAWALGNVAGEGEDLRNVLLSQGAL

PPLARMMLPNRGSTVRTAAWALSNLIKGPDPKAATELIRVDGVLDAIVRHLRKADEELATEVAWAVVYL

SALSNVATSMLVKSDVLQLLIQRLATSNSLQLLIPVLRSLGNLIAGDSHTISAVLLPGIEITDSIIAVL

VKCLKSEHRVLKKEAAWVLSNIAAGSVEHKQLIYCSEAVPLLLRLLSTAPFDLRKEVAYVLGNLCVAPA

EGTGKPDLILEHLVSLVSRGCLPGFIDLVRSVDTEAARLGLQFIELVLRGMPNGEGPKLVEQENGIEAM

ERFQFHENEDLRNMANGLVDRYFGEDYGLTELTD 
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Protein No.: I-485 
Protein name and Species:  

Adenylyl cyclase-associated protein OS=Populus trichocarpa 

GN=POPTRDRAFT_722043 PE=3 SV=1 

 

Accession: tr|B9HRN7|B9HRN7_POPTR 

 

Unused ProtScore:   4.79                              

Seq Cov %: 8.8 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.58 

116: 114=E5TL: D5TL=0.72 

 

Annotated typical Precursor MS Region: 

 

 

 728



Sequence Coverage and Matched peptides: in different color 
MEEKLIERLESAVARLEALSLRSGGLALSGGDDSAATDPSIVAFDDFIGTFFVRVSSAAEKIGGQVLEV

TRILEQALNVQKELLIKIKQTRKPDLAGLAEFLKPLNEVIMKANAMTEGRRSDFFNHLKAAADSLTALA

WIAYTGKDCGMSMPIAHVEESWQMAEFYSNKILVQYKSKDPNHVEWAKALKDLYLPGLRDYVKSHYPLG

PVWSTTGKATASAPSKAPAPPPPPPASLFSSESSQPSSSKPKEGMAAVFQEISSGKSVTTGSLKKVTDD

MKTKNRADRTGVVAVTEKGGRASAPSFSKAGPPKLELQMGRKWVVENQIGKKNLVIDDCDAKQSVYVFG

CKDSVLQIQGKVNNITIDKCTKMGVVFTDVVAACEIVNCTGVEVQCQGSAPTISVDNTGGCQLYLSKDS

LGASITTAKSSEINVLVPGAEPGGDLAEHALPQQFIHAFKDGQFETTPVSHSGG 
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Protein No.: I-487 
Protein name and Species:  

Mevalonate kinase, putative OS=Ricinus communis 

GN=RCOM_1431350 PE=3 SV=1 

 

Accession: tr|B9RF46|B9RF46_RICCO 

 

Unused ProtScore: 4.74                                

Seq Cov %: 10.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.66 

116: 114=E5TL: D5TL=0.89 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEVKARAPGKIILSGEHAVVHGSTAVAAALDLYTYVSISFPSSGNDGTLKLQLKDLALEFSWPVAKIRE

ALPNLGVPSSSTPTSCSIESLKSISALVEEQDIPEAKIALASGVSAFLWLYTSIQGFEPATVVVTSDLP

LGSGLGSSAAYCVSLSAALLAFSDSVDVDRGHQGWLKFGVPDLELLNKWAFEGEKIIHGKPSGIDNTVS

TYGNMIKFRSGNLTRMKSNMPLKMLITNTRVGRNTKALVAGVSERTFRHPNAMSFVFNAVDSISNELAN

IIQSPAPDELSITEKEEMLEELMEMNQGLLQCMGVSHASIETVLQTTLKYKLASKLTGAGGGGCVLTLL

PTLLSGTVVDKVIAELESSGFQCLIAGIGGDGAEICFASSS 
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Protein No.: I-498 
Protein name and Species:  

Heat shock protein 90-2 OS=Glycine max PE=2 SV=1 

 

Accession: tr|B6EBD6|B6EBD6_SOYBN 

 

Unused ProtScore:  4.69                               

Seq Cov %: 30.4 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.10 

116: 114=E5TL: D5TL=0.44 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASETETFAFQAEINQLLSLIINTFYSNKEIFLRELISNASDALDKIRFESLTDKSKLDAQPELFIHII

PDKTNNTLSIIDSGIGMTKADLVNNLGTIARSGTKEFMEALAAGADVSMIGQFGVGFYSAYLVADKVIV

TTKHNDDEQYVWESHAGGSFTVTRDTSGENLGRGTKITLFLKEDQLEYLEERRLKDLIKKHSEFISYPI

SLWIEKTTEKEISDDEDEEEKKDEEGKVEDVDEDKEKEEKKKKTIKEVSHEWSLVNKQKPIWMRKPEEI

TKEEYAAFYKSLTNDWEEHLAVKHFSVEGQLEFKAVLFIPKRAPFDLFDTKKKPNNIKLYVRRVFIMDN

CEELMPEYLSFVKGIVDSEDLPLNISREMLQQNKILKVIRKNLVKKCIEMFFEIAENKEDYNKFYEAFS

KNLKLGIHEDSQNKTKLAELLRYHSTKSGDEMTSLKDYVTRMKEGQNDIYYITGESKKAVENSPFLEKL

KKKGFEVLYMVDAIDEYAVGQLKEFEGKKLVSATKEGLKLDESEDEKKKKEELKEKFEGLCHVIKDVLG

DKVEKVVVSDRVVDSPCCLVTGEYGWTANMERIMKAQALRDSSMAGYMSSKKTMEINPENPIMEELRKR

ADADKNDKSVKDLVLLLFETALLTSGFSLDDPNTFGNRIHRMLKLGLSIDEDAGEADADMPPLEDADAD

AEGSKMEEVD 
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Protein No.: I-503 
Protein name and Species:  

isoflavone reductase related protein OS=Populus trichocarpa 

PE=2 SV=1 

 

Accession: tr|A9PF66|A9PF66_POPTR 

Unused ProtScore:  4.65                               

Seq Cov %: 4.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.69 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MASKILFIGGTGYIGKFIVEASAKAGHPTFVLVRESTLSNPAKSVVIDNFKNLGVNFLIGDLFDHESLV

KAIKQVDVVISTVGHAQLVEQDRIIAAIKEAGNVKRFFPSEFGNDVDRVNAVEPAKSAFATKANVRRAI

EAEGIPYTYVSSNFFSGYFLLSFNQPGATAPPRDKVVILGDGNPKAVFNKEDDIATYTIKAVDDPRTLN

KILYIKPPANTISFNDLVSLWEKKIGKTLERIYVPEEQLLKNIQEASVPVNVVLSIGHSVFVKGDHTNF

EIEPSFGVEASELYPDVKYTTVDEYLKQFV 
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Protein No.: I-504 
Protein name and Species:  

Superoxide dismutase (Fragment) OS=Hevea brasiliensis 

GN=sod PE=2 SV=1 

 

Accession: tr|Q9STB5|Q9STB5_HEVBR 

Unused ProtScore:   4.65                              

Seq Cov %: 13.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.44 

116: 114=E5TL: D5TL=0.57 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
QTFSLPDLPYDYGALEPAISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNG

GGHVNHSIFWKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK

LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
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Protein No.: I-506 
Protein name and Species:  

Cysteine synthase OS=Glycine max PE=2 SV=1 

 

Accession: tr|C6TIP9|C6TIP9_SOYBN 

 

Unused ProtScore:  4.63                               

Seq Cov %: 16.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.63 

116: 114=E5TL: D5TL=0.70 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAEKSNIAKDVTELIGKTPLVYLNHIVDGCVAKVAAKLEMMEPCSSVKDRIGHSMIVDAEEKGLITPG

ESVLIEPTSGNTGIGLAFMAAAKGYKLIITMPSSMSLERRTILRAFGAELVLTDPAKGMKGAVQKAEEI

RDKTPNSYMLQQFENPTNPKVHYETTGPEIWKGSSGKVDALVSGIGTGGTVTGAGKYLKEQNPDIKLYG

IEPVESPILSGGKPGPHKIQGIGAGFIPGVLDVDLLDEVVQISSEEAIETAKLLALKEGLLVGISSGAA

AAAAVKIAKRPENAGKLVVAVFPSFGERYLSSVLFESVKREAESLVFEP 
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Protein No.: I-510 
Protein name and Species:  

Fimbrin, putative OS=Ricinus communis GN=RCOM_0549750 

PE=4 SV=1 

 

Accession: tr|B9T216|B9T216_RICCO 

 

Unused ProtScore:   4.59                              

Seq Cov %: 15.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.54 

116: 114=E5TL: D5TL=1.43 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSAGFVGVLVSDPWLQSQFTQVELRTLKAKYVSIRTEGGRVTVGDLPPVFVKLRAFTEVFNEDEIKAIL

KESYSKAEEELDFETFLRAYLNVQARVPAKSGGKKLRYSSSFLKASTTTFRHNINESEKASYVSHINNH

LGEDSFLKTYLPIDPATNALFDLVKHGVLLCKLINVAVPGTIDERAINTKKEMNPWERNENHTLCLNSA

KAIGCTVVNIGTQDLAEARPHLVLGLISQIIKIQLLADLNLKKTPQLVELVDDSKDVEELMGLPPEKVL

LKWMNFHLKKAGYNKEVTNFSSDVKDGEAYVYLLNALAPELSTPDTKAASNPAERAKVVLEQAEKLDCK

RYLNANDIVEGSPNLNLAFVAQIFQHRNGLSTDTNKMPVAEMMEDDAETSREERCFRLWINSIGIVTYV

NNVFEDVRNGWVLLEVLDKVSPGSVNWKQATKPPIKMPFRKVENCNQAIKIGKELSFSLVNVAGNDIVQ

GNKKLLLAFLWQLMRFTMLQLLRNLRSHSSHSQGKEITDADILKWANSKVKKVGKTSQMESFKDKTLSN

GVFFLDLLGAVEPRVVNWSVVTKGESDEDKKLNSTYIISVARKLGCSIFLLPEDIIEVNQKMMLTLTAS

IMFWSLQHQAAEPESSAAEDNADASSTASMEGENEAALAGEVSDMTMDDAASDSAMSP 
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Protein No.: I-511 
Protein name and Species:  

Folylpolyglutamate synthase OS=Populus trichocarpa 

GN=FPGS2 PE=4 SV=1 

 

Accession: tr|B9HMM6|B9HMM6_POPTR 

 

Unused ProtScore:   4.59                              

Seq Cov %: 5.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.26 

116: 114=E5TL: D5TL=1.11 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEGDNNGSSKPTVTPYEEALDALSSLITKRSRADKSNNGDRFDVLFDYLKLEEAISEMKIIHVAGTKG

KGSTCTFTESILRNCGFRTGLFTSPHLIDVRERFRLDGKDICEEKFLAYFWWCYDRLKEKSTEDVPMPT

YFRFLALLAFKIFSAEQVDVAILEVGLGGKFDATNVVQKPIVCGVASLGYDHMEILGNTLAQIAGEKAG

IFKDGIPAFTVPQPDEAMNVLEEKASELNVHLQVAEPLDAKLLNGLKLRLEGEHQYLNAGLAIALSFTW

LQRTGHHEFTHMEQASSLPEQFIKGLTTASLQGRAQIVTDQYINAESYGDLVFYLDGAHSPESMEMCAR

WFSLAIKEDSQKRTFNYPPQNNSESTIELVQEHHDERYGKSSMQILLFNCMSVRDPQLLLPPLMKACAS

HGVYFKKALFVANTSVYYKVGSHALPPTDSQFNLSWQFALQRVWENLIQSDKGGEVKHAVAVCEEGKED

AKMSGRTCENSAVFPSLPLAIKWLKESVQRNRSVHYQVLVTGSLHLVGDVLRLVKK 
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Protein No.: I-512 
Protein name and Species:  

Myosin XI, putative OS=Ricinus communis 

GN=RCOM_1724180 PE=4 SV=1 

 

Accession: tr|B9S596|B9S596_RICCO 

Unused ProtScore:  4.58                               

Seq Cov %: 5.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.61 

116: 114=E5TL: D5TL=1.52 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MMKQAAAVTLVVGSLVWLEDPDVAWIDGEVVEMKGDNIKVLCTSGKTVVVKASNIYPKDAEAPPCGVDD

MTKLAYLHEPGVLQNLRSRYDMNEIYTYTGNILIAVNPFRKLPHLYDSHMMAQYKGAAFGELSPHPFAV

ADAAYRLMINEGISQSILVSGESGAGKTESTKLLMRYLAYMGGRAVAEGRTVEQQVLESNPVLEAFGNA

KTVRNNNSSRFGKFVEIQFDQMGRISGAAIRTYLLERSRVCQVSDPERNYHCFYMLCAAPQEDVQRYKL

GNPRTFHYLNQSNCYELDGIDDSKEYIATRRAMDIVGISSDEQDAIFRVVAAVLHLGNIEFAKGKETDS

SMPKDEKSRFHLRTAAELLMCDVKALEDSLCKRVIVTRDETITKWLDPESAVLSRDALAKIVYSRLFDW

IVDKINNSIGQDPDSKSLIGVLDIYGFESFKTNSFEQFCINLTNEKLQQHFNQHVFKMEQEEYTKEEID

WSYIDFVDNQDVLDLIEKKPGGIIALLDEACMFPRSTHETFAQKLYQTFKNHKRFSKPKLARSDFTICH

YAGDVTYQTELFLDKNKDYVVAEHQALLSASTCSFVSGLFPLSAEESSKQSKFSSIGSRFKQQLQSLLE

TLSATEPHYIRCVKPNNLLKPAIFENKNILQQLRCGGVMEAIRISCAGYPTRKPFDEFVDRFSILAPEV

LDGSSDEITACKRLLEKVGLEGYQIGKTKVFLRAGQMADLDTRRSEVLGRSASIIQRKVRSYLSRRSFI

MLRRAAIHIQASCRGQLARQVYENMLREAASLRIQTYLRMYVARKAYIELYCSAISIQTCMRGMAARDE

LRFRRRTRAAIVIQSHCRKYLARLHFMELKKATITAQCAWRGRVARKELRTLKMAARETGALQAAKNKL

EKQVEELTWRLQLEKRMRADLEEAKTQENSKLQSALQEMQLQFKETKEMLVKEREAAKTAKEIIPVIQE

VPVVDNAMLEKLTTENEKLKAMVSSLEKKIDETEKKFEETSKISEERLKQALEAESKIVELKTAMHRLE

EKFTDMETENQILRQQSLLQTPVKKTSDRPPIPAVPNLENGHHVNEEHRASEPQTPVKVFGTESDSKFR

RSHIERQHENIDALINCVMHNIGFSHGKPVAAFTIYKCLLHWKSFEAEKTSVFDRLIQMIGSAIENEDN

NDHMAYWLSNTSTLLFLLQKSLKAAGAGGATPNKKPSSAASLFGRMAMGFRSSPSSSNLAAALAVVRQV

EAKYPALLFKQQLAAYVEKIYGIIRDNLKKELSSLLSLCIQAPRTSKGSALRSGRSFGKDSPSSHWQSI

IDSLNILLSTLKQNFVPPVLIQKIYTQTFSYINVQLFNR 
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Protein No.: I-514 
Protein name and Species:  

Cinnamyl alcohol dehydrogenase 1-like [Vitis vinifera]  

OS=Vitis vinifera GN=VITISV_025556 PE=3 SV=1 

 

Accession: tr|A5C5R6|A5C5R6_VITVI 

 

Unused ProtScore:  4.58                               

Seq Cov %: 4.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.29 

116: 114=E5TL: D5TL=0.25 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDSVKEKTHGDTKSKKLAQQRSRLQTMSLNWVSCMSKPDMMNNNCLGWAARDESGVLSPYTFTRREVGD

EDVSLKITHCGICYADMLFTKNRLGDSRYPLVPGHEIVGIVKEVGSNVHHFKVGHRVGVGAYVNSCREC

ESCNQSLEVYCSKGSVYTSNGVDADGTITNGGYSSFIVVHERYCFRIPDEYPLALAAPLLCPGITAYSP

MVRHKMNQPGKSLEVIGLGGVGHLAVKFGKAFGLNVKLFSTSISKKEEALSLLGDDNFVVSSDEQQMKA

MANSLDFIIDTASGDHSLDHYMSCLKTAGVLALVGFPGMKTISGSLVGGVKETQEMLDFCAAHKIYPDI

EIVPIQYVNEAWERLTKGDVKYRVVGSDDVSLKITHCGICYADIIHTRNKFGNSKYPVVPGHDIVGIVK

EVGSNVGVFKVGDSVGVGTYVNSCRECENCEEGLEIHCSKGPVFTFGGVDVDGTITKGGYSSFIVVHQR

YCYRIADDYPLGLAAPLLCAGITVYTPMIRHKMNQPGKSLGVIGLGGLGHMAVKFGKAFRLNVTVFSTS

MSKKEEALTLLGADKFVLSSDEQDMKAMAKSLDFIINTASGDHPFDPYMSLLKTAGILEAQKTQEMLDF

CAAHKIYPEVEMVAIQNVNEALERVIKRDVKYRFVIEIEKSLK 
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Protein No.: I-516 
Protein name and Species:  

Acetylornithine deacetylase, putative OS=Ricinus communis 

GN=RCOM_0864770 PE=4 SV=1 

 

Accession: tr|B9S1F8|B9S1F8_RICCO 

 

Unused ProtScore:  4.57                               

Seq Cov %: 12.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.14 

116: 114=E5TL: D5TL=0.57 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MANVEEILGELDKESFVTLLRKIIGESKHVQNNPPELIPEEDRVVKHVLDSLLPYSTTSGGGPLIVNHV

SYFPGRGNLIVEYPGTEPGKILSFVGMHMDVVTANPNDWEFDPFSLTINGDKLCGRGTTDCLGHVAVVT

ELMKMLAEKKPKLKSTVVAVFIANEENSAITGVGVDALVQDGLLDKLKGGPLFWIDTADKQPCIGTGGM

IPWKLHVTGKLFHSGLAHKAINALELAMDALQEMQSRFYKDFPPHPREQVYGFATASTMKPTQWSYPGG

GINQIPGECTISGDVRLTPFYNLVDVKNMLQEYVDDINENIEKLGTRGPVSKYVLPDENLRGSITLTFE

EAMSGVACNLDSRGFHVLCKATEKVVGHVKPYSITGSLPLIRELQEEGFDVQTAGYGLMATYHAKNEYC

LLSDMCQGYRVFVSIISQLED 
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Protein No.: I-520 
Protein name and Species:  

Isoleucyl tRNA synthetase, putative OS=Ricinus communis 

GN=RCOM_0574620 PE=3 SV=1 

 

Accession: tr|B9SUT5|B9SUT5_RICCO 

Unused ProtScore:   4.51                              

Seq Cov %: 5.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.38 

116: 114=E5TL: D5TL=0.57 

 

nnotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEEVCEGKDFSFPNQEEKILSFWSEIKAFETQLSRTESLPEYIFYDGPPFATGLPHYGHILAGTIKDIV

TRYQTMRGHHVTRRFGWDCHGLPVENEIDRKLGIQRRDEVLKMGIDKYNEECRSIVTRYVGEWEKVITR

TGRWIDFKNDYKTMDLKFMESVWWVFYQLFDKGLVYKGFKVMPYSTGCKTVLSNFEAGQNYKDVPDPEI

MVAFPIVDDPHNAAFVAWTTTPWTLPSNLALCVNGNFDYVKVRNKYTGKVYVVAESRLSALPTEKPKSS

AVNGPAGGKTKGGKTENLMDSFELLEKVKGNELVKKKYVPLFNFFSDFSNTAFRVVADNYVTDDSGTGI

VHCAPAFGEDDYRVCIENQIINKGENLIVAVDDDGCFAERITEFSGRYVKDADKDIIEAVKAKGRLVKS

GTFTHSYPFCWRSDTPLIYRAVPSWFVRVEELKVQLLENNKQTYWVPDYVKEKRFHNWLENARDWAVSR

SRFWGTPLPVWISQDGEEVIVMDSVAKLEKLSGIKVFDLHRHHIDHITIPSSRGPEFGVLRRVDDVFDC

WFESGSMPYAYIHYPFENIELFEKSFPGQFIAEGLDQTRGWFYTLMVLSTALFGKPAFKNLVCNGLVLA

EDGKKMSKKLKNYPSPMEVIDDFGADALRLYLINSPVVRAETLRFKKEGVYSVVKDVFLPWYNAYRFLV

QNAKRLEVEGLAPFTPLDFGKLQNSSNVLDRWINSATQSLVHFVRQEMDGYRLYTVVPYLLKFLDNLTN

IYVRFNRKRLKGRIGEEDCRTALSTLYSVLLTSCKVMSPFTPFFTEVLYQNMRKVSSGAEESIHYCSFP

QEEGERDERIEQSVSRMMTIIDLARNIRERHYKPLKSPLREMIVVHHDADFLDDIAGKLKEYVLEELNV

RSLIPCVDTLKYASLRAEPEFSLLGKRLGKAMGVVAKEIKAMSQKDILAFEEAGEVTIASHNLKLADIK

VVREFKRPDGLTEKEIDAAGDGDVLVIMDLRPDESLYEAGVAREVVNRIQKLRKKVALEPTDVVDVYFE

SLDDDKSKLGRVLNSQEQYIKDAIGSPLLSSTMMPPEAVVIGEESYHHIYELSFTIYLARAALVFKSDA

ILTLYAGNTKFAKGLETYLLSRDHSNLRSEFQQRNGKITVDCIENQPAADVVLGEHLFLTVGDYFLRTR

SG 
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Protein No.: I-533 
Protein name and Species:  

3R-hydroxymyristoyl ACP dehydrase [Arabidopsis thaliana] 

OS=Arabidopsis lyrata subsp. lyrata 

GN=ARALYDRAFT_481086 PE=3 SV=1 

 

Accession: tr|D7LDD9|D7LDD9_ARALL 

Unused ProtScore:   4.37                              

Seq Cov %: 9.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.31 

116: 114=E5TL: D5TL=0.21 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MATTSNSVLFLSSDSLSHHHHHHHQQQPLHLPSSRSHSVSLPPNKRSNSLTLRCSTNGDNTSSEKETPI

ELKFPAFPTVMDINQIREILPHRFPFLLVDRVIEYTPGVSAVAIKNVTINDNFFPGHFPERPIMPGVLM

IEAMAQVGGIVMLQPEVGGSQDNFFFAGIDKVRFRKPVIAGDTLVMRMTLLKFQKRFGLAKMEGKAYVG

GALVCEGEFMMVSAGSS 
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Protein No.: I-534 
Protein name and Species:  

Glyceraldehyde 3-phosphate dehydrogenase, putative 

OS=Ricinus communis GN=RCOM_1574030 PE=3 SV=1 

 

Accession: tr|B9RHV9|B9RHV9_RICCO 

 

Unused ProtScore:  4.35                               

Seq Cov %: 20 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.23 

116: 114=E5TL: D5TL=0.36 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAFSCILRSTATSPLIEASRSDLSPSPSDPLQASSVNFNRDLKASKSFFGTSVPTASSSLEACSARSLQ

PIKATVTEMPPTILKSRSDGRTKIGINGFGRIGRLVLRIATLRDDVDVVAVNDPFIDTKYMAYMLKYDS

THGLFKGHIKVVDESTLEINGKQIKVSSKRDPAEIPWGDHGAEYVVEASGVFTTIDKASAHKKGGAKKV

VISAPSADAPMFVVGVNEQTYKPNMDIVSNASCTTNCLAPLAKVVHEEFGIVEGLMTTVHATTATQKTV

DGPSMKDWRGGRGAGQNIIPSSTGAAKAVGKVLPELNGKLTGMAFRVPTPNVSVVDLTCRLEKSASYED

VKAAIKYASEGPLKGILGYTDEDVVSNDFVGDSRSSIFDAKAGIGLSAAFMKLVSWYDNEWGYSNRVLD

LIEHMALVAAQN 
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Protein No.: I-536 
Protein name and Species:  

Glutathione-S-transferase OS=Rheum australe PE=2 SV=1 

 

Accession: tr|B5M1W3|B5M1W3_RHEAU 

Unused ProtScore:  4.35                               

Seq Cov %: 12.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.22 

116: 114=E5TL: D5TL=0.56 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAATLPPALDASSPPPPLFDGTTRLYTSYTCPFAQRVWITRNYKGLQEKIKLVGINLQNRPDWYKEKVN

PANKVPALEHDGKIIVESLDLIKYVDSNFEGPSLYPDEPAKREFGEELLTYVSEFVPKMYGAFKGGDTT

KVADAEFDYLEKALQKFDDGPFFLGQFSLVDIAYAPFIERFQLVIADVWKYDLTAGRPKLAEWVEELNK

IEAYKETKTDPDQLLPYLKSRFVAQQ 
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Protein No.: I-547 
Protein name and Species:  

Beta-1,3-glucanase OS=Vitis vinifera GN=VIT_05s0077g01150 

PE=2 SV=2 

Accession: tr|Q9M563|Q9M563_VITVI 

 

 

Unused ProtScore:   4.31                              

Seq Cov %: 15.8 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=15.42 

116: 114=E5TL: D5TL=3.93 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAMVLLLGFLLATLQITGVKSVGVCYGMLGNNLPPASQVVALYKSRNIDRMRIYDPNQAALQALRGSN

IQLMLGVPNSDLQGLATNPSQAQSWVQRNVRNYWPGVSFRYIAVGNEVSPVNGGTSRFAQFVLPAMRNI

RAALASAGLQDRVKVSTAIDLTLLGNSYPPSQGAFRGDVRGYLDPIIRFLVDNKSPLLANIYPYFSYSG

NPKDISLPYALFTANSVVVWDGQRGYKNLFDAMLDALYSALERAGGASLEVVLSESGWPSAGGFGTTVD

NARTYNSNLIRHVKGGTPKRPGRAIETYLFAMFDENKKEPQLEKHFGLFFPNKQPKYSINFSGEKPWDV

SSENDTNEESLKSDI 
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Protein No.: I-549 
Protein name and Species:  

annexin [Populus tomentosa] OS=Populus trichocarpa 

GN=POPTRDRAFT_654779 PE=3 SV=1 

 

Accession: tr|B9HFG8|B9HFG8_POPTR 

Unused ProtScore:  4.3                               

Seq Cov %: 17.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.18 

116: 114=E5TL: D5TL=2.47 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MASLKVPASVPPPYEDAEQLHKAFEGWGTNEGLIISILAHRNAAQRNLIRKVYAEAYGQDLLKDLDKEL

SSDFERAVLLWTLDPAERDAYLANEATKRFTSSNWVLMEIACTRSSHDLFKVRQAYHARYKKSLEEDVA

YHTTGDFRKLLVPLVSAFRYEGEEVNTILAKSEAKILHEKISDKAYSDEEIIRILTTRSKAQLNATLNH

YNNAFGNAINKNLKEEADNDFLKLLRATIKCLTYPEKYFEKLLRLSIKKLGTDERALTRVVTTRAEVDM

ERIKEEYHRRNSVTLERDIAGDTSGDYERMLLALIGHGDA 
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Protein No.: I-550 
Protein name and Species:  

Argininosuccinate synthase, putative OS=Ricinus communis 

GN=RCOM_0395600 PE=3 SV=1 

 

Accession: tr|B9SS35|B9SS35_RICCO 

 

Unused ProtScore:  4.3                               

Seq Cov %: 8.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.40 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAISSSSFNFAVHDSNRDEFLQNHNIPSIKKSPTIFKKLGAKRGELQGIAFAGTKRVILRTHQNKAIQA

VLSSDREVEVSEASKSKGLRGQLNKVVLAYSGGLDTSVIVPWLRENYGCEVVCFTADVGQGLKELEGLE

EKAKASGACQLVVKDLQEEFVRDYIFPCLRAGAIYERKYLLGTSMARPVIAKAMVDVAKEVGADAVAHG

CTGKGNDQVRFELTFFALNPELNVVAPWREWDIKGREDAIEYAKKHNVPVPVTKKSIYSRDRNLWHLSH

EGDILEDPANEPNKDMYMMSVDPEDAPNQPEYIEIGIVSGLPVSVNGKQLSSASLLSQLNEIGGRHGIG

RIDMVENRLVGMKSRGVYETPGGTILFTAARELESLTLDRETMQVKDSLALKYAELVYAGRWFDPLRES

MDAFMEKISEKTTGSVTLKLYKGSVLVTSRTSPYSLYRQDISSFESGKIYDQADAAGFIRLYGLPMKVR

AMLENGI 
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Protein No.: I-552 
Protein name and Species:  

Glycerophosphodiester phosphodiesterase-like protein 

(Fragment) OS=Manihot esculenta PE=2 SV=1 

 

Accession: tr|Q5PYQ3|Q5PYQ3_MANES 

Unused ProtScore:   4.28                              

Seq Cov %: 9.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.13 

116: 114=E5TL: D5TL=0.25 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MALTCSVLIIFLSLTLVSTATARPIYPLPSKISNGIRKPLQTSRPYNIAHRGSNGEIPEETAAAYMRAI

EEGADFIETDILSSKDGVLICFHDVTLDNTTDIAKHNEFTNRKRTYDVQGVNTTGFFTVDFTLEELKTL

RVKQRHPFRDQQYNGKFSIITFEEFIAIALDASRVVGIYPEMKNPVFINQHVKWPGGKRFEDKFVETLK

KYGYKGSYMSKDWLKQPVFIQSFAPTSLVYISNMTDSPKIFLIDDIDIPTQDTNQSYWEITSDAYLDYI

KNYVVGH 
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Protein No.: I-556 
Protein name and Species:  

DNA-binding protein smubp-2, putative OS=Ricinus communis 

GN=RCOM_0089600 PE=4 SV=1 

 

Accession: tr|B9SL55|B9SL55_RICCO 

 

Unused ProtScore:  4.24                               

Seq Cov %: 7.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.68 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEKDKTKKKLSLQEFVSITSPLLDLEKEAEISASISSGTSRNLDNAQKRGSTILNLKCVDAQTGLMGKT

LLEFQSNKGDVLPSHRFSTHDVVVLKPNKADLGSPALGQGVVYRLKDSSITVAFDDIPEEGLNSPLRLE

KVANEVTYRRMREALIQLSKGVQRGPAADLVPVLFGERQPTMSKKGVTFTPFNSNLDHSQKDAISKALS

SKDVFLLHGPPGTGKTTTVVEIILQEVKRGAKILACAASNIAVDNIVERLVPHRVKLVRLGHPARLLPQ

VLDSALDAQVLKGDNSSLANDIRKEMKALNGKLLKTKDKSTRRDIQKELRTLSKEERKRQQLAVTDVIK

NADVVLTTLTGALSHKLDNTSFDLVIIDEAAQALEIACWIALLKGSRCILAGDHLQLPPTIQSVEAEKK

GLGRTLFERLADLYGDEVTSMLTVQYRMHELIMTWSSKELYNSKIKAHPSIAAHMLSDLEGVKRSSATE

PTLLLIDIAGCDMEEKKDEEESTLNEGEADVAVAHAKRLVENGVQASDIGIITPYAAQVVLLKILRSNE

DKLKDVEISTVDGFQGREKEAIIISMVRSNSKKEVGFLSDRRRMNVAVTRARRQCCLVCDTETVTSDGF

LKRLIEYFEEHGEYLSAAEYCNE 
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Protein No.: I-561 
Protein name and Species:  

transportin, putative OS=Populus trichocarpa 

GN=POPTRDRAFT_570025 PE=4 SV=1 

 

Accession: tr|B9I337|B9I337_POPTR 

 

Unused ProtScore: 4.21                                

Seq Cov %: 5.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.68 

116: 114=E5TL: D5TL=1.63 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MLAVADVLIDAASVLGGDATLRILYVKLAEARTCLGNDHNQWHPAEAALFCIRAISNYVSTVEAEVMPK

IMSLLLELPHEPQLLQTVCLTIGAYSKWLDAALDGFPQLSSVIKILLSGMGKSEDSAAAAAVAFRHICD

DCRRKLCGYFDELFSIYNSAVIGEGSLKVSAGDSLHVVEAFSMVITELPADQAKLALEKLCLPVVTPLQ

EIISQGPDVLEKKLARELTVHIDRLAYIFRYVNHPEAVADAIQRLWPILKAIFDIRAWDMRTMESLCRA

CKYAVRTSGRLMGITIGAMLEEIQGLYQQHHQPCFLYLSISCHLGMQIFGSDPSCAYYLKNLIEALFKC

TTCLLTNIKDFTARPDIADDCFLLASRCIRYCPQVFIPSAVFPSLVDCSMIGVTVQHREASNSILTFLS

DIFDLAKSSMGEQYLTIRDSVIIPRGSSITRILVASLTGALPSSRLETVTYALLALTRAYGASALEWAR

ESVSLIPSTVVTEVEQTKIFQALTDAASGVDIKTLMGAVEELSDVCRRNRTVQEIVQGALRPLELNLVT

VS 
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Protein No.: I-562 
Protein name and Species:  

vacuolar protein sorting-associated protein OS=Populus 

trichocarpa GN=POPTRDRAFT_833991 PE=4 SV=1 

 

Accession: tr|B9HYZ8|B9HYZ8_POPTR 

Unused ProtScore: 4.21                                

Seq Cov %: 17.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.60 

116: 114=E5TL: D5TL=1.66 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MEVKLWNDKREREMYDNFAELYAIIKATEKLEKGYVRDIISSSQYETECQKLIAHFKTLASTFKDTVPS

IERFADTYKMDCPAAINRLVTSGVPATVEHRAAAAASSTTSAAVVAECVQNFITAMDSLKLNMVAVDQV

HPLLSDLSASLNKLSILPPDFEGKTKMKEWILRLSKMGAADELTEQQARQLHFDLESSYNSFMAALPSA

GT 
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Protein No.: I-563 
Protein name and Species:  

Aspartic proteinase, putative OS=Ricinus communis 

GN=RCOM_1225960 PE=3 SV=1 

 

Accession: tr|B9SFR8|B9SFR8_RICCO 

 

Unused ProtScore:   4.2                              

Seq Cov %: 16 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.29 

116: 114=E5TL: D5TL=0.42 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGTKSSALWISFVLLLPVVFSLHNDALVRVGLKKKKFDQVNIPAGTVDFKEGEAMRAATKKYNLVENSD

DVDIVELKNYLDAQYYGEIAIGTPPQTFTVIFDTGSSNLWIPSSKCYFSVACYFHSKYKASESSTYQKN

GTSAAIRYGTGSISGFFSQDNVKVGDLVIRNQDFIEATKEPGVTFLAAKFDGILGLGFQEISVGKAIPV

WYNMVNEGLVKEQVFSFWLNRNVQAEEGGEIVFGGMDPNHYKGQHTYVPVTQKGYWQFDMGEVLIGNEI

TGLCADGCKAIADSGTSLLAGPTTVITQINHAIGASGIVSQECKTVVEQYGKFILEMLTAQAQPQKICS

QIGFCTFDGTQGVSTNIESVVDKSKETASDGLQQDSACTVCEMIVVWMQNRLRLNETVDQILNYVNKLC

DRLPSPNGESAVDCSSLSSMPIVSFTIGGKAFKLTADQVKGC 
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Protein No.: I-567 
Protein name and Species:  

Profilin-1 OS=Hevea brasiliensis PE=1 SV=1 

 

Accession: sp|O65812|PROF1_HEVBR 

Unused ProtScore:  4.17                               

Seq Cov %: 50.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=1.98 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSWQTYVDERLMCEIEGNHLTAAAIIGQDGSVWAQSSNFPQFKSEEITAIMSDFDEPGTLAPTGLHLGG

TKYMVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM 
 
 

 767



Protein No.: I-572 
Protein name and Species:  

ribosomal protein-like,P0 OS=Solanum tuberosum PE=2 SV=1 

 

Accession: tr|Q307Z8|Q307Z8_SOLTU 

Unused ProtScore: 4.15                                

Seq Cov %: 7.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=7.45 

116: 114=E5TL: D5TL=2.63 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAPKATKAEKKIAYDTKMCQLLDDFTQVLVAAADNVGSNQLQSIRKGLRGDSVVLMGKNTMMKRTIRVH

AEKTGNETILNLIPLLVGNVGLIFTKGDLKEVSEEVAKYKVGAPARVGLVAPVDVVVPPGNTGLDPSQT

SFFQVLNIPTKINKGTVEIITPVELIKKGDKVGSSEAALLAKLGIRPFSYGLVVVSVYDNGSVFSPEVL

DLTEDDLIEKFAMGVSMVTSLALAISYPTLAAAPHMFTNAYKNVLAIAVETDYSFPLADKVKEYLADPS

KFAVAAAPAAAAGSGAAPAAAKEEEKKEEPAEVSDDDMGFSLFD 
 

 768



Protein No.: I-578 
Protein name and Species:  

Copper transport protein ATOX1 OS=Hevea brasiliensis 

GN=CCH PE=4 SV=1 

 

Accession: tr|D4P094|D4P094_HEVBR 

Unused ProtScore: 4.13                                

Seq Cov %: 45.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=0.52 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSQTVVLKVGMSCEGCVGAVKRVLGKMEGVESYDIDLKEQKVTVKGNVQPEAVLQTVSKTGKKTTFWEA

EAPAEPETKPAETVTVA 
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Protein No.: I-580 
Protein name and Species:  

auxin-induced protein PCNT115 OS=Glycine max PE=2 SV=1 

 

Accession: tr|C6TIG8|C6TIG8_SOYBN 

Unused ProtScore: 4.12                                

Seq Cov %: 10.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=2.02 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MEKLQLHVPRVKLGSQGLEISRLGFGCVGLSGLYNAPLSHEAGCSIIKEAFNMGVTFFDTSDFYGLNHD

NEIMIGKALKELPREKVQLATKFGLVRSDGVFAGVKGTPEYVRQCCEASLKRLDVEYIDLYYQHRVDTS

VPIEDTMGELKKLVNEGKIKYIGLSQASPDTMKRAHAVHPISALQMEYSLWTRDIEEEIIPLCRELGIG

IVAYSPLGHGFFAGKAAVETLPSQSALAEDARFSGENLEKNKLFYNRIADLASKHSCTPSQLALAWFLH

QGNDIVPIPGTTKIKNLENNVGSVAVKLTNAELSEISDAVPVYEVAGEAPGLGSLSQYTWKFATTPSK 
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Protein No.: I-584 
Protein name and Species:  

FH protein interacting protein OS=Populus trichocarpa 

GN=POPTRDRAFT_809550 PE=4 SV=1 

 

Accession: tr|B9IPT2|B9IPT2_POPTR 

 

Unused ProtScore:   4.09                              

Seq Cov %: 14 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.64 

116: 114=E5TL: D5TL=1.17 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKDHPFSSLIRLNIGGKKFCTTIDTLTQREPDSMLAAMFSGRHTVSEDPDKGYVFIDRDGKHFRHILNW

LRDGVVPTLTDAEYSELMREAVYYQLLGLVEGINSVLTRRREGDELEAELTRADIIKCLQYEKVKFRGV

NFSGLDLSKLDLSYVDFSYASLKNVFFSRANLQCAKFRDVDAEGSIFHNATLRECEFTGANLRGALLAG

ANLKSANLQDACLVDCSFCGADLSSAHLQTADLTNANLEGANLEGANLKGAKLNNANLKGANLQRAYLR

HVNLQNTHLEDARLDGANLVGAIR 
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Protein No.: I-592 
Protein name and Species:  

Vesicle-associated protein 1 OS=Populus trichocarpa 

GN=POPTRDRAFT_739862 PE=4 SV=1 

 

Accession: tr|B9MUU5|B9MUU5_POPTR 

Unused ProtScore: 4.05                                

Seq Cov %: 8.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.71 

116: 114=E5TL: D5TL=1.69 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSTGELLGIEPLELKFPFELKKQISCSLQLSNKTDNYVAFKVKTTNPKKYCVRPNAGIVLPRSTCDVIV

TMQAQKEAPPDMQCKDKFLLQSVKANDGVTVKDINAEMFSKEAGHVVEECKLRVLYVSPPQPPSPVLEG

SEEGSPPWGSVSDNGNVNGTDLSTGTRAFVEHLEPQDKPLEAGALISKLTDERNNAIQQNNKLRQELEL

LRCQGNKNRSGASLMFVIIIGLLGLLLGYLMKKT 
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Protein No.: I-596 
Protein name and Species:  

Protease C56, putative OS=Ricinus communis 

GN=RCOM_0763700 PE=4 SV=1 

 

Accession: tr|B9SJL8|B9SJL8_RICCO 

 

Unused ProtScore:  4.05                               

Seq Cov %: 12.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.31 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSHQKTVFLLCGDYMEDYEAMVPFQALLAYGVAVDAACPGKKAGDYCRTAIHESSGHQTYSESRGHNFT

LNSTFDDIDFGKYDGLVIPGGRAPEYLAMNESVLDCVRKFADAGKPIASVCHGQLILAAAGLVKGRKCT

AYPPVRPVLIAAGAHWVEPETMASCVADGNLITGATYEGHPEFIQLFVKALGGSITGADKRILFLCGDY

MEDYEVTVPFQSLQALGCHVNAVCPKKKAGDSCPTAVHDFEGDQTYSEKPGHHFTLTASYVGLDVSSYD

ALVLPGGRAPEYLALDETVIALVKQFMQSKKPVASICHGQQILAAAGVLKGKKCTAYPAVKLNVVLSGA

TWLEPDPIDRCYTDENLVTGAAWPGHPEFISQLMALLGIRVSF 
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Protein No.: I-602 
Protein name and Species:  

IAA-amino acid hydrolase ILR1-like 4 OS=Arabidopsis thaliana 

GN=ILL4 PE=1 SV=2 

 

Accession: sp|O04373|ILL4_ARATH 

 

Unused ProtScore: 4.04                                

Seq Cov %: 7.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.31 

116: 114=E5TL: D5TL=1.96 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSFFKWVSFVLILHLLNPTLISCSSNGLSQIPSKFLTLAKRNDFFDWMVGIRRRIHENPELGYEEVETS

KLVRAELEKMGVSYKYPVAVTGVVGYVGTGHAPFVALRADMDALAMQEMVEWEHKSKVPGKMHACGHDA

HTTMLLGAAKLLKEHEEELQGTVVLVFQPAEEGGGGAKKIVEAGVLENVSAIFGLHVTNQLALGQVSSR

EGPMLAGSGFFKAKISGKGGHAALPQHTIDPILAASNVIVSLQHLVSREADPLDSQVVTVAKFEGGGAF

NVIPDSVTIGGTFRAFSTKSFMQLKKRIEQVITRQASVNMCNATVDFIEEEKPFFPPTVNDKALHQFFK

NVSGDMLGIENYVEMQPLMGSEDFSFYQQAIPGHFSFVGMQNKARSPMASPHSPYFEVNEELLPYGASL

HASMATRYLLELKASTLNKSNKKDEL 
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Protein No.: I-605 
Protein name and Species:  

Putative uncharacterized protein OS=Ricinus communis 

GN=RCOM_0701460 PE=4 SV=1 

 

Accession: tr|B9SC09|B9SC09_RICCO 

 

Unused ProtScore:  4.03                               

Seq Cov %: 8.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.48 

116: 114=E5TL: D5TL=0.56 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAPMLPKSVAIRSEFSRGYAYYMAENEAVRGFIRCEGENILNPYVKIEVETAQIDSKFVHLRFSHTNKY

WGRSGPGFTQDDYWVSATSDQPEEDTSKWSCTLFEPIFDHGFLFLRHVQTGGRVRTDGPIGATGPVSRL

LLYFRNYDNVPYLDFTFFDLGTLCILPKRVAFRGYNDMYLKAEWIERHEYLQFSSDDVNEKAAGYEITM

MPDGHVRLRSNFFNKFWRRSPNWIWADSTDTVGSDRDTLFWPVKVNDDTIALRNAGNNRFCSSLTAERK

TDCLNAAVATITREARLQVEELVFERSIFNVRFLMEYARIFDERATVAGWGSAENQSEEAATLSITVGY

EDTTSFTFSNSLAITAGVTVGITTGLPRIAEGKIEISTEVTNTLEWNRTTSETRTASATYLANVPARSR

IRIDYVATRGTCNIPFSYTQRDRLSHDGSFATTQHVDGVYTGVNYYSFHFEQPQIVPL 
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Protein No.: I-606 
Protein name and Species:  

Lipase class 3 family protein [Arabidopsis thaliana] 

OS=Arabidopsis thaliana PE=4 SV=1 

 

Accession: tr|Q9LUL3|Q9LUL3_ARATH 

 

Unused ProtScore:  4.03                               

Seq Cov %: 4.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.21 

116: 114=E5TL: D5TL=0.40 

 

Annotated typical Precursor MS Region: 

 

 

 

 780



Sequence Coverage and Matched peptides: in different color 
MHKDNDSGSGSNPGQVSNYLIVRPHRGGYIDLFRYGVRDDQTSKAKFLEMPDNREWSTITIDEEAEDHR

WVIVVSILVRKIIRLLRTPMEFTGFVVDFFLNLFSANGGFFGLLLRLIQAKVVIPERGSVTFVSTIGQL

DGRISLYKEWNFVEHLEGIDSVDSGRVKIELGSRGLMDLCVMASKLAYENAKMNLVEFLDCWNDYQKQM

STQVFVFTDKQKDANLIVISFRGTEPFDADDWGTDFDYSWYEVPNVGKLHMGFLEAMGLGNRDDTTTFH

YNLFEQTSSEEENSKKNLLDMVERSAYYAVRVILKRLLSEHENARFVVTGHSLGGALAILFPTLLVLNE

ETEIMKRLLGVYTFGQPRIGNREVGLFMKAQLNQPVDRYFRVVYCNDIVPRLPYDDKTFLYKHFGLCLF

YDSFYNETKAEDEPDPNPYGLRYKILGHVIAVWELVRGLTMGYTHGPDYKEGWFRILFRLMGLVIPGLS

DHCMTDYVNSVRLGPDNELQMSSL 
 
 
 

 781



Protein No.: I-610 
Protein name and Species:  

dehydrogenase/reductase SDR family member 12 [Vitis 

vinifera][Vitis vinifera] OS=Vitis vinifera 

GN=VIT_18s0157g00200 PE=4 SV=1 

 

Accession: tr|D7SXZ2|D7SXZ2_VITVI 

Unused ProtScore:  4.02                               

Seq Cov %: 15.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.91 

116: 114=E5TL: D5TL=1.58 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MQNPTLHIQIHISIRESIMFILKTWRSIAFGVHGYKNSTKTGFMEHSKNFKSEDMQTQIEGKNCIVTGA

NSGIGYATAEGLASRGANVYMVCRNKERGEAALSEIQSKTGNSNVHLEVCDLSSVSEIKSFASKFSKKD

VPIHVLVNNAGLLEYNRITTSEGFELNFAVNVLGTFTMTESMLPLLEKAAPDARVITVSSGGMYSVPLT

NDLQFSDDKFDGVTQYARNKRVQVALTEKWAEMYKNKGIGFYAMHPGWAETSGLAKSLPGFYKLLSGNL

RTIEEGADTIIWLALQPKEKLVSGAFYFDRAEAPKHLMFAATRSSHAMIDSIIGNLRSFSGLSALSS 
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Protein No.: I-612 
Protein name and Species:  

UTP-glucose-1-phosphate uridylyltransferase OS=Pyrus 

pyrifolia PE=2 SV=1 

 

Accession: sp|O64459|UGPA_PYRPY 

 

Unused ProtScore: 4.01                                

Seq Cov %: 23.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.27 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAVATGNVDKLKSDVASLSQISENEKNGFINLVSRYVSGEEAQHVEWSKIQTPTDEVVVPYDGLAPTP

EDPEEIKKLLDKLVVLKLNGGLGTTMGCTGPKSVIEVRNGLTFLDLIVIQIENLNNKYGSCVPLLLMNS

FNTHDDTQKIVEKYSKSNVQIHTFNQSQYPRLVVEDFSPLPSKGQTGKDGWYPPGHGDVFPSLKNSGKL

DLLLSQGKEYVFIANSDNLGAVVDLKILHHLIQKKNEYCMEVTPKTLADVKGGTLISYEGRVQLLEIAQ

VPDQHVNEFKSIEKFKIFNTNNLWVNLNAIKRLVEADALKMEIIPNPKEVDGVKVLQLETAAGAAIRFF

NHAIGINVPRSRFLPVKATSDLLLVQSDLYTLQDGFVTRNSARKNPENPTIELGPEFKKVGSYLSRFKS

IPSILELESLKVSGDVWFGAGVVLKGKVTITAKSGVKLEIPDNAVIANKDINGPEDL 
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Protein No.: I-613 
Protein name and Species:  

Chitinase OS=Euonymus europaeus PE=2 SV=1 

 

Accession: tr|Q7Y237|Q7Y237_EUOEU 

Unused ProtScore: 4.01                                

Seq Cov %: 13.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.24 

116: 114=E5TL: D5TL=0.21 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MRFWVFTILSLSLSVLGSAEQCGRQAGGALCPGGQCCSQYGWCGTTNEYCGQGCQSQCGGSGGGGDIGG

IISRDRFNDILKHRNDNACEGKGFYSHDAFLTAAKAYPAFGTTGDDATRKREIAAFLAQTSHETTGGWP

SAPDGPYSWGYCFVRERNPPSSYCDPNYPCPKQYYGRGPLQLSWNYNYAQAGRAIGVDLINNPDLVATD

AVISFKTAIWFWMTAQSPKPSCHDVIIGSWRPSGADTAAGRVSGYGVITNIINGGIECGKGQNPQVEDR

IGFFRRYCQILGTGTGNNLDCYNQRPFGARLLLDTI 
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Protein No.: I-618 
Protein name and Species:  

HEV1.2 OS=Hevea brasiliensis PE=4 SV=1 

 

Accession: tr|Q6JYQ9|Q6JYQ9_HEVBR 

Unused ProtScore:  4                               

Seq Cov %: 64.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.33 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MNICMVVLLCLTGVAIAEQCGRQAGGKLCPNNLCCSQYGWCGSSDDYCSPSKNCQSNCKGGGGGGGGSG

GSASNVLATYHLYNPQQHGWDLNAVSAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLSVTN

TGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNPLFSIVKSSVIN 
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Protein No.: I-625 
Protein name and Species:  

Pyruvate kinase OS=Ricinus communis GN=RCOM_0248610 

PE=3 SV=1 

 

Accession: tr|B9ST42|B9ST42_RICCO 

 

Unused ProtScore:   4                              

Seq Cov %: 14.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=1.05 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MQGGHMVVEEPLRLSSILTPSKPSYLPSLTKIVGTLGPKSRSVETIEACLNAGMSVARFDFSWLDVDYH

QETLNNLRQAMRNAKKLCAVMVDTVGPELPICNQTVKQIELKADNRVTITSDVSKEPSAEILPVNFSGL

SQILKKGDTVFLGQYLFTGSENTSVWLEVLETNGKDVVCLVKNSATLTGFVLMHISQVLSSLPTLTDND

KKVISEWGSCSNVDIISLSYTRNVEDVRELRAFIKTHSLHETQVFAKIETVEGLKHFDEILQEADGIIL

GRGNLGIDLPPEKVFLFQKSAVYKCNMAGKPVIISRVVDSMTANLRPTRAEATDVANAVLDGADGILLG

AETLRGLYPIDTIRTVGRICAEAEIVCNHSFHFKRISRHVGEPMSHAESVASSAVRAAIKVKAPLIVVF

TSSGAAPRLIAKYRPPVPVFAVVIPRLRSNTLKWSFTGSAEARQLLGVRGVYPILASPLVATSGASSEV

STLKVALDHGKSVGLLKPNDQIVVFEKIGDSSVVRIMQLPS 
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Protein No.: I-628 
Protein name and Species:  

TBC1 domain family member 13 OS=Populus trichocarpa 

GN=POPTRDRAFT_174838 PE=4 SV=1 

 

Accession: tr|B9GFV7|B9GFV7_POPTR 

 

Unused ProtScore:    4                             

Seq Cov %: 8.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.22 

116: 114=E5TL: D5TL=0.22 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
SAAEDISKQALLLTELSKKVINMGELRRIASQGIPDGAGIRSTVWKLLLGYLAPDRSLWSSELAKKRSQ

YKHFKEDLLMNPSEIARRLEKTTVLNNDNGKSESRCVLSRSEITHGEHPLSLGKSSVWNQFFQDSEIIE

QIDRDVKRTHPDLHFFSGDSSLAKSNQEALRNILTVFAKLNPGIRYVQGMNEILAPLFYIFKNDPDEEM

AACAEADTFFCFVELLSGFRDHFCQQLDNSVVGIRSTITRLSQLLKEHDEELWRHLEITTKVNPQFYAF

RWITLLLTQEFNFADSLHIWDTLLSDPEGPQETLLRVCCAMLILIRRRLLAGDFTSILKLLQNYPPTNI

SHMLYVANKLR 
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Protein No.: I-631 
Protein name and Species:  

Cytochrome b5 OS=Camellia sinensis PE=2 SV=1 

 

Accession: tr|F4YFE3|F4YFE3_CAMSI 

Unused ProtScore: 4                                

Seq Cov %: 29.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.05 

116: 114=E5TL: D5TL=2.04 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MASDPKIHTFEEVAKHNKTKDCWLILSGKVYDVTPFMDDHPGGDEVLLSSTGKDATNDFEDVGHSDSAR

EMMEKYYIGGIDSSTVPLKRSYIPPQQSHYKPDKTPEFVIKIFQFLVPLLILGLAFGVRYYTKEK 
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Protein No.: I-634 
Protein name and Species:  

Putative uncharacterized protei OS=Glycine max PE=2 SV=1 

 

Accession: tr|C6TGB0|C6TGB0_SOYBN 

 

Unused ProtScore:  4                               

Seq Cov %: 5.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.46 

116: 114=E5TL: D5TL=1.44 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MESASELVEFPLLLTPIDSNYRACTIPYRFPSDNPRKPTPTEISWIDLFLNSIPSFKKRAESDTSVPDA

AAKAEKFAQRYADILEDLKKDPESHGGPPDCILLCRLRELVLRELGFRDIFKKVKDEENAKAISLSENV

VHLNDAIEDEGKRLENLVRGIFAGNIFDLGSAQLVEVFSKDGMSFLASCQNLVPRPWVIDDLDTFKLKW

SKNPWKKVIIFVDNSGADIILGIMPFARELLRRGSQVVLAANDLPSINDVTCSELVEIISKLKDEDGQL

VGVSTSNLLIANSGNDLPVIDLTRVSQELAYLASDADLVTLEGMGRGIETNLYAQFKCDSLKIGMVKHP

EVAQFLGGRLYDCVFKYNEVSS 
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Protein No.: I-643 
Protein name and Species:  

Translation machinery-associated protein 7-like OS=Hevea 

brasiliensis PE=4 SV=1 

 

Accession: tr|D9IZZ6|D9IZZ6_HEVBR 

Unused ProtScore:  4                               

Seq Cov %: 32.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.30 

116: 114=E5TL: D5TL=1.26 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSSKQGGKAKPLEQPKAEKKDYDETDTANIQKKKEEEKALKELRAKAAQKGTFGGSGLKKSGKK 
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Protein No.: I-648 
Protein name and Species:  

20 kDa chaperonin, chloroplastic OS=Vitis vinifera 

GN=VIT_17s0000g03620 PE=3 SV=1 

 

Accession: tr|D7SIZ7|D7SIZ7_VITVI 

Unused ProtScore: 3.96                                

Seq Cov %: 10.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.22 

116: 114=E5TL: D5TL=0.59 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MATAPAISTRSLPSFEGLRPSTVRVPLVRLPLRAAGLTQRPVRGLVVRAATSIGPKYTSLKPLADRVLV

KIKTVEEKTGGGILLPTTAQTKPQGGEVVAVGEGRTVGKNKVDIGVKTGTSVVYSKYAGTELEFNGSNH

LILKEDDIVGILETDDIKDLKPLNDRVLIKVAVAEEKTAGGLLLTEATKEKPSIGTVIAVGPGSLDGEG

NRKPLSLSPGSTIMYSKYAGNEFKGSDGSDYIALRASDVMAVLS 
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Protein No.: I-650 
Protein name and Species:  

Ribosomal protein (Fragment) OS=Jatropha curcas PE=2 SV=1 

 

Accession: tr|D1ML39|D1ML39_9ROSI 

Unused ProtScore:  3.95                               

Seq Cov %: 16.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=11.48 

116: 114=E5TL: D5TL=2.11 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
QSETLREAISTIMAASVEKKRNFTETIELQIGLKNYDPQKDKCFSGSVKLPHIPRPKMKICMLGDAQHV

EEAEAIGLQWMDVEALKKLNKNKKLVKKLAKQYHAFLASESVIKQIPRLLGPGLNKAGKFPTLVTHQES

LESKVNETKATVKFQLKKVLCMGVAVGNCAMEEKQVFQNVQMSVNFLVSLLKKNWQNVKCLNVKTTMGN

PVRIF 
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Protein No.: I-651 
Protein name and Species:  

Calcium lipid binding protein, putative OS=Ricinus communis 

GN=RCOM_1612600 PE=4 SV=1 

 

Accession: tr|B9RDG1|B9RDG1_RICCO 

 

Unused ProtScore:    3.94                             

Seq Cov %: 9.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.40 

116: 114=E5TL: D5TL=2.06 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGLISGIFMGMIFGIAVMAGWKHMMRYRSTKRIAKAVDIKLLGSLNRDDLKKICGDNFPDWISFPVFEQ

VKWLNKQLSKLWPFVADAATMVVKESVEPLLEDYRPPGITSLKFNKFSLGTVPPKIEGIRVQSLKKGQI

IMDIDFRWGGDPSIILGVEAALVASIPIQLKDLEVYTVIRVIFQLAEEIPCISAVVIALLSEPKPKIDY

VLKAVGGSLTAIPGLSDMIDDTVHSIVTDMLQWPHRVVVPIGGIPVDTSELELKPEGKLTVTVVKANDL

KNMEMIGKSDPYVVLYIRPMFKVKSRTIENNLNPVWDQTFEMIAEDKETQSLILEVFDKDIGQDKRLGI

AKLPLIELEAETWKQHELRLLPALDMLKIKDKKDGGTLTIKVLYHAFNKEEQLAALEEEKRIIEERKKL

KEAGVIGSTMDALDGAVGLVGTGIASGVGLVGTGIGAGVGLVGTGVGAGVGIVGSGLGAVGSGLSKAGK

FVGRTFTGQSSKRSGSSTPVNSVQENGGAKPL 
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Protein No.: I-653 
Protein name and Species:  

Quercetin 3-O-methyltransferase 1 OS=Arabidopsis thaliana 

GN=OMT1 PE=1 SV=1 

 

Accession: sp|Q9FK25|OMT1_ARATH 

 

Unused ProtScore:   3.92                              

Seq Cov %: 8.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.13 

116: 114=E5TL: D5TL=0.70 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGSTAETQLTPVQVTDDEAALFAMQLASASVLPMALKSALELDLLEIMAKNGSPMSPTEIASKLPTKNP

EAPVMLDRILRLLTSYSVLTCSNRKLSGDGVERIYGLGPVCKYLTKNEDGVSIAALCLMNQDKVLMESW

YHLKDAILDGGIPFNKAYGMSAFEYHGTDPRFNKVFNNGMSNHSTITMKKILETYKGFEGLTSLVDVGG

GIGATLKMIVSKYPNLKGINFDLPHVIEDAPSHPGIEHVGGDMFVSVPKGDAIFMKWICHDWSDEHCVK

FLKNCYESLPEDGKVILAECILPETPDSSLSTKQVVHVDCIMLAHNPGGKERTEKEFEALAKASGFKGI

KVVCDAFGVNLIELLKKL 
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Protein No.: I-666 
Protein name and Species:  

glyceraldehyde-3-phosphate dehydrogenase，NADP-dependent 

OS=Vitis vinifera GN=VIT_11s0037g00070 PE=3 SV=1 

 

Accession: tr|D7U1A1|D7U1A1_VITVI 

 

Unused ProtScore:   3.83                              

Seq Cov %: 44.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.24 

116: 114=E5TL: D5TL=0.99 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAGTGVFAEIIDGDVYKYYSEGEWRKAVSGKSVAIINPTTRKTQYRVQACSQEEVNKAMEIAKSAQKIW

AKTPLWKRAELLHKAAAILKEHKAPIAECLVKEIAKPAKDAVTEVVRSGDLVSYTAEEGVRILGEGKFL

VSDSFPGNERSKYCLTSKIPLGVILAIPPFNYPVNLAVSKIAPALIAGNSIVLKPPTQGAVSALHMVHC

FHLAGFPKGVISCVTGKGSEIGDFLTMHPGVNCISFTGGDTGVAISKKAGMIPLQMELGGKDACIVLED

ADLDLVAANIVKGGFSYSGQRCTAVKVVLAMESIADTLVEKVNAKVAKLTVGPPEDDCDITPVVSESSA

NFIEGLVMDAKQKGATFCQEYRREGNLIWPLLLDNVRPDMRIAWEEPFGPVLPVLRINSVEEGIHHCNA

SNFGLQGCVFTRDINKAILISDAMETGTVQINSAPARGPDHFPFQGLKDSGIGSQGITNSINMMTKIKS

TVINLPSPSYTMG 
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Protein No.: I-668 
Protein name and Species:  

Neutral leucine aminopeptidase preprotein OS=Solanum 

lycopersicum GN=LapN PE=2 SV=1 

 

Accession: tr|Q8GZD8|Q8GZD8_SOLLC 

 

Unused ProtScore:  3.82                               

Seq Cov %: 13.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.50 

116: 114=E5TL: D5TL=1.13 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAALRVSSALACSSSSSFHSYPSIFTKFQSSPIWSFSISVTPLCSRRAKRMAHSIARDTLGLTHTNQSD

APKISFAAKEIDLVEWKGDILTVGATEKDLARDGNSKFQNPLLQKLDSKLSGLLSEASSEEDFSGKAGQ

STILRLPGLGSKRIALVGLGSPTSSTAAYRCLGEAAAAAAKSAQASNIAIALASTDGLSAELKLSSASA

ITTGAVLGTFEDNRFKSESKKPTLKSLDILGLGTGPEIEKKIKYAADVCAGVILGRELVNAPANVLTPA

VLAEEAKKIASTYSDVFSANILDVEQCKELKMGSYLAVAAASANPAHFIHLCYKPSSGEIKKKIALVGK

GLTFDSGGYNIKTGPGCSIELMKFDMGGAAAVLGAAKALGQIKPAGVEVHFIVAACENMISGTGMRPGD

IITASNGKTIEVNNTDAEGRLTLADALVYACNQGVEKIVDLATLTGACVVALGPSIAGIFTPSDDLAKE

VVAASEVSGEKLWRLPMEDSYWDSMKSGVADMVNTGGRPGGAITAALFLKQFVNEKVQWMHIDLAGPVW

SDKKKNATGFGVSTLVEWVLKNSTN 
 
 
 

 805



Protein No.: I-680 
Protein name and Species:  

hydrolase domain-containing protein 4-like [Vitis vinifera] 

OS=Vitis vinifera GN=VIT_18s0001g13610 PE=4 SV=1 

 

Accession: tr|E0CPI5|E0CPI5_VITVI 

Unused ProtScore:  3.74                               

Seq Cov %: 14.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=9.46 

116: 114=E5TL: D5TL=2.53 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAEEMTKAELGSSSSTTKSRSLWPSLFRWIPTSTDHIIDAEKRLLSLVKTPYVQEQVNIGSGPPGSKVR

WFRSASNEPRFINTVTFDSKDDSPTLVMVHGYGASQGFFFRNFDALARRFRVIAIDQLGWGGSSRPDFT

CKSTEETEAWFIDSFEEWRKAKNLSNFILLGHSVGGYVAAKYALKHPEHIQHLILVGPAGFSLESDGKS

EWLTRFRATWKGAVLNHLWESNFTPQKLVRGIGPWGPDLVRKYTSARFSSYSTGDLLTEEESKLLTDYV

YHTVAAKASGELCLKYIFSFGAFARLPLLHSASEWKVPTTFIYGFEDWMNYQGAQEARKQMKVPCEIIR

VPQAGHFVFIDNPSGFHSAVLYACRRFLLPDPDSQSLPEGLTSA 
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Protein No.: I-683 
Protein name and Species:  

bifunctional polymyxin resistance protein; 

UDP-D-apiose/UPD-D-xylose synthetase [Vitis vinifera] 

OS=Vitis vinifera 

 

Accession: tr|D7SN69|D7SN69_VITVI 

 

Unused ProtScore:   3.7                              

Seq Cov %: 26.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.31 

116: 114=E5TL: D5TL=2.04 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASAARLDLDGNAIKPMTICMIGAGGFIGSHLCEKLMAETMHKVLAVDVYSDKIKHLLEPSTHPWSDRI

QFHRINIKHDSRLEGLIKMADLTINLAAICTPADYNTRPLDTIYSNFIDALPVVKYCSENNKRLIHFST

CEVYGKTIGSFLPKDSPLWQDPTYYVLKEDASPCIFGPIEKQRWSYACAKQLIERLIYAEGAENDLEFT

IVRPFNWIGPRMDFIPGIDGPSEGVPRVLACFSNNLLRHEPLKLVDGGQSQRTFVYIKDAIEAVLLMID

NPARANGHIFNVGNPNNEVTVRQLAEMMTEVYAKVSGEPSLEVPTVDVSSKEFYGEGYDDSDKRIPDMT

IINKQLGWNPKTSLWDLLESTLTYQHRTYAEAIKQAIAKPVAS 
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Protein No.: I-687 
Protein name and Species:  

V-type proton ATPase subunit F OS=Hevea brasiliensis 

GN=VHA-F PE=2 SV=1 

 

Accession: tr|B8Y6I1|B8Y6I1_HEVBR 

Unused ProtScore: 3.68                                

Seq Cov %: 21.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.69 

116: 114=E5TL: D5TL=1.54 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MANRVQIPTSNSALIAMIADEDSVVGFLLAGVGNVDLRRKSNYLLVDSKTTVKQIEDAFKDFTTREDIA

IVLISQYVANMVRFLVDSYNKPVPAILEIPSKDHPYDPAQDSVLSRVKHLFSAESVASERR 
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Protein No.: I-688 
Protein name and Species:  

argininosuccinate lyase [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_18s0001g07590 PE=3 SV=1 

 

Accession: tr|E0CRW7|E0CRW7_VITVI 

 

Unused ProtScore:  3.66                               

Seq Cov %: 8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.54 

116: 114=E5TL: D5TL=0.47 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKTSATDPSTKKAKEAKLWGGRFEEGVTDAVERFTESISFDKALYKQDIMGSRAHASMLAHQGLISVSD

RDSILQGLDNIERRIEDGEFVWRTDREDVHMNIEAALTDLIGEPAKKLHTARSRNDQVLTDFRLWCRDA

IDNIVARIEHLQVALVTLAMKNENLIVPGYTHLQRAQPILLQHLLLAYVEQLDRDAGRLLDCRQRLNFC

PLGACALAGTGLPIDRFMTSHDLGFNAPMRNSIDAVSDRDFVLEFLSANSITAIHLSRLGEEWVLWASE

EFGFLTPSDSVSTGSSIMPQKKNPDPMELVRGKSARVVGDLVTLLVLCKGLPHAYNRDLQEDKEPTFDS

TKTIIGMLEVCAEFAQNITFNREKIKKALPAGHLDATTLADYLVKKGIPFRTSHDIVGKSVALCVSKNC

QLQDLSLDELRSVNPVFDEDVYEFLGVENAVKKFCSYGSTGSECVAEQLDFWVTKLQINTAGHK 
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Protein No.: I-692 
Protein name and Species:  

Homogentisate 1,2-dioxygenase, putative OS=Ricinus communis 

GN=RCOM_1743950 PE=4 SV=1 

 

Accession: tr|B9RXB8|B9RXB8_RICCO 

 

Unused ProtScore:  3.63                               

Seq Cov %: 7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.09 

116: 114=E5TL: D5TL=0.19 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDNPKSNGRDFPSDDHDYLSGFGNTFESEAIHGALPRGQNSPLICPYGLYAEQISGSSFTSPRKLSQRS

WLYRIKPSVTHEPFKPRVPSHGKIVSEFDKTDSCTTTPTQLRWKPVDIPDSPTDFIDGLFTICGAGSSF

LRHGFAIHMYTANKSMGNCALCNADGDFLVVPQEGRLWITTECGKLQVSPGEVVVLPQGFRFAVDLPDG

PSRGYVAEIFGTHFQLPDLGPIGANGLAAPRDFLVPKAWYEEGPCPGYTIIQKFGGELFTAKQDFSPFN

VVAWHGNFVPYKYDLKKFCPYNTVLIDHSDPSINTVLTASTDKPGVALLDFVIFPPRWLVAEHTFRPPY

YHRNCMSEFMGLIYGGYEAKADGFVPGGASLHSCMTPHGPDTKTYEATIARGNDAGPSRITDTMAFMFE

SCLIPRICLWAVESPFIDHDYYQCWIGLKSHFSHGADSKNGGI 
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Protein No.: I-694 
Protein name and Species:  

3-isopropylmalate dehydratase, putative OS=Ricinus communis 

GN=RCOM_1217310 PE=4 SV=1 

 

Accession: tr|B9SQS5|B9SQS5_RICCO 

 

Unused ProtScore: 3.61                                

Seq Cov %: 8.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.48 

116: 114=E5TL: D5TL=0.67 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASSAITSPSSSFITKKDLGLSAFSSQSSPFYSIPKCKKSISKKVVSVMAPQQSERTPATTGSVKTAMT

MTEKILARASEKSQLSPGENVWVNVDVLMTHDVCGPGSIGIFKREFGQNATVWDREKIVIIPDHYIFTT

DERANRNVDILRDFCQEQNVKYFYDIKDLSNFKVNPDYKGVCHVALAQEGHCRPGEVLLGTDSHTCTAG

AFGQFATGIGNTDAGFVLGTGKLLLKVPPTLRFVMDGEMPDYLLAKDLILQIIGEISVSGATYKSMEFV

GTTVESLNMEERMTLCNMVVEAGGKNGVIPSDSTTFKYLEDKTSVPFEPVYSDEKARFLSEYRFDVSKL

EPLVAKPHSPDNCALARECKDVKIDRVYIGSCTGGKTEDFMAAAKVFLASGKKVKVPTFLVPATQKVWM

DVYSLPVPGSGGKTCSQIFEEAGCDTPASPSCGACLGGPKDTYARMNEPMVCVSTTNRNFPGRMGHKEG

QIYLASPYTAAASALTGYVTDPREFLQ 
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Protein No.: I-700 
Protein name and Species:  

Protein-L-isoaspartate O-methyltransferase OS=Ricinus 

communis GN=RCOM_1508020 PE=3 SV=1 

Accession: tr|B9RAR0|B9RAR0_RICCO 

Unused ProtScore:  3.54                               

Seq Cov %: 15.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.87 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MPISPVIAYGCRNYYYVPVPPLKRILTYSFRKNHLHHNNSHRCFLLLLRTTTNFHPQFSTFNLIPRKLY

CPFTGNSLFFRMERFFAGSGINKNKAMVEHLQHYGVISSRKVVEVMETIDRALFVPDGTQAYVDSPMPI

GYNATISAPHMHATCLQLLEEHLKPGMHALDVGSGTGYLTACFAIMVGPQGRAVGVEHIPELVTSSVKN

ILKSAAAPLLKEGFLSVHIGDGRQGWPEFAPYDAIHVGAAAPEIPQALIDQLKPGGRMVIPVGNIFQDL

KVIDKNQDGSISVRSETSVRYVPLTSRDAQLRG 
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Protein No.: I-703 
Protein name and Species:  

Heat shock protein 17.5 cytosolic class II OS=Jatropha curcas 

PE=2 SV=1 

 

Accession: tr|D5JG84|D5JG84_9ROSI 

Unused ProtScore:  3.53                               

Seq Cov %: 19.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.50 

116: 114=E5TL: D5TL=1.34 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MDVRFVGLDSPLLHTLQQMMDIGDDADHKSFNAPTRTYVRDAKAMASTPADVKEYPNSYVFIIDMPGLK

SGDIKVQVEDDNVLLISGERKREEEKEGAKYVRMERRVGKLMRKFALPENANTDAISAVCQDGVLTVTV

QKLPPPEPKKPKTIEVKIA 
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Protein No.: I-704 
Protein name and Species:  

Putative uncharacterized protein OS=Vitis vinifera 

GN=VIT_13s0067g03420 PE=4 SV=1 

 

Accession: tr|D7T494|D7T494_VITVI 

 

Unused ProtScore:   3.52                              

Seq Cov %: 3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.10 

116: 114=E5TL: D5TL=0.35 

 

Annotated typical Precursor MS Region: 

 

 

 818



Sequence Coverage and Matched peptides: in different color 
MKPKAVVNPLVTFEHKRDAYGFAVRPQHLQRYREYANIYKEEEEERSERWNIFLEQQAESAQLPVNGLS

ADEHNKALHGEATEKDVDANPEKVVQKLGSDDSNENVTEKESQGVAETKTHRIQIWTEIRTSLHAIEEM

MSTRVKKRRDSSKNEKETGLGKHHAPVEEARSLKGVSEEDSEDEFYDVERSDPVQDVPSSDSSNASATA

SAGDVVTLETSFPWKEELECLVRGGVPMALRGELWQAFVGVKARRVERYYQELLASEHNVGNKVEQDSS

QTDSLTDGPIKDSLTVTEKWKGQIEKDLPRTFPGHPALDEDGRNALRRLLTAYARHNPSVGYCQAMNFF

AGLLLLLMPEENAFWALMGIIDDYFDGYYSEEMIESQVDQLAFEDLVRERLPKLVNHLDFLGVQVAWVT

GPWFLSIFMNMLPWESVLRVWDVLLFEGNRVMLFKTALALMELYGPALVTTKDAGDAVTLLQSLAGSTF

DSSELVLTACMGYQNVNEARLQELRDKHRAAVIAAVEERSKGLRAWRDSKGLAHKLYGFKHDPGSLAMD

ANQTEQVVDSQANGDMSHMEPGSANVDGFLIGLTENVEIDSVPDLQEQVRWLKVELCKLLEEKRSALLR

AEELETALMEMVKQDNRRQLSARVEQLEQEVSELRQALADKQEQEHAMLQVLVRVEQEQKLTEDARRFA

EQDAAAQRYAAQVLQEKYEEAITSLAQMEKRVVMAETMLEATLQYQSGQVKAQPSPRSHQDSSSARSNQ

ETPQELPTRKIGLLSRPFALGWRDRNKGKPASEEVSDAKPTNEVENPSAQQVESPSTQQKDANGHEVQE

KQ 
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Protein No.: I-708 
Protein name and Species:  

Hydrolase, hydrolyzing O-glycosyl compounds, putative 

OS=Ricinus communis GN=RCOM_0272270 PE=4 SV=1 

 

Accession: tr|B9T139|B9T139_RICCO 

 

Unused ProtScore:  3.46                               

Seq Cov %: 6.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=16.00 

116: 114=E5TL: D5TL=3.72 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAWSLQKSEIKPTVRKLEKKGGDRQLDAMTIKPAVRISDRKLIVKDRTILTGLQDNVIATSGSSSSPVE

GVFIGAVFDEENSRHVVPLGTLRDVRFMACFRFKLFWMAQKMGDHGRDIPLETQFLMMETKDGSQLESD

GGNEENQIIYTVFLPLIEGSFRACLQGNDNDELELCLESGDVDTKAASFTHPLFIHAGTDPFGTLTEAV

RAVKLHLKSFRQRHEKKLPAIIDYFGWCTWDAFYQEVTQEGVEAGLKSLSEGGTLPKFVIIDDGWQSVG

GDPQEDDEDKPQPLLRLIGIKENEKFRKKDDPTVGIKNIVNIAKEKYGLKYVYVWHAITGYWGGVRPGV

KEMEEYGSLMKYPKVSEGVLENEPTWRTDVLAVQGLGLMNPKAVYKFYNELHNYLASAGIDGVKVDVQC

ILETLGAGLGGRVEITRQYHQALDASVARNFPDNGCIACMSHNTDALYCSKQTAVVRASDDFFPRDPVS

HTIHIAAVAYNSVFLGEFMQPDWDMFHSLHPAAEYHASARAISGGPVYVSDEPGKHDFNVLKKLVLPDG

SILRARLPGRPTRDCLFSDPARDGISLLKIWNMNKHTGVLGVYNCQGAAWNCVERKNTFHETKSEALTG

AIKGRDVHLIAEAATDSNWNGDCAVYCHQTAELTTVPYNASLPVSLKVLEHEIFTLTPIKVLAPGFSFA

PLGLIAMYNAGGAIEGLKYEVKGVKLVELDEGYKGENSTVSDERVENISSELVGKICMEVKGCGKFGAY

SSTKPRMCIVDSNIAEFEYDSSSGLVTFNLDNLAEEGRLHLVEVEV 
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Protein No.: I-710 
Protein name and Species:  

ATP-citrate synthase, putative OS=Populus trichocarpa 

GN=POPTRDRAFT_827990 PE=4 SV=1 

 

Accession: tr|B9N432|B9N432_POPTR 

 

Unused ProtScore:  3.44                               

Seq Cov %: 17.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.56 

116: 114=E5TL: D5TL=0.61 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MARKKIREYDSKRLLKEHLKRLSGIDLQICSAQVTEGTDFTELTNKEPWLSSTKLVVKPDMLFGKRGKS

GLVALNLDLAQVAEFVKARLGAEVEMGGCKAPITTFIVEPFVPHDQEFYISIVSERLGSTISFSECGGI

EIEENWDKVKTIFLPTEKPMTLEACAPLIATLPLEIRGKIGDFIISVFSVFQDLDFSFLEMNPFTLVNG

EPYPLDMRGELDDTAAFKNFKKWGNVEFPLPFGRVLSSTESFIHSLDEKTSSSLKFTVLNPKGRIWTMV

AGGGASVIYADTVGDLGYASELGNYAEYSGAPNEDEVLQYARVVIDCATSDPDGRKRALLIGGGIANFT

DVAATFNGIIRALREKESKLKAARMHIYVRRGGPNYQTGLAKMRTLGEELGVPLEVYGPEATMTGICKQ

AIDCIMSTA 
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Protein No.: I-713 
Protein name and Species:  

Potassium channel beta, putative OS=Ricinus communis 

GN=RCOM_1021600 PE=4 SV=1 

 

Accession: tr|B9RWM3|B9RWM3_RICCO 

Unused ProtScore:  3.44                               

Seq Cov %: 7.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=12.13 

116: 114=E5TL: D5TL=2.13 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MQYKNLGRSGLKVSQLSYGAWVSFGNQLDVKEAKSLLQCCRDHGVNFFDNAEVYANGRAEEIMGQAIRE

LGWKRSDIVVSTKIFWGGSGPNDKGLSRKHIVEGTKASLKRLDMDYVDVIYCHRPDSSTPIEETIRAMN

HVIDKGWAFYWGTSEWSAQQITEAWGIAERLDLVGPIVEQPEYNLLSRHKVESEYLPLYTNYGLGLTTW

SPLASGVLTGKYSRGAIPPDSRFALENYKNLASRSLIDDVLKKVNGLKPIADELGVPLSQLAIAWCAAN

PNVSSVITGATKESQIQENMKAIDVIPLLTPAVMEKIEAVVQSKPKRPDSYR 
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Protein No.: I-714 
Protein name and Species:  

Aldehyde dehydrogenase family 7 member A1 OS=Euphorbia 

characias PE=2 SV=1 

 

Accession: tr|Q5EBY6|Q5EBY6_EUPCH 

 

Unused ProtScore: 3.43                                

Seq Cov %: 11.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.59 

116: 114=E5TL: D5TL=0.68 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGFARKEYEFLSEIGLSERNLGCYVNGTWKANGPVVTTSNPANNQAIAEVVEGSIEDYEEGMKACSEAA

KIWMQVPAPKRGDIVRQIGDALRGKLEHLGRLVSLEMGKILAEGIGEVQEIIDMCDFCVGLSRQLNGSI

IPSERPNHAMLEMWNPLGIVGVITAFNFPCAVLGWNACIALVCGNCAVWKGAPTTPLMTIATTKLVAEV

LERNNLPLAIFTSFCGGADIGQAIAKDTRIPLVSFTGSSKVGLMVQQTVNQRYGKSLLELSGNNAIIVM

DDADIPLAARSILFAAVGTAGQRCTTCRRLILHEKIYDTVLDQLLKSYKQVKIGDPLEKGTLLGPVHTA

ESRKNFEKGIELIKSQGGKILTGGSVIESEGNYVQPTIVEISSKAEVVKEELFAPVLYVMKFQTLEEAI

EINNSVPQGLSSSIFTRRPDVIFKWLGPHGSDCGIVNVNIPTNGAEIGGAFGGEKATGGGREAGSDSWK

QYMRASTCTINYGSELPLAQGINFG 
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Protein No.: I-716 
Protein name and Species:  

Isoflavone reductase, putative OS=Ricinus communis 

GN=RCOM_1594880 PE=4 SV=1 

Accession: tr|B9R7W5|B9R7W5_RICCO 

Unused ProtScore:  3.43                               

Seq Cov %: 20.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.23 

116: 114=E5TL: D5TL=0.48 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MADTSKILIIGGTGYIGKFIVEASAKAGLPTFVLIRESTVSDPVKGKIVENFKNLGVTLLHGDLYDHES

LVKAIKQADVVISTLGALQLADQTKVIAAIKEAGNVKRFFPSEFGTDVDHVHAVEPAKSAFETKAQIRR

AIEAEGIPYTYAVCNYFASLMIPLLLRPAGDKVTILGDGNVKAIFSMEQDIALYTIKAVDDPRTLNKTL

FVNPPMNILTYNELVALEEKKTGKTIEKNYVPEEKVLQDIQTVPMPFNIGLAINHCVFIKGDQTNFEID

PSWGVEASQLYPDVKYTTIAEYFDQTA 
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Protein No.: I-717 
Protein name and Species:  

glycine-tRNA ligase 1, mitochondrial OS=Populus trichocarpa 

GN=POPTRDRAFT_830916 PE=3 SV=1 

 

Accession: tr|B9GZ19|B9GZ19_POPTR 

 

Unused ProtScore:  3.42                               

Seq Cov %: 10.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.79 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAASEDSLRRALAEKQSSIESQGNTVRALKASNAEKATVDEAIEKLNALKLDKSVMEKQLQAAVNGNGP

DGSVNKEAFRQAVVNTLERRLFYIPSFKIYRGVAGLYDYGPPGCAVKSNVLSFWRQHFVLEENMLEVDC

PCVTPEVVLKASGHVDKFTDLMVKDEKTGTCCRADHLLKDFCNEKIQKDLSISAEKAAELKHVLAILDD

LSAEELGAKIKEYGITAPDTKNPLSDPYPFNLMFQTSIGPSGLSPGYMRPETAQGIFVNFKDLYYYNGN

KLPFAAAQIGQAFRNEISPRQGLLRVREFTLAEIEHFVDPEYKSHPKYSEVADLEFLMFPRELQISAQS

AKKIQLGEAVSKGIVNNETLGYFIGRVYLFLTRLGIDKDRLRFRQHLANEMAHYAADCWDAEIESSYGW

IECVGIADRSAYDLHAHSEKSGVPLVAHEKFSEPKEVEKLVIAPVKKELGLAFKGNQKKVVEALEAMNE

KEALDMKASLETKGEVEFYVCTLGEKVTIKKNMVSISKEKKKEHQRTFTPSVIEPSFGIGRIIYCLYEH

SFYMRPSKAGDEQLNVFRFPPLVAPIKCTVFPLVQNQQYEDVAKIISKTLTAAGISHKIDITGTSIGKR

YARTDELGVPFAITVDSISSVTIRERDSKDQIRVDVEEAAPVVKSVTDGHKTWADVWANFPHHSSGSVE

D 
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Protein No.: I-718 
Protein name and Species:  

40S ribosomal protein S25-1, putative OS=Ricinus communis 

GN=RCOM_1447530 PE=4 SV=1 

 

Accession: tr|B9RH67|B9RH67_RICCO 

Unused ProtScore:  3.42                               

Seq Cov %: 20.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.07 

116: 114=E5TL: D5TL=0.91 

 

Annotated typical Precursor MS Region: 

 
 

Sequence Coverage and Matched peptides: in different color 
MAPKKDKAPPPSSKPAKSGGGKQKKKKWSKGKQKEKVNNMVLFDQATYDKLLSEAPKYKLITPSILSDR

LRVNGSLARRAIRELMARGLIRMVSAHASQQIYTRATNT 
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Protein No.: I-720 
Protein name and Species: clathrin heavy chain 1 [Vitis vinifera] 

OS=Vitis vinifera GN=VIT_13s0067g01290 PE=4 SV=1 

 

Accession: tr|A5ACP0|A5ACP0_VITVI 

 

Unused ProtScore: 3.4                                

 

Seq Cov %: 15.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.63;  

116: 114=E5TL: D5TL=1.20 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAANAPITMKEVLTLPSLGISPQFITFTHVTMESDKYLCVRETAPQNSVVIIDMNMPMQPLRRPITAD

SALMNPNTRILALKAQLPGTTQDHLQIFNIEMKAKMKSYQMPEQIVFWKWITPKMLGLVTQTSVYHWSI

EGDSEPVKMFERTANLVNNQIINYRCDPSEKWLVLIGIAPGSPERPQLVKGNMQLFSVEQHRSQALEAH

AASFATFKVPGNDQPCTLIGFATKSFNAGQIVSKLHVIELGSNPGKPGFTKKQADLFFPPDFADDFPVA

MQISHKYGLIYVITKLGLLFVYDLESASAVYRNRISPDPIFLTAEATSIGGFYAINRRGQVLLATVNEA

AIVPFVSGQLNNLELAVNLAKRGNLPGAENLVVQRFQELFAQTKYKEAAELAAESPQGILRTPDTVAKF

QSVPMQSGQTPPLLQYFGTLLTRGKLNAFESLELSRLVVNQNKKNLLENWLAEDKLECSEELGDLVKTV

DTDLALKIYIKARATPKVVAAFAERREFDKILIYSKQVGYTPDYLFLLQTILRSDPQGAVNFALMMSQM

EGGCPIDFNTITDLFLQRNLIREATAFLLDVLKPNLPEHGFLQTKVLEINLVTYPNVADAILANGMFSH

YDRPRIAQLCEKAGLYVRALQHYTELPDIKRVIVNTHAIEPQALVEFFGTLSREWALECMKDLLLVNLR

GNLQIIVQTAKEYSEQLGVDQCVKLFEQFKSYEGLYFFLGSYLSSSEDPDIHFKYIEAAAKTGQIKEVE

RVTRESNFYDAEKTKNFLMEAKLPDARPLINVCDRFGFVPDLTHYLYTNNMLRYIEGYVQKVNPSNAPL

VVGQLLDDECPEDFIKGLILSVRSLLPVEPLVDECEKRNRLRLLTQFLEHLVSEGSQDVHVHNALGKII

IDSNNNPEHFLTTNPYYDSRVVGKYCEKRDPTLAVVAYRRGQCDEELINVTNKNSLFKLQARYVVERMD

SDLWEKVLDPDNDYRRQLIDQVVSTALPESKSPEQVSAAVKAFMTADLPHELIELLEKIVLQNSAFSGN

FNLQNLLILTAIKADPSRVMDYINRLDNFDGPAVGEVAVEAQLFEEAFAIFKKFNLNVQAVNVLLDNIQ

SIERAVEFAFRVEEDAVWSQVAKAQLREGLVSDAIESFIRADDATQFLDVIRAAEDANVYHDLVRYLLM

VRQKAKEPKVDSELIYAYAKIDRLGEIEEFILMPNVANLQNVGDRLYDEALYEAAKIIFAFISNWAKLA

CTLVKLRQFQGAVDAARKANSSKTWKEVCFACVDAEEFRLAQICGLNIIIQVDDLEEVSDYYQNRGCFN

ELISLMESGLGLERAHMGIFTELGVLYARYRPEKLMEHIKLFSTRLNIPKLIRACDEQQHWKELTYLYI

QYDEFDNAATTIMNHSPDAWDHMQFKDVAVKVANVELYYKAVHFYLQEHPDLINDLLNVLALRVDHTRV

VDIMRKAGHLHLVKPYMVAVQSNNVSAVNEALNGIYVEEEDYDRLRESIDMHDNFDQIGLAQKIEKHEL

LEMRRVAAYIYKKAGRWKQSIALSKKDNLYKDAMETASQSGDRELAEELLVYFIEKGKKECFASCLFVC

YDLIRPDIALELAWINNMVDFALPYLLQFIREYAGKVDELVKDKLEALNEVKAKEKEEKDVIAQQNMYA

QLLPLALPAPPMPGMGGAGMAGGFVPPPMGSMGMPPMPPFGMPPMGTY 
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Protein No.: I-723 
Protein name and Species:  

Unknown protein 1 (Fragment) OS=Vitis rotundifolia PE=1 

SV=1 

 

Accession: sp|P86104|UP01_VITRO 

Unused ProtScore:  3.4                               

Seq Cov %: 100 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.11 

116: 114=E5TL: D5TL=0.58 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
TNAENEFVTIKK 
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Protein No.: I-729 
Protein name and Species:  

5-methyltetrahydropteroyltriglutamate--homocysteine 

methyltransferase, putative OS=Ricinus communis 

GN=RCOM_0952830 PE=3 SV=1 

 

Accession: tr|B9RQ33|B9RQ33_RICCO 

 

Unused ProtScore: 3.37                                

Seq Cov %: 16.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.62 

116: 114=E5TL: D5TL=1.09 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MRQVSLNVLAPFTSFRVISLPFSSSTNPSSLSFLPFSFHFPSLSSTSFRAMASHIAGYPRMGPKRELKF

ALESFWDGKSSAEDLQKVAAELRASIWKQMADAGTKFIPSNTFSYYDQVLDTTAMLGAVPPRYGWDGGE

IGFDVYFSMARGNASVPAMEMTKWFDTNYHYIVPELGPEVKFSYASHKAVDEYKEAKALGVETVPVLVG

PVSYLLLSKPAKGVEKSFSLLSLIDRILPIYKEVIAELKAAGARWIQFDEPKLVMDLDSHELQAFTNAY

SELEASLSGVHVVVETYFADLPAEAYKTLTSLKGVTGFGFDLVRGTKTLDLIKGGFPTGKFLFAGVVDG

RNIWANDLASSLDTLHALESAVGKDKVVVSTSCSLLHTAVDLANEPKLDKEIKSWLAFAAQKVLEVNAL

AKALAGNRDEAFFSSNALAHASRKSSPRVTNEAVQQAAAALKGSDHRRATNVSARLDAQQKKLNLPILP

TTTIGSFPQTLDLRRVRREYKAKKISEDDYVKAIKEEISKVVKIQEELDIDVLVHGEPERNDMVEYFGE

QLSGFAFTANGWVQSYGSRCVKPPIIYGDVSRPKAMTVFWSSMAQSMTSRPMKGMLTGPVTILNWSFVR

NDQPRHETCYQIALAIKDEVEDLEKAGITVIQIDEAALREGLPLRKSEHAFYLDWAVHSFRITNCGVED

TTQIHTHMCYSNFNDIIHSIINMDADVITIENSRSDEKLLSVFREGVKYGAGIGPGVYDIHSPRIPSTE

EIADRINKMLAVLESNILWVNPDCGLKTRKYSEVKPALSNMVAATKILRTQLASAK 
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Protein No.: I-732 
Protein name and Species:  

Catalytic, putative OS=Ricinus communis GN=RCOM_0300260 

PE=4 SV=1 

 

Accession: tr|B9T676|B9T676_RICCO 

Unused ProtScore:   3.37                              

Seq Cov %: 8.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=4.02 

116: 114=E5TL: D5TL=11.62 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MEYEGNQQHVLEKYECLLFDVDDTLYPLRSGLSQHVTKNIQEYMVQKLGIEESKVAELCVSLYKLYGTT

LAGLRAIGHNIDYDDFHSFVHGRLPYDIVKPDPVLRNLLHSLPVRKIVFTNADKTHASRVLSRLGLEDC

FEGILSFETLNNTTKGNESVNEDENGVFDINEYTAAPNAGLALPRSPVVCKPFEDAFEQVFKITSINPQ

RTLFFDDSIRNLQTGKRLGLTTVWVGSSHRTEGVDYALESIHNIKEALPELWDANEKSDGVRYSGRVAI

ETSVKA 
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Protein No.: I-735 
Protein name and Species:  

Phagocytic receptor 1b [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_01s0011g06540 PE=4 SV=1 

 

Accession: tr|D7T8E1|D7T8E1_VITVI 

 

Unused ProtScore:  3.34                               

Seq Cov %: 3.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.71 

116: 114=E5TL: D5TL=1.29 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MERAMAILVVAVLILLCGSQVRSDASSHRYKAGEAVPLYANKVGPFHNPSETYRYFDLPFCVPAHLKEK

KEALGEVLNGDRLVSAPYKLDFLREKDSEVVCKKKLKKEEVAQFRAAVAKDYYFQMYYDDLPIWGFIGK

VDKEGKADPSEYKYFLYKHIQFDIRYNKDRVIEINARTDPHSMVDVTDDKDVDVEFMYTVKWTETDAPF

EKRMEKYSQTSSMPHHLEIHWFSIINSCVTVLLLTGFLATILMRVLKNDFIKYAHDEESADDQEETGWK

YIHGDVFRYPKYKSLFAAALGSGTQLFTLTVFIFILALVGVFYPYNRGALFTALVVIYALTSGIAGYTA

TSFYCQLEGTNWVRNLLLTGCLFCAPLFLTFCFLNTVAIIYSATAALPFGTIVVIVLIWTLVTSPLLVL

GGIAGKNSKAEFQAPCRTTKYPREIPALPWYRSTIPQMAMAGFLPFSAIYIELYYIFASVWGHRIYTIY

SILFIVFIILLIVTAFITVALTYFQLAAEDHEWWWRSFLCGGSTGLFIYGYCLYYYYARSDMSGFMQTS

FFFGYMACICYGFFLMLGTVGFRASLLFVRHIYRSIKCE 
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Protein No.: I-738 
Protein name and Species:  

Dimethylaniline monooxygenase, putative OS=Ricinus 

communis GN=RCOM_1470740 PE=4 SV=1 

 

Accession: tr|B9RLT7|B9RLT7_RICCO 

 

Unused ProtScore: 3.33                                

Seq Cov %: 6.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.43 

116: 114=E5TL: D5TL=0.25 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVSDFTRSKNVCVIGAGPSGLVAARELRKEGHRVVLLEQKDDVGGQWLYEANVESEHPLGKKKFLEVHS

SIYASLRLVSPREIMGYTDFPFLVKKGRDMRRFPGHRELWLYLKDFCDSFGLREMIRFNTRVEYVGMLD

YDELRNDLKWVVKSKEKDSEKAVEEVFDAVVVATGHYSHPKLPFIKGMETWKRKQMHSHIYRVPEPFRN

EVVVVVGNSLSGQDISMELVEVAKEVHLSSKSLDVTLGLSKVISKHENLHLRPQIESLEEDGRVLFADG

SQVIADTILYCTGYTYTFPFLDTKGIVVVEDDRVGPLYEHTFPPSLAPSLSFVGIPRKIIGFPFFESQA

KWIAQLLSGKRTLPSWDDMMLSIKQFYQSRDTAGIPKHNTHDIADFEYCDRYADHIGFPHLEEWRKQLC

LSALVNANDNLETYRDSWDDHDLLQEALQSPHFTQLGVQDFIV 
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Protein No.: I-740 
Protein name and Species:  

Aminopeptidase M1 [Arabidopsis thaliana] OS=Arabidopsis 

thaliana GN=APM1 PE=2 SV=1 

 

Accession: tr|Q8VZH2|Q8VZH2_ARATH 

 

Unused ProtScore:  3.31                               

Seq Cov %: 6.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.19 

116: 114=E5TL: D5TL=0.38 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDQFKGEPRLPKFAVPKRYDLRLNPDLIACTFTGTVAIDLDIVADTRFIVLNAADLSVNDASVSFTPPS

SSKALAAPKVVLFEEDEILVLEFGEILPHGVGVLKLGFNGVLNDKMKGFYRSTYEHNGEKKNMAVTQFE

PADARRCFPCWDEPACKATFKITLEVPTDLVALSNMPIMEEKVNGNLKIVSYQESPIMSTYLVAIVVGL

FDYVEDHTSDGIKVRVYCQVGKADQGKFALHVGAKTLDLFKEYFAVPYPLPKMDMIAIPDFAAGAMENY

GLVTYRETALLYDEQHSAASNKQRVATVVAHELAHQWFGNLVTMEWWTHLWLNEGFATWVSYLATDSLF

PEWKIWTQFLDESTEGLRLDGLEESHPIEVEVNHAAEIDEIFDAISYRKGASVIRMLQSYLGAEVFQKS

LAAYIKNHAYSNAKTEDLWAALEAGSGEPVNKLMSSWTKQKGYPVVSAKIKDGKLELEQSRFLSSGSPG

EGQWIVPVTLCCGSYEKRKNFLLESKSGAYDLKELLGCSIADGSDKINGTCSWIKINVDQAGFYRVKYD

DSLAAGLRNATESQSLTSIDRYGILDDSFALTMARQQSLASLLTLCSAYKKELDYTVLSNLIAISYKVV

KIGADANQELMSGIKHFFIGVFQFAAGKLGWDPKQGESHLDAMLRGEVLTALAVFGHDETLKEAVRRFD

AFLADRNTPLLPPDIRRAAYVAVMQRANKSDKSGYESLLRVYRETDLSQEKTRILGSLASCPDPTIVQD

VLNFVLSDEVRNQDALYGLSGVSWEGREVAWKWLQEKWEYIGNTWGSGFLITRFISAVVSPFASFEKAK

EVEEFFATRSKPSMARTLKQSIERVHINANWVESIKKEDNLTQLVAQLSSN 
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Protein No.: I-743 
Protein name and Species:  

Cytochrome P450, putative OS=Ricinus communis 

GN=RCOM_1517900 PE=3 SV=1 

 

Accession: tr|B9SDH3|B9SDH3_RICCO 

 

Unused ProtScore:  3.29                               

Seq Cov %: 2.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.11 

116: 114=E5TL: D5TL=1.19 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEIWLFIPISLAVSILLKLVINHLLSTKNSTHKLPPGPSPLPILGSSLWLTTTVFDLESALRSLHSKFG

PLLTLHMGSRPAIFIADRSLAHEALIQNSSIFADRPPALGMEKINTSDQHTISSAFYGPTWRLLRRNLT

AKVLHPSNIKSYSHTRKWVVQILKDRLESEFKERGRIQVMGHFQYAMFCLLAFMCFGDNLEEDQIRKIE

EVQRQLLLNFVEFSVFSFWPSVTKVLFRKRWDEYMQIRKNQENVLIPLLRSRKAQRDKETDSVLPYVDT

LMDLGLPDEKRKLEEEEIVSLLSEILNGGTETTATALQWIMANLVKYPHIQEKLYMEIRRIVGEGEDLI

KEDELQKMPFLKAVILEGLRRHPPAHMVVPHAVTEDTVLDKYLIPKNGTVNFMVAEMGWDSKVWKDPMA

FKPERFMGSEYEHEVFDITGSREIKMMPFGLGRRMCPGHGLAMLHLEYLVANMVWSYEWKGMDGNGVDL

SEKLEFSVVMKNPLQAQISPRRRHKLIIDKI 
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Protein No.: I-744 
Protein name and Species:  

cytochrome b5 reductase 1-like，NADH [Vitis vinifera] OS=Vitis 

vinifera GN=VIT_13s0047g01190 PE=4 SV=1 

 

Accession: tr|F6HIY1|F6HIY1_VITVI 

Unused ProtScore:  3.29                               

Seq Cov %: 6.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.61 

116: 114=E5TL: D5TL=2.01 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MWKMTSTLLPTFRVTWPLKTPGIELSGFAVGLAAVGLAAVYFFYGRRKPKGCLDPERFQDFKLVQKTRI

SHNVGRFRFALPTPTSVFGLPVGQHIICRGKDDQGAEVIRPYTPITLDSDVGFYELVVKMYPKGQMSHH

FRKMREGDTLAVKGPRGRLIYKPGQAKAFGMLAGGTGITPMFQLTRAILENPKDKTNVHLIYANISYDD

ILLKDELDGFARKFPNRFKVFYVLSQPPEAWNGGIGHISKEMIEKHCPAPAPDIQILRCGPPGMNKAMA

GHLVALGYTPQMQFEF 
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Protein No.: I-746 
Protein name and Species:  

40S ribosomal protein S23 OS=Solanum tuberosum PE=2 SV=1 

 

Accession: tr|Q38HT5|Q38HT5_SOLTU 

Unused ProtScore: 3.29                                

Seq Cov %: 11.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.62 

116: 114=E5TL: D5TL=0.41 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MGKTRGMGAGRKLKSHRRRQRWADKSYKKSHLGNEWKKPFAGSSHAKGIVLEKIGIEAKQPNSAIRKCA

RVQLIKNGKKIAAFVPNDGCLNYIEENDEVLIAGFGRKGHAVGDIPGVRFKVVKVSGVSLLALFKEKKE

KPRS 
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Protein No.: I-757 
Protein name and Species:  

Very-long-chain enoyl-CoA reductase-like OS=Populus 

trichocarpa GN=POPTRDRAFT_720621 PE=2 SV=1 

 

Accession: tr|A9PDL9|A9PDL9_POPTR 

Unused ProtScore: 3.24                                

Seq Cov %: 7.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.94 

116: 114=E5TL: D5TL=2.66 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MKVTVVSRSGREVIKGGLELSDSATVADLQEAIHKRTKKFYPARQRLTLPLPPGSKERPTVLNYKKNLK

EYQDGNLDSLTILFKDLGPQVSYRTLFFFEYLGPLVLYPFFYYFPVYQFLGYKGEHIMHPVQTYALYYW

CFHYFKRIMETFFVHRFSHATSPLSNVFRNCAYYWTFGSYIAYYVNHPLYTPVGDLQMKIGFGFGLVCQ

LANFYCHILLRNLRRPDGNGGYQIPSGFLFNIVTCANYTTEIYQWLGFNIATQTVAGYIFLVVAASIMT

NWALAKHRRLKKLFDGKDGRPKYPRRWVILPPVL 
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Protein No.: I-758 
Protein name and Species:  

Suppression of tumorigenicity, putative OS=Ricinus communis 

GN=RCOM_0712150 PE=4 SV=1 

 

Accession: tr|B9RRB9|B9RRB9_RICCO 

 

Unused ProtScore: 3.22                                

Seq Cov %: 6.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=1.68 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAKNEDTGSPGWRASLFLQTTEDVARAVAAAAAAATAPRSPRPSVVFSSKDDHGDSQFQKLQRHVTRVL

KGFSSPPPEVKAGTYNPEVLTSQKRQWANFQLQYLDHRSLKEPSRLFESMVVVGLHPNCDLQALQRQYV

ARKSEGSARLQGSPGCQNQSRVEPVLEPQVLFVYPPDKQLPLKYKDLLSFCFPGGMEVHAVEKTPSMSE

LNEILLGQEHLKQSDLSFVFRLQVADDSTLYGCCVLVDEIVQKPSGLLSMISDKRSSCSSLSRYVLTTR

RCYCILSRLPFFELHFGVLNSIFTEERLERLTRHIGAFDLESSEGYDKDENLGYNLDSVSPNYIAAEDR

LDGAAETFQSSLRDSTPGEDNKNHMEHCITEEHIHLLQKGVNDNIVVPVESETEIVSNKGESGGGNLED

SDICVDDLSKKQAEERRLPNAVLPLIRYYQYESSESSSSFQGSPSEDRNFRSDIDDTETEEASTSGQED

TNDHMDILEWAKVNNYGSLQIICKYYQLHCPSRGSTLRLHPLEHLHPLEYHRTDETVLHIAGSVIDLRT

CSTSLEFAEAHSALSAEEEATALSTWAVACICGSLRLENVLTLFAGALLEKQIVFVCSNLGILSASVLS

IVPLIRPYQWQSLLMPILPDDMLDFLDAPVPYVVGVKNKTSEVQSKLTNVILVDVNKNQVKSHTIPQLP

KHRELFSSLSPYHAKLVGESYLARKRPVHECTDVQVCYSA 
 
 

 849



Protein No.: I-759 
Protein name and Species:  

Peroxidase 12, putative OS=Ricinus communis 

GN=RCOM_0961200 PE=3 SV=1 

 

Accession: tr|B9SEA1|B9SEA1_RICCO 

Unused ProtScore:   3.22                              

Seq Cov %: 7.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.49 

116: 114=E5TL: D5TL=1.56 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MASANSFTSLLLISCLLLAACFSAIEAQTKPPIKNGLSWTFYKTSCPKAESIIRSELKKIFKKDVGQAA

GLLRLHFHDCFVLGCDSSVLLDGSAGGPSEKSELPNLTLRKQAFKIVEDLRARLHKECGRVVSCSDIVA

IAARDSVVLTGGPEYAIPLGRRDGVKFAEINATFEHLVGPTAKVTEILTKLDRKGLDATDAVALSGGHT

IGIGHCTSFTERLYPSQDPTMDKTFANNLKLTCPKLDTTNTTFLDIRSPNKFDNKYYVDLMNRQGLFTS

DQDLYTDKRTRSIVTSFAINESLFFEKFIIGMIKMGQLDVLTGNQGEIRANCSAINPKKKYIESVAEEE

LGSSSEMR 
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Protein No.: I-760 
Protein name and Species:  

elongation factor 2-like OS=Vitis vinifera 

GN=VIT_19s0027g00760 PE=4 SV=1 

 

Accession: tr|F6H4T7|F6H4T7_VITVI 

 

Unused ProtScore:  3.21                               

Seq Cov %: 25 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.63 

116: 114=E5TL: D5TL=1.51 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDFNRICLPLWVKFTVEELRRIMDYKHNIRNMSVIAHVDHGKSTLTDSLVAAAGIIAQEVAGDVRMTDT

RQDEAERGITIKSTGISLYYEMSDESLKNYRGERQGNEYLINLIDSPGHVDFSSEVTAALRITDGALVV

VDCVEGVCVQTETVLRQALGERIRPVLTVNKMDRCFLELQVDGEEAYQTFSRVIENANVIMATYEDPLL

GDVQVYPEKGTVAFSAGLHGWAFTLTNFAKMYASKFGVDESKMMERLWGENFFDPSTRKWTTKNTGAPN

CKRGFVQFCYEPIKQIINTCMNDQKDKLWPMLQKLGVTMKSDEKDLMGKALMKRVMQTWLPASTALLEM

MIFHLPSPSTAQKYRVENLYEGPLDDIYATAIRNCDPEGPLMLYVSKMIPASDKGRFFAFGRVFSGKVS

TGLKVRIMGPNYVPGEKKDLYVKSVQRTVIWMGKRQETVEDVPCGNTVAMVGLDQFITKNATLTNEKES

DAHPIRAMKFSVSPVVRVAVQCKVASDLPKLVEGLKRLAKSDPMVVCSIEESGEHIIAGAGELHLEICL

KDLQDDFMGGAEIVKSDPVVSFRETVLEKSCRTVMSKSPNKHNRLYMEARPLEEGLAEAIDDGRVGPRD

DPKARSKILSEEFGWDKDLAKKIWCFGPETTGPNMVVDMCKGVQYLNEIKDSVVAGFQWASKEGALAEE

NMRGICFEVCDVVLHADAIHRGGGQVIPTARRVIYASQLTAKPRLLEPVYLVEIQAPEQALGGIYSVLN

QKRGHVFEEMQRPGTPLYNIKAYLPVVESFGFSGTLRAATSGQAFPQCVFDHWDVMSADPLEAGSTAAQ

LVADIRKRKGLKEQMTPLSEFEDKL 
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Protein No.: I-763 
Protein name and Species:  

Cinnamoyl-CoA reductase OS=Hevea brasiliensis GN=CCR 

PE=2 SV=1 

 

Accession: tr|E9M776|E9M776_HEVBR 

Unused ProtScore: 3.19                                

Seq Cov %: 5.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.58 

116: 114=E5TL: D5TL=1.02 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MPVDTSSLSGHGQTVCVTGAGGFIASWIVKLLLERGYTVKGTVRNPDDPKNSHLRELEGAKERLTLCKA

DLLDYESLRKAIMGCDGVFHAASPVTDDPEQMVEPAVNGTKNVVIAAAEAKVRRVVFTSSIGAVYMDPN

RNPDVVVDESCWSDLDFCKNTKNWYCYGKAVAEQAAWEVAKEKGVDLVAVNPVLVLGPLLQSTVNASII

HILKYLTGSAKTYANSVQAYAHVKDVALAHILVYEIPSASGRYLCAESVLHRGEVVEILAKSFPEYPIP

TRCSDEKNPRAKPYKFSNQKLKDLGMEFTPVKQCLYETVKSLQERGHLPIPKQPEDSIRIQS 
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Protein No.: I-771 
Protein name and Species:  

Multicopy suppressor of IRA1 OS=Nicotiana tabacum 

GN=MSI1 PE=2 SV=1 

 

Accession: tr|B0LUS9|B0LUS9_TOBAC 

 

Unused ProtScore:  3.09                               

Seq Cov %: 5.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.58 

116: 114=E5TL: D5TL=0.52 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGKDEDEMRGEIEERLINEEYKIWKKNTPFLYDLVITHALEWPSLTVEWLPDREEPPGKDYSVQKMILG

THTSENEPNYLMLAQVQLPLEDAENDARHYDDDRSEFGGFGCANGKVQIIQQINHDGEVNRARYMPQNS

FIIATKTISAEVYVFDYSKHPSKPPLDGACNPDLRLRGHSTEGYGLSWSQFKQGHLLSGSDDAQTCLWD

INATPKNKALDAMQIFKIHEGVVEDVAWHLRHEYLFGSVGDDQYLHIWDLRTPSVTKPIQSVVAHQSEV

NCLAFNPFNEWVVATGSTDKTVKLFDLRKISTALHTLDCHKEEVFQVGWNPKNETILASCCLGRRLMVW

DLSRIDEEQTPEDAEDGPPELLFIHGGHTSKISDFSWNPCEDWVVASVAEDNILQIWQMAENIYHDEDD

LPGDDATKAP 
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Protein No.: I-772 
Protein name and Species:  

ubiquitin-associated (UBA) zinc-finger and PB1 

domain-containing protein OS=Populus trichocarpa 

GN=POPTRDRAFT_252306 PE=4 SV=1 

 

Accession: tr|B9IEZ0|B9IEZ0_POPTR 

 

Unused ProtScore:  3.06                               

Seq Cov %: 5.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.13 

116: 114=E5TL: D5TL=0.57 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
IQVKYSDTLRRFNAHVKENEQLDLDMIALREKIFGLFNFPPDADLTLTYIDEDGDVVTLADDDDLRDVM

RQNLKFLRIDVQLNNDKSGKSNARSSGSSTPMRSPRVQSPLPCLNNGVADVLKSVPEPLREVLSKISLD

LTSKAVASNTVLTELVDCFSKMGQYHLNPTSQSHDGIGAQTGATAPTVLNASKDGGLKEDLLNLNSPLK

TSQEERFENGTKTAMSPHTAVPSPVNLNPNPQISNSHVIKRNNSLNNPMVGMFHRGVQCDGCGVHPITG

PRYKSKVKEDYDLCSICFAEMGNEADYIKMDRPMPYRNRWSFKGFNDPKSWAIPQPLSKGSYGVKGAQP

KLDSRFVLDVNVSDGTMMPTCTPFTKIWRMRNNGSVAWPQGVRLVWIGGDRFFNTDSVEIEIPVNGVPI

DGELDVAADFVSPALPGRYISYWRMAYPSGGKFGQRVWVLIEVDASLKDPFFKYLNLNESPNYIGSKFP

GVLDMNVQPAVDGCFLEPQNNTLLSEPDVPMVDEQPKSQELKFPIDDALLIGHGVSASAPPQAMPSSVP

VLYPMIDISETVPASTELLPAADASTSPEEVIVENAVEKTLLKELKEMGFKQVDLNKEILRRNEYDLEQ

SVDDLCGVSDWDPILEELQEMGFRDKEMNKLLLKKNNGSIKGVVMDILTGKK 
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Protein No.: I-774 
Protein name and Species:  

Vacuolar sorting protein, putative OS=Ricinus communis 

GN=RCOM_0363260 PE=4 SV=1 

 

Accession: tr|B9SYU2|B9SYU2_RICCO 

 

Unused ProtScore:  3.05                               

Seq Cov %: 2.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.96 

116: 114=E5TL: D5TL=2.06 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MIADGVENEEKWLAAGIAGLQQNAFNMHRALDSNNLRDALKYSAQMLSELRTSKLSPHKYYELYMRAFD

ELRKLEIFFREETRRGCSIIDLYELVQHAGNILPRLYLLCTVGSVYIKSKEAPAKDVLKDLVEMCRGIQ

HPVRGLFLRSYLSQVSRDKLPDIGSEYEGDADTVMDAVEFVLQNFTEMNKLWVRMQHQGPAREKEKREK

ERSELRDLVGKNLHVLSQIEGVDLDMYKETVLPRVLEQVVNCKDEIAQFYLMDCIIQVFPDEYHLQTLE

VLLGACPQLQPSVDIKMVLSRLMERLSNYAASSTEVLPEFLQVEAFSKLNHAIGKVIEAQVDMPMFGAV

TLYSSLLTFTLHVHPDRLDYADQVLGACVKKLSNKGKLEDSKATKQIVALLSAPLEKYNDVVTALKLSN

YPRVMEYLDNETNKVMATVIIQSIMKNNTRISIADKVEALFELITGLIKDLDGTHEEVDEDDFKEEQNS

VARLIQMLHNDDPEEMYKIICTVRKQIMTGGPKRLPFTVPPLVFSSLKLVRRLQGQEENPFGDESSTTP

KKIFQLLNQMIEALSIVPAPELALRLYLQCAEAANDSDLEPVAYEFFTQAYILYEEDISDSKAQVTALH

LIIGTLQRMHVFGVENRDTLTHKATGYSAKLLKKPDQCRAVYGCAHLFWVDDQDNMKDGERVLICLKRA

LRIANAAQQMANATRGSTGSVTLFVEILNKYLYFFEKGNPQVTVAAIQSLIELITTEMQSDSSTPDPAA

DAFFASTLRYIQFQKQKGGAIGEKYEPLKIVTG 
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Protein No.: I-778 
Protein name and Species:  

Phosphoglycerate dehydrogenase OS=Populus trichocarpa 

GN=POPTRDRAFT_1069632 PE=2 SV=1 

 

Accession: tr|A9PEK1|A9PEK1_POPTR 

 

Unused ProtScore: 3.04                                

Seq Cov %: 4.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.19 

116: 114=E5TL: D5TL=0.54 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAATTSTAASSLLATKKNLSSLSLTSANKLPAFSPLLTSSRRQRFIVLSASLNSKPTVLVAEKLGEAGI

NLLKDFANVDCSYNLSPDELCTKISLCDAIIVRSGTKVSREVFESSGGRLKVVGRAGVGIDNVDLAAAT

EHGCLVVNAPTANTVAAAEHGIALMAAMARNVAQADASVKAGKWERNKYVGVSLVGKTLAVMGFGKVGS

EVARRAKGLGMHVIAHDPYAPADRARAIGVELVSFDEAIATADFISLHMPLTPATAKILNDETFAKMKK

GVRIVNVARGGVIDEDALVRALDAGIVAQAALDVFTVEPPPQDSKLVQHERVTVTPHLGASTKEAQEGV

AIEIAEAVVGALKGELASTSVNAPMVPAEVLTELKPYVELAEKLGRLAVQLVSGGSGVKDVKVTYASAR

APDDLDTRVLRAMITKGLIEPISSVFVNLVNADFSAKQRGLRISEERILGDGSPESPLHFIQVQIANVE

SKFASAISENGEIKVEGRVKDGIPHLTKVGSFEVDVSLEGSIILCRQVDQPGMIGKVGSVLGVENVNVS

FMSVGRIAPRKQAVMAIGVDEQPSKETLKKIGDIPAVEEFVFLKL 
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Protein No.: I-779 
Protein name and Species:  

Sucrose synthase [Arabidopsis thaliana] OS=Arabidopsis lyrata 

subsp. lyrata GN=ARALYDRAFT_494980 PE=4 SV=1 

 

Accession: tr|D7MNN8|D7MNN8_ARALL 

 

Unused ProtScore: 3.03                                

Seq Cov %: 8.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.27 

116: 114=E5TL: D5TL=0.33 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MPTGRFETMREWVHDAISAQRNELLSLFSRYVAQGKGILQSHQLIDEFLKTVKVDGTTEDLNKSPFMKV

LQSAEEAIVLPPFVALAIRPRPGVREYVRVNVYELSVDHLTVSEYLRFKEELVNGHANGDYLLELDFEP

FNATLPRPTRSSSIGNGVQFLNRHLSSIMFRNKESMEPLLEFLRTHKHDGRSMMLNDRIQNIPILQGAL

ARAEEFLSKLPLATPYSEFEFELQGMGFERGWGDTAQKVSEMVHLLLDILQAPDPSVLETFLGRIPMVF

NVVILSPHGYFGQANVLGLPDTGGQVVYILDQVRALENEMLLRIQKQGLEVIPKILIVTRLIPEAKGTT

CNQRLEKVSGTEHAHILRIPFRTEKGILRKWISRFDVWPYLETFAEDASNEISAELQGVPNLIIGNYSD

GNLVASLLASKLGVMQCNIAHALEKTKYPESDIYWRNHEDKYHFSSQFTADLIAMNNADFIITSTYQEI

AGSKNNVGQYESHTAFTMPGLYRVVHGIDVFDPKFNIVSPGADMTIYFPYSDKERRLTALHESIEELLF

SAEQNDEHVGLLSDQSKPIIFSMARLDRVKNLTGLVECYAKNSKLRELANLVIVGGYIDVNQSRDREEM

AEIQKMHSLIEQYDLHGQFRWIAAQMNRARNGELYRYIADTKGVFVQPAFYEAFGLTVVESMTCGLPTF

ATCHGGPAEIIENGVSGFHIDPYHPDQVAATLVSFFETCNTNPNHWVKISEGGLKRIYERYTWKKYSER

LLTLAGVYAFWKHVSKLERRETRRYLEMFYSLKFRDLANSIPLATDEN 
 

 863



Protein No.: I-780 
Protein name and Species:  

Calcium ATPase OS=Populus trichocarpa 

GN=POPTRDRAFT_768258 PE=3 SV=1 

 

Accession: tr|B9HPP7|B9HPP7_POPTR 

 

Unused ProtScore:   3.03                              

Seq Cov %: 2.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.01 

116: 114=E5TL: D5TL=1.67 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGKGGEDYGERDQNGIESQNQGDIFPAWAKEVKECEEKYAVNREFGLSSADVEKRLKIYGYNELEKHEG

VSIFKLILDQFNDTLVRILLAAAIVSFVLAWYDGEEGGEMGITAFVEPLVIFLILIVNGIVGIWQESNA

EKALEALKEIQSEHATVIRDRKKFSSLPAKELVPGDIVELRVGDKVPADMRVLNLISSTLRVEQGSLTG

ESEAVSKTAKPVAESTDIQGKKCMVFAGTTVVNGNCICLVTETGMNTEIGKVHSQIHEAAQNEEDTPLK

KKLNEFGEVLTMLIGIICALVWLINLKYFLTWEYVDGWPKNFKFSFEKCTYYFEIAVALAVAAIPEGLP

AVITTCLALGTRKMAQKNALVRKLPSVETLGCTTVICSDKTGTLTTNQMAVSKLVAMGSRVGTLRSFNV

EGTTYSPFDGKIEDWPVGRMDSNLQMIAKIAAVCNDAGVEQSGNHYVAGGMPTEAALKVMVEKMGFPGG

LSKESSLVHEDVLACCRLWNTMEQRIATLEFDRDRKSMGVIVNSSSGKKSLLVKGAVENLLDRSTSIQL

LDGSVVALDRCSKDLILQNLREMSTSALRCLGFAYKEDLSEFRTYSGDEDHPAHQLLLDLHNYSSIESN

LTFVGLAGLRDPPRKEVRQAIEDCKAAGIRVMVITGDNKNTAEAICHEIGVFGPYDDISSKSLTGREFM

GLRDKKTHLRQSGGLLFSRAEPRHKQEIVRLLKEDGEVVAMTGDGVNDAPALKLADIGIAMGIAGTEVA

KEASDMVLADDNFSTIVVAVGEGRSIYNNMKAFIRYMISSNIGEVASIFLTAALGIPEGMIPVQLLWVN

LVTDGPPATALGFNPPDGDVMKKPPRKSDDSLISAWILFRYLVIGFYVGIATVGVFIIWYTRHTFMGID

LSGDGHSLVTYSQLANWGHCESWKNFSASPFTAGSQVFNFDANPCEYLRSGKIKASTLSLTVLVAIEMF

NSLNALSEDCSLVRMPPWVNPWLLLAMSVSFGLHFLILYVPFLAQVFGIVPLSLNEWLLVLAVALPVIL

IDEVLKFVGRLTSGWRHSGSRRPSKSKPE 
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Protein No.: I-782 
Protein name and Species:  

Serine/threonine-protein kinase SRK2C OS=Arabidopsis 

thaliana GN=SRK2C PE=1 SV=1 

 

Accession: sp|Q9M9E9|SRK2C_ARATH 

Unused ProtScore:  3.02                               

Seq Cov %: 6.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.54 

116: 114=E5TL: D5TL=0.27 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MERYEIVKDIGSGNFGVAKLVRDKFSKELFAVKFIERGQKIDEHVQREIMNHRSLIHPNIIRFKEVLLT

ATHLALVMEYAAGGELFGRICSAGRFSEDEARFFFQQLISGVNYCHSLQICHRDLKLENTLLDGSEAPR

VKICDFGYSKSGVLHSQPKTTVGTPAYIAPEVLSTKEYDGKIADVWSCGVTLYVMLVGAYPFEDPSDPK

DFRKTIGRILKAQYAIPDYVRVSDECRHLLSRIFVANPEKRITIEEIKNHSWFLKNLPVEMYEGSLMMN

GPSTQTVEEIVWIIEEARKPITVATGLAGAGGSGGSSNGAIGSSSMDLDDLDTDFDDIDTADLLSPL 
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Protein No.: I-783 
Protein name and Species:  

Nonsense-mediated mRNA decay protein, putative OS=Ricinus 

communis GN=RCOM_0241560 PE=4 SV=1 

 

Accession: tr|B9T5L2|B9T5L2_RICCO 

 

Unused ProtScore:    3.02                             

Seq Cov %: 4.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.62 

116: 114=E5TL: D5TL=0.38 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEEAGMFMVRQTIGSVLCCKCGIPMQPNAVNMCVKCLRSEVDITEGLKKRVIIKHCPECDTYLQPPYT

RIKAQLESKELMTFCVRTLDLKHAGVTLVHAEFIWTEPHSKRIKLRCRVQKEVHRGAVLEQSYIVEFVQ

QESMCESCSRVQANPDQWVASVQLRQHVSHRRTFFYLEQLILKHDAAARAIKIKQMDQGIDFFFGNRSH

GVKFVEFLGKVAPVRSRHDKQLVSHDPKSNNYNYKYTFSVEISPICREDLVCLPPKVAVSLGNLGPLVI

CTKVTNSIALLDPLTLRHCYLDGDQYWRSSFKSLLTSRQLVEYIVLDVDIISPEVNIGSSKYAMAEVQV

ARLSDFGKNDTIFFIKTHLGHILKPGDQALGYDLYGANSNDIELDKYKGLVLPEAILIKKSYEEKRQRK

RGKPRAWKLKSLEMEVDDSRGRNDQEKMDTEYEQFLRDLEENAELRFNVSLYRNKEYQPSEMASVTDGE

DVPSIPLEELLADLDISEMEDAADDMRE 
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Protein No.: I-784 
Protein name and Species:  

ADP-ribosylation factor, putative OS=Ricinus communis 

GN=RCOM_0910690 PE=3 SV=1 

 

Accession: tr|B9RTH6|B9RTH6_RICCO 

Unused ProtScore: 3    

Seq Cov %: 15.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.64 

116: 114=E5TL: D5TL=1.77 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MGGFISRFWFMLFPAKEYKIVVVGLDNAGKTTTLYKLHLGEVVTTHPTVGSNVEELVYKNIRFEVWDLG

GQDRLRTSWATYYRGTHAVIAVIDSTDRARISIMKDELFRLLGHEDLQHSVILVLANKQDLKDAMTPAE

ITDALSLHSIKNHDWHIQACCALTGEGLYDGLGWIAQRVTGKAPS 
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Protein No.: I-789 
Protein name and Species:  

Putative uncharacterized protein OS=Ricinus communis 

GN=RCOM_1588080 PE=4 SV=1 

 

Accession: tr|B9R730|B9R730_RICCO 

 

Unused ProtScore:  2.98                               

Seq Cov %: 10.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.10 

116: 114=E5TL: D5TL=0.14 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSWWWAGAIGAAKKKQEEDDAPRSFQSVALVLGVTGIVGNSLAEILPLSDTPGGPWKVYGVARRPRPTW

NADHPVEYIQCDISDSAETQSKLSQLTDITHIFYVTWTNRQSEDENCEINGLMFRNVLQAVIPNAPNLR

HICLQTGAKHYVGPFESLGKIQTHDPPFTEDLPRLDAPNFYYTLEDIMFEEVAKKEGLTWSIHRPDQIF

GFSPYSLMNIIGTLCVYATICKHEGLPLLFPGTKAAWNCYSVASDADLIAEHQIWASVDPYAKDEAFNC

NNGDVFKWKHFWKVLAEQFGIEEYGFEEGEKRLSLVEMMKGKEAVWEEIVSENQLQPTKLDEVAVWWFV

DLMLGGEAVISSMNKSKEHGFLGFRNSKNSFASWIDKMKAYKIVP 
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Protein No.: I-790 
Protein name and Species:  

Cycloartenol synthase OS=Ricinus communis PE=1 SV=1 

 

Accession: sp|Q2XPU6|CAS1_RICCO 

 

Unused ProtScore:   2.98                              

Seq Cov %: 3.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.48 

116: 114=E5TL: D5TL=1.16 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MWKLRIAEGSGNPWLRTTNDHIGRQVWEFDSSKIGSPEELSQIENARQNFTKNRFIHKHSSDLLMRIQF

SKENPICEVLPQVKVKESEQVTEEKVKITLRRALNYYSSIQADDGHWPGDYGGPMFLMPGLIIALSITG

ALNAILSEEHKREMCRYLYNHQNRDGGWGLHIEGPSTMFGSVLCYVSLRLLGEGPNEGEGAVERGRNWI

LKHGGATAITSWGKMWLSVLGAYEWSGNNPLPPEMWLLPYILPVHPGRMWCHCRMVYLPMSYLYGKRFV

GPITPTVLSLRKELYTVPYHEIDWNQARNQCAKEDLYYPHPMLQDVLWATLHKFVEPILMHWPGKRLRE

KAIQTAIEHIHYEDENTRYICIGPVNKVLNMLCCWVEDPNSEAFKLHLPRLYDYLWLAEDGMKMQGYNG

SQLWDTAFAVQAIVSTNLIEEYGPTLKKAHSFIKKMQVLENCPGDLNFWYRHISKGAWPFSTADHGWPI

SDCTAEGIKALMLLSKIPSEIVGEGLNANRLYDAVNVVLSLQNGDGGFPTYELSRSYSWLEFINPAETF

GDIVIDYPYVECTSAAIQALTSFRKSYPEHQREEIECCIKKAAKFMEKIQISDGSWYGSWGVCFTYGTW

FGIKGLVAAGKSFGNCSSIRKACDFLLSKQCPSGGWGESYLSCQKKVYSNLEGDRSHVVNTAWAMLSLI

DAGQAERDPTPLHRAARYLINAQMENGDFPQQEIMGVFNRNCMITYAAYRDIFPIWALGEYRCRVLKAS 
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Protein No.: I-794 
Protein name and Species:  

Lactoylglutathione lyase [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_10s0116g01660 PE=4 SV=1 

 

Accession: tr|F6H7L5|F6H7L5_VITVI 

 

Unused ProtScore: 2.95                                

Seq Cov %: 23 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.24 

116: 114=E5TL: D5TL=0.19 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEAAPVVPSDELLEWPKKDKRRFLHVVYRVGDLDRTIKFYTECFGMKLLRKRDIPEEKYSNAFLGFGP

EETNFVVELTYKEDDETVLEYLLNCFQQQAPRYQLKLLRKVFDPWKLAAPVVPSDELLEWPKKDKRRFL

HVVYRVGDLDRTIKFYTECFGMKLLRKRDIPEEKYTNAFLGFGPEETNFVVELTYNYGVDKYDIGTGFG

HFAIATQDVYKMVEDIRAKGGIITREPGPVKGGKSVIAFAKDPDGYIFELIQRGPTPEPLCQVMLRVGD

LERSIKFYEKALGMKMVKKTDRPEYKYSIAMMGYAEEHETTVLELTYNYGVTEYTKGNAYAQVAISTDD

VYKSAEVVNLVTKELGGKITRQPGPIPGLNTKITSFLDPDGWKTVLVDNEDFLKELHKEE 
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Protein No.: I-799 
Protein name and Species:  

protein argonaute 4A-like [Vitis vinifera] OS=Vitis vinifera 

GN=VITISV_044457 PE=4 SV=1 

 

Accession: tr|A5BG74|A5BG74_VITVI 

 

Unused ProtScore: 2.93                                

Seq Cov %: 2.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.55 

116: 114=E5TL: D5TL=2.21 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MHPRPALMLPCIQPSRPALMLPCIQPLRQSYSSPTSEAHEFHVLQVLYKYLASCNRILKRRLGRFVKNR

TVCPVRWSDRWFERFNAGSTTKRFFETDRTEKLTGRRFDRSDRPNLTMESQXPPNAEPXKRSSSIPNRL

PMARRGLGRTGETIQLVXNHFKVSMHSNANTGAHFYQYNVSLAXEDGHPADAKDIGRKVMDKVHETYHT

EMAXMSFAYDGEKSLFTIGSLPSKKLRFTVVLEDASSNRISTXRNIDXPDDGSDRKRSRRPYHSKTFNV

EISFAAKFPMDSIVRASYGQPSKHLQDAAXVLDIILRQHAAKKGCLVVRQSFFDNLPXNFTPLGGGVLG

CRGFNSSFRATQGGLFLNMDVSTTLVIQPDPVRDFLVSNQNVKDMYHIDWSKLCTLVSLQRYTKPLSTQ

QRSSLVEKSRQKPQERMRALKSNKYDANPMLRSSGISISTQFTQVEGRILPTPSSISVVISLQLKSGNG

QDLSPRNGRWNFNNKELAQPTKIDPWLIASFSSRCNMKTLIQDLIKCAKMKGISMGYPAEIFTENPQYM

REPAPVRVDKMISTMMSQFRRLPQFILCILPQKKNCDIYGPWKRQCLSGCGVPTQCIAPSTPVVNDQYL

TNLLLKINAKLGGLNSLLTMGYCPSLRLISTIPTLILGMDVSHGSPGRADVPSIAAVVSSRHWPSISQY

RATVRTQSPKLEMIDSLFEPLPNSKDSGIIQACKLLDEQWHPKFMVIIAQKNHHTRFLQNGSPSNVPPG

LSPLYHLQSQVQSGQAGLRITMYCWMSLAFQQMTCSNLCIPCVXLAPVCYAHLAAAQVAQFIKFEDLPE

SSSGHAAAPVPQLPSFHEKVADTMFFC 
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Protein No.: I-801 
Protein name and Species:  

S-adenosylmethionine synthase 1 OS=Elaeagnus umbellata 

GN=SAMS1 PE=2 SV=1 

 

Accession: sp|Q9AT56|METK1_ELAUM 

Unused ProtScore:  2.92                               

Seq Cov %: 26 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.60 

116: 114=E5TL: D5TL=0.96 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
METFLFTSESVNEGHPDKLCDQISDAVLDACLAQDPDSKVACETCSKTNMVMVFGEITTKANVDYEKIV

RDTCRAIGFVSDDVGLDADNCKVLVNIEQQSPDIAQGVHGHFTKRPEEIGAGDQGHMFGYATDETPEYM

PLSHVLATKLGARLTEVRKNGTCPWLRPDGKTQVTVEYYNENGAMVPVRVHTVLISTQHDETVTNDEIA

ADLKEHVIKPVIPEKYLDEKTIFHLNPSGRFVIGGPHGDAGLTGRKIIIDTYGGWGAHGGGAFSGKDPT

KVDRSGAYIVRQAAKSIVANGLARRCLVQVSYAIGVPEPLSVFVDSYGTGQIPDKEILNIVKENFDFRP

GMITINLDLKRGGNGRFLKTAGYGHFGRDDPDFTWEIVKPLKWEKPQS 
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Protein No.: I-807 
Protein name and Species:  

60S ribosomal protein L14, putative OS=Ricinus communis 

GN=RCOM_1169110 PE=4 SV=1 

 

Accession: tr|B9SS61|B9SS61_RICCO 

Unused ProtScore: 2.9                                

Seq Cov %: 13.4 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.51 

116: 114=E5TL: D5TL=0.33 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MPFKRYVEIGRVALVNYGKDYGKLVVIVDVIDQNRALVDAPDMVRSQMNFKRLQLTDIKIDINRVPKKK

NLIEAMEKADVKNKWESSSWGRKLIVQKRRAALNDFDRFKLMLAKIKRGGLIRQELAKLKKETAA 
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Protein No.: I-808 
Protein name and Species:  

Thioredoxin (Fragment) OS=Populus trichocarpa GN=PtrTrxh2 

PE=3 SV=1 

Accession: tr|B9IJS4|B9IJS4_POPTR 

Unused ProtScore:  2.9                               

Seq Cov %: 25.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.08 

116: 114=E5TL: D5TL=0.30 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
IGSILSYLFGASAAGEDSASDGQSGVTAFHSSARWQLHFNSIKNTNQLMVIDFAASWCGPCKHMEPAVH

AMAAKFTDVQFAKIDVDELPDVAQEFGVQAMPTFVLVKKGNEVDRVVGAQKEELQRKIEKHR 
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Protein No.: I-813 
Protein name and Species:  

Ras-related protein RABA6b-like  OS=Populus trichocarpa 

GN=POPTRDRAFT_835110 PE=3 SV=1 

 

Accession: tr|B9IEB2|B9IEB2_POPTR 

Unused ProtScore:  2.87                               

Seq Cov %: 19.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.77 

116: 114=E5TL: D5TL=2.51 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MADSYDEECDYLFKAVLIGDSAVGKSNLLSRFSRDEFRLDSKPTIGVEFAYRNIRVGDKLIKAQIWDTA

GQERFRAITSSYYRGALGALLVYDITRRATFDNVKKWLHELRDFGSSDMVVVLVGNKSDISHLREVDED

DGKNLAETEALYFMETSALENLNVEEAFMQMITRIHEIASQKSLEAKKNETTISTIKALPVGKEVINID

DEVSATKQASYCCSY 
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Protein No.: I-817 
Protein name and Species:  

Pro-hevein OS=Hevea brasiliensis GN=HEV1 PE=1 SV=2 

Accession: sp|P02877|HEVE_HEVBR 

Unused ProtScore: 2.85                                

Seq Cov %: 65.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.62 

116: 114=E5TL: D5TL=0.34 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MNIFIVVLLCLTGVAIAEQCGRQAGGKLCPNNLCCSQWGWCGSTDEYCSPDHNCQSNCKDSGEGVGGGS

ASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQSSCGKCLSVTNTG

TGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQFVDCGDSFNPLFSVMKSSVIN 
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Protein No.: I-819 
Protein name and Species:  

Monodehydroascorbate reductase I OS=Pisum sativum 

GN=MDHAR1 PE=4 SV=1 

Accession: tr|Q66PF9|Q66PF9_PEA 

 

 

Unused ProtScore: 2.84                                

Seq Cov %: 14.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.96 

116: 114=E5TL: D5TL=1.18 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVHSFKYILIGGGVSAGYAAREFVKQGVHPGELAIISKEAVAPYERPALSKAYLFPESPARLPGFHTCV

GSGGERLLPEWYSEKGIQLYLSTEIVSADLAAKFLKSANGEHFDYQTLVIATGSAVIRLTDFGVIGANA

KNIFYLREVDDADKLYEAIKRKKNAKAVVVGGGYIGLELSAVLKLNDLDVTMVYPEPWCMPRLFTSEIA

AFYEGYYANKGINIIKGTVAVGFTANSDGEVKEVKLKDGRVLEADIVIVGVGGRPQISLFKGQVEEQHG

GIKTDSFFKTSVPDVYAVGDVATFPLKLYNDVRRVEHVDHARKSAEQAAKVIFAADVRKSVEEYDYLPY

FYSRSFDLSWQFYGDNVGETVLFGDNDPASSKPKFGTYWIKEGKVVGAFLEGGTPDENKAIAKVARAKP

AVEDVNQLAEEGLSFASKI 
 

 884



Protein No.: I-825 
Protein name and Species:  

eukaryotic initiation factor 4A-3-like [Vitis vinifera] OS=Vitis 

vinifera GN=VIT_06s0080g00550 PE=4 SV=1 

Accession: tr|F6HHF5|F6HHF5_VITVI 

 

 

Unused ProtScore: 2.81                                

Seq Cov %: 11.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.72 

116: 114=E5TL: D5TL=1.18 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAAATASVVPANRGGRRNGAVDDEKLVFETTEGVEPIMSFDQMGIKDDLLRGIYAYGFEKPSAIQQRA

VLPIIQGRDVIAQAQSGTGKTSMIALTVCQMVDTSNREVQALILSPTRELASQTEKVILAIGDFINIQA

HACIGGKSVGEDIRKLEYGVHIVSGTPGRVCDMIKRRTLRTRAIKLLVLDESDEMLSRGFKDQIYDVYR

YLPPELQVVLISATLPNEILEITNKFMTDPVRILVKRDELTLEGIKQFFVAVEREEWKFDTLCDLYDTL

TITQAVIFCNTKRKVDWLTEKMRSNNFTVSSMHGDMPQKERDAIMAEFRSGTTRVLITTDVWARGLDVQ

QASHVSLVINYDLPNNRELYIHRIGRSGRFGRKGVAINFVKTDDIKILRDIEQYYSTQIDEMPMNVADL

I 
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Protein No.: I-827 
Protein name and Species:  

Ribosomal protein L5A，60S [Hevea brasiliensis] OS=Populus 

trichocarpa GN=POPTRDRAFT_732569 PE=3 SV=1 

Accession: tr|B9IAZ4|B9IAZ4_POPTR 

Unused ProtScore:  2.81                               

Seq Cov %: 7.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.31 

116: 114=E5TL: D5TL=0.35 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAFAKAQKSRAYYKRFQVKFKRRREGKTDYRARIRLINQDKNKYNTPKYRFVMRFTNKDITAQIIHASM

AGDIVVAAAYSHELPRYGLEVGLTNYAAAYCTGLLLARRVLKKLEMDEEYEGNVEATGEDYSVEPADSR

RPFRALLDVGLVRTTTGNRVFGALKGALDGGLDIPHSDKRFAGFNKDGKQLDAEVHRKYIYGGHVAAYM

RNLMEDEPEKYQSHFSEYIKRGIEPDNMEELYKKVHAAIRADPTAKKSEKQLPKEHKRYNLKKLTYEER

KAKLVERLKALNSAADDDEDDE 
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Protein No.: I-828 
Protein name and Species:  

60S ribosomal protein L23A-like [Glycine max] OS=Glycine 

max PE=2 SV=1 

 

Accession: tr|C6SZQ3|C6SZQ3_SOYBN 

Unused ProtScore:  2.81                               

Seq Cov %: 13.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.75 

116: 114=E5TL: D5TL=0.48 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAPKVDKKNDPKAQALKTAKAVKSGATFKKKVKKIRTSVTFHRPKTLKKDRNPKYPRISAPPRNKLDHY

QILKYPLTTESAMKKIEDNNTLVFIVDLRADKKKIKDAVKKMYDIQAKKVNTLIRPDGTKKAYVRLTPD

YDALDVANKIGII 
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Protein No.: I-832 
Protein name and Species:  

Long chain acyl-CoA synthetase 1-like OS=Populus trichocarpa 

GN=POPTRDRAFT_850795 PE=4 SV=1 

 

Accession: tr|B9GSW4|B9GSW4_POPTR 

 

Unused ProtScore:  2.78                               

Seq Cov %: 3.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.21 

116: 114=E5TL: D5TL=1.97 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MALKAFAAQVEEGREGKDGKPSVGPVYRNLLSKKEYPPLDRDVTTSWDIFSSSAKKYPEYKMLGWRKFV

DGKVGPYVWKTYKEVYDEVLQISSALRASGAEPGYRVGIYGSNCPQWIEAMEACNAQSLVCVPLYDTIG

PRAVNFIIDHAEIDFVFVQDKKVKELLDPDCASAQRLKAIVCFTSLTEEEKDRAAQMGIKSYSWEEYLC

MGKENPSEIFPPQPLSICTIMYTSGTSGDPKGVVILHETVAAFVRGIDLFMEQFEDKMTTDDVYLSFLP

LAHVLDRMIEEYFFRKGASVGYYHGDLNALRDDLMELKPTCLAGVPRVFEKIQEGMEIPIKALQELSPL

RRNIFDVLYRYKLGWMNRGYRQKYASPLADLLAFRKVKAKLGGRLRLIICGGASLSTEVEEFLRVTSCA

FVIQGYGLTESCGPATMAFPDEMCMLGTVGAVAVYNDLCLEEVPEMGYDPLGNPPCGEICLRGKTLFSG

YYKNPELTRESMKDGWFHTGDIGEILPNGVVKIIDRKKNLIKLSQGEYIAIEYLENVYNNTPIVEDIWI

YGDSCKSMLVAVVVLHEENTKSWAYLNGHMGSFTELCSLHQLQKLVLSELKTTAERNKLKGFEHIKGVI

LESCPFDIEKDLVTATLKKKRNKLVSHYRVEIDELYQKLAEGRA 
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Protein No.: I-835 
Protein name and Species:  

Ubiquitin carboxyl-terminal hydrolase OS=Ricinus communis 

GN=RCOM_0004440 PE=3 SV=1 

 

Accession: tr|B9T7A3|B9T7A3_RICCO 

 

Unused ProtScore: 2.77                                

Seq Cov %: 8.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.51 

116: 114=E5TL: D5TL=1.02 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MLSVSVKWQKKVFPQVEIDTSQPPYLFKCQLFDLTGVPPERQKIMVKGGLLKDDADWATVGVKEGQKLM

MMGTADEIVKAPEKGPVFMEDLPEEEQVVAVGHTAGLFNLGNTCYMNSTVQCLHSVPELKSALVKYPSD

RRNDLDQTSHMLTTATRELFNELDKSVKPVAPMQFWMVLRKKYPQFGQLHNGLFMQQDAEECWTQLLYT

LSQSLRPPSPSENPDTVKELFGIDLVSRIHCQESGEESSETESVYSLKCHISQDVNHLHEGLKHGLKSE

LEKASPSLGRSAIYLKESCINDLPRYLTVQFVRFFWKRESNQKAKILRKVDYPLELDVYDFCSADLRKQ

LEAPRQILRDEEGRKLGLKVNEKSSGSKDNDVKMTDAEGPSSGSGESSKATSEEGESSHKVSSLTGIYD

LVAVLTHKGRSADSGHYVAWVKQESGKWIEYDDDNPIPQREEDITKLSGGGDWHMAYICMYKARAVPM 
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Protein No.: I-838 
Protein name and Species:  

Tubulin beta-7 chain OS=Arabidopsis lyrata subsp. lyrata 

GN=TUB7 PE=3 SV=1 

 

Accession: tr|D7LLA4|D7LLA4_ARALL 

 

Unused ProtScore:  2.76                               

Seq Cov %: 6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.63 

116: 114=E5TL: D5TL=1.29 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MREILHIQGGQCGNQIGSKFWEVVNLEHGIDQTGRYHGDSDLQLERVNVYYNEASCGRYVPRAVLMDLE

PGTMDSVRSGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDSVLDVVRKEAENCDCLQGFQVCHS

LGGGTGSGMGTLLISKIREEYPDRMMMTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEAL

YDICFRTLKLSTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSR

GSQQYRNLTVPELTQQMWDAKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMLNVQNKNSSYFVEWI

PNNVKSTVCDIPPTGLKMASTFIGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESN

MNDLVSEYQQYQDATADEEGEYEDEEAEYEQEEGY 
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Protein No.: I-839 
Protein name and Species:  

Dipeptidyl peptidase IV, putative OS=Ricinus communis 

GN=RCOM_1243220 PE=4 SV=1 

 

Accession: tr|B9RSG5|B9RSG5_RICCO 

 

Unused ProtScore: 2.75                                

Seq Cov %: 6.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.77 

116: 114=E5TL: D5TL=0.98 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MADNTTPQNLDDCILFPVEDIVQSPLPGYGAPTSISFSPDDALITFLFSRKVFAFDLKTFKQELFFSPP

DGGLDESNISPEEKLRRERSRERGLGVTQYEWVKTSFKKKAVMVPLPAGIYFQELSSSKPELKLPSSPL

SPIIDPHLSPDGTMLAYVKDSELHVLNLLYNESKQLTFGSQGNTVTHGLAEYIAQEEMDRKNGYWWSLD

SKFIAFTQVDSSGIPLFRIMHQGKSSVGLESQEDHAYPFAGASNVKVRLGVVSIAGGSITWMDLVCGGT

EELDNEDEYLTRVNWMRGDILTAQVLNRSHTKLRIIKFDIKTGQGKVILVEEQDKWVNLHDCFTPLDKS

VTKYSGGFIWASEKTGFRHLYLHDANGTCLGPITEGEWMVEQIAGVNEAAGLVYFTATLDGPLEFNLYC

TKLFRDDSQNFLGPVRLTHGKGKHVVVLDHHMRNFVDIHDSLDFPPRVLYTSLHDGSVIMPLYEQPFTI

PRFKRLELEPPEIVQVQASDGTILYGALYKPDPTKFGPPPYKTLISVYGGPCVQYVCDSWLNTVDMRAQ

FLRSKGILVWKLDNRGSARRGLKFEGSLKYNAGRIDAEDQLTGTEWLIKQGLAKVGHIGVYGWSYGGYM

SAMILARFPDVFRCAVSGAPVTSWDGYDTFYTEKYMGLPSQNPSGYEYSSVMHHVHKLKGRLLLVHGMI

DENVHFRHTARLVNALVAAGKPYELLIFPDERHTLRWHRSRVYMEERIWEFVERSL 
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Protein No.: I-840 
Protein name and Species:  

Glutathione-s-transferase theta, gst, putative OS=Ricinus 

communis GN=RCOM_1299540 PE=3 SV=1 

 

Accession: tr|B9S069|B9S069_RICCO 

Unused ProtScore:  2.75                               

Seq Cov %: 16.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.38 

116: 114=E5TL: D5TL=1.15 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSSVEGKLKLYSYWRSSCSCRVRIALNLKGISYQYIPVNLVKGEQFTPEFLKLNPIGYVPVLVDGDIVI

SDSFAILMYLEDKYPQHPLLPSDLQKKAISIQAANIVSSSIQPLQNLAVLKFIEEKVGPDQKVPWVQFH

IEKGFTALEKLLKDHAGKYATGDEVSLADVFLEPQIHAAINRFDVDMNKFPLLLRLHEAYNELPAFQNG

MPDKQLDAPSSSSS 
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Protein No.: I-844 
Protein name and Species:  

Pyridoxine kinase, putative OS=Ricinus communis 

GN=RCOM_1384840 PE=4 SV=1 

 

Accession: tr|B9S7R8|B9S7R8_RICCO 

 

Unused ProtScore:  2.72                               

Seq Cov %: 16.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.51 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAPPILSLALPSGTGRVLSIQSHTVQGYVGNKSAVFPLQILGYDVDPINSVQFSNHTGYPSVKGQVLNG

QQLWDLIEGLEGNDLLYYTHLLTGYIGSVSFLNTILEVVNKLRSINPKLTYVCDPVMGDEGKLYVPPEL

VAVYREKVVPVASMLTPNQFEAEQLTGFRIVTEKDGREACNTLHAAGPSKVIITSINIDGNLLLVGSHQ

KEKDQPPEQFKIEIPKIPAYFTKYPDNLGTAAELAVSSLQALLQRTVNDYRSVGYDPQSSSLEIRLIQS

QDDIRHPQVKFKAEKYD 
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Protein No.: I-845 
Protein name and Species:  

rhamnogalacturonate lyase OS=Populus 

 

Accession: tr|B9H6S4|B9H6S4_POPTR 

 

Unused ProtScore:  2.72                               

Seq Cov %: 8.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.21 

116: 114=E5TL: D5TL=0.18 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDNGIVQVTLSKPAGIVTGIRYDGIDNLLEVLNRETNRGYWDLHWNPPGGNGIFDVISGTSFRVVVEND

EQVELSFTRMWDSSLEGKYIPLNIDKRFILLRGSSGFYSYAIYEHLQEWPGFDIGETRITFKLRKDKFQ

YMAIADNRQRLMPLPDDRLPGRCQALAYPEAVILVNPKLPELTGEVDDKYQYSCENKDNQVHGWICFKP

PVGFWQITPSDEFRTAGPLKQNLTSHVGPTTLAMFHSSHYAGKDLVLSISPGEPWKKVFGPVFIYLNSA

SNGEDPLFLWEDAKMQMMAEVQSWPYSFPASEDFQKSEQRGNVCGRLLVKDRNISDDYILASGAYVGLA

PPGDVGSWQTECKDYQFWTRADENGYFSIKNIRTGDYNLYAWVPGFLGDYRWDAIVNIISGCDMDMGDL

VYEPPRDGPTLWEIGIPDRSAAEFYIPGPDPKFMNNLYANHPDRFRQYGLWGRYADLYPDTDLVYTVGL

SDYRKDWFFAQVVRRKDDDTQVGTTWQIKFKLDKVDRNSSYKLRVAIASATLAELQVRVNDAKAQRPLF

TSGLIGRDNAIARHGIHGLYRLYNVNIPGARLVEGENTIFLTQPRCTSPFQGLMYDYIRLEGPPFSGSS

NEASSSFK 
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Protein No.: I-864 
Protein name and Species:  

Glutaredoxin, grx, putative OS=Ricinus communis 

GN=RCOM_0936190 PE=4 SV=1 

 

Accession: tr|B9RZ84|B9RZ84_RICCO 

 

Unused ProtScore:  2.65                               

Seq Cov %: 9.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.62 

116: 114=E5TL: D5TL=1.00 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGGSVKEVHSKTELDDVRSSGVPVIVHFWASWCDASKHMDQVFSHLSTDFPNAHFLRVEAEEQPEISEE

FSVSAVPFFVFFKDGKKVDSLEGADPSSLANKVAKAAGSVKSGEPAAPASLGMAAGPSILETVKELAKD

NGPSQVSNKVQPGLNDALEKRLQQLINSHPVMLFMKGSPEAPRCGFSQKIVDILKDEAVKFGSFDILSD

NEIREGLKKFSNWPTFPQLYCKGELLGGCDIAIAMHESGELKDVFRDHGVDTNSSEEVKVSEGGNGKGG

ISESTGLSSTLTSRLESLINSSPVMLFMKGKPDEPKCGFSRKVVDILREEKVNFDSFDILSDDEVRQGL

KVYSNWSSYPQLYIKGELIGGSDIVLEMQKSGELKRVLVEKGISPKGTLEDRLRSLVASSHVMLFMKGS

PDAPRCGFSSKVVNALREEGVSFGSFDILSDEEVRQGLKVFSNWPTFPQLYYKGELIGGCDIIMELKNN

GELKSTLSE 
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Protein No.: I-868 
Protein name and Species:  

programmed cell death protein 5-like [Vitis vinifera] OS=Vitis 

vinifera GN=VIT_10s0003g02790 PE=4 SV=1 

 

Accession: tr|D7TK03|D7TK03_VITVI 

Unused ProtScore:  2.65                               

Seq Cov %: 23.5 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.54 

116: 114=E5TL: D5TL=0.47 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MQELMAQHGVGNHQNSEQQKAQEDAKREADERRQMMLSQILSSEARERLARIALVKPEKARGVEDVLLR

AAQMGQIVEKVSEERLISLLEQINNQTTKQTKVTIQRRRSVLEDDD 
 
 

 904



Protein No.: I-869 
Protein name and Species:  

14 kDa zinc-binding protein-like [Vitis vinifera] OS=Vitis 

vinifera GN=VITISV_029944 PE=4 SV=1 

 

Accession: tr|A5BDT4|A5BDT4_VITVI 

 

Unused ProtScore: 2.64                                

Seq Cov %: 5.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.30 

116: 114=E5TL: D5TL=0.34 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MNPSNKSRNQSRVGDINSRLGVIASHLSSAYMASEKGAAVAATPSDSPTIFDKIINKEIPATIVYEDDK

VLAFRDIAPQAPTHILLIPKVKDGLTGLSKYIFSSVLYTGQLKTPRHKCYCALHFERTAIHETEYCFLL

RFNLGESLSLNHMGLTLGCICSVDLVMESVGRLLANWRRHYMSIGSRVTFNRVLLIKCSYALHILLIPG

SIRNTWEIGDGFSLVRVRPRRELFDWLELGVVLAIRDLERMTEALLGKWLWKFVVEXDSSXRVVFESQC

CYSRELRDFDVCGDHGTQSLPMVQPMRGGRITPTRLACARRMGRAWIIYQFPRNSEAYVGKLTWTIWQV

VLMVFRGFMXFIFQAEERHSVILGHLLYTAKLVAKQEGLEDGFRIVINDGPSACQSVYHIHVHLLGGRQ

MNWPPG 
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Protein No.: I-870 
Protein name and Species:  

Adenylosuccinate synthetase 2, chloroplastic OS=Ricinus 

communis GN=PURA2 PE=3 SV=1 

 

Accession: sp|B9SL58|PURA2_RICCO 

 

Unused ProtScore:  2.64                               

Seq Cov %: 7.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.53 

116: 114=E5TL: D5TL=2.38 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSFTSSLRLDTNPITSPKWVHRQVPLRPHRNFVVCSIKSPSTPSLNLATDSASTDSLSRINSLSQVSGV

LGCQWGDEGKGKLVDILAQHFDIVARCQGGANAGHTIYNSEGKKFALHLVPSGILNEDTLCVIGNGVVV

HLPGLFKEIDGLESSGVSCTGRILVSDRAHLLFDFHQEVDGLREAELAKSFIGTTRRGIGPCYASKAIR

NGIRVSDLRHMDTFPQKLDILLSDAASRFQGFKYGPEMLREEVEKYKRYAERLEPFIADTVHVMNESIE

QKKKILVEGGQATMLDIDFGTYPFVTSSSPSAGGICTGLGIAPRAVGDLIGVVKAYTTRVGSGPFPTEI

LGQGGDLLRFAGQEFGTTTGRPRRCGWLDIVALKYCCQINGFSSLNLTKLDVLSDLPEIQLGVAYKHAD

GTPFKSFPADLRLLEQLKVEYEVLPGWKSDISSIRNYADFPKAAQQYVERIEELVGVPVHYIGVGPGRD

ALIYK 
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Protein No.: I-871 
Protein name and Species:  

60S ribosomal protein L4, putative OS=Ricinus communis 

GN=RCOM_0819810 PE=4 SV=1 

 

Accession: tr|B9SGS2|B9SGS2_RICCO 

 

Unused ProtScore: 2.63                                

Seq Cov %: 11 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.68 

116: 114=E5TL: D5TL=0.54 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAAAAAARPLVTVQSLPSQNDMATDAVTTVPLPDSMKASLRPDIVSFVHAQMSKNSRQPYAVSKRAGH

QTSAESWGTGRAVSRIPRVPGGGTHRAGQGAFGNMCRGGRMFAPTKIWRRWHRKINVNQKRYALVSAIA

ASAIPSLVMARGHKVESVPEMPLVISDSAESIEKTSTALKVLKEIGAYPDVEKAKDSHAIRPGKGKMRN

RRYISRKGPLIVYGSEGAKLVKAFRNIPGVEVANVERLNLLKLAPGGHLGRFVIWTKSAFEKLDSIYGS

FQKSSEKKKGYVLPRSKMVNADISRIINSDEVQSVVNPIKKEVNRAPLKKNPLKNLNVMLKLNPYAKAA

RRMSLLAEAQRVKAKKEKLDKKRKTVTKEEAAAIRAAGKAWYQTMISDSDYTEFENFSKWLNVSQ 
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Protein No.: I-879 
Protein name and Species:  

Phosphofructokinase;pyrophosphate-fructose 6-phosphate 

1-phosphotransferase OS=Populus trichocarpa 

GN=POPTRDRAFT_761666 PE=4 SV=1 

 

Accession: tr|B9H5X2|B9H5X2_POPTR 

 

Unused ProtScore:  2.61                               

Seq Cov %: 30.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.30 

116: 114=E5TL: D5TL=1.01 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDSDFGIPRELSDLQKLRSLYQPELPPCLQGTAVRVELGDATTAADPADVHSISRSFPLTYGQPLAHFL

RASAKVSDAQIITDHPAFRVGIVFCGRQSPGGHNVIWGLHNALKIHNPNSTLLGFLGGSEGLFAQKTLE

ITDDILSTYKNQGGYDLLGRTKDQIRTTEQVNAALTACKDLKLDGLVIIGGVTSNTDAAQLAETFAEAK

CPTKVVGVPVTLNGDLKNQFVETNVGFDTICKVNSQLISNVCTDALSAEKYYYFIRLMGRKASHVALEC

TLQSHPNMVILGEEVAASKLTLFDLTTQICDAVQARAVQDKNHGVILLPEGLIESIPEVYALLKEIHGL

LRHGVAPDNISSQLSPWTSALFEFLPPYIKKQLLLHPESDDSAQLSQIETEKLLAHLVETEMNKRLKEG

TYTGKKFNAICHFFGYQARGSLPSKFDCDYAYVLGHISYHILAAGLNGYMATVTNLKNPVNKWRCGAAP

ITAMMTVKRWAQSPGASSIGKPAIHPATVDLKGKAYELLRQNAGRFWMDDLYRNPGPLQFDGPGADSKA

VTLCVEDQDYMGGIKKLQEYLDKVRNIVKPGCSQEVLKAALSVMSSVTDVLSVMSSTSSNGQTPL 
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Protein No.: I-885 
Protein name and Species:  

Thioredoxin OS=Jatropha curcas PE=3 SV=1 

Accession: tr|E9JFW4|E9JFW4_9ROSI 

Unused ProtScore: 2.61                                

Seq Cov %: 15.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.77 

116: 114=E5TL: D5TL=0.79 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAEEGQVIACHTVEAWNEQLEKGKESKTLIVVDFTATWCGPCRFITPILQDLAKKMPHVTFLKVDVDEL

RTVAEDWAVEAMPTFMFLKEGKIVDKVVGAKKEELQMTIVKHATEVAAA 
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Protein No.: I-886 
Protein name and Species:  

Nucleoside diphosphate kinase OS=Vitis vinifera 

GN=VIT_02s0025g01500 PE=3 SV=1 

 

Accession: tr|A5BVN4|A5BVN4_VITVI 

Unused ProtScore:  2.6                               

Seq Cov %: 8.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.64 

116: 114=E5TL: D5TL=0.97 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSSQICRSASRAARSLLSASKSSNLLAEGRAVAAVAALSSRGKPFLSSFGNAGSGNAYRGWLSSVLALP

AAAYMMQEQELHATEMERTFIAIKPDGVQRGLIAEILSRFERKGFKLVAIKIVVPSKDFAQKHYHDLKE

RPFFNGLCDFLSSGPVVAMVWEGEGVIKYGRKLIGATDPQKSEPGTIRGDLAVVVGRNIIHGSDGPETA

KDEINLWFKPEELVNYSSNAEKWIYGVN 

 914



Protein No.: I-888 
Protein name and Species:  

Coated vesicle membrane protein, putative OS=Ricinus 

communis GN=RCOM_0911000 PE=3 SV=1 

 

Accession: tr|B9RTJ5|B9RTJ5_RICCO 

Unused ProtScore:  2.59                               

Seq Cov %: 10 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=7.31 

116: 114=E5TL: D5TL=2.19 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MTRRQIYVVGILLLMNLIGRISSLSVTVNDVECVYEYVLYEGDTVSGNFVVVDHDIFWSSDHPGIDLTV

TSPADNVVHTVKGTSGDKFEFKAPRSGMYKFCFHNPYSTPETVSFYIHVGHIPNAHDLAKDEHLNPINV

KIAELREALESVTAEQKYLKARDARHRRTNESTRKRVIGYTVGEYILLGLVSTLQVVYIRRLFSKSVAY

NRV 
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Protein No.: I-900 
Protein name and Species:  

Glutathione transferase GSTL3 [Populus trichocarpa]  

OS=Populus trichocarpa GN=POPTRDRAFT_281791 PE=3 

SV=1 

 

Accession: tr|B9MT66|B9MT66_POPTR 

Unused ProtScore:  2.53                               

Seq Cov %: 15 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.47 

116: 114=E5TL: D5TL=0.24 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
PLDATAEQPPLFDGTTKLYTCYTCPFAQRVWITRNFKGLQDEIKLVPLILQNRPAWYPEKVYPPNKVPS

LEHNGKITGESLDLIKYLESNFEGPSLLPKDPAKKEFAEELFSYTDKFNGTVYTAFKGDLAKEAGPAFD

YLENALHKFDDGPFFLGKEFSLVDIAYIPFVERLNIFLLEVFKYDIAAGRQKLAAWIEEVNKIEAYKQT

KTDPKELVEFYKK 
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Protein No.: I-903 
Protein name and Species:  

177 protein OS=Arabidopsis thaliana GN=LSH10 PE=2 SV=1 

Accession: tr|Q9S7R3|Q9S7R3_ARATH 

 

Unused ProtScore: 2.53                                

Seq Cov %: 11.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.46 

116: 114=E5TL: D5TL=0.22 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MSSPRERGKSLMESSGSEPPVTPSRYESQKRRDWNTFGQYLKNQRPPVPMSHCSCNHVLDFLRYLDQFG

KTKVHVPGCMFYGQPEPPAPCTCPLRQAWGSLDALIGRLRAAYEENGGPPETNPFASGAIRVYLREVRE

CQAKARGIPYKKKKKKKPTPEMGGGREDSSSSSSSFSFS 
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Protein No.: I-904 
Protein name and Species:  

Protein disulfide isomerase OS=Gossypium hirsutum 

GN=GHPDI12 PE=2 SV=1 

Accession: tr|G1ED19|G1ED19_GOSHI 

 

 

Unused ProtScore:  2.53                               

Seq Cov %: 7.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.36 

116: 114=E5TL: D5TL=1.50 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKSQICLAFGTLALLLASALADDVVVLTEANFDKEVGQDRGVLIEFYAPWCGHCKKLAPEYEKLGATFK

KAKSVLIGKVDCDEHKSLCSKYGVQGYPTVQWFPKGSLEPKKYEGTSTAEAPVEFVNTEGGTNVKIATL

PSNVAVLNADNFDEIVLDETKDVLVEFYAPWCGHCKNLAPTYEKVATAFKSEEDVVIANLDADKYRDLA

EKYGISGFPTLKFFPKGNKAGEDYDGGRDLDDFVSFINEKCGTSRDAKGQLTSTAGILSSLDALVKEFV

AASADEKKVVFSKIEEEVEKLKGSTARHGKIYLKAAKSCLEKGADYPKKEIERLQRMLDKSISPAKADE

FTLKKNILSTFASS 
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Protein No.: I-905 
Protein name and Species:  

Glutathione S-transferase,2,4-D inducible OS=Glycine max 

GN=GSTa PE=1 SV=1 

Accession: tr|O49235|O49235_SOYBN 

 

Unused ProtScore:  2.52                               

Seq Cov %: 9.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.35 

116: 114=E5TL: D5TL=0.16 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSDEVVLLDFWPSPFGMRVRIALAEKGIKYEYKEEDLRNKSPLLLQMNPVHKKIPVLIHNGKPICESLI

AVQYIEEVWNDRNPLLPSDPYQRAQTRFWADYVDKKIYDLGRKIWTSKGEEKEAAKKEFIEALKLLEEQ

LGDKTYFGGDNLGFVDIALVPFYTWFKAYETFGTLNIESECPKFIAWAKRCLQKESVAKSLPDQQKVYE

FIMDLRKKLGIE 
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Protein No.: I-907 
Protein name and Species:  

Cysteine synthase OS=Medicago truncatula PE=2 SV=1 

Accession: tr|B7FKU7|B7FKU7_MEDTR 

 

Unused ProtScore:  2.5                               

Seq Cov %: 19.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.59 

116: 114=E5TL: D5TL=1.07 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAVERSGIAKDVTELIGKTPLVYLNRLADGCVARVAAKLELMEPCSSVKDRIGYSMIADAEEKGLITPG

QSVLIEPTSGNTGIGLAFMAAAKGYKLIITMPASMSLERRIILLAFGAELVLTDPAKGMKGAVQKAEEL

LAKTPNAYILQQFENPANPKVHYETTGPEIWKGTDGKIDAFVSGIGTGGTITGAGKYLKEQNSNIKLIG

VEPVESPVLSGGKPGPHKIQGIGAGFVPGVLEVNLIDEVVQISSDEAIETAKLLALKEGLFVGISSGAA

AAAAIKIAKRPENAGKLIVVVFPSFGERYLSSVLFESVRREAETMTFEP 
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Protein No.: I-914 
Protein name and Species:  

trehalose-phosphate synthase [UDP-forming] 9 [Arabidopsis 

thaliana] OS=Arabidopsis lyrata subsp. lyrata 

GN=ARALYDRAFT_889930 PE=4 SV=1 

 

Accession: tr|D7KNJ9|D7KNJ9_ARALL 

Unused ProtScore:  2.48                               

Seq Cov %: 3.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.89 

116: 114=E5TL: D5TL=1.96 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVSRSCANFIDLASWDLLDFPQTQRALPRVMTVPGIISELDGGYSDGSSDVNSSSSSRERKIIVANMLP

LQAKRDTESGQWCFSWDEDSLLLQLRDGFSSDTEFVYIGSLNADIGTSEQEEVSHKLLLDFNCVPTFLP

KEMQEKFYLGFCKHHLWPLFHYMLPMFPDHGDRFDRRLWQAYVSANKIFSDRVMEVINPEEDYVWIHDY

HLMVLPTFLRKRFNRIKLGFFLHSPFPSSEIYRTLPVRDDLLRGLLNCDLIGFHTFDYARHFLSCCSRM

LGLDYESKRGHIGLDYFGRTVFIKILPVGIHMGRLESVLNLPSTAAKMKEIQEQFKGKKLILGVDDMDI

FKGISLKLIAMERLFETYWHMRGKLVLIQIVNPARATGKDVEEAKRETYSTVKRINERYGSAGYQPVIL

IDRLVPRYEKTAYYAMADCCLVNAVRDGMNLVPYKYIICRQGTPGMDKAMGISHDSPRTSMLVVSEFIG

CSPSLSGAIRVNPWDVDAVSEAVNLALTMGETEKRLRHEKHYHYVSTHDVGYWAKSFMQDLERACREHY

NKRCWGIGFGLSFRVLSLSPSFRKLSIDHIVSTYRTTQRRAIFLDYDGTLVPESSIIKTPNAEVLSVLK

SLCGDPKNTVFVVSGRGWESLSDWLSPCENLGIAAEHGYFIRWSSKREWETCYSSAEAEWKTMVEPVMR

SYMDATDGSTIEFKESALVWHHQEADPDFGACQAKELLDHLESVLANEPVVVKRGQHIVEVKPQGVSKG

LAVEKVIHRMVEDGNPPDMVMCIGDDRSDEDMFESILSTVTNPDLPMPPEIFACTVGRKPSKAKYFLDD

VSDVLKLLGGLAAASSSRKPEDQQQSSSLHTQVAFESII 
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Protein No.: I-921 
Protein name and Species:  

Adaptin ear-binding coat-associated protein, putative 

OS=Ricinus communis GN=RCOM_0553580 PE=4 SV=1 

 

Accession: tr|B9SGK0|B9SGK0_RICCO 

 

Unused ProtScore: 2.45                                

Seq Cov %: 6.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.27 

116: 114=E5TL: D5TL=0.99 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MLRKHLGPVHSPISSQPPPVSDDSIILPQPEAVLDRRVIQKGKYRPKSDVLIKWKGAPREDATWENEWR

FTKSYLDYLNPFHAYDEGNLSWMAAAEAEPATMSMVRRAIPNASSLEEGNRVLRGNWLKTIEQHHQQYS

GKSIISDILDVGCSVGVSTRFLADKFPLAKVTGLDLSPHFLSVAQFKEKKGAPRKNPINWIHANGEDTG

LPSKSYDLVTIAFVVHECPERAINGLLREAYRLLRPGGTIALTDSSPKSKILQIMEIEVKDLNDQEKET

EETEAIELVLFHVSECYVYLIPPRKSAASCRADEWNVNKWAWEGMLKVISKGEECIIKLEDKTTGELYA

RAFLRDGEPHPVEPVIDSSRYFVLRIEENIGGRLRHAFIGIGFRERTEAYDFQAALHDHMKYLNKKKTA

EEMEQHFQKTSTVDYSLKEGETLVLQIKNKSGSGMKSKILDQGLNNLSLEEKGEQKELILGIKLPPPPP

APVSPVTSPRFPSDLPPKISLDGTSIDNSPRLRKEEAKEQHSPDNESTQDIPDDDFGDFQAAG 
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Protein No.: I-929 
Protein name and Species:  

Putative uncharacterized protein OS=Ricinus communis 

GN=RCOM_0186330 PE=4 SV=1 

Accession: tr|B9T8C2|B9T8C2_RICCO 

 

 

Unused ProtScore: 2.41                                

Seq Cov %: 6.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.29 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSMLDSFFNKGFKATKCKTLLKLTIPRIKLLRNRREIQIKQMRRDIAKLLETGQEATARIRVEHIIREE

NMMAAQEILELFCELISVRLPIIEAQRECPLDLKEAISSICFAAPRCADLQELLQVQMLFVSKYGREFV

AAATELMPECGVNRQLIELLSVRAPSPDVKLKLLKEIAEEHELDWDPAASETELLKKHEDLLNGPTQFV

SGSKLPLPEEKHEEALNSVPDQAHNEQPDSDSDFETLDFPEVPKVALRPSANTASAPEMLPIPPAAQRG

IEHEPSNLSANYENLAQECHLENEDLTEEEPVATKDGTANIVDAKEEKQFLPFISPPVSSTSFSTRPST

SPPISRTKSEFNVDLQDVIAAAQAAAETAERAAAAARLAATLAQARISVLTKKNSEKFPECSDENPFHV

DTPDQSPTTEKPHFGHQHSFDGPSGVSSYLHLHQQHEDHQPSELHDLPSFEKLKMEYDSPPSDLVHEQQ

SVRHQPQRLPSMDDDAYFSYPNLFTSQNPNLGSSAQSGTGNSHSAHDV 
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Protein No.: I-938 
Protein name and Species:  

Glutathione-s-transferase theta (Fragment) OS=Jatropha curcas 

PE=2 SV=1 

Accession: tr|D6BRD9|D6BRD9_9ROSI 

 

 

Unused ProtScore:   2.37                              

Seq Cov %: 15.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.27 

116: 114=E5TL: D5TL=2.11 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAVIKVHGNPISTATQRVLATLYEKDLEFEFVHIDLATGEHKREPFISLNPFGQVPALEHGDLKLFESR

AITQYITHENPDKGTQLLCPGKVKMPILTVWMEVEAQKFEPAASKLNWEVFLKPIFGLTTDSAAVEANE

AELSKVLDVYEARLAQSKYLACDCFTLVDLHHLPNLQLLLLTQSKKLIESRPHVSAWAADITARPAWAK

VLAMQRV 
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Protein No.: I-944 
Protein name and Species:  

Fructose-bisphosphate aldolase OS=Arabidopsis lyrata subsp. 

lyrata GN=ARALYDRAFT_482625 PE=3 SV=1 

Accession: tr|D7LJ40|D7LJ40_ARALL 

 

 

Unused ProtScore: 2.35                                

Seq Cov %: 28.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.22 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSCFTTKFADELIANAAYIGTPGKGILAADESTGTIGKRLASINVENVESNRRALRELLFTTPGALPCL

SGVILFEETLYQKSSNGTPFVDMLKSAGVLPGIKVDKGTVELAGTNAETTTQGLDGLGDRCKKYYEAGA

RFAKWRAVLKIGQNEPSELAIHENAYGLARYAVICQENGLVPIVEPEILVDGSHDIHKCAAVTERVLAA

CYKALSDHHVLLEGTLLKPNMVTPGSESAKVAPEVIAEHTVRALQRTVPAAVPAIVFLSGGQSEEEATR

NLNAMNKLKTKKPWSLSFSFGRALQQSTLKTWGGKEENVKKAQEAFLVRCKANSEATLGTYKGDAKLGE

GAAESLHVKDYKY 
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Protein No.: I-945 
Protein name and Species:  

coatomer subunit delta OS=Populus trichocarpa 

GN=POPTRDRAFT_824854 PE=4 SV=1 

Accession: tr|B9ICR4|B9ICR4_POPTR 

 

 

Unused ProtScore:   2.35                              

Seq Cov %: 5.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.20 

116: 114=E5TL: D5TL=0.47 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVVLAASIVSKNGKVLVSRQFVDMSRIRIEGLLAAFPKLIGSGKQHTYVETENVRYVYQPIEAMYLLLV

TNKQSNILEDLDTLRLLSKLVPEYTMSLDEEGICQTAFELIFAFDEVISLGHKENVTVAQVKQYCEMES

HEEKLHKLVLQNKIDETKRRMKEEASKIDQMKIEKNRGNKGGFMSSMGSGRIESSFNDMSISSGGGGGF

GSGSGFGLTSDVDSFSSKPKGRQPSSATAPPKGLGMKLGKTQRTNQFLESLKAEGEMIVEDVQPSKSTQ

YTSAAQKLTDPVTLTAEEKLNVTLKRDGGMSHFDVQGHLSLQILNQEDGLIQVQIETGGNPGVIFKTHP

NVNKELFANENILGLRDPSRPFPACQTGDAGVGLLKWRMQSVDESMVPLTINCWPSESGNETYVSIEYE

ASSMFDLRNVVIAVPLPALREAPNVRQIDGEWRYDARNSILEWSILLIDNSNRSGSMEFVVPSGDSSAF

FPITVQFSATSTYSELKVANILPLKGGAPPKFSQRTQLITENYQVV 
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Protein No.: I-948 
Protein name and Species:  

Adenylyl cyclase-associated protein OS=Populus trichocarpa 

GN=POPTRDRAFT_556459 PE=3 SV=1 

Accession: tr|B9H0Q2|B9H0Q2_POPTR 

 

 

Unused ProtScore:   2.34                              

Seq Cov %: 8.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.40 

116: 114=E5TL: D5TL=0.54 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEERLMARLESAVARLEALSLRGGSVAGSGGDDASATDPSIVAFEDFMGAYLGRVSSAGEKIGGQVLAV

TKILEQALNMQKELLIKIKQTQKPDLAGLAEFLKPLNEVIMKANSMTEGRRSDFFNHLKAAADSSTALA

WIAYTGKDCGMSMPIAHVEESWQMAEFYNNKILVEYKSKDPNHVEWAKALKELYLPGLRDYVKSHYPLG

PVWSATAKAKAAAPSAPAPPPPPPASLFTSESSSPSSSKPKVGMAAVFQEISSGKPVTSGLRKVTDNMK

TKNRADRTGVVGASEKESRTSSPSFSKAGPPKLELQMGRKWVVENQIGRKNLVIDDCDAKQSVYIFGCK

DSVLQVQGKVNNITIDKCTKMGVVFTDVVAACEIVNCSGVEVQCQGSAPTISVDNTGGCQLYLSKGSLG

ASITTAKSSEINILVPGAEPDGDLVEHALPQQFIHTFKDGQFETTPVSHSGG 
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Protein No.: I-949 
Protein name and Species:  

Annexin-like protein RJ4 OS=Fragaria ananassa PE=2 SV=2 

Accession: sp|P51074|ANX4_FRAAN 

 

 

Unused ProtScore: 2.34                                

Seq Cov %: 6.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.09 

116: 114=E5TL: D5TL=0.37 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MATLVSPPNFCAKEDAEALRKSVKGWGTNEKAIISILGHRNAGQRKEIRAAYEQLYQEDLLKPLESELS

GDFEKAVYRWTLDPADRDAVLANVAIKKSTDVYNVIIEISCIHSPEELLAVRRAYQLRYKHSVEEDLAA

HTTGDIRKLLVALVTAYRYDGHEINAKLANSEADILHDAIKDKAFNHEEIIRILSTRSKTQLMATFNKY

RDDQGISISKNLLEEGANDFQKALHTAIRCLNDPKKYFEKVLRNAIKRVGTDEDALTRVIVTRAERDLR

DIKEVYYKKNSVPLEQAVAKDTSGDYKAFLLTLLGKED 
 
 
 
 
 

 

 937



Protein No.: I-952 
Protein name and Species:  

Fructose-bisphosphate aldolase OS=Codonopsis lanceolata PE=2 

SV=1 

Accession: tr|Q2WFK8|Q2WFK8_9ASTR 

 

Unused ProtScore: 2.33                                

Seq Cov %: 23.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.47 

116: 114=E5TL: D5TL=0.33 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSCYKGKYADELIANATYIGTPGKGILAADESTGTIGKRLSSINVENIESNRWALRELLFCTPGALQYL

SGVILFEETLYQKTAAGKPFVDVLKENGVLPGIKVDKGTVVLAGTNGETTTQGLDGLGARCAQYYAAGA

RFAKWRAVLNIGPNEPSQLAINENANGLARYAIICQENGLVPIVEPEILVDGAHDIAKCADVTERVLAA

CYKALNDHHVLLEGTLLKPNMVTPGSDSAKVAPEVVAEYTIRALQRTMPAAVPAVVFLSGGQSEEQATV

NLNAINKYKGKKPWSLTFSFGRALQQSTLKAWAGKEENVAKAQAAFLARCKANSEATLGTYEGGASLSE

GAAESLHVKDYKY 
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Protein No.: I-975 
Protein name and Species:  

dolichol-phosphate mannosyltransferase  OS=Populus 

trichocarpa GN=POPTRDRAFT_801608 PE=4 SV=1 

 

Accession: tr|B9H5H4|B9H5H4_POPTR 

Unused ProtScore:  2.28                               

Seq Cov %: 14.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.77 

116: 114=E5TL: D5TL=2.07 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MEKNNRYSIIVPTYNERLNIALIVYLIFKHLQDVEFEIIVVDDGSPDGTQEVVKQLQKVYGEDRILLRP

RAKKLGLGTAYIHGLKHASGNFVVIMDADLSHHPKYLPSFIKKQLETGASIVTGTRYVKGGGVHGWNLM

RKLTSRGANVLAQTLLWPGVSDLTGSFRLYKKSVLEDIISSVVSKGYVFQMEMIVRASRKGYQIEEVPI

TFVDRVFGSSKLGGSEIVEYLKGLAYLLVTT 
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Protein No.: I-981 
Protein name and Species:  

Predicted protein OS=Populus trichocarpa 

GN=POPTRDRAFT_818483 PE=4 SV=1 

Accession: tr|B9H739|B9H739_POPTR 

 

 

Unused ProtScore:  2.26                               

Seq Cov %: 9.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=1.05 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MERSTPVRKPHTSTADLLTWSETPPPDSPSVGSAPRPTRSHQPSDGISKVVFGGQVTEEEFESLNKRKP

CSGYKMKEMTGSGIFAANGEDDTAESGSANPIPNSKTGLRMYQQAIAGISHISFAEDDSVSPKKPTTLP

EVAKQRELSGTLESESDAKLKKQISGAKSKELSGHDIFAPPPEILPRPTTVRALALQESIQLGEPSPHD

PVGGQQPSEESVVKTAKKINNQKFNELSGNDIFKGDAPPSSAEKPLSVAKLREMSGNDIFADGKVESRD

FLGGVRKPPGGESSIALV 
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Protein No.: I-982 
Protein name and Species:  

Phospholipase D OS=Fragaria ananassa PE=2 SV=1 

Accession: tr|Q533V0|Q533V0_FRAAN 

 

 

Unused ProtScore: 2.25                                

Seq Cov %: 11.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.29 

116: 114=E5TL: D5TL=0.24 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGDSAEHWLHGTLHATIYEVDKLHGSSGNFLRKITGKLEETVGLGKGVSKLYATVDLERARVGRTRVIE

KEPSNPNWSESFHIYCAHVAANVIFTVKESNPIGASLIGRAYVPVEQLIEGEEVDTWAKILDDKKNPVH

GEPKIHVKLQFFHVSKDRSWGQGIKSPKFPGVPFTFFSQRQGCRVSLFQDAHVPDKFIPKIPLAGGKYY

EPHRCWEDIFDAITNAKHLIYITGWSVYTEISLIRDSRRPKSGGDITIGELLKKKASEGVRVLMLVWDD

RTSVGLLKKDGLMATHDEETAQFFQNTDVNCVLCPRNPDGGGSIVQGAQISTMFTHHQKIVVVDSEMPN

GGSQSRRIVSFVGGLDLCDGRYDTPFHSLFRTLDTAHHDDFHQPNFTGASITKGGPREPWHDIHSRLEG

PIAWDVLFNFEQRWRKQGGKDVLVQLRELDNVIIPPSPVMFPDDHETWNVQLFRSIDGGAAFGFPDSPE

DAARAGLVSGKDNIIDRSIQDAYIHAIRRAKNFIYIENQYFLGSSFAWAADGIKPEDIGASHVIPRELS

LKIADKIANGERFTVYVVVPMWPEGIPESASVQAILDWQRRTMEMMYKDIKQALDKHGVEEDPRNYLTF

FCLGNREVKKDGEYEPSEAPEADSDYIRAQEARRFMIYVHTKMMIVDDEYIIIGSANINQRSMDGARDS

EIAMGAYQPHHLSVREPARGQIHGFRMALWYEPLGMLDETFLQPESVECIKKVNQIADKYWDLYSSETL

EHDLPGHLLRYPVGVTSEGEVTELPGFEFFPDTKARVLGAKSDYLPPILTT 
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Protein No.: I-990 
Protein name and Species:  

Malic enzyme OS=Populus trichocarpa 

GN=POPTRDRAFT_737670 PE=3 SV=1 

Accession: tr|B9ILT5|B9ILT5_POPTR 

 

 

Unused ProtScore: 2.23                                

Seq Cov %: 7.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.59 

116: 114=E5TL: D5TL=1.25 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MESTLKEMRDGASVLDMDPKSTVGGGVEDVYGEDRATEDQLVTPWTISVASGFTLLRDPQHNKGLAFTE

KERDAHYLRGLLPPATISQQLQEKKLMNTIRQYQLPLQKYTAMMELEERNERLFYKLLIDNVEELLPVV

YTPTVGEACQKYGSIFKRPQGLYISLKEKGKVLDVLKNWPQKSIQVIVVTDGERILGLGDLGCQGMGIP

VGKLSLYTALGGVRPSACLPVTIDVGTNNEQLLKDEFYIGLRQKRATGQEYSELLHEFMTAVKQNYGEK

VLIQFEDFANHNAFDLLAKYGTTHLVFNDDIQGTAAVVLAGLISALKLLGGSLADHTFLFLGAGEAGTG

IAELIALEMSRRSKTPLEETRKKIWLTDSKGLIVSSRKESLQHFKKPWAHEHEPVKGLLEVVKAIKPTV

LIGTSGVGKTFTKEVIEAMASFNEKPLILALSNPTSQSECTAEEAYTWTKGKAIFASGSPFDPVEYEGK

VFVPGQSNNAYIFPGLGLGLVISGAIRVHDDMLLAAAEALAGQIKEEYLAKGLIYPPLSNIRKISVQIA

ANVAAKAYELGLATRLPRPENLVKHAESCMYSPAYRYYR 
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Protein No.: I-993 
Protein name and Species:  

Signal recognition particle 68 kDa protein, putative OS=Ricinus 

communis GN=RCOM_1503780 PE=4 SV=1 

Accession: tr|B9RA70|B9RA70_RICCO 

 

 

Unused ProtScore:  2.23                               

Seq Cov %: 6.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.91 

116: 114=E5TL: D5TL=0.86 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAMDIDGPKSNNSEQISPRYSINVLQLLKSAQMQHGLRHGDYTRYRRYCTARLRRLYKSLKFTHGRGKY

TRRAITESTVTEVRFLHLVLYSAERAWSHAMEKRQLPDGPNARQRIYLIGRLRKAVQWANLFSQLCAAK

GDSRTSLEAEAYAAYMNGNLLFEQDRNWDTALKNFISARAVYEELGKYGDLENQVLCRERVEELEPSIR

YCRHKIGQSNLQTSDLLQIGEMEGPALDLFKTKLEAVMAEARSQQAASLTEFHWLGHKFPISNAKTRVA

ILKAQELEKDLHGSAADSLPAEKKLVVFDKIFAAYHEARSCIRSDLVSAGNADSVKDDLSGLDKAVSAV

LGQRTIERNQLLVSIAKSKFIKRRDDKNEKLTRPEELVRLYDLLLQNTSDLSDLVSSGRDTKPEEVAFS

EDCALRSLAFRAQRCFYLAKSYSLAGKRTEAYSLYCRARSLSENALQKFQSLNNTDEIMVKELKTLYNE

CRSNSCIEHASGIMEDEKAPENLSKKVSAISLSGGDKKVEKFLLEKLDVYESAVGDPHVKAPPRIEVFP

PAFQTIPRNPIILDLAYNYIDFPSLENRMKKDKKGFISRLWR 
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Protein No.: I-1002 
Protein name and Species:  

Hydrolase；Leukotriene A-4 hydrolase, putative OS=Ricinus 

communis GN=RCOM_1071200 PE=4 SV=1 

 

Accession: tr|B9SD61|B9SD61_RICCO 

 

Unused ProtScore:  2.2                               

Seq Cov %: 5.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=6.19 

116: 114=E5TL: D5TL=3.09 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAPVDPHSYTDSTHPLTTHISLSLYFDFSASTIHGTALFSLSTPHTGHISLDTRSLTVHKIADPVTRAL

IPFSLSPEIDPIKGCHLTLSLQNQSSFLILYSTSPSSSALQWLSPPQTFGKAQPFVYTQCQSIHARSVF

PCQDTPAARICYSARLNIPRQLAAVMSARHCHRRAPVSGDVENSIDEGTDFDLKSIWCGEGRVIEEFVM

EQPIPPYLFAFAVGELGFREVGPRTRIYSENVGDVLDAAAREFSGTEEMIRQGEKLFGEYEWERFDLLV

LPPSFPYGGMENPRMVFLTPTVIKGDSSGAQVVAHELAHSWTGNLITNTNNNHFWLNEGFTTYAERRIV

EVVQGEDKAVLNIGIGWRGLNEEVERFKDNMEFTKLKTNQENADPDDMYSQVPYEKGFQFLWRIERQIG

RPAFDEFLKKYIATFKFKSIDTDMFLDFLKANVPGIEKDIDLQLWTEGTGIPPDAYEPVSNVYTKIISL

AHEFKLGTMPGEVEVADWQGQEWELYLENLPKSVEASQIIALDARYRLSESKDYEVKVAFLELAILSGC

KDYFSAVEKTLKEVGRMKYLRPLYTALVQGTGKEEEKILAKRVFAEARDCYHPIAQGVVEAIFAKHL 
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Protein No.: I-1008 
Protein name and Species:  

Alanine aminotransferase [Medicago truncatula] OS=Medicago 

truncatula PE=2 SV=1 

Accession: tr|B7FM77|B7FM77_MEDTR 

 

 

Unused ProtScore: 2.19                                

Seq Cov %: 5.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=5.06 

116: 114=E5TL: D5TL=1.54 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MRKSAADRFRHLFNRSLVFVRNQNQQYHHPSPLRSLSSMASDSPFPVTAQNINPQVLKCQYAVRGEIVT

LAQNLQKALQANPDAHSFDEIIYCNIGNPQSLGQQPITFFREVLALCDYPALLDKSETQGLFSADSIER

AWQLVDQIPGRATGAYSHSQGIQGLRDTIAAGIEERDGFPCNANDIFLTDGASPAVHMMMQLLIRSEKD

GILCPIPQYPLYSASITLHGGHLVPYYLDEATGWGLEISELKKQLEEAKSKGISVRALAAINPGNPTGQ

VLAEDNQRAIVEFCKQEGLVLLADEVYQENVYVPEKKFHSFKKVSRSMGYGDNDICLVSFQSVSKGYHG

ECGKRGGYMEVTGFSPDVREQIYKVASANLCSNITGQILASLIMSPPKVGDESYESFMAERGAILSSLT

TRAKALEEALNKLEGVTCNKAEGAMYLFPRIRLPEKAIKAAEAEKSAPDAFYCKRLLNATGIVVVPGSG

FGQVPGTWHFRCTILPQEDRIPAIVTRLTEFHQKFMDEFRD 
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Protein No.: I-1016 
Protein name and Species:  

Ras-related protein Rab11B OS=Nicotiana tabacum 

GN=RAB11B PE=2 SV=1 

Accession: sp|Q40521|RB11B_TOBAC 

 

Unused ProtScore:  2.18                               

Seq Cov %: 33.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.35 

116: 114=E5TL: D5TL=1.21 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAGGYRAEDDYDYLFKLVLIGDSGVGKSNLLSRFSRNEFNLESKSTIGVEFATRSIRVDDKIVKAQIWD

TAGQERYRAITSAYYRGAVGALVVYDITRHVTFENVERWLKELRDHTDQNIVIMLVGNKADLRHLRAVS

TEDAKAFAERENTFFMETSALESLNVENAFTEVLTEIYKVVCRKALEVGDDPAALPKGQTINVGKDDVS

AVKKVGCCSS 
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Protein No.: I-1019 
Protein name and Species:  

guanine nucleotide-binding protein subunit beta OS=Vitis 

vinifera GN=VIT_17s0000g02750 PE=4 SV=1 

 

Accession: tr|A5BV59|A5BV59_VITVI 

 

Unused ProtScore:  2.17                               

Seq Cov %: 12.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.67 

116: 114=E5TL: D5TL=0.30 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAETLVLRGTMRAHTDMVTAIATPIDNSDMIVTSSRDKSIILWHLTKDDKTYGVPRRRLTGHSHFVQDV

VLSSDGQFALSGSWDGELRLWDLAAGTSARRFVGHTKDVLSVAFSVDNRQIVSASRDRTIKLWNTLGEC

KYTIQDADAHSDWVSCVRFSPNNLQPTIVSASWDRTVKVWNLTNCKLRATLAGHGGYVNTVAVSPDGSL

CASGGKDGVILLWDLAEGKRLYSLDAGAIIHALCFSPNRYWLCAATEQSIKIWDLESKSIVEDLKVDLK

TEAEKSEDTTTTAKKKGKIIYCTSLSWSADGSTLFSGYTDGVVRVWGIGRY 
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Protein No.: I-1026 
Protein name and Species:  

Indole-3-acetic acid-amido synthetase GH3.5, putative 

OS=Ricinus communis GN=RCOM_0236810 PE=4 SV=1 

 

Accession: tr|B9T6N8|B9T6N8_RICCO 

 

Unused ProtScore: 2.15                                

Seq Cov %: 3.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.38 

116: 114=E5TL: D5TL=1.60 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTKNAERVQKETLKKILEENGSAEYLQNLGLDGRTDPESFKICVPICTHGDLEPYIQRIADGDSSPVLT

GKPITTISLSSGTTQGKPKYVPFTDQLLDNTLQIFRTSFAYRNREFPLENGKALEFVFSSKQGKTKGGL

AAGTATTNLFRNPNYKTALEELQFKSCSPREVIFGSDFHQSLYCHLLCGLIFREDIQFVFSTFAHSIVL

AFRTFEQVWEELCDDIRNGELSSRITAPSIRTAMSHLLKPNAELADLIHTKCSGLSNWYGLIPELFPNA

KYIYGIMTGSMEPYLKKLRHYAGELPLLSADYGASEGWIAANVNPLLPPELATFAVLPDIGYFEFIPLR

RNGDHIYSEPKPIGLSDVKIGEEYEILVTNFAGFYRYRLGDVVKVMGFHNSTPELKFVCRRSLLLSINI

DKNTEKDLQLVVEEAAKLLADEKLEVVDFSSLADRSTDPGHYVIFWEISGEPTAEVLQECCNCLDRSFL

DAGYVTSRKVKAIGPLELRVVHRGTFQKILDHYLGLGAAVSQFKTPRCVGPANNVVSQILSNNVAKSYV

STAF 
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Protein No.: I-1029 
Protein name and Species:  

Vesicle transport protein-lik OS=Populus trichocarpa 

GN=POPTRDRAFT_584135 PE=4 SV=1 

Accession: tr|B9N7F9|B9N7F9_POPTR 

Unused ProtScore: 2.15                                 

Seq Cov %: 11.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.66 

116: 114=E5TL: D5TL=1.74 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MVKLTMIARVTDGLPLAEGLDDGRDVKDAEMYKQQVKALFKNLASGHNDASRMSVETGPYVFHYIIEGR

VCYLTMCDRSYPKKLAFQYLEDLKYEFERVNGAQIETAARPYAFIKFDTFIQKTKKLYQDTRTQRNVAK

LNDELYEVHQIMTRNVQEVLGVGEKLDQVSQMSSRLTSESRIYAEKARDLNRQALIRKWAPVAIVLGVV

FLLFWVKTKLW 
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Protein No.: I-1030 
Protein name and Species:  

Proteasome subunit alpha type OS=Populus trichocarpa 

GN=POPTRDRAFT_818935 PE=2 SV=1 

 

Accession: tr|A9PCM5|A9PCM5_POPTR 

Unused ProtScore: 2.14                                 

Seq Cov %: 10 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.27 

116: 114=E5TL: D5TL=0.38 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MSRRYDSRTTIFSPEGRLYQVEYAMEAIGNAGSAIGILSKDGVVLVGEKKVTSKLLQTSTSTEKMYKID

DHVACAVAGIMSDANILINTARIQAQRYTFAYQEPMPVEQLVQSLCDTKQGYTQFGGLRPFGVSFLFAG

WDKNYGFQLYMSDPSGNYSGWKAGAIGANNQAAQSMLKQDYKDEITREEAVQLALKVLSKTMDSTSLTS

EKLELAEVFLSPSGNVKYQVCSPDVLSKLLVKFGVTQPAAETS 
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Protein No.: I-1037 
Protein name and Species:  

Aminoacyl-tRNA synthetase-like OS=Populus trichocarpa 

GN=POPTRDRAFT_552617 PE=3 SV=1 

Accession: tr|B9GTA1|B9GTA1_POPTR 

 

 

Unused ProtScore: 2.13                                 

Seq Cov %: 18.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.28 

116: 114=E5TL: D5TL=0.22 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MADGKKKEVKKETGLGLTFKKEENFGEWYSEVVVNGEMIEYYDISGCYILRPWSMSIWETMQAFFDVEI

KKMKIKNCYFPLFVSSSVLQKEKDHIEGFAPEVAWVTKAGKSDLEVPVAIRPTSETVMYPYFSKWIRGH

RDLPLKLNQWCNVVRWEFSNPTPFIRSREFLWQEGHTAFASKQEADEEVLQILELYRRIYEEFLAIPVI

KGKKSEMEKFAGGLYTTSVEAFIPNTGRGIQGATSHCLGQNFAKMFEINFENEKGEKGMAWQNSWAYST

RTIGVMVMVHGDDKGLVLPPKVASVQVIVVPVPYKDADTQGIFDACAATVDTLCEAGIRAEADFRENYS

PGWKYSHWEMKGVPLRIEIGPKDLANNQVRAVRRDNAAKVDISRDSLMEKVKDMLDDIQQRLFDAAKQK

RDACIQVVKTWGEFKEALSQRKMILAPWCDEEEVERDVKERTRGEMGAAKSLCSPFDQPELPEGTACFA

SGKPAKKWTYWGRSY 
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Protein No.: I-1044 
Protein name and Species:  

Chorismate synthase OS=Vitis vinifera GN=VIT_13s0019g04190 

PE=3 SV=1 

Accession: tr|D7TMA3|D7TMA3_VITVI 

 

 

Unused ProtScore:  2.12                               

Seq Cov %: 6.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=1.09 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASSLSSKPFLTSPSTDGASGFGSLRKLSFPSVRYAIRPTHRRTLEIQAAGSTYGTYFRVTTYGESHGG

GVGCIIDGCPPRLPLTEADMQIDLDRRRPGQSRITTPRKETDTCRIYSGVAEGMTTGSPIMVNVPNTDQ

RGNDYTEMSKAYRPSHADATYDFKYGVRSVQGGGRSSARETIGRVAAGAVAKKILKNFSGTEVLAYVSQ

VHKVVLPEDLVDHETLALDQIESNIVRCPDPEYAEKMIAAIDAVRVRGDSVGGVVTCIVRNIPRGLGSP

VFDKLEAELAKAALSLPATKGFEFGSGFAGTFMTGSEHNDEFFTDAHGRIRTRTNRSGGIQGGISNGEI

INIRIGFKPTSTIGKKQHTVTRDKQETELIARGRHDPCVVPRAVPMVEAAVALVLVDQLMAQYAQCELF

PINPALQEPLEFRDPELAGTHI 
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Protein No.: I-1049 
Protein name and Species:  

pantothenate kinase OS=Vitis vinifera GN=VIT_08s0007g07660 

PE=4 SV=1 

 

Accession: tr|F6HLA1|F6HLA1_VITVI 

 

Unused ProtScore: 2.12                                

Seq Cov %: 3.8 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.47 

116: 114=E5TL: D5TL=1.01 

 

Annotated typical Precursor MS Region: 

 

 964



Sequence Coverage and Matched peptides: in different color 
MEFPFGHHHHTHHHRPEYGAGEEEEYLQPPPPPPLIHPPPPPPAYFHGEDEPPPPAYFYGEDEPPPPRA

QVHHISHADPPRPPPSSHVHHISHVEDQGFGRENYTHEGPPYARPPPVSYSASAPVRHVSHHLNPQQPQ

GTEQVETHHLHHLPGFLHHHNEAHGVGSNLSNKPTVRVFCKAKPNHSLTILDGKVYLAPSNKTDMLQHW

IKDEKYSTSVKDEEGFPSFALVNKATGQAMKHSIGASHPVQLIPYNPDVLDESVLWTESKDLGDNFRSI

RMINNIHLNVDALHGDRSHGSVHDCTTIVLNKWKKGDNQLWKISLYFENPFPSQLTQSIPLSLNLSLCE

C 
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Protein No.: I-1051 
Protein name and Species:  

Carotenoid cleavage dioxygenase 1 OS=Rosa damascena 

GN=CCD1 PE=2 SV=1 

 

Accession: tr|A9Z0V7|A9Z0V7_ROSDA 

 

Unused ProtScore: 2.11                                

Seq Cov %: 4.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.93 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEVVEKRHDDDVKEKLKSNGIVVPNPKPSKGVTSTLVDTVEKLIVKLMYDSSQPHHYLAGNFAPVIEE

TPPTKDLHVIGHLPDCLNGEFVRVGPNPKFAPVAGYHWFDGDGMIHGMRIKDGKATYVSRYVKTSRLKQ

EEYFGGAKFMKVGDLKGLFGLLMVYMQQLRAKLKVLDLSYGHGTGNTAFVYHHGKLLALSEGDKPYVLK

VLEDGDLQTVGLLDYDKRLKHSFTAHPKVDPFTGEMFTFGYSHDPPYVTYRVISKDGFMHDPIPITVPA

PVMMHDFAITENYAIFMDLPLYFRPKEMVKEGKLIFSFDETKKARFGVLPRYAKDDLLIRWFELPNCFI

FHNANAWEEEDEVVLMTCRLENPDLDMVNGPIKKKLDNFKNELYEMRFNLKTGLATQKKLSESAVDFPR

VNESYTGRKQRYVYGTTLDSIAKVTGIVKFDLHAAPEIGKTKIEVGGNVQGLYDLGPGRFGSEAIFVPR

VPGITSEEDDGYLIFFVHDENTGKSAIHVLDAKTMSGDPVAIVELPHRVPYGFHAFFVTEEQLQEQAKF 
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Protein No.: I-1059 
Protein name and Species:  

Nucleoredoxin, putative OS=Ricinus communis 

GN=RCOM_1599380 PE=4 SV=1 

 

Accession: tr|B9R8F0|B9R8F0_RICCO 

 

Unused ProtScore:  2.1                               

Seq Cov %: 11.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.56 

116: 114=E5TL: D5TL=0.75 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MCHYLRLPLALHLRYKVKVSELEGKVIGLYFSANWYPPCRNFNQVLAGVYEQLKENGSNFEVVFVSSDE

NLDAFNNYRALMPWLSIPFSDLETKKALDRKFNIEGVPCLVILQPKDDKEEATLHDGVDLLYRFGVQAF

PFTKERLEELKMQEKEKHESQTLTNLLTNHDRDYLFAHPAPKQVPVASLIGKTIGLFFSAQWCRPGMKF

TPKLISIYHKIKQMLRERESEDFEIVFVSTDRDQEGFDSYFNTMPWLALPFGDPTIKTLTKYFDVQGIP

CLIIIGPNGKTITKNGRNLINLYQENAYPFTEAKVELLEKQMEEEFKSLPRSEYHVGHKHELNLVTEGT

GGGPYICCDCDEQGSGWAYQCLECGYEVHPKCVRVVEPGSTRAR 
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Protein No.: I-1062 
Protein name and Species:  

Structural molecule, putative OS=Ricinus communis 

GN=RCOM_1168960 PE=4 SV=1 

 

Accession: tr|B9SS56|B9SS56_RICCO 

Unused ProtScore: 2.09                                

Seq Cov %: 11.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=1.15 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MDTLTSLLHPPSFSSSFINHSSSSSSSFTIKAFPKRRLFYINNNTGKSLPVVKSALDEVPVLDPPPPPP

PPPPPFGNERENNKLVASLKLKLLSIVSGLNRGLAASEDDLQKADAAAKELEAVGGLVDLSNDIDKLQG

RWKLIYSSAFSSRTLGGSRPGPPTGRLLPITLGQVFQRIDVLNKDFDNIVELQLGAPWPLPPVEVTATL

AHKFELIGSAKVKITFEKTTVKTTGNLSQLPPLEIPRIPDALRPPSNTGSGDFEVTYVDADTRITRGDR

GELRVFVIA 
 

 970



Protein No.: I-1065 
Protein name and Species:  

Ribosomal protein L3A OS=Nicotiana tabacum GN=RPL3A 

PE=2 SV=1 

 

Accession: tr|Q6TKR0|Q6TKR0_TOBAC 

 

Unused ProtScore:  2.08                               

Seq Cov %: 8.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.66 

116: 114=E5TL: D5TL=2.75 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSHRKFEHPRHGSLGFLPRKRAARHRGKVKAFPKDDPNKPCKLTAFLGYKAGMTHIVRDVEKPGSKLHK

KETCEAVTIIETPPMVIVGVVGYVKTPRGLRCLNTVWAQHLSEELKRRFYKNWCKSKKKAFLKYSKKYE

SDEGKKDIQTQLEKLKKYACVIRVLAHTQIRKMKGLKQKKAHLMEIQVNGGTIAQKVDFAYGFFEKQVP

VDAVFQKDEMIDIIGVTKGKGYEGVVTRWGVTRLPRKTHRGLRKVACIGAWHPARVSYTVARAGQNGYH

HRTEMNKKVYKLGKAGQESHAAVTDFDRTEKDITPMGGFPHYGVVKDDYLLIKGCCVGPKKRVVTLRQS

LLNQTSRVALEEIKLKFIDTSSKFGHGRFQTTQEKQKFYGRLKG 
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Protein No.: I-1066 
Protein name and Species:  

Glutamate decarboxylase isozyme 3 OS=Nicotiana tabacum 

PE=2 SV=1 

Accession: tr|Q94KK8|Q94KK8_TOBAC 

 

 

Unused ProtScore:  2.08                               

Seq Cov %: 8.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.21 

116: 114=E5TL: D5TL=0.92 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVLSKTSSESDVSVHSTFASRYVRTSLPRFEMAENSIPKEAAFQIINDELMLDGNPRLNLASFVTTWME

PECDKLMMDSINKNYVDMDEYPVTTELQNRCVNMIARLFNAPLEEKETAVGVGTVGSSEAIMLAGLAFK

RNWQNKRKAEGKPYNKPNIVTGANVQVCWEKFANYFEVELKEVKLREGYYVMDPVQAVEMVDENTICVA

AILGSTLNGEFEDVKLLNDLLIEKNKQTGWNTPIHVDAASGGFIAPFLYPELEWDFRLPLVKSINVSGH

KYGLVYAGIGWVIWRTKQDLPEELIFHINYLGADQPTFTLNFSKGSSQVIAQYYQLIRLGYEGYRNVME

NCRENAIVLREGLEKTGRFNIVSKDEGVPLVAFSLKDNSRHNEFEVSETLRRFGWIVPAYTMPADAQHV

TVLRVVIREDFSRTLAERLVLDIVKVLHELDTLPARLSAKLEEVKLVKNGKKFELEVQREVTNYWKKFV

LARKAPVC 
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Protein No.: I-1067 
Protein name and Species:  

Aminopeptidase OS=Citrus unshiu GN=ORF12 PE=4 SV=1 

 

Accession: tr|F8WL79|F8WL79_CITUN 

 

Unused ProtScore: 2.08                                 

Seq Cov %: 4.6 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.59 

116: 114=E5TL: D5TL=0.41 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEEFKGQPRLPKFAVPKRYDIRLTPDLTSCKFGGSVAIDVDVVGDTKFIVLNAADLTINNRSVSFTNKA

SSKALEPTKVELVEADEILVLEFAETLPTGMGVLAIGFEGVLNDKMKGFYRSSYELNGEKKNMAVTQFE

PADARRCFPCWDEPACKATFKITLDVPSELVALSNMPVIDEKVDGNMKTVSYQESPIMSTYLVAVVIGL

FDYVEDHTSDGTVTISIDSHGIKVRVYCQVGKANQGKFALNVAVKTLELYKEYFAVPYSLPKLDMIAIP

DFAAGAMENYGLVTYRETALLYDDQHSAAANKQRVATVVAHELAHQWFGNLVTMEWWTHLWLNEGFATW

VSYLAADSLFPEWKIWTQFLDECTEGLRLDGLAESHPIEVEVNHTGEIDEIFDAISYRKGASVIRMLQN

YLGAECFQRSLASYIKKYACSNAKTEDLWAALEEGSGEPVNKLMNSWTKQKGYPVISVKVREEKLELEQ

ELLGCSISKEGDNGGWIKLNVNQTGFYRVKYDKDLAARLGYAIEKKQLSETDRFGILDDHFALCMARQQ

TLTSLLTLMASYSEETEYTVLSNLITISYKIGRIAADARPELLDYLKQFFISLFQNSAELFICRKLGWD

SKPGESHLDALLRGEIFTALALLGHKETLNEASKRFHAFLADRTTPLLPPDIRKAAYVAVMQKVSASDR

SGYESLLRVYRETDLSQEKTRILSSLASCPDVNIVLEVLNFLLSSEVRSQDAVYGLAVSIEGRETAWKW

LKASGVLSKEVNFDPIPSSINGRISSITGTTSQRPGVLVFLSHALSAQLSHRFVVYTSQIMCSVFQLLH

MCTSNVFPLIPFLFLSAVWHAQFASYEKVREVEEFFSSRCKPYIARTLRQSIERVQINAKWVESIRNEG

HLAEAVKELAYRKY 
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Protein No.: I-1071 
Protein name and Species:  

serine/threonine-protein phosphatase 2A 65 kDa regulatory 

subunit A beta isoform [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_17s0000g03870 PE=4 SV=1 

 

Accession: tr|D7SIX7|D7SIX7_VITVI 

 

Unused ProtScore:  2.07                               

Seq Cov %: 14.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.16 

116: 114=E5TL: D5TL=0.28 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKDTDFFFSALLKLVEGSSLSSPKFQDGLRLPHLRSQILLFPNCPFLFSHFHCSEMAMIDEPLYPIAVL

IDELKNEDIQLRLNSIRRLSTIARALGEERTRKELIPFLSENNDDDDEVLLAMAEELGVFIPYVGGVEH

ANVLLPPLETLCTVEETCVRDKAVESLCRIGAQMREPDLVESFIPLVKRLAAGEWFTARVSSCGLFHIA

YPSAPETLKTELRAIYSQLCQDDMPMVRRSAASNLGKFAATVEAAHLKADIMSIFEDLTQDDQDSVRLL

AVEGCAALGKLLEPQDCVAHILPVIVNFSQDKSWRVRYMVANQLYELCEAVGPEPTRSDLVPAYVRLLR

DNEAEVRIAAAGKVTKFCRILNPELAIQHILPCVKELSSDSSQHVRSALASVIMGMAPVLGKDATIDQL

LPIFLSLLKDEFPDVRLNIISKLDQVNQVIGIDLLSQSLLPAIVELAEDRHWRVRLAIIEYIPLLASQL

GVGFFDDKLGALCMQWLKDKVYSIRDAAANNVKRLAEEFGPDWAMQHIIPQVLDMINNPHYLYRMTILH

AISLLAPVMGPEITCSKLLPVVINAAKDRVPNIKFNVAKVLQSLTPIVDQSVVDKTIRPCLVELSEDPD

VDVRFFASQALQASDQIMMSS 
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Protein No.: I-1072 
Protein name and Species:  

Long-chain acyl-CoA synthetase 4 OS=Ricinus communis 

GN=LACS4 PE=2 SV=1 

 

Accession: tr|B3TZ27|B3TZ27_RICCO 

 

Unused ProtScore: 2.07                                

Seq Cov %: 6.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.42 

116: 114=E5TL: D5TL=1.36 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAQQRQRKYLIEVEKAKEAKDGKPSVGPVYRSLFAKDGFPPPIPGLDSCWDVFRMSVEKYPNNPMLGHR

EFVNGKAGKYVWQTYKQVYDLVIKVGNAIRSCGVEPGEKCGIYGANSAEWIMSMEACNAHGLYCVPLYD

TLGAGAVEYIICHAEVSIAFVEEKKIPELLKTFPSAAQYIKTIVSFGNIAREQREEMEKFGLVAYSWED

FLKLGENKQYDLPEKKKSDICTIMYTSGTTGDPKGVMISNDSIVTIIAGVRRLLESVNEQLTSEDVYLS

YLPLAHIFDRVIEELFISHGASIGFWRGDVKLLIEDIGELKPTIFCAVPRVLDRIHSGLTQKISSGGFL

KNKLFNLAYSYKLSCMKKGLAHDEASPLSDKLVFDKVKQGLGGKVRLILSGAAPLAIHVEAFLRVVSCA

HVLQGYGLTETCAGTFVSLPNEMAMLGTVGPPVPNVDVCLESVPEMNYDALSSTPRGEICVRGSTVFAG

YYKREDLTKEVLIDGWFHTGDIGEWQADGSLKIIDRKKNIFKLSQGEYVAVENLENIYGLASDVDSIWV

YGNSFESFLVAVVNPNKQALEHWAQENSVDGDFKSLCENPRAKQYIIGELTKIGKEKKLKGFESIKAVH

LDPEPFDIERDLLTPTYKKKRPQLLKYYQKVIDDMYKNASKPSA 
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Protein No.: I-1081 
Protein name and Species:  

Malate dehydrogenase OS=Vitis vinifera 

GN=VIT_07s0005g03350 PE=3 SV=1 

 

Accession: tr|F6HZK0|F6HZK0_VITVI 

 

Unused ProtScore:  2.06                               

Seq Cov %: 27.4 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.28 

116: 114=E5TL: D5TL=0.62 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEDVPRGQTSGLTKSSGTQRRFPLPCSPAIPTMAKEPVRVLVTGAAGQIGYALVPMIARGVMLGADQP

VILHMLDIPPAAEALNGVKMELVDAAFPLLKGVVATTDVVEACTGVNIAVMVGGFPRKEGMERKDVMSK

NVSIYKSQASALENHAAANCKVLVVANPANTNALILKEFAPSIPEKNISCLTRLDHNRALGQVSERLNV

QVSDVKNVIIWGNHSSTQYPDVNHATVKTPAGEKPVRGLVGDDAWLNGEFITTVQQRGAAIIKARKLSS

ALSAASAACDHIRDWVLGTPEGTWVSMGVYSDGSYNVPAGLIYSFPVTCCAGEWKIVQGLHIDEFSRKK

LDLTAQELSEEKELAYSCLS 
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Protein No.: I-1082 
Protein name and Species:  

Aspartyl aminopeptidase-like protein OS=Populus trichocarpa 

GN=POPTRDRAFT_835204 PE=3 SV=1 

 

Accession: tr|B9IF79|B9IF79_POPTR 

 

Unused ProtScore:   2.06                              

Seq Cov %: 8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.05 

116: 114=E5TL: D5TL=1.06 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MANNNKEQEYCVASDLIDFLNASPTAFHAVEEAKRRLKNAGYEQVSERHDWKLEAGKRYFFTRNHSTIL

AFAIGKKYVAGNGFYIVGAHTDSPCLKLKPVSKVTKGGFLEVGVQTYGGGLWHTWFDRDLTVAGRVIVK

EEKDGLVSYSHRLVRIEEPIMRVPTIAIHLERTVNTDGFKVNTQSQLLPVLATSIKAELNKAAAENGPV

KSEEVQADGKKSDKGTISSKHHSLVLEMIANQIGCKVDDICDFELQACDTQPSLIAGAAKEFIFSGRLD

NLCSSFCSLKALIDATSSESDLEDESGVRMVALFDHEEIGSDSAQGAGSPVMLDALSRITSSFNSDSKL

LPKAIQKSFLVSADMAHALHPNYMDKHEENHQPKLHGGLVIKHNANQRYATNAITSFLFREIATKHDLP

TQDFVVRNDMGCGSTIGPILASGVGIRTVDVGAPQLSMHSIREMCSVDDVKYSYEHFKAFFQDISHLDA

KITVDM 
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Protein No.: I-1085 
Protein name and Species:  

L-allo-threonine aldolase, putative OS=Arabidopsis thaliana 

GN=T27C4.17 PE=4 SV=1 

 

Accession: tr|Q9M835|Q9M835_ARATH 

 

Unused ProtScore:  2.06                               

Seq Cov %: 7.6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.58 

116: 114=E5TL: D5TL=1.04 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVTPTTIRTVDLRSDTVTKPTESMRSAMANAEVDDDVLGNDPTALRLEKEVAEIAGKEAAMFVPSGTMG

NLISVLVHCDERGSEVILGDDSHIHIYENGGVSSLGGVHPRTVKNEEDGTMEIGAIEAAVRSPKGDLHH

PVTKLICLENTQANCGGRCLPIEYIDKVGELAKKHGLKLHIDGARIFNASVALGVPVKRIVQAADSVSI

CLSKGIGAPVGSVIVGSKKFITKARWLRKTLGGGMRQIGVLCAAALVALHENVAKLEDDHKKARVLAEG

LNRIERLRVNVAAVETNIVNPKFGAEEACKSLEDVGVLVIPQATFRIRIVLHHQISDVDVEYVLSCFEV

CSLLSSTDMCFDIFNFFATLYSFID 
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Protein No.: I-1120 
Protein name and Species:  

Exportin-1 OS=Solanum lycopersicum GN=Xpo1 PE=2 SV=1 

 

Accession: tr|D1MAF2|D1MAF2_SOLLC 

Unused ProtScore:  2.03                               

Seq Cov %: 10.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=4.17 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAAEKLRDLSQPIDVSLLDATVAAFYGTGSKEERAAADHILRDLQNNPDMWLQVVHILSSTQSLNTKFF

ALQVLEGVIKYRWNALPVEQRDGMKNYISEVIVKLSSDEASLRRERLYISKLNIILVQILKHEWPARWR

SFIPDLVAAAKTSETICENCMAILKLLSEEVFDFSRGEMTQQKIKELKQSLNSEFQLIHELCLYVLSVS

HRTELIRATLATLHAFLSWIPLGYIFESTLLEILLKFFPLPSYRNLTLQCLTEVAALNFGDFYNEQYIK

MYTIFMGQLQSVLPPNTSIPEAYANGSNEEQAFIQNLALFFTSFFKSHIRVLESSQENIGALLVGLEYL

INISYVDDTEVFKVCLDYWNSLVLELFEAAHHNLDNPAMTTNMMGLQMPLLSGMNDGLGAQLMQRRQLY

SGPMSKLRLLMISRMAKPEEVLIVEDENGNIVRETMKDNDVLVQYKIMRETLIYLSHLDHDDTEKQMLK

KLSNQLNGEDWSWNNLNTLCWAIGSISGSMVEEQENRFLVMVIRDLLNLCEITKGKDNKAVIASNIMYV

VGQYPRFLRAHWKFLKTVVNKLFEFMHETHPGVQDMACDTFLKIVQKCKRKFVVVQVGENEPFVSELLT

TLPTTIADLEPHQIHTFYESVGQMIQAEPDPQKRDEYLQRLMELPNQRWNEIIGQARQSVDYLKDQDVI

RAVLNILQTNTSAASSLGTYFLPQISLIFLDMLNVYRMYSELISTSIAQGGPYASRTSIVKLLRSVKRE

TLKLIETFLDKAEDQSHIGKQFVPPMMDPVLGDYARNVPDARESEVLSLFATIINKYKGAMIEDVPRIF

EAAFQCTLEMITKNFEDYPEHRLKFFSLLRAIATHCFAALIRLSSEQLKLVMDSIIWAFRHTERNIAET

GLNLLLAMLKNFQNSEFANQFYRTYYLTIEQEIFAVLTDTFHKPGFKLHVLVLQHLFCMVVMLSEPLWD

ASTVPCSYPNNVEFVREYTIKLLSTSFPNMTAAEVTQFVSGLFDSTNDLPTFKNHIRDFLVQSKEFSAQ

DNKDLYAEEAAAQRERERQRMRSIPGLIAPNEIQDEMVDS 
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Protein No.: I-1121 
Protein name and Species:  

Glucose 4-6-dehydratase, putative OS=Ricinus communis 

GN=RCOM_0464520 PE=4 SV=1 

Accession: tr|B9SR17|B9SR17_RICCO 

 

Unused ProtScore: 2.03                                

Seq Cov %: 25.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.13 

116: 114=E5TL: D5TL=0.82 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAKEVSNGDHSSASKPPPTPSPLRFSKFFQSNMRILVTGGAGFIGSHLVDKLMENEKNEVIVVDNYFTG

SKDNLKKWIGHPRFELIRHDVTEPLLIEVDQIYHLACPASPIFYKYNPVKTIKTNVIGTLNMLGLAKRV

GARILLTSTSEVYGDPLVHPQEESYWGNVNPIGVRSCYDEGKRVAETLMFDYHRQHGIEIRIARIFNTY

GPRMNIDDGRVVSNFIAQAVRNEPLTVQAPGTQTRSFCYVSDMVDGLIRLMEGENTGPINIGNPGEFTM

LELAETVKELINPDVEIAKVENTPDDPRQRKPDITKAKELLGWEPKIKLRDGLPLMEDDFRLRLGVPRK

K 
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Protein No.: I-1130 
Protein name and Species:  

copper transport protein [Arabidopsis thaliana] 

OS=Arabidopsis thaliana PE=4 SV=1 

 

Accession: tr|Q8LCK3|Q8LCK3_ARATH 

Unused ProtScore:   2.03                              

Seq Cov %: 23.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.42 

116: 114=E5TL: D5TL=0.88 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAQKVVLKVLTMTDDKTKQKAIEAAADIFGVDSIAADMKDQKLTVIGLMDAVAVVKKLKKVGKVDLISV

GPAKEEKKEEKKEEKKKEKKEEKKEEKKEEEPKK 
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Protein No.: I-1136 
Protein name and Species:  

V-type H+-transporting ATPase subunit I; At2g21410/F3K23.17 

OS=Arabidopsis thaliana GN=VHA-A2 PE=2 SV=1 

 

Accession: tr|Q9SJT7|Q9SJT7_ARATH 

 

Unused ProtScore:  2.02                               

Seq Cov %: 3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.51 

116: 114=E5TL: D5TL=1.13 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAESHGGGGGCCPPMDLMRSEPMQLVQVIVPMESAHLTVSYLGDLGLVQFKDLNSEKSPFQRTYAAQIK

RCGEMARKIRFFKEQMSKAGVTPKETLDRENDIDLDDVEVKLEELEAELVEINANNDKLQRSYNELVEY

KLVLEKAGEFFASAHRSATAQQSEIETEQVGEDLLEAPLLQEEKSVDPTKQVKLGFLTGLVPREKSMVF

ERILFRATRGNIFIRQSVIEESVVDPNSGEKAEKNVFVVFYSGERAKSKILKICEAFGANRYPFSEDLG

KQAQMMTEVSGRLSELKTTIGAGLDQRNILLETIGDKFEQWNLKIRKEKAIYHTLNMLSLDVTKKCLVG

EGWSPVFAATEIQDALHRAAVDSNSQVGSIFQVLRTKEMPPTFFRTNKFTTAFQEIVDAYGVAKYQEAN

PSVFTIVTFPFLFAVMFGDWGHGICLLLATMYLILREKKLSSQKLGDIMEMAFGGRYVIFMMSLFSIYT

GLIYNEFFSIPYPLFASSAYDCRDVSCSEATTIGLIKTRDTYPFGVDPVWHGTRSELPFLNSLKMKMSI

LIGVAQMNLGIIMSFFNAKFFKSAVNIWFQFVPQMIFLNCLFGYLSVLIIIKWCTGSQADLYHVMIYMF

LSPMDDLGENQLFPNQKIVQLTFLFLALVSVPWMLLPKPFILKKQHEARHQGLSYAQLDETDESLQVET

NGGGHGHEEFEFSEIFVHQLIHTIEFVLGAVSNTASYLRLWALSLAHSELSSVFYEKVLLMAWGFNNVF

IWIVGILVFIFATVGVLLVMETLSAFLHALRLHWVEYQNKFYEGDGYKFAPFTFTLVGNEDE 
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Protein No.: I-1137 
Protein name and Species:  

Translation elongation factor OS=Populus trichocarpa 

GN=POPTRDRAFT_814408 PE=3 SV=1 

 

Accession: tr|B9IF97|B9IF97_POPTR 

Unused ProtScore: 2.02                                

Seq Cov %: 26.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.53 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MAVTFYDLTSAAGLKKLDDFLLSRSYISGYQASKDDLTVYSALSSAPSAEHVNVYRWYTHIDALLRISG

VEAEGCGVVVKGSAPITEEAIATPPSAETKAAEDDDDDDVDLFGEETEEEKKAAEERAATVKAASKKKE

SGKSSVLLDVKPWDDETDMKKLEEAVRSVEMEGLLWGASKLVPVGYGIKKLTIMLTIVDDLVSVDTLIE

ERLTTEPINEYVQSCDIVAFNKKGSR 
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Protein No.: I-1155 
Protein name and Species:  

Galactinol-sucrose galactosyltransferase OS=Populus 

trichocarpa GN=POPTRDRAFT_762165 PE=4 SV=1 

 

Accession: tr|B9HA87|B9HA87_POPTR 

 

Unused ProtScore: 2.01                                

Seq Cov %: 8.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=11.07 

116: 114=E5TL: D5TL=3.94 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTIKPAVRISDGKLIVKDRTILTGVPDNVIATSGSTSGPVEGVFLGAVFDQENSRHVTSLGALRDVRFM

ACFRFKLWWMAQKMGDQGRDIPLETQFLLVETKDGSHLESDGGDEDNQVVYTVFLPLIEGSFRACLQGN

VSDELELCLESGDAETKTSSFTHTLFIHAGTDPFRTITEAVRAVKLHLKTFRQRHEKRLPGIIDHFGWC

TWDAFYQEVTQEGVEAGLQSLASGGTPPKFVIIDDGWQSVGGDPEEETNGQDVKKQDQQPLLRLTGIKE

NAKFQKKDDPAAGIKSIVNIAKEKYGLKYVYVWHAITGYWGGVRPGVKEMEEYGSMMKYPMVSKGVVEN

EPIWKNDALTLQGLGLVNPKNVYRFYNELHSYLAAAGIDGVKVDVQCILETLGAGLGGRVELTRQYHQA

LDASVARNFLDNGCIACMSHNTDALYCSKQTAVVRASDDFYPRDPVSHTIHIAAVAYNSVFLGEFMQPD

WDMFHSLHAAAEYHASARAISGGPIYVSDAPGKHNFELLKKVVLPDGSILRARLPGRPTSDCLFSDPAR

DGVSLLKIWNMNKFTGVLGVYNCQGAAWSSTERKNAFHQTTTEALTGTIRGRDVHLVAEAATDPNWDGN

CAFYCHRTGELITLPYNAALPVSLKVLEHDIFTVTPIKVLAPGFSFAPLGLINMFNAGGAIEGLKYEVK

GKVCVEVKGCGKFGAYSSAKPRKCIVDSNVVDFVYDSNSGLVGFNLDSLLEEGKLRIVEIEL 
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Protein No.: I-1157 
Protein name and Species:  

Pyrophosphate-energized membrane proton pump 3 [Vitis 

vinifera]  OS=Vitis vinifera GN=VIT_09s0054g00700 PE=3 

SV=1 

 

Accession: tr|D7SS21|D7SS21_VITVI 

 

Unused ProtScore: 2.01                                 

Seq Cov %: 3.8 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.60 

116: 114=E5TL: D5TL=1.63 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDDDVESGALGPYQDKPRIFPNMRSKSYTPLIFRIFMGINVRVLFVLLLLGLGAVFYVGARTSPILVFV

FSVCIISFLLSVYLTKWVLAKDEGPPEMAQISDAIRDGAEGFFRTQYGTISKMAMLLALVILSIYLFRS

TTPQQESSGIGRSTTAYITVAAFLLGALCSGIAGYVGMWVSVRANVRVSSAARRSAREALQIAVRAGGF

SALVVVGMAVIGVAILYATFYVWLGVDSTGSMKVTDLPLLLVGYGFGASFVALFAQLGGGIYTKAADVG

ADLVGKVEQGIPEDDPRNPAVIADLVGDNVGDCAARGADLFESIAAEIISAMILGGTMAQRCKIEDPSG

FILFPLVIHSFDLVISSVGIFSIRGTRDSGVKSPVEDPMAILQKGYSITIILAVLTFGLSTRWLLYTEQ

APSAWMNFALCGLVGIMTAYVFVWITKYYTDYKHEPVRTLALSSSTGHGTNIIAGVSLGLESTALPVIV

ISISIVSAFWLGQTSGLVDETGNPTGGLFGTAVATMGMLSTAAYVLTMDMFGPIADNAGGIVEMSQQPE

SVREITDLLDAVGNTTKATTKGFAIGSAALASFLLFSAYMDEVSAFAHEPFKQVDIAIPEVFVGGLLGS

MLIFLFSAWACSAVGRTAQEVVNEVRRQFIERPGIMDYKEKPDYGRCVAIVASASLREMIKPGALAIVS

PIVVGFLFRILGYYTGHPLLGAKVVASMLMFATVAGILMALFLNTAGGAWDNAKKYIETGALGGKGSDA

HKAAVTGDTVGDPFKDTAGPSLHVLIKMLATITLVMAPVFL 
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Protein No.: I-1171 
Protein name and Species:  

Glyceraldehyde-3-phosphate dehydrogenase OS=Dimocarpus 

longan PE=2 SV=1 

 

Accession: tr|C0LDX2|C0LDX2_9ROSI 

 

Unused ProtScore: 2                                

Seq Cov %: 33.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.22 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MGKIKIGINGFGRIGRLVARVILQSDDVELVAVNDPFIDTTYMTYMFKYDSVHGPWKHHELKVKDSKTL

LFGEKAVTVFGIRNPEEIPWQETGAEYVVESTGVFTDKEKAAAHLKGGAKKVVISAPSKDAPMFVVGVN

EHEYKPEIDIVSNASCTTNCLAPLAKVINDKFGIVEGLMTTVHSITATQKTVDGPSMKDWRGGRAASFN

IIPSSTGAAKAVGKVLPSLNGKLTGMAFRVPTVDVLVVDLTVRLEKKASYDEIKAAIKEAADGKLKGIL

GYTEDDVVSTDFVGDNRSSIFDAKAGIALNDFFVKLVSWYDNEWGYSSRVVDLIRHMAKC 
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Protein No.: I-1172 
Protein name and Species:  

Ras-related protein Rab7 OS=Populus trichocarpa 

GN=POPTRDRAFT_712938 PE=2 SV=1 

 

Accession: tr|A9P8Q6|A9P8Q6_POPTR 

Unused ProtScore: 2                                

Seq Cov %: 73.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.62 

116: 114=E5TL: D5TL=1.21 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MPSRRRTLLKVIILGDSGVGKTSLMNQYVNKKFSNQYKATIGADFLTKEVQFEDRLFTLQIWDTAGQER

FQSLGVAFYRGADCCVLVYDVNSMKSFDHLNNWREEFLIQASPSDPENFPFVVLGNKVDVDGGNSRVVS

EKKARAWCASKGNIPYFETSAKEGVNVEEAFQCIAKNALKSGEEEEIYLPDTIDVGSSSQPRSTGCEC 
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Protein No.: I-1173 
Protein name and Species:  

Heat shock protein 80 (Fragment) OS=Euphorbia esula PE=2 

SV=1 

 

Accession: tr|Q9M5X2|Q9M5X2_EUPES 

Unused ProtScore:  2                               

Seq Cov %: 40.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.22 

116: 114=E5TL: D5TL=1.02 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
VKVIRKNLVKKCIELFQEIAENKEDYNKFYESFSKNLKLGIHEDSQNKTKLAELLRYHSTKSGDEMTSL

KDYVTRMKEGQSDIYYITGESKKAVENSPFLEKLKKKGYEVLFMVDAIDEYAVGQLKEFEGKKLVSATK

EGLKIDESEDEKKKKDELKEQFEGLCKVIKDVLGDRVEKVVVSDRVVDSPCCLVTGEYGWTANMERIMK

AQALRDSSMAGYMSSKKTMEINPENPIMDELRKRADADKNDKSVKDLVLLLFETALLTSGFSLDDPNTF

GNRIHRMLKLGLSIDEDAGEGDADMPALEEADADAEGSKMEEVD 
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Protein No.: I-1179 
Protein name and Species:  

Coatomer subunit gamma OS=Populus trichocarpa 

GN=POPTRDRAFT_821185 PE=3 SV=1 

 

Accession: tr|B9HRP1|B9HRP1_POPTR 

 

Unused ProtScore: 2                                

Seq Cov %: 11.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.58 

116: 114=E5TL: D5TL=0.71 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAQPLVKKDDDHDDEAEYSPFLGIEKGAVLQEARVFNDPQLDPRRCSQVITKLLYLLNQGDYFTKTEAT

EVFFSVTKLFQSKDFGLRRMVYLIIKELSPSADEVIIVTSSLMKDMNSKTDMYRANAIRVLCRITDGTL

LTQIERYLKQAIVDKNPVVASAALVSGIHLLQTNPEIVKRWSNEVQEAVQSRAALVQFHALALLQQIRQ

NDRLAVSKLVTSLTRGTVRSPMAQCLLIRYASQVIRESANTQTGDRPFYDFLESCLRHKAEMVIFEAAR

AITELSGVTNRELTPAITVLQLFLSSSKPVLRFAAVRTLNKVAMTHPMAVTNCNIDMESLISDQNRSIA

TLAITTLLKTGNESSVDRLMKQITNFMSDIADEFKIVVVEAIRSLCLKFPLKYRSLMNFLSNILREEGG

FEYKKAIVDSIVILIRDIPEAKESGLLHLCEFIEDCEFTYLSTQILHFLGIEGPKTTDPSKYIRYIYNR

VHLENATVRAAAVSTLAKFGAMVDALKPRIFVLLRRCIFDSDDEVRDRTTLYLSTLGGDGEVVETDRDT

KTFLFGDLDIPLVNLETSLKNYEPSEEPFDIDSVPKEVKSQPLAEKKAPGKKPTGLGAPPAGPPSTVDA

YERLLSSIPEFSDFGKPFKSSAPVELTEAETEYAVNVVKHIFDRHVVFQYNCTNTIPEQLLENVSVIVD

SSEADNFAEVASKPLRSLPYDTPGQTFVAFEKPKGITAVGKFSNTLRFIVKEVDPTTGEAEEDGVEDEY

QLEDLEVVAADYMMKVGVSNFRNAWESMGDEFEHVDEYGLGPRENLAEAVIAVINLLGMQPCEGTEVVA

TNSRSHTCLLSGVFLGNVRVLARLQFGIHGSRDVAMKLAVRSEDEAVSDTIHEIVSSG 
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Protein No.: I-1180 
Protein name and Species:  

Actin-like protein (Fragment) OS=Eperua grandiflora GN=Act 

PE=3 SV=1 

 

Accession: tr|D5K0Z8|D5K0Z8_9FABA 

Unused ProtScore: 2                                 

Seq Cov %: 37 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.29 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
FNAPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDALMKILTE

RGYSFTTTAEREIVRDMKEKLAYIALDYEQELETSKTSSAVEKSYELPDGQVITIGNERFRCPEVLFQP

SMIGMEAA 
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Protein No.: I-1186 
Protein name and Species:  

Luminal-binding protein 5 OS=Populus trichocarpa 

GN=POPTRDRAFT_570800 PE=3 SV=1 

 

Accession: tr|B9I7J3|B9I7J3_POPTR 

 

Unused ProtScore:   2                              

Seq Cov %: 8.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.25 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MRVKHKAAFAFLFLFVSEYYFLGLVVAADDGPKLGTVIGIDLGTTYSCVAVSRDGHVEIIANDQGNRVT

PSWVAFTDTERLIGEAAKNQAPMNPERTIFGVKRLIGRKFDDPEVQRDIKFLPYKVVNKDGKSYIQVKV

KGETKVFSPEEISAMILGKMKETAESYLGKKIKNAVVTVPAYFNDAQRQATKDAGIIAGLNVPRIINEP

TAAAIAYGLDKKGGDMNILVYDLGGGTFDVSILTIDNGVFEVLSTSGDTHLGGEDFDQRLMDYFINLVK

KKYNKDMSKDKKALGKLRRECERAKRALSSQHQVRVEIESLIDGIDFSEPITRARFEELNMDLFKKTLG

IVKKAMDDAGLKKADIKEIVLVGGSTRIPKVQEMLKEYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEG

GEETKGLLLLDVTPLSLGIETVGGVMTKLIPRNTVIPTKKSQIFTTYQDQQTTVSIKVYEGERSLTKDC

RELGRFDLSGIPPAPRGVPQIEVTFEVDANGILHVKAEDKAAKKSQSITITNDKGRLSQEEIDRMVKEA

EEMAEEDKKVREKIDARNKLETYIYNMRSTINDKDKLADKIDSDDKERIETALKEALEWLDDNQNAEKD

DYEEKLKEVEEVCDPVIKQVYEKSGSSADSEYEEPNDEL 
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Protein No.: I-1188 
Protein name and Species:  

Glyceraldehyde 3-phosphate dehydrogenase (Fragment) 

OS=Mallotus pierrei GN=G3pdh PE=3 SV=1 

 

Accession: tr|B2X0F6|B2X0F6_9ROSI 

Unused ProtScore: 2                                

Seq Cov %: 45.1 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=0.53 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
VXSITATQKTVDGPSMKDWRGGRAASFNIIPSSTGAAKAVGKVLPSLNGKLTGMSFRVPTVDVSVVDLT

VRLEKEASYDDIKTAIKEESEGKLKGILGYTED 
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Protein No.: I-1191 

Protein name and Species:  

Myosin-Vb-like [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_13s0320g00070 PE=4 SV=1  

 

Accession: tr|F6GZ28|F6GZ28_VITVI 

 

Unused ProtScore:  2                               

Seq Cov %: 2.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.58 

116: 114=E5TL: D5TL=1.98 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MIKGTPVNIIVGSHAWAEDPDAAWIDGEVIGIEGRNATIVTTDGKTIVADISNIYPKDTEAPPAGVDDM

TKLAYLHEPGVLHNLASRFALNEIYTYTGNILIAVNPFQRLPHLYDIHMMGQYKGAAFGELSPHLFAVA

DTCYRAMINEQKSQSILVSGESGAGKTETTKMLMRYLAFMGGRSGTEGRTVEQQVLESNPVLEAFGNAK

TVKNNNSSRFGKFVEIQFDKHGKISGAAVRTYLLERSRVCQVSDPERNYHCFYMLCAAPPEDVKKFKLG

DPRSFHYLNQTNCYEVANVNDAREYLETRNAMDVVGISQDEQDAIFRVVAAILHLGNIGFIKGKEADSS

KLKDEKALYHLRTAAELLMCDEKALEDSLCQRVIVTPDGNITKPLDPDLAVFSRDALAKTVYSRLFDWI

VDKINSSIGQDPNATSIIGVLDIYGFESFKINSFEQLCINLTNEKLQQHFNQHVFKMEQEEYKREEINW

SYVEFIDNQDVLDLIEKKPGGIIALLDEACMFPKSTHETFAQKMYQTYKGHKRFSKPKLARTDFTINHY

AGDVIYQADQFLDKNKDYVVAEHQALLNASKCPFVANLFPLLSEEASKQSKFSSIGTRFKQQLQALMET

LSTTEPHYIRCVKPNAVLKPAIFENFNVLNQLRCGGVLEAIRISCAGYPTKRTFDEFFDRFGMLAPDVL

DGADEKSACIAICDRMGLKGYQIGKTKVFLRAGQMAELDARRTEVLANAARRIQRQIQTHLTRKEFIRQ

RRATIHMQKLWRAQLARKLYESMRREAASVCVQKNVRAHTARRNYTNLQASAMAIQTGLRAMAARNEFR

YRRRTKAATLIQTQWRGFQAFSAYNQQKKATLTLQCLWRGRAARKELRKLRMAARETGALKEAKDKLEK

RVEELTWRLEFEKHLRIDVEEAKGQEISKLQNALLEMQVQLEEAHAAIIREKEAAKIAIEQAPPVLKEV

PVVDNTKMDLLKNQNEELEGEVSELKKMVAEFEQKYCEAQKENTARLKEAEESFTRTSQLQETIERLEL

NLSNLEAENQVLRQQALVASTNEDLFEEMKILKDKIANLESENEVLRNQPTSIEQVAALERVPPQVKSF

DNGHKMEEELQTTKELVPFAPILTKQRSLTDRQQENHDVLIKCLMEDKRFDKNRPVAACIVYKALLQWR

SFEAEKTNIFDRIIHTIRSSIESQESISNLAYWLSTTSTLLFLVQSTLKASNTPNVTSFRSRNSPTTLF

GRMAQGLRSSSFPMGVSSGYSGMVGKPNTHSKVEPKYPALLFKQHLTAYLEKIYGMIRDSLKKEISPFL

NLCIQAPRSTRARSIRGSSKNIHSNIVAKQQASNIHWQNIVNSLDHTLGIMSENHVPSMITRKIFSQVF

SFINVQLFNSLLLRRECCSFSNGEYVKAGLQELEQWCFKAKDEFAGSSWDELQHIRQAVGFLVLHQKPQ

KFLDDITNELCPMLSIPQIYRIGTMFWDDKYGTHGLSPDVIGKMRVLMTEDSINMPNNSFLLDVDSRIP

FSMEEMSRSLIDINLSYVDPPPLLRQRSDFHFLLQPTD 
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Protein No.: I-1195 
Protein name and Species:  

Fructokinase-5-like [Vitis vinifera] OS=Vitis vinifera 

GN=VIT_15s0048g01260 PE=3 SV=1 

 

Accession: tr|D7U7P5|D7U7P5_VITVI 

 

Unused ProtScore: 2                                 

Seq Cov %: 11.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.05 

116: 114=E5TL: D5TL=1.05 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSKSNRSKDDEARMSGCCFPVNLDRSMKSGLSFKKSSSGSFKGESQEKRPLVVCFGEMLIDFVPTVGGV

SLSESPAFKKAPGGAPANVAVGISRLGGSSAFIGKVGEDEFGFMLADILKQNNVDSSGMRFDRNARTAL

AFVTLRDDGEREFMFFRNPSADMLLRESELDANLIKKASIFHYGSISLIEEPCKSAHLAAMNIARKSGS

ILSYDPNLRLPLWPSPETARKTIMSIWNQADLIKISEEEITFLTGGDDPNDDNVVLKKLYHSNLKLLVV

TEGSNGCRYYTKEFKGRVTGVKVKAVDTTGAGDAFVGGILNSLAADLNLYKNEEKLREALLFANACGAI

TVTERGAIPALPTKEAVLQILPKANA 
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Protein No.: I-1196 
Protein name and Species:  

Ripening-reduced alpha-L-arabinofuranosidase OS=Carica 

papaya PE=2 SV=1 

 

Accession: tr|C9EA44|C9EA44_CARPA 

 

Unused ProtScore: 2                                 

Seq Cov %: 5.8 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.65 

116: 114=E5TL: D5TL=0.53 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MLWADYAKFLCGEVTMSSCKAASSFSSFLCFFLGACCVYQCFALEVGANVTARLIVDASQGASRPMPET

LFGIFFEQEINHAGAGGLWDELVSNRGGFEAGGPNTPSNIDPWSIIGDESSVTVSTERSSCFERNKVAL

RMEVLCDSRGANICPSGGVGVYNPGFWGIFLCQNIEQGKKYKVVLYVRSPGAIDLSVSLTSSNGSRTLA

SSNVIASSSDVSNWTKKELLLEAKGTDPHSRLQLTTARKGVIWLDQVSAMPLDTYKVQGHGFRSDLVEM

LLDIKPRFIRFPGGGCFVEGEWLRNAFRWKESIGPWEERPGHFGDVWNYWTDDGLGYFEFLQVGLAEDL

GALPIWVFNNGIGISHNDQVDTSTVLPFVQLQEALDSIEFARGDPDSRWGSVRAAMGHPEPFDLRFVAL

GNEDCWKKNYWPGNYLRFYYAIKRAFPDIKIISNCDGSSRQLDHPTDYYDFHVVYTSSSNLFSMSHKFD

HASRNGPKVWAFVSEYAVTGKDAGTGSLLAALAEAGFLIGLEKNSDLVEMTSYAPLFVNVNDRRWNPDA

IVFDSYRQYGTPSYWVQQFFAESSGATLLNSTLQIDSTSLIASAISWQDEKADKKYIRINVNFGSNAVT

LRIYVDGMDPNVARLSGLTETVLRSDNVMDENSFENPEKVRLLFLFLLENAGEDIEVELSPHSFTSFDL

LKEYANIRIAGFDSFSKSST 
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Protein No.: I-1203 
Protein name and Species:  

Ras-related protein RHN1-like [Glycine max] OS=Glycine max 

PE=2 SV=1 

 

Accession: tr|C6TED4|C6TED4_SOYBN 

Unused ProtScore:   2                              

Seq Cov %: 16.3 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.85 

116: 114=E5TL: D5TL=1.08 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MATIGHNNLNAKLVGPSSLFSISFCFFFLSQSFSIPMMFSPCSFHQVLLGDMGAGKSSLVLRFVKGQFL

EFQESTIGAAFFSQTLAVNDATVKFEIWDTAGQERYHSLAPMYYRGAAAAIIVYGITSSDSFTRAKKWV

QELQKQGNPNMVMALAGNKADLEDKRKVTAEEARVYAEENGLFFMETSAKTASNVNDIFYEIAKRLPRA

QPAQNPAGMVLVDRPAEGTRAASCCS 

 1014



Protein No.: I-1206 
Protein name and Species:  

Enolase OS=Helianthus annuus GN=ENO1 PE=2 SV=1 

 

Accession: tr|A9P745|A9P745_HELAN 

 

Unused ProtScore:    2                             

Seq Cov %: 6.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.19 

116: 114=E5TL: D5TL=0.23 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MALAPPTTTTSLSNPLLSSKPSLSSPFVNLPTVSRRSPTKFTVRNSVSVAQSPSVSAAKSSTVKSVKAR

QIIDSRGNPTVEVDLVTDGLYRSAVPSGASTGIYEALELRDGDKSVYGGKGVLNAVKNINEVLGPKLIG

VDVRNQAEFDGIMLEIDGTPNKSKLGANAILGVSLSACRAGAGAKSIPLYKHIQEISGTKELVMPVPAF

NVINGGSHAGNNLAMQEFMILPVGATSFAEALRMGSEVYHTLKGIIKAKYGQDACNVGDEGGFAPNVQD

NREGLVLLIDAIEKAGYTGKIKIGMDVAASEFLTKDGKYDLNFKKQPNDGAHVLSAPSLGDLYREFVRD

FPIVSIEDPFDQDDWTSWTSLQSSVDIQLVGDDLLVTNPKRIAEGIQKKACNALLLKVNQIGTVTESIQ

AALDSKAAGWGVMVSHRSGETEDNFIADLSVGLASGQIKTGAPCRSERLAKYNQLLRIEEELGNVRYAG

EAFRSP 
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Protein No.: I-1207 
Protein name and Species:  

Rubber elongation factor protein, putative OS=Ricinus 

communis GN=RCOM_1433280 PE=4 SV=1 

 

Accession: tr|B9RFA8|B9RFA8_RICCO 

 

Unused ProtScore:  2                               

Seq Cov %: 11.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.51 

116: 114=E5TL: D5TL=0.72 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAEQNVNLQQQMAKENEERLKYLEFVQVAALHAVMTFANLYVYAKDKAGPLKPGVETVEGTVKSVVGPV

YDKFHDVPIEVLKFVDRKVDESVTKLDRRVPPVVKQVSAQAYSVAREAPVAARAVASEVQRTGVKETAS

GLAKTLYAMYEPKAKELYSKYEPKAEQCAVSAWRKLNQLPLFPQVAQVFVPTAAYCSEKYNQTVVSTAE

KGYRVSSYLPLVPTQKIAQVFRNEVPESAPIASS 
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Protein No.: I-1210 
Protein name and Species:  

RNA recognition motif-containing protein [Arabidopsis thaliana] 

OS=Arabidopsis thaliana GN=At4g17720 PE=2 SV=1 

 

Accession: tr|Q8LA96|Q8LA96_ARATH 

 

 

Unused ProtScore:  2                               

Seq Cov %: 6.7 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=5.40 

116: 114=E5TL: D5TL=1.25 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MTMTTVKVSNVSLGATDRDLKEFFSFSGDILYLETQSETERTKLAYVTFKDLQGAETAVLLSGATIVDS

SVIVSMAPDYQLSPEALASLEPKDSNKSPKAGDSVLRKAEDVVSSMLAKGFILGKDAIAKAKSVDEKHQ

LTSTASAKVASFDKKIGFTDKINTGTVVVGEKVREVDQKYQVSEKTKSAIAAAEQTVSNAGSAIMKNRY

VLTGATWVTGAFNKVAKAAEEVGQKAKEKVGMAEEEDKRKVVDEFARVHLSESPKAASSTQEAERESKL

SESPEAKKDSEHLEPQSKPLQQQSPPPMASAPAPAQP 
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Protein No.: I-1211 
Protein name and Species:  

GTP-binding protein OS=Nicotiana tabacum GN=SUP1 PE=2 

SV=1 

 

Accession: tr|Q40581|Q40581_TOBAC 

 

Unused ProtScore: 2                                

Seq Cov %: 5.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.20 

116: 114=E5TL: D5TL=0.51 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVNVEDGKPEEAIKPEKTNGEDSAMAEEGEAGDDEKPDIPEDELKDEAHPDLEPKNVEPKGIAGKEASP

PEDIQDEVEVNKKRHLNVVFIGHVDAGKSTIGGQILLLSGQVDDRTIQKYEREAKDKNRESWYMAYIMD

TNEEERVKGITVEVGRAHFETDTTRFTILDAPGHKSYVPNMISGRSQADIGLLVISARKGEFETGYERG

GQTREHVQLAKTLGVTKFLVVVNKMDDPTVNWSKERYDEIESKMVPFLRSSGYNVKKDVQFLPISGLLG

SNLKTRMEKSVCPWWNGPCLFETLDAVEVPPRDPNGPLRMPIIDKFKDMGTVVMGKIESGSIHEGDNLL

IIPNKAAVKVLAIFCDEDKVRHVGPGENVRVRLSGVEEDDILSGFVLCSVAKPIHAVTEFVAQLQILEL

LDNAIFTAGYKAVLHIHSVVEECEIVELMQQIDLKTKKPMKKKPLFVKNGAIVLCRVQVNNLICVEKFS

DFAQLGRFTLRTEGKTVAVGKITALPTVADNA 
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Protein No.: I-1214 
Protein name and Species: FAS-associated factor 2 OS=Populus 

trichocarpa GN=POPTRDRAFT_548279 PE=4 SV=1 

 

Accession: tr|B9GK93|B9GK93_POPTR 

 

 

Unused ProtScore: 2                                 

Seq Cov %: 6.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.48 

116: 114=E5TL: D5TL=1.01 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MVDVADKLACFRAITGLEDSDLCTEILQAHNWDLELAISSFTSNHSDNHPFSSSYTATDTTATAVDPSN

ATIHRSDSTSIVPAGAPPPGLAWKIVTLPISVISGSLGLISGAVGFGLWAAGGVLSYSLGFIGLGSNSG

RGGDSSAQLVTVSAASREAMEFVAQFERDYGSGSSTRPNFVSEGFMDALTRSRNTFKLLFVYLHSPDHL

DTPAFCEGTLCSEVLSAFVNENFVAWGGSIRGSEGFKMSNSLKASRFPFCAVVMSSTNQRIVLLQHVEG

PKSPEEMLVILQRVLEQSAPVLVTARLEAEERTTNMRLREEQDAAYRAALEADQARERQQREEQERLER

EAAEAERKRREEEEARDRAASEAAENEAALARMRQEKALSLGAEPEKGPDVTQVLVRFPTGERKERRFH

CAATIQSLYDYVDSLGSLNVENYSLVSNFPRVVYGTDKVSLSLKEAGLHPQASLFVELN 
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Protein No.: I-1225 
Protein name and Species:  

carboxymethylenebutenolidase, putative OS=Vitis vinifera 

GN=VITISV_041925 PE=4 SV=1 

 

Accession: tr|A5AEX6|A5AEX6_VITVI 

Unused ProtScore:   2                              

Seq Cov %: 3.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.66 

116: 114=E5TL: D5TL=0.63 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MAESASSPFKKIQIQRDDTTFDAYVVGKEDAPGIVVVQEWWGVDYEVKNHALKISQLDPGFKALIPDLY

RGKVGLDVAEAQHLMDGLDWQGAVKDICASVNWLKANGSQKVGVTGYCMGGALSIASSVLLPEVDAVVA

FYGVPSSELADPAKAKAPVQAHFGELDSFVGFSDVTAAKALEEKLKASGVPYEVHIYPGNGHAFMNRSP

EGIQRRKGMGMPDEDEDAVGLAWSRFRAWMSCYLSP 
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Protein No.: I-1228 
Protein name and Species:  

Prefoldin subuni OS=Populus trichocarpa 

GN=POPTRDRAFT_714512 PE=4 SV=1 

 

Accession: tr|B9H401|B9H401_POPTR 

Unused ProtScore: 2                                

Seq Cov %: 16.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=0.52 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
AIRELQRDLENKANDLSKLQKDIAKNHQVRKKYTIQLGENELVLKELDLLNEGANVYKLIGPVLVKQDL

AEANANVSKRIEYISAELKRLDGTLQDLEEKQNSKKDAIFKLQQRIQSFQAGKAKA 
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Protein No.: I-1231 
Protein name and Species:  

60S ribosomal protein L14-2-like [Vitis vinifera] OS=Vitis 

vinifera GN=VIT_05s0049g01310 PE=4 SV=1 

 

Accession: tr|D7SZI9|D7SZI9_VITVI 

Unused ProtScore:   2                              

Seq Cov %: 8.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.29 

116: 114=E5TL: D5TL=3.08 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MEFFNLYNLHGHKVLNQIRLISGFNSPKKAQRASKPNTIVTQRSRTQIGPKRTIKKPRKTLSPVSPSTP

LASSIFPLPAVSRALANMPFKRYVEVGRVALVNYGKDYGRLVVIVDVIDQNRALVDAPDMVRCQMNFKR

LSLTDIKIDIKRVPKKKTLIEAMTAADVKNKWENSSWGRKLIVQKRRASLNDFDRFKIMLAKIKRGGVI

RQELAKLKKQTAS 
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Protein No.: I-1236 
Protein name and Species:  

chitinase 1 OS=Populus trichocarpa 

GN=POPTRDRAFT_557015 PE=4 SV=1 

 

Accession: tr|B9HQZ2|B9HQZ2_POPTR 

 

Unused ProtScore: 2                                

Seq Cov %: 6 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.37 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKMWVFTVFSLLLSLLLGGSAEQCGSQAGGALCPGGLCCSQFGWCGSTNDYCGNGCQSQCGGASGGDLG

SIISSEKFDEMLKHRNDGGCPGKGFYTYSAFISAANAFPGFGTTGDADTRKREIAAFLGQTSHETTGGW

QTAPDGPYAWGYCFVKEQNPGSYCSPSSTYPCADGKQYYGRGPVQLSWNYNYGQCGKAIGVDLLNNPDL

VATDPVISFKTAIWFWMTAQSPKPSCHSVITGNWSPSGADSAAGRVPGYGVLTNIINGGLECGMGWKQQ

VEDRIGFYKRYCDLLGVGYGNNLDCYNQKSFANGLLDMVDSM 
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Protein No.: I-1247 
Protein name and Species:  

ADP-ribosylation factor, putative OS=Ricinus communis 

GN=RCOM_0060350 PE=3 SV=1 

 

Accession: tr|B9SYE9|B9SYE9_RICCO 

Unused ProtScore:  2                               

Seq Cov %: 8.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.34 

116: 114=E5TL: D5TL=0.82 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MGLLDSLLNWLRSLFFKQEMELSLVGLQNAGKTSLVNAVATGGYSEDMIPTVGFNMRKVTKGNVTIKLW

DLGGQRRFRTMWERYCRGVSAILYVVDAADRDSVPIARSELHDLVVKPSLSGIPLLVLGNKIDKSEALS

KQALVDQLGLESITDREVCCYMISCKDSVNIDVVIDWLIKHSKTAK 
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Protein No.: I-1275 
Protein name and Species:  

V-type proton ATPase subunit F OS=Ricinus communis 

GN=RCOM_1381970 PE=3 SV=1 

 

Accession: tr|B9S7V3|B9S7V3_RICCO 

Unused ProtScore: 2                                

Seq Cov %: 9.2 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.61 

116: 114=E5TL: D5TL=1.16 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MANRNQIRTNNSALIAMIADEDTVVGFLLAGVGNVDLRRKTNYLLVDSKTTVKQIEDAFKDFTTREDIA

IVMISQYVANMIRFVVDSYNKPVPAILEIPSKDHPYDPSQDSVLSRVKHLFSAESVASGRR 
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Protein No.: I-1278 
Protein name and Species:  

nuclear transport factor 2 isoform 1 OS=Populus trichocarpa 

GN=POPTRDRAFT_548036 PE=2 SV=1 

 

Accession: tr|A9PBT2|A9PBT2_POPTR 

Unused ProtScore: 2                

Seq Cov %: 27.6 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.39 

116: 114=E5TL: D5TL=0.95 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MDPDQVAKAFVEHYYSTFDANRAGLANLYQDGSMLTFEGQKTQGSQNIVAKLIALPFQQCKHLITTVDC

QPSGPAGGMLVFVSGNLQLAGEQHALKFSQMFHLMPTPQGSFYVFNDIFRLNYA 
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Protein No.: I-1281 
Protein name and Species:  

nuclear transport factor, putative OS=Populus trichocarpa PE=4 

SV=1 

 

Accession: tr|A9PE14|A9PE14_POPTR 

Unused ProtScore: 2                                 

Seq Cov %: 29.8 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.51 

116: 114=E5TL: D5TL=1.43 

 

Annotated typical Precursor MS Region: 

 

 

Sequence Coverage and Matched peptides: in different color 
MDPDTVAKAFVEHYYNMFDSNRAGLANLYQDASMLTFEGQKTQGSQNIVAKLTALPFHQCKHHITTVDC

QPSGPAGGMLVFVSGNLQLAGEQHALKFSQGSYYVYNDIFRLNYA 
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Protein No.: I-1318 
Protein name and Species:  

Putative uncharacterized protein OS=Vitis vinifera 

GN=VIT_01s0011g00830 PE=4 SV=1 

 

Accession: tr|F6HF70|F6HF70_VITVI 

Unused ProtScore:  2                             

Seq Cov %: 8.9 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.12 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MMMVKQHGHDTVKEASPPHISTGEGGVKASSPLFDPSLCKTSSEFLSFQTSMDPTSHHRPGSHPQKHHQ

PSSSELLSSAKVVAEAAQASFHHESEKVDKSRVAGAAADILGAASHYGKLEEKSFGKYVEKAETYLHQY

QSSHSTTTTINSGHSTTNTTETHSSSHSGGGDSHSGGGYGDYLKMAEGFLKKY 
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Protein No.: I-1320 
Protein name and Species:  

heat shock factor-binding protein-like OS=Ricinus communis 

GN=RCOM_1439840 PE=4 SV=1 

 

Accession: tr|B9T0W0|B9T0W0_RICCO 

Unused ProtScore: 2                                

Seq Cov %: 16.7 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.07 

116: 114=E5TL: D5TL=1.03 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MDGHDSEDPKQSTADMTVFVQNLLQQMMGTRINDLEQSINDLRSEMGVEGSPSPLCQSKQKSGEENQDD

ALA 
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Protein No.: I-1336 
Protein name and Species:  

Calcium lipid binding protein, putative OS=Ricinus communis 

GN=RCOM_0491050 PE=4 SV=1 

 

Accession: tr|B9SXV3|B9SXV3_RICCO 

 

Unused ProtScore:  1.95                               

Seq Cov %: 11.3 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.67 

116: 114=E5TL: D5TL=4.33 

 

Annotated typical Precursor MS Region: 

 

 

 1036



Sequence Coverage and Matched peptides: in different color 
MGFFSTIFGFCGFGVGISMGLVIGYYLFIFFQPTDVKEPEIRPLVEEDSETLQRMLPEIPLWVKNPDYD

RIDWLNKFLEYMWPYLDKAICKTAKNIATPIIAEQIPKYKIDSVEFETLTLGTLPPTFSGMKVYVTDEK

ELILEPCLKWAGNPNVTVAVKAFGLKATAQVVDLQVFALPRITLKPLVPSFPCFATIYVSLMEKPHVDF

GLKLSGADIMSIPGLYRLVQEIIKDQVANMYLWPKTLEVQVMDPAKALKRPVGILNVKVVRAMKLKKKD

LLGASDPYVKIKLTEDKLPSKKTTVKHKNLNPEWNEEFNLVVKDPETQAVEFHVYDWEQVGKHDKMGMN

VVPLKELSPEEPKLTTLDLLKNMDLNDSQNEKSRGQWRLHVEVVSTSSRMGLLHPKESLGYVDISLADV

VSNKRINEKFHLIDSKNGRIQIELQWRTSS 
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Protein No.: I-1337 
Protein name and Species:  

heat shock 70 kDa protein, mitochondrial-like [Vitis vinifera] 

OS=Vitis vinifera GN=VIT_00s0415g00030 PE=3 SV=1 

 

Accession: tr|F6HCT7|F6HCT7_VITVI 

 

Unused ProtScore:   1.94                              

Seq Cov %: 4.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.96 

116: 114=E5TL: D5TL=1.54 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MATSVLLRCLKRRDLQSSSLAAYRSLTGNAKTSVSTSPAVQKWASYIRPFSSKPAGNDVIGIDLGTTNS

CVSVMEGKNAKVIENSEGARTTPSVVAINQKGELIVGTPAKRQAVTNPTNTVFGTKRLIGRRFDDPQTQ

KEMKMVPFKIVRAPNGDAWVEANGQQYSPSQIGAFVLTKMKETAEAYLGKTVSKAVITVPAYFNDAQRQ

ATKDAGRIAGLDVQRIINEPTAAALSYGLNNKEGLIAVFDLGGGTFDVSILEISNGVFEVKATNGDTFL

GGEDFDNALLEFLVSEFKRTEGIDLTKDRLALQRLREAAEKAKIELSSTSQTDINLPFITADASGAKHL

NITLTRSKFEALVDKLIERTRNPCKSCLKDAGISVKEVDEVLLVGGMTRVPKVQEVVAEIFGKSPSKGV

NPDEAVAMGAAIQGGILRGDVKELLLLDVTPLSLGIETLGGIFTRLINRNTTIPTKKSQVFSTAADNQT

QVGVKVLQGEREMATDNKLLGEFELVGIPPAPRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRS

SGGLSDDEIEKMVKEAELHAQRDQERKALIDIRNSADTTIYSIEKSLDEYRDKIPAEVAKEIEAAVADL

RDAMQKENIDEIKAKLDAANKAVSKIGQHMSGGSGGAASGGSEGSTSSDQTPEAEYEQAKK 
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Protein No.: I-1341 
Protein name and Species:  

Predicted protein OS=Populus trichocarpa 

GN=POPTRDRAFT_1115857 PE=4 SV=1 

 

Accession: tr|B9N560|B9N560_POPTR 

Unused ProtScore:  1.92                               

Seq Cov %: 11.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.62 

116: 114=E5TL: D5TL=0.58 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MNPQQQQQQQQQQQQNPVDPDQPLLPTIKIHHHPSPPRHPHPPSATPTLTPTTRRKIGVAVDLSDESAY

AVRWSVHHYIRPGDSVILLHVSPTSVLLGADWGPLPLSTPTQSQLDLLNNNSKFNSEIDSKTKNENSEK

PQPRQEDDFDAFTASKAADIARPLKEAQIPYKIHIVKDHDMKERLCLEIERLGLSAVIMGSRGFGAAIR

GSDERLGSVSDYCVHHCFCPVVVVRYPEDKDCGRD 
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Protein No.: I-1346 
Protein name and Species:  

Serine/threonine-protein kinase, putative OS=Ricinus communis 

GN=RCOM_1590280 PE=4 SV=1 

Accession: tr|B9R7B8|B9R7B8_RICCO 

 

 

Unused ProtScore: 1.91                                 

Seq Cov %: 5.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=1.71 

116: 114=E5TL: D5TL=3.28 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDGGDGTVRLGALNLRPDRSGFDSGPDVSVSSPVTRQKAAAAKQFIENHYKNYLQGLQDRKDRRQALQR

RAQEARISNEEQEEMMRNLERRETEYMRLQRRKIGIDDFEQLTVIGKGAFGEVRLCRAKSTGEIFAMKK

LKKSEMLSRGQVEHVRSERNLLAEVDSRCIVKLFYSFQDSDFLYLIMEYLPGGDIMTLLMREDILSEDV

ARFYIAESILAIQSIHQHSYVHRDIKPDNLILDKNGHLKLSDFGLCKPLDDKYSSILLENEDISQEGTN

EAGGHSGSEAPWSMPKEVLQQWKRNRRALAYSTVGTLDYMAPEVLLKKGYGMECDWWSLGAILYEMLLG

YPPFCSDDPRITCRKIINWKTCLKFPDEPKISNEAKDLICHLLCDVETRLGTRGVDELKAHPWFRCTQW

DMLYEMEAAYKPVVNGDLDTQNFEKFPDLEGPPSAIPRVGPWRKMLTSKDTNFIGFTFKKSDVINSMES

SGTYAKSNASSKAPSLISLLGRIDLQETAELEGEHTLQS 
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Protein No.: I-1348 
Protein name and Species:  

Putative uncharacterized protein OS=Ricinus communis 

GN=RCOM_0632890 PE=4 SV=1 

 

Accession: tr|B9S119|B9S119_RICCO 

 

Unused ProtScore: 1.89                                

Seq Cov %: 10.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.33 

116: 114=E5TL: D5TL=1.16 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASQRIANHRDEAEIYLGESLCKQKSIELLEEIRLPKGLLPLDDIVEVGYNRTTGFVWLKQKNSKNHRF

REIGRNVNYDTEVTAFVEDRRMKRLTGVKSKELLIWVTISDIYVDHNDNSKITFGNPSGISRTFPVSAF

QLQEEKK 
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Protein No.: I-1353 
Protein name and Species:  

chitinase，class I  (Fragment) OS=Hevea brasiliensis GN=rq30 

PE=2 SV=1 

 

Accession: tr|Q949H3|Q949H3_HEVBR 

 

Unused ProtScore: 1.87                                 

Seq Cov %: 7.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.45 

116: 114=E5TL: D5TL=0.51 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGSIISRSTFEEMLKHRN

DAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPYAWGYCYKE

ELNQASSYCSPSPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWF

WMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFYKRYCDMF

AVGYGSNLDCYNQTPFGLG 
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Protein No.: I-1355 
Protein name and Species:  

GTP-binding protein OS=Populus trichocarpa 

GN=POPTRDRAFT_1073333 PE=3 SV=1 

 

Accession: tr|B9H023|B9H023_POPTR 

 

Unused ProtScore: 1.86                                 

Seq Cov %: 22 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.75 

116: 114=E5TL: D5TL=0.78 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MSNSSENEVESLPQSIEEKHQELVVSHVPIVSSFNERIRPLLDAVDKLRHLQVMKEGIQLPTIVVVGDQ

SSGKSSVLESLAGISLPRGQGICTRVPLIMRLQHHTAPEPEFSLEFNGKTVPTSEAKIANAISLATDEI

AGNAKGISNTPLTLVVKKNGVPDLTMVDLPGITRVPVHGQPENIYEQIADIIMEYIRPDESIILNVLSA

TVDFTTCESIRMSQKVDKNGERTLAVVTKADRAPEGLLEKVTADDVNIGLGYVCVRNRIGDESYEEARK

EEADLFENHPLLSKIDKSMVGIPVLAQKLVQIQATIIARCLPEIVRKINEKLNASISELNRMPKTLSSV

GEALTTFMSIVGSAKESLNKIIVRGEYDEYLEDKNMHCTARLVEMLNQYSGELHNCSENDLTGNFLMDE

IQVLEEAKGIELPNFLPRTTFLSILQKKVEKVSHIPVAFVEKVWTYIEGVVISVLMHHSENYHQLQLST

RRAGHSLIARMKEHSRNWVTEIVQMEKLTDYTSNPEYMNDWNKLMAQQHDFTRNVLENGYVATFKIEGL

GVVPIAGLRGYEQHVLLQAFDLKMRMTAYWKIVLRRLVDFMALHLQFCARNLVNKEMEEEIVQELVGRH

DGAIERMLEESPAVAAKREKLNVSIKLLRESNNVLGNIMDKIASNI 
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Protein No.: I-1387 
Protein name and Species:  

ubiquitin 11 OS=Medicago truncatula PE=2 SV=1 

 

Accession: tr|B7FLK9|B7FLK9_MEDTR 

Unused ProtScore: 1.77                                

Seq Cov %: 77.3  

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.24 

116: 114=E5TL: D5TL=0.82 

 

Annotated typical Precursor MS Region: 

 

Sequence Coverage and Matched peptides: in different color 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQNKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHL

VLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQ

KESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRT

LADYNIQKESTLHLVLRLRGGF 
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Protein No.: I-1404 
Protein name and Species:  

Conserved hypothetical protein [Ricinus communis] OS=Ricinus 

communis GN=RCOM_1445010 PE=4 SV=1 

 

Accession: tr|B9RGW6|B9RGW6_RICCO 

 

Unused ProtScore: 1.7                                

Seq Cov %: 7  

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.94 

116: 114=E5TL: D5TL=3.98 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDKNTTKKKEVIRLERESVIPILKPKLVMTLANLIEHTSDRAEFLKLCKRIEYTIRAWYLLQFEDLMQL

YSLFDPVSGAQKLQQQNLSPEEIDVLEQNFLTYLFQVMDKSNFKIATEEEIEVAHSGQYLLNLPISVDE

SKLDKEVLKKYFAAHPREDLPDFVDKYVIFRRGIGIDRTTDYFIMEKVDMLIARFWAYILRLTRVEKLL

RRRSSMRCKKDPKKNDEINSEADQNDLCVERIRLENMELSVRNLLSSTTIQEPTFDRIIVVYRRASSKL

KKERGIYVKHFKNIPMADMEIVLPEKKNPGLTPMDWVKFLGSAIVGLVALVSSLEMPKADLWVIFAVLS

AVIGYFAKTYFTFQANLAAYQNLITQSMYDKQLDSGKGTLLHLCDDVIQQEVKEVIISFFILMEQGKAT

MQDLDLRCEELIQEEFGESCNFDVDDAVLKLEKLGIVARDTIGRYYCVGLKRANEIIGTTTEELVLKAK

QGARRRTKSEVKPAERSKTQEQKILMHHIRRLQGQRRKAMGSLCSIISYLCDFFGLNSNQIPGSAGVWS

CYG 
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Protein No.: I-1407 
Protein name and Species:  

Predicted protein OS=Populus trichocarpa 

GN=POPTRDRAFT_806336 PE=3 SV=1 

 

Accession: tr|B9I2G0|B9I2G0_POPTR 

 

Unused ProtScore: 1.69                                

Seq Cov %: 1.5 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.59 

116: 114=E5TL: D5TL=0.56 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MKNFLKKLHIMPNQSQDAEGSNSSRGHKSSNESSSDNKFLHSRLQENKPFSGLSNWLSSVANRKKGARR

DSVSSTSRDPDVEEEFQIQLALELSAREDPEAVQIEAVKQISLGSCAPEHTLAELIAYRYWNYNALSYD

DKVLDGFYDLYGIMTESTSDKMPSLVDLQATPVSGGVTWEAVLVNRAADANLLKLEKKALEIAVKSRSE

SQVFIGSALVRRLAVLVSDYMGGAVGDPSNLSRAWRSLSYSLKANLGSMVLPLGSLTIGLPRHRALMFK

VLADSVGIPCRLVKGHLYTGSDDVAMNFVKIDDGREYIVDLTADPGTLIPSDAAGSHIEYDDSFFSSSP

FSRDIDSYRIASSSSGHTSDSHEGASLTKLSKGEEESTISLNDFGKISIAEKVPVRELPGRPIYPSAHA

RSPSWTEGVSSPSVRRMKVKDVSQYMIDAAKENPQLAQKLHDVLLESGVVAPPNLFTEIYAEQLNASTA

EATSPTEGKDGHKQRTEIRYVKDQDDLVPARFFPLLPPNELPYKSSSPGNQPEQSKPSEFTPVKYVKNV

PVAAAAAAAAAVVASSMVVAAAKSSTDSNLELPVAAAATATAAAVMATTAAVNKQYVQGARSDGDADSA

GYEPHGSGDKGSGGRGKGERISDRLAVNVRSKSDAGLDDVAECEIPWEEITLGERIGLGSYGEVYRGDW

HGTEVAVKRFLDQDITGEALAEFRSEVRIMKRVRHPNVVLFMGAVTRAPNLSIVTEFIPRGSLYRLLHR

PNNQLDDRRRLRMALDAARGMNYLHSCTPMIVHRDLKSPNLLVDKNWVVKVCDFGLSRIKNSTFLSSRS

TAGTAEWMAPEVLRNEPSDEKCDVYSFGVILWELSTLQQPWGGMNPMQVVGAVGFQHRSLDIPNDMDPA

IADIIRKCWQTDPRLRPTFAEIMAALKLLQKPITGPQVPRPNAPLRSGH 
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Protein No.: I-1418 
Protein name and Species:  

aspartate-tRNA ligase, cytoplasmic-like OS=Populus 

trichocarpa GN=POPTRDRAFT_652970 PE=3 SV=1 

 

Accession: tr|B9HBL6|B9HBL6_POPTR 

 

Unused ProtScore:  1.65                               

Seq Cov %: 7.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.10 

116: 114=E5TL: D5TL=0.21 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MNPQNQRAKKLQRRKQQSKRSYVAVRKPLWPAAAASSLSIEEDPLAANYGNIPLQDLQSKVEADLKAWT

QVGDLTHELKEKEVLIRGRAQTTRAVGKNMAFVVVREKGFTVQCVVTARPDVVSKQMVKFAAGLSRESI

VDIHGVVSVPSIAIKGTTQQVEIQVSKLYCVDKAMPTLPINIEDASRSEKEIEEALEAGEQLVRVNQDT

RLNYRVLDFRTSANQGIFRIQCQVCNIFRQFLLSEDFVEIHTPKLIAGSSEGGSAVFKLDYKGQAACLA

QSPQLHKQMAICGDFGRVFEIGPVFRAEDSYTHRHLCEFTGLDVEMEIKQHYTEVMDIVDHLFVTMFDH

LNKKCSKYLEAVGRQYPFEPLKYLPKTLRLRFEEGVQMLKEAGVEIDPYGDLNTESERKLGQLVLEKYG

TEFYILHRYPLAVRPFYTMPCYDDPKYSNSFDVFIRGEEIISGAQRVHVPEFLVERAQACGIDVSTIST

YIDSFRYGAPPHGGFGAGLERVVMLFCGLNNIRKTSLFPRDPLRIAP 
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Protein No.: I-1426 
Protein name and Species:  

random slug protein 5 isoform 2 [Vitis vinifera] OS=Vitis 

vinifera GN=VIT_18s0001g12420 PE=4 SV=1 

 

Accession: tr|F6H1I3|F6H1I3_VITVI 

 

Unused ProtScore: 1.61                                

Seq Cov %: 8.3 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.17 

116: 114=E5TL: D5TL=0.93 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MISEEVSVFLDAHLSQQKYPTMLRLWGKSHHDQEKDLQKSDSKVHELKAALGPLSGRSLQYCNDACLKR

YLEARNWNVDKSKKMLEETLTWRSTYKPEEIRWSDVATEGETGKVFRANFHDRHGRTVLILRPGKQNTT

ALDNQVRHLVYLLENAILNLPEDQEQMVWLIDFTGMTFSNSVPIKTARDTINILQNHYPERLFLAFLYS

PPRIFEAFWKAVKYLLDAKTFQKVKFVYPKDKNSVELMSSYFDVENLPTDFGGKATMNYDHEEFSRLMT

QDDVKSANLWGFGDKLQHVSNGHSVAEVSPEPACLAPAS 
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Protein No.: I-1434 
Protein name and Species:  

HMG-CoA synthase 2 OS=Hevea brasiliensis GN=HMGS2 

PE=2 SV=1 

Accession: tr|Q6QLW8|Q6QLW8_HEVBR 

 

 

Unused ProtScore:   1.58                              

Seq Cov %: 32.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.58 

116: 114=E5TL: D5TL=0.73 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MAKNVGILAMDIYFPPTYVQQEALEAHDGASKGKYTIGLGQDCMAFCTEVEDVISMSLTAVTSLLEKYN

IDPNQIGRLEVGSETVIDKSKSIKTFLMQIFEKFGNTDIEGVDSANACYGGTAALFNCVNWVESNSWDG

RYGLVVCTDSAVYAEGPARPTGGAAAIAMLIGPEAPIAFESKFRGSHMSHAYDFYKPNLASEYPVVDGK

LSQTCYLMALDSCYKHFCAKYEKLEGKQFSISDAEYFVFHSPYNKLVQKSFARLVFNDFVRNASSIDDA

AKEKLAPFSTLSGDESYQNRDLEKVSQQVAKPLYDAKVQPTTLIPKQVGNMYTASLYAAFASLLHNKHT

ELAGKRVILFSYGSGLTATMFSLRLHEGQHPFSLSNIATVMNVAGKLKTRHEFPPEKFAVIMKLMEHRY

GAKDFVTSKDCSILAPGTYYLTEVDTMYRRFYAQKAVGDTVENGLLANGH 
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Protein No.: I-1437 
Protein name and Species:  

methyl transferase [Populus tomentosa] OS=Populus 

trichocarpa GN=POPTRDRAFT_1101018 PE=4 SV=1 

 

Accession: tr|B9IEB9|B9IEB9_POPTR 

 

Unused ProtScore:   1.57                              

Seq Cov %: 5.2 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=3.73 

116: 114=E5TL: D5TL=7.78 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDNISDLSVNAMMLDSKASELDKEERPEILSLLPPYEGKTVLELGAGIGRFTGELAQKAGQVVALDFIE

SAIKKNENINGHYKNVKFMCADVTSPDLNISEGSVDLIFSNWLLMYLSDKEVENLVERMVKWVKVDGFI

FFRESCFHQSGDSKRKYNPTHYREPRFYTKVFKECHTRDGSGDSFELSLVGCKCISAYVKNKKNQNQAM

KLDHLILWICWIWQKVSSYEDKGFQRFLDNVQYKSNGILRYERVFGQGYVSTGGIETTKEFVGKLDLKP

GQKVLDVGCGIGGGDFYMAENFDVEVVGIDLSINMISFALERAIGLKCSVEFEVADCTTKTYPDNTFDV

IYSRDTILHIQDKPALFRSFFKWLKPGGKVLISDYCKCDGTPSPEFAEYIKQRGYDLHDVKAYGQMLRD

AGFDEVVAEDRTDQFNKVLQRELNAIEKDKDEFIHDFSEGDYNDIVGGWKAKLIRSSSGEQRWGLFIAK

KK 
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Protein No.: I-1453 
Protein name and Species:  

chitinase Class Ib, OS=Limonium bicolor PE=2 SV=1 

 

Accession: tr|Q1W6C5|Q1W6C5_9CARY 

 

Unused ProtScore: 1.53                                 

Seq Cov %: 5.9 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.64 

116: 114=E5TL: D5TL=0.51 

 

 

Annotated typical Precursor MS Region: 

 

 1062



 

Sequence Coverage and Matched peptides: in different color 
MKTTLILTAAALPFLLLISFSSAEQCGSQAGGAVCPNGLCCSKYGWCGSTDTYCKDGCQSQCGGTTPTP

TTPTPTPTQGGDVSSIISQSNFDEMLKHRNDNACSGHGFYTYAAFISAAQSFPGFGTTGDTDTRKRELA

AFLGQTSHETTGGWAAAPDGPYAWGYCFVQEQGASGAFCTSPEYPCAPGKQYYGRGPIQLTHNYNYAQA

GTAINQDLINNPDLVATDPTISFKTAIWFWMTPQSNKPSSHDVITGKWTPSSADSAAGRVPGYGVITNI

INGGLECGKGSIAKQEDRIGFYKRYCDVLGVGYGNNLDCNSQRPFA 
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Protein No.: I-1459 
Protein name and Species:  

Dynamin, putative OS=Ricinus communis GN=RCOM_0718390 

PE=3 SV=1 

 

Accession: tr|B9SBH8|B9SBH8_RICCO 

 

Unused ProtScore:  1.51                               

Seq Cov %: 8.9 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.56 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MENLISLVNKIQRACTALGDHGEESALPTLWDSLPSIAVVGGQSSGKSSVLESIVGKDFLPRGAGIVTR

RPLVLQLHRVDEGKEYAEFMHLPRKKFSDFAAVRKEISDETDRETGRSKQISTVPIHLSIYSPNVVNLT

LIDLPGLTKVAVDGQPESIVLDIENMIRSYIEKPNCIILAISPANQDLATSDAIKISREVDPKGERTFG

VLTKVDLMDKGTDAVDILEGKSYKLQFPWIGVVNRSQADINKSVDMIAARRKEREYFQNSTEYRHLAHR

MGSEHLGKMLSKHLEQVIKSRIPGLQSLINKTIAELEGELSRLGKPVATDAGGKLYMIMEICRSFDQIF

KEHLDGIRPGGDKIYLVFDNQLPAALKRLQFDKHLSIDNVRKLITEADGYQPHLIAPEQGYRRLIESTL

VTIRGPAEAAVDAVHVLLKELVQKSINETLELKQYPTLRVEVSNAAIESLDRMREESKKATLQLVDMEC

CYLTVEFFRKLPQDIEKGGNPTHSIFDRYNDSYLRRVGSNVLSYVNMVCGSLRNSIPKSVVYCQVRDAK

RSLLDYFFAELGKKETKQLSSLLDEDPAVMQRRISLAKRLELYRSAQAEIDAVAWAK 
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Protein No.: I-1464 
Protein name and Species:  

Alanine aminotransferase 1 OS=Glycine max GN=AlaAT1 PE=2 

SV=1 

 

Accession: tr|A8IKE1|A8IKE1_SOYBN 

 

Unused ProtScore: 1.5                                

Seq Cov %: 7.2 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.60 

116: 114=E5TL: D5TL=0.94 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASDSPFPVTAQNINPKVLKCEYAVRGEVVTLAQNLQKDLQANPGSHPFDEILYCNIGNPQSLGQQPIT

FFREVLALCDHPAILDKSETQGLFSTDAIQRAWQIVDQIPGRATGAYSHSQGVKGLRDTIAAGIEERDG

FPANPDDIFMTDGASPAVHNMMQLLIRSENDGILCPIPQYPLYSASIALHGGCLVPYYLDEATGWGLEI

PELKKQLEAAKSKGINVRALVVINPGNPTGQVLGEANQRDIVEFCKQEGLVLLADEVYQENVYVPEKKF

HSFKKVSRSMGYGENDITLVSFQSVSKGYHGECGKRGGYMEVTGFSAEVREQIYKVASVNLCSNISGQI

LASLVMSPPKVGDESYDSFMAEKENILASLARRAKTLEDAFNKLEGVTCNKAEGAMYLFPQIRLSEKAI

KAAEAANATPDNFYCKRLLNATGVVVVPGSGFGQVPGTWHFRCTILPPEEKIPAIVTRLTEFHEKFMDE

FRD 
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Protein No.: I-1467 
Protein name and Species:  

L-lactate dehydrogenase OS=Arabidopsis thaliana PE=2 SV=1 

 

Accession: tr|Q8LBD5|Q8LBD5_ARATH 

 

Unused ProtScore: 1.49                                 

Seq Cov %: 20.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.52 

116: 114=E5TL: D5TL=0.24 

 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MEKNASTSSLKDLGPSGLDLTSAFFKPIHNSDPSLPSNRRTKVSVVGVGNVGMAIAQTILTQDLADEIA

LVDAKPDKLRGEMLDLQHAAAFLPRTKITASVDYEVTAGSDLCIVTAGARQNPGESRLNLLQRNVALFR

HIIPPLAKASPDSILIIVSNPVDVLTYVAWKLSGFPVNRVLGSGTNLDSSRFRFLIADHLDVNAQDVQA

FIVGEHGDSSVALWSSISVGGIPVLSFLEKNQIAYEKQTLEDIHQAVVGSAYEVIGLKGYTSWAIGYSV

ANLARTILRDQRKIHPVTVLARGFYGVDGGDVFLSLPALLGRNGVVAVTNVHMTDEEAEKLQKSAKTIL

EMXSQLGL 
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Protein No.: I-1479 
Protein name and Species:  

S-formylglutathione hydrolase-like [Glycine max] OS=Glycine 

max PE=2 SV=1 

 

Accession: tr|C6TB50|C6TB50_SOYBN 

 

Unused ProtScore:  1.43                             

Seq Cov %: 14.7 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.64 

116: 114=E5TL: D5TL=0.79 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MDTRPTEISSGKMFGGYNKRFKHFSLTLGCSMNFHIYFPPSPSPSHKFPVLYFLSGLTCTDENFIFKSG

AQRAASAEGVALVAPDTSPRGLNVEGEADSWDLGVGAGFYLNATQEKWKNWRMYDYVVKELPKLLSDNF

PQLEISKASIFGHSMGGHGALTIFLKNQDKYKSVSAFAPIANPINCPWGQKAFSNYLGDNKFEWEDYDA

TRLVTKFPNVSSTILIDQGEDDKFLPDQLLPHKFEEACKKANVPLLLRFQPGYDHLYYFIATFIDDHIR

HHAQAFRLN 
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Protein No.: I-1487 
Protein name and Species:  

Aminotransferase YbdL-like OS=Vitis vinifera 

GN=VIT_18s0001g03300 PE=4 SV=1 

 

Accession: tr|E0CR92|E0CR92_VITVI 

 

Unused ProtScore: 1.4                                

Seq Cov %: 5.1 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.25 

116: 114=E5TL: D5TL=1.82 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MASASTVSAPNTEAEQTHNPPQPLQVAKRLEKFKTTIFTQMSMLAIKHGAINLGQGFPNFDGPEFVKEA

AIQAIKDGKNQYARGYGVPDLNSAVADRFKKDTGLVVDPEKEVTVTSGCTEAIAATMLGLINPGDEVIL

FAPFYDSYEATLSMAGAQIKSITLRPPDFAVPMDELKSAISKNTRAILINTPHNPTGKMFTREELNVIA

SLCIENDVLVFTDEVYDKLAFEMDHISMASLPGMYERTVTMNSLGKTFSLTGWKIGWTVAPPHLTWGVR

QAHSFLTFATCTPMQWAAATALRAPDSYYEELKRDYSAKKAILVEGLKAVGFRVYPSSGTYFVVVDHTP

FGLKDDIAFCEYLIKEVGVVAIPTSVFYLHPEDGKNLVRFTFCKDEGTLRAAVERMKEKLKPKQ 
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Protein No.: I-1494 
Protein name and Species:  

Putative uncharacterized protein OS=Vitis vinifera 

GN=VIT_19s0014g01520 PE=4 SV=1 

 

Accession: tr|F6H2P8|F6H2P8_VITVI 

 

Unused ProtScore:  1.39                               

Seq Cov %: 6.5 

 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=0.13 

116: 114=E5TL: D5TL=0.29 

 

Annotated typical Precursor MS Region: 
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Sequence Coverage and Matched peptides: in different color 
MALRHLTPLSPLSPFTRIPPRRCFTQKPFSLSVSASMGSSSRKVLVPIAHGSEPMEAVIIIDVLRRAGA

DVTVASVEKRLQVDACHGVKIVADALISDCADTGFDLISLPGGMPGAATLRDCGMLESMVKKHAADGQL

YAGICAAPAVALGSWGLMKGLKATCYPSFMEQLSSTATTVESRVQQDGKVVTSRGPGTTMEFSVSLVEQ

LYGKEKANEVSGPLVMCSNLGDKFIMAELNPIDWKCDNPQILVPIANGTEEMEAVIIIDFLRRAKANVV

VASVEDKLEIVASRKVKLVADVLLDEAVKLSYDLIVLPGGLGGAQAFASSEKLVNLLKNQRESNKPYGA

ICASPALVLEPHGLLKGKKATAFPALCSKLSDQSEIENRVLVDGNLITSRGPGTSMEFALAIIEKFFGH

GKALELAKVMLFSSQ 
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Protein No.: I-1523 
Protein name and Species:  

succinyl-CoA ligase [ADP-forming] subunit alpha-1, 

mitochondrial-like [Glycine max] OS=Glycine max PE=2 SV=1 

 

Accession: tr|C6TNV4|C6TNV4_SOYBN 

 

Unused ProtScore: 1.31                                

Seq Cov %: 3.1 

 

ITRAQ Changed Ratio:   

117: 115=E3TL: D3TL=2.11 

116: 114=E5TL: D5TL=1.52 

 

Annotated typical Precursor MS Region: 

 

 

 1076



Sequence Coverage and Matched peptides: in different color 
MGRQAVTKLLSSIASRRHGLRLFSAASPAVFVDKSTRVICQGITGKNGTFHTEQAIEYGTNMVGGVTPK

KGGTEHLGLPVFNTVAEAKAETKANASVIYVPPPFAAAAIMEAMEAELDLVVCITEGIPQHDMVRVKAA

LNRQSKTRLIGPNCPGIIKPGECKIGIMPGYIHKPGRIGIVSRSGTLTYEAVFQTTAVGLGQSTCVGIG

GDPFNGTNFVDCLQKFLTDPQTEGIILIGEIGGTAEEDAAALIKDSGTEKPVVAFIAGLTAPPGRRMGH

AGAIVSGGKGTAQDKIKTLREAGVMVVESPAKIGAAMLDVFKQRGLVQ 
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Supplementary Figure S5: 

Supplemental spectra and MALDI TOF/TOF MS 

/MS identification information 

 

Annotated spectra for the 59 phosphorlated latex proteins 

on identified by TOF, TOF/TOF and LC-MALDI MS/MS.  

 

CID: collision induced desorption; 

MALDI TOF:  

matrix assisted laser desorption/ionization time of flight;  

MS: mass spectrometry; 

PMF: peptide mass fingerprinting; 

PFF: peptide fragment fingerprinting. 
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Spot No.: P1 

NCBI accession No.: gi|123650 

Species: Petunia x hybrida 

Protein name: Heat shock cognate 70 kDa protein 

Mascot score: 97                  Sequence coverage %: 40 

Matched peptides No.: 24             Total peptides No.: 41 

Calculated Mr: 71581                   Calculated pI: 5.11 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P2    

NCBI accession No.: gi| 249262   Species: Manihot esculenta  

PFF score: [54]                  

Protein name: linamarase        

Matched peptides No.: [1]          Sequence coverage %: [3]  

Matched sequences: R.ILDGSNGDVAVDFYNR.Y  

Calculated Mr: 61448                 Calculated pI: 5.52 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P3  

NCBI accession No.: gi| 224100473 Species: Populus trichocarpa 

PFF score: [112]                  

Protein name: predicted protein        

Matched peptides No.: [1]          Sequence coverage %: [3]  

Matched sequences: R.SPPIEEVIQAGVVPR.F   

Calculated Mr: 46093                 Calculated pI: 4.54 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P4    

NCBI accession No.: gi| 249262   Species: Manihot esculenta  

PFF score: [56]                  

Protein name: linamarase         

Matched peptides No.: [1]          Sequence coverage %: [3]  

Matched sequences: R.ILDGSNGDVAVDFYNR.Y;    

Calculated Mr: 61448                 Calculated pI: 5.52 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P5    

NCBI accession No.: gi| 29170601   Species: Hevea brasiliensis  

PFF score: [502]  

Protein name: Small rubber particle protein  

Matched peptides No.: [12]          Sequence coverage %: [53]  

Calculated Mr: 12769                 Calculated pI: 4.61 

Matched sequences: 

  

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P6    

NCBI accession No.: gi| 29170601   Species: Hevea brasiliensis  

PFF score: [429]  

Protein name: Small rubber particle protein  

Matched peptides No.: [18]          Sequence coverage %: [53]  

Calculated Mr: 12769                 Calculated pI: 4.61 

Matched sequences: 

  

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P7    

NCBI accession No.: gi| 224071449 Species: Populus trichocarpa  

PFF score: [75]                  

Protein name: predicted protein       

Matched peptides No.: [1]          Sequence coverage %: [2]  

Matched sequences: K.NKIDVIPHYPGR.L;  

K.IDVIPHYPGR.L   

Calculated Mr: 47121                 Calculated pI: 5.28 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P8    

NCBI accession No.: gi| 32186890  Species: Gossypium hirsutum 

PFF score: [519]                  

Protein name: actin         

Matched peptides No.: [8]          Sequence coverage %: [37]  

Matched sequences: K.YPIEHGIVSNWDDMEK.I;  

K.IWHHTFYNELR.V; 
R.VAPEEHPVLLTEAPLNPK.A; 
R.TTGIVLDSGDGVSHTVPIYEGYALPHAILR.L; 
K.LAYVALDYEQELETAK.S; 
K.NYELPDGQVITIGAER.F; 
R.KDLYGNIVLSGGSTMFPGIADR.M + Oxidation (M); 
K.GEYDESGPSIVHR.K    

Calculated Mr: 41917                 Calculated pI: 5.31 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P9    

NCBI accession No.: gi| 14423933   Species: Hevea brasiliensis  

PFF score: [384]  

Protein name: Small rubber particle protein 

Matched peptides No.: [5]          Sequence coverage %: [36]  

Calculated Mr: 22331                 Calculated pI: 4.80 

Matched sequences: 

  

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P10    

NCBI accession No.: gi| 224071449 Species: Populus trichocarpa  

PFF score: [71]                  

Protein name: predicted protein      

Matched peptides No.: [1]          Sequence coverage %: [2]  

Matched sequences: K.IDVIPHYPGR.L;   

Calculated Mr: 47121                Calculated pI: 5.28 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P11    

NCBI accession No.: gi| 224071449 Species: Populus trichocarpa  

PFF score: [52]                  

Protein name: predicted protein        

Matched peptides No.: [1]          Sequence coverage %: [2]  

Matched sequences: K.IDVIPHYPGR.L;    

Calculated Mr: 47121                 Calculated pI: 5.28 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P12    

NCBI accession No.: gi| 224071449 Species: Populus trichocarpa 

PFF score: [106]                  

Protein name: predicted protein        

Matched peptides No.: [2]          Sequence coverage %: [2]  

Matched sequences: K.NKIDVIPHYPGR.L;  

K.IDVIPHYPGR.L; 

Calculated Mr: 47121                Calculated pI: 5.28 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P13    

NCBI accession No.: gi| 1550740   Species: Arabidopsis thaliana  

PFF score: [51]                  

Protein name: GDP-associated inhibitor         

Matched peptides No.: [1]          Sequence coverage %: [5]  

Matched sequences: R.FQGGSPYIYPLYGLGELPQAFAR.L;   

Calculated Mr: 50269                 Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P14    

NCBI accession No.: gi| 255552291   Species: Ricinus communis  

PFF score: [144]                  

Protein name: short chain dehydrogenase, putative         

Matched peptides No.: [3]          Sequence coverage %: [11]  

Matched sequences: K.VALVTGGDSGIGR.A;  

K.AEGAKDPIAIPTDVGFEENCR.K; 
K.DPIAIPTDVGFEENCR.K 

Calculated Mr: 32148                 Calculated pI: 6.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P15    

NCBI accession No.: gi| 218157Species: Oryza sativa 

PFF score: [174]                  

Protein name: cytoplasmic aldolase       

Matched peptides No.: [2]          Sequence coverage %: [3]  

Matched sequences: K.KVAPEVIAEYTVR.T;  

K.VAPEVIAEYTVR.T; 

Calculated Mr: 39151                 Calculated pI: 6.56 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P16    

NCBI accession No.: gi| 218157 Species: Oryza sativa Japonica Group  

PFF score: [125]                  

Protein name: cytoplasmic aldolase        

Matched peptides No.: [2]          Sequence coverage %: [3]  

Matched sequences: K.KVAPEVIAEYTVR.T;  

K.VAPEVIAEYTVR.T; 

Calculated Mr: 39151                 Calculated pI: 6.56 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P17 

NCBI accession No.: gi| 14423933   Species: Hevea brasiliensis  

PFF score: [171]  

Protein name: Small rubber particle protein 

Matched peptides No.: [3]          Sequence coverage %: [19]  

Calculated Mr: 22331                 Calculated pI: 4.80 

Matched sequences: 

  

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P18    

NCBI accession No.: gi| 118489480  

Species: Populus trichocarpa x Populus deltoids 

PFF score: [74]                  

Protein name: unknown       

Matched peptides No.: [2]          Sequence coverage %: [3]  

Matched sequences: R.KLLVALVSAYR.Y; 

K.LLVALVSAYR.Y  

Calculated Mr: 35859                 Calculated pI: 8.42 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P19    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [341]             

Protein name: Rubber elongation factor protein  

Matched peptides No.: [3]          Sequence coverage %: [19]   

Matched sequences: 

 
Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P20    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [597]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [16]          Sequence coverage %: [38]   

Matched sequences: 

 

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 

 

 1098



Spot No.: P21    

NCBI accession No.: gi|132270   Species: Hevea brasiliensis   

PFF score: [672]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [23]          Sequence coverage %: [46]   

Matched sequences: 

 

Calculated Mr: 14713                 Calculated pI: 5.04 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P22    

NCBI accession No.: gi| 38154482  Species: Nicotiana benthamiana  

PFF score: [197]                  

Protein name: molecular chaperone Hsp90-1        

Matched peptides No.: [5]          Sequence coverage %: [8]  

Matched sequences: K.ADLVNNLGTIAR.S;  

K.HNDDEQYVWESQAGGSFTVTR.D; 
K.RAPFDLFDTR.K; 
R.APFDLFDTR.K; 
K.GIVDSEDLPLNISR.E 

Calculated Mr: 80340                 Calculated pI: 4.94 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P23    

NCBI accession No.: gi| 1708314   Species: Ipomoea nil 

PFF score: [126]                  

Protein name: RecName: Full=Heat shock protein 83        

Matched peptides No.: [5]          Sequence coverage %: [8]  

Matched sequences: K.LDAQPELFIR.L;  

K.ADLVNNLGTIAR.S; 
K.ITLFLKEDQLEYLEER.R; 
K.RAPFDLFDTR.K; 
K.LGIHEDSQNR.A 

Calculated Mr: 81055                 Calculated pI: 4.95 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P24    

NCBI accession No.: gi| 20559  Species: Petunia x hybrida  

PFF score: [136]                  

Protein name: hsp70 (AA 6 - 651)         

Matched peptides No.: [4]          Sequence coverage %: [11]  

Matched sequences: K.NAVVTVPAYFNDSQR.Q;  

R.TLSSTAQTTIEIDSLYEGIDFYSTITR.A; 
R.ARFEELNMDLFR.K; 
K.EQVFSTYSDNQPGVLIQVYEGER.A 

Calculated Mr: 71137                 Calculated pI: 5.07 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P25    

NCBI accession No.: gi| 255566038   Species: Ricinus communis  

PFF score: [118]                  

Protein name: Phospholipase C 3 precursor, putative        

Matched peptides No.: [2]          Sequence coverage %: [4]  

Matched sequences: K.TVVVLVQENR.S;  

K.HCEKGELPNYVVIEPR.Y     

Calculated Mr: 59111                Calculated pI: 5.08 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P26 

NCBI accession No.: gi| 4235430   Species: Hevea brasiliensis 

PFF score: [80]                  

Protein name: latex-abundant protein        

Matched peptides No.: [3]          Sequence coverage %: [9]  

Matched sequences: R.SAEPGDLLFVHYSGHGTR.L;  

R.EFVDQVPHGCR.I; 
K.QTIQDAFESR.G 

Calculated Mr: 46443                 Calculated pI: 5.01 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P27    

NCBI accession No.: gi| 297833008 Species: Arabidopsis lyrata subsp. Lyrata 

PFF score: [53]                  

Protein name: phosphoesterase family protein        

Matched peptides No.: [2]          Sequence coverage %: [3]  

Matched sequences: K.TVVVLVQENR.S;  

K.LPNYVVIEPR.Y 

Calculated Mr: 59395                 Calculated pI: 5.21 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P28    

NCBI accession No.: gi| 226530579   Species: Zea mays 

PFF score: [108]                  

Protein name: uncharacterized protein LOC100272911       

Matched peptides No.: [4]          Sequence coverage %: [11]  

Matched sequences: K.NAVITVPAYFNDSQR.Q;  

R.IINEPTAAAIAYGLDKK.A; 
K.ATAGDTHLGGEDFDNR.L;  
K.SQIHDVVLVGGSTR.I 

Calculated Mr: 62054                Calculated pI: 5.23 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P29    

NCBI accession No.: gi|149938954   Species: Actinidia chinensis  

PFF score: [133]                  

Protein name: G6PD1        

Matched peptides No.: [3]          Sequence coverage %: [7]  

Matched sequences: R.QGFLQSNEVHIFGYAR.T； 

R.GGYFDEYGIIR.D； 
R.YQGVTIPEAYER.L 

Calculated Mr: 59276                 Calculated pI: 6.75 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P30    

NCBI accession No.: gi|226493285   Species: Zea mays  

PFF score: [53]                  

Protein name: flavonol 4-sulfotransferase        

Matched peptides No.: [12]          Sequence coverage %: [38]  

Matched sequences: -.MAAAACNPVAPSGPVPFK.D;-.MAAAACNPVAPSGP 

VPFKDVDDGSVPEHTPK.E;M.AAAACNPVAPSGPVPF;K.DR.LYQGFWLPEHWVPGTIVFQ
R.R;R.LYQGFWLPEHWVPGTIVFQRR.F;K.ALAFATAAR.T;R.LAEFMGR.P + Oxidation (M); 
R.PFSAAEEAAGDVAAVVELCSFDEM;K.G + Oxidation (M);R.YRPMPR.D;K.GVAGDWANH 
MTPEMAAR.L + 2 Oxidation (M);K.GVAGDWANHMTPEMAARLDGIFR.E;K.LQGTGLIFS.- 

Calculated Mr: 38183                 Calculated pI: 6.26 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P31    

NCBI accession No.: gi|224071449  Species: Populus trichocarpa  

PFF score: [104]                  

Protein name: predicted protein       

Matched peptides No.: [2]          Sequence coverage %: [2]  

Matched sequences: K.NKIDVIPHYPGR.L;  

K.IDVIPHYPGR.L 

Calculated Mr: 47121                 Calculated pI: 5.28 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P32    

NCBI accession No.: gi|1916805   Species: Hevea brasiliensis  

PFF score: [219]                  

Protein name: latex patatin homolog        

Matched peptides No.: [5]          Sequence coverage %: [21]  

Matched sequences: K.LQDLDGPDAR.I; 

R.DNYDPIHSIGPIYDGEYLR.E; 
K.SLDCEDYYLR.I; 
R.IQDDTLTGEESSGHIATEENLQR.L; 
R.INLDTGRLESIPGAPTNEAAIAK.F 

Calculated Mr: 43035                 Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P33    

NCBI accession No.: gi|6707018   Species: Hevea brasiliensis  

PFF score: [196]                  

Protein name: latex protein allergen Hev b 7        

Matched peptides No.: [5]          Sequence coverage %: [22]  

Matched sequences: K.LQDLDGPDAR.I; 

R.DNYDPIHSIGPIYDGEYLR.E; 
K.LLLPVIFSSDDAK.C; 
R.IQDDTLTGEESSGHIATEENLQR.L; 
R.INLDTGRLESIPGAPTNEAAIAK.F 

Calculated Mr: 43107                 Calculated pI: 5.00 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P34    

NCBI accession No.: gi|32186890  Species: Gossypium hirsutum  

PFF score: [392]                  

Protein name: actin       

Matched peptides No.: [7]          Sequence coverage %: [29]  

Matched sequences: K.IWHHTFYNELR.V; 

R.VAPEEHPVLLTEAPLNPK.A; 
R.TTGIVLDSGDGVSHTVPIYEGYALPHAILR.L; 
K.NYELPDGQVITIGAER.F; 
R.KDLYGNIVLSGGSTMFPGIADR.M + Oxidation (M); 
K.DLYGNIVLSGGSTMFPGIAD; 
R.M + Oxidation (M); 
K.GEYDESGPSIVHR.K 

Calculated Mr: 41917                 Calculated pI: 5.31 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P35 

NCBI accession No.: gi|255552291   Species: Ricinus communis  

PFF score: [141]                  

Protein name: short chain dehydrogenase, putative        

Matched peptides No.: [2]          Sequence coverage %: [10]  

Matched sequences: K.VALVTGGDSGIGR.A; 

K.DPIAIPTDVGFEENCR.K 

Calculated Mr: 32148                 Calculated pI: 6.50 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P36    

NCBI accession No.: gi|38122474   Species: Hevea brasiliensis   

PFF score: [393]             

Protein name: Rubber elongation factor protein         

Matched peptides No.: [9]          Sequence coverage %: [26]   

Matched sequences: 

 
Calculated Mr: 19570                 Calculated pI: 5.06 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P37    

NCBI accession No.: gi|334854634  Species: Hevea brasiliensis 

PFF score: [288]        Protein name： elicitor-responsive protein 

Matched peptides No.: [3]   Sequence coverage %: [26]    

Matched sequences: 

 

Calculated Mr: 15249          Calculated pI: 4.06 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: P38 

NCBI accession No.: gi| 14423933   Species: Hevea brasiliensis  

PFF score: [353]  

Protein name: Small rubber particle protein 

Matched peptides No.: [9]          Sequence coverage %: [38]  

Calculated Mr: 22331                 Calculated pI: 4.80 

Matched sequences: 

  

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P39 

NCBI accession No.: gi| 14423933   Species: Hevea brasiliensis  

PFF score: [342]  

Protein name: Small rubber particle protein 

Matched peptides No.: [7]          Sequence coverage %: [36]  

Calculated Mr: 22331                 Calculated pI: 4.80 

Matched sequences: 

  

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P40    

NCBI accession No.: gi| 29170601   Species: Hevea brasiliensis  

PFF score: [316]  

Protein name: Small rubber particle protein  

Matched peptides No.: [12]          Sequence coverage %: [53]  

Calculated Mr: 12769                 Calculated pI: 4.61 

Matched sequences: 

  

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P41    

NCBI accession No.: gi|2832430   Species: Hevea brasiliensis  

PFF score: [261]                  

Protein name: prohevein        

Matched peptides No.: [3]          Sequence coverage %: [26]  

Matched sequences: K.YGWTAFCGPVGAHGQPSCGK.C;  

R.IVDQCSNGGLDLDVNVFR.Q; 
R.QLDTDGKGYER.G     

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P42 (S9)    

NCBI accession No.: gi|388503664  Species: Lotus japonicus  

Protein name：unknown 

Mascot score: 93                  Sequence coverage %: 45   

Matched peptides No.: 13           Total peptides No.: 48 

Calculated Mr: 29537              Calculated pI: 4.79 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P43    

NCBI accession No.: gi|326694865   Species: Hevea brasiliensis  

PFF score: [294] 

Protein name: 14-3-3 protein 2 

Matched peptides No.: [7]          Sequence coverage %: [32]  

Matched sequences:  

 

Calculated Mr: 29931                 Calculated pI: 4.76 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P44 (S85)    

NCBI accession No.: gi|224099853   Species: Populus trichocarpa 

PFF score:  [69]                 Protein name: putative protein 

Matched peptides No.:  [2]         Sequence coverage %:  [5]  

Matched sequences: S FEHPLNELKP VPR 

Calculated Mr: 27448               Calculated pI: 5.84 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: P45 

NCBI accession No.: gi|124365253   Species: Hevea brasiliensis 

PFF score:  [745]      Protein name: beta-1,3-glucanase 

Matched peptides No.: [16]    Sequence coverage %:  [44]  

Matched sequences:  

 
Calculated Mr: 41543               Calculated pI: 9.40 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: P46 

NCBI accession No.: gi| 224102193  

Species: Populus trichocarpa 

PFF score: [347]  

Protein name：NAD-dependent malate dehydrogenase  

Matched peptides No.: [5]        Sequence coverage %: [19]  

Matched sequences:  

 

Calculated Mr: 36093                 Calculated pI: 6.11 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P47 

NCBI accession No.: gi| 255578278 

Species: Ricinus communis 

PFF score: [75]  

Protein name：hypothetical protein RCOM_053778  

Matched peptides No.: [2]        Sequence coverage %: [6]  

Matched sequences: K.QESEYGSGGYGR.R; R.KPSYGEEGGYGER.T 

Calculated Mr: 41389                 Calculated pI: 4.65 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P48    

NCBI accession No.: gi|255552291  Species: Ricinus communis  

PFF score: [201]                  

Protein name: short chain dehydrogenase, putative     

Matched peptides No.: [2]          Sequence coverage %: [7]  

Matched sequences: K.AEGAKDPIAIPTDVGFEENCR.K;  

K.DPIAIPTDVGFEENCR.K    

Calculated Mr: 32148                 Calculated pI: 6.50 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P49  

NCBI accession No.: gi|255581753   Species: Ricinus communis  

PFF score: [175]                  

Protein name: adenosine kinase, putative        

Matched peptides No.: [3]          Sequence coverage %: [11]  

Matched sequences: K.RPENWALVEK.A;  

K.VLPYMDYVFGNETEAR.T + Oxidation (M); 
R.AGCYAANVIIQR.S     

Calculated Mr: 38058                 Calculated pI: 5.17 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P50    

NCBI accession No.: gi|4588474   Species: Brassica napus  

PFF score: [96]                  

Protein name: phosphoinositide-specific phospholipase C   

Matched peptides No.: [2]          Sequence coverage %: [3]  

Matched sequences: R.VIELDIWPNSNKNDIDVLHGR.T;  

K.NDIDVLHGR.T  

Calculated Mr: 66632                 Calculated pI: 5.79 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P51    

NCBI accession No.: gi|255578278   Species: Ricinus communis  

PFF score: [95]                  

Protein name: hypothetical protein RCOM_0537780        

Matched peptides No.: [2]          Sequence coverage %: [6]  

Matched sequences: K.QESEYGSGGYGR.R;  

R.KPSYGEEGGYGER.T     

Calculated Mr: 41389                 Calculated pI: 4.65 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P52    

NCBI accession No.: gi|255552291   Species: Ricinus communis  

PFF score: [67]                  

Protein name: short chain dehydrogenase, putative        

Matched peptides No.: [3]          Sequence coverage %: [11]  

Matched sequences: K.VALVTGGDSGIGR.A;  

K.AEGAKDPIAIPTDVGFEENCR.K; 
K.DPIAIPTDVGFEENCR.K     

Calculated Mr: 32148                Calculated pI: 6.50 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P53    

NCBI accession No.: gi|224057068  Species: Populus trichocarpa  

PFF score: [279]                  

Protein name: predicted protein       

Matched peptides No.: [7]          Sequence coverage %: [35]  

Matched sequences: K.CPDTNYLFMGDYVDR.G + Oxidation (M); 

R.QITQVYGFYDECLR.K; 
R.VQEVPHEGPMCDLLWSDPDDR.C + Oxidation (M); 
R.GAGYTFGQDISEQFNHTNNLK.L; 
R.AHQLVMEGYNWGHEQK.V + Oxidation (M); 
K.VVTIFSAPNYCYR.C; 
K.GHTFIQFEPAPR.R    

Calculated Mr: 36330                 Calculated pI: 5.08 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P54    

NCBI accession No.: gi|2832430   Species: Hevea brasiliensis  

PFF score: [181]                  

Protein name: prohevein        

Matched peptides No.: [3]          Sequence coverage %: [26]  

Matched sequences: K.YGWTAFCGPVGAHGQPSCGK.C; 

R.IVDQCSNGGLDLDVNVFR.Q; 
R.QLDTDGKGYER.G 

Calculated Mr: 20852                 Calculated pI: 5.64 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P55    

NCBI accession No.: gi|224071449  Species: Populus trichocarpa  

PFF score: [55]                  

Protein name: predicted protein        

Matched peptides No.: [2]          Sequence coverage %: [2]  

Matched sequences: K.NKIDVIPHYPGR.L;  

K.IDVIPHYPGR.L    

Calculated Mr: 47121                 Calculated pI: 5.28 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P56    

NCBI accession No.: gi|218157 Species: Oryza sativa Japonica Group  

PFF score: [58]                  

Protein name: cytoplasmic aldolase       

Matched peptides No.: [2]          Sequence coverage %: [3]  

Matched sequences: K.KVAPEVIAEYTVR.T;  

K.VAPEVIAEYTVR.T    

Calculated Mr: 39151                 Calculated pI: 6.56 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Spot No.: P57    

NCBI accession No.: gi|15219412   Species: Arabidopsis thaliana  

PFF score: [120]                  

Protein name: phosphoglycerate kinase        

Matched peptides No.: [3]          Sequence coverage %: [6]  

Matched sequences: K.YSLKPLVPR.L;  

K.KLAALADVYVNDAFGTAHR.A; 
K.LAALADVYVNDAFGTAHR.A     

Calculated Mr: 42162                 Calculated pI: 5.49 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P58    

NCBI accession No.: gi|356513072   Species: Glycine max  

PFF score: [121]                  

Protein name: phosphoglucomutase,cytoplasmic-like   

Matched peptides No.: [4]          Sequence coverage %: [6]  

Matched sequences: R.VETTPFDGQKPGTSGLR.K;  

K.SIFDFESIR.K; 
K.SIFDFESIRK.L; 
K.LVTVEDIVR.Q 

Calculated Mr: 63702                 Calculated pI: 5.33 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red: 
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Spot No.: P59    

NCBI accession No.: gi|255568794   Species: Ricinus communis  

PFF score: [95]                  

Protein name: nucleoredoxin, putative       

Matched peptides No.: [3]          Sequence coverage %: [5]  

Matched sequences: R.VEYFRQEEENAK.K;  

K.LIEAYHEIK.A; 
K.KCDFDLHPK.C     

Calculated Mr: 63728                 Calculated pI: 5.46 

Probability Based Mowse Score: 

 
Matched peptide sequences: shown in Bold Red: 
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Determination of the phosphorylated amino sites of small rubber particle protein 
(SRPP) in protein spot P6.  
 

 

 

 

MS/MS Fragmentation of QVSpAQTYpSVAQDAPR 
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MS/MS Fragmentation of TVVTpPVYYIPLEAVK 
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Peptide View 

MS/MS Fragmentation of QVSAQTYSVAQDAPR 
Found in SRPP_HEVBR in SwissProt, Small rubber particle protein OS=Hevea brasiliensis 
GN=SRPP PE=1 SV=1 
Match to Query 9859: 1699.749968 from(850.882260,2+) intensity(277497.1200) scans(5705) 
rawscans(sn5705) rtinseconds(1283.9872) index(3303) 
Title: 3304: Scan 5705 (rt=1283.99) 
Data file tempfile 

 
Monoisotopic mass of neutral peptide Mr(calc): 1699.7567 

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or 

termini only) 

Variable modifications:  

S3     : Phospho (ST), with neutral losses 0.0000(shown in table), 

97.9769 

Ions Score: 91  Expect: 2.8e-009 

Matches : 10/242 fragment ions using 13 most intense peaks  

 1141



 
All matches to this query 
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Supplementary Figure S6: Antibody information 

 

Antibody name: WR-1 

Protein name: sucrose transporter 3  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |227809927 

Antibody tag sequence: ISGMLVQPIVGYHSC 

Protein sequence：   

1 metdptkesk lpsseplppp pplvppppas sklrkivmva siaagiqfgw alqlslltpy 
       61 vqllgiphtw aafiwlcgpi sgmlvqpivg yhsdrctsrf grrrpfiagg alavavavfl 
      121 igyaadlgql sgdpvakspk praiavfvvg fwildvannm lqgpcralla dlsganqkkt 
      181 rianalysff mavgnvlgfa agsythlyki fpftktkacd vycanlkscf fisivllltl 
      241 tvlaliyvre kpwspergnt aagdeeeede gasesspmpf fseifaslkn lqkpmwilll 
      301 vtclnwvawf pfllfdtdwm grevyggdsn gnpvqvrlyd rgvragalgl mlnsvvlgft 
      361 slgvevlara vggvkrlwgi vnfilsfclf mtilitkmae shrrfatvgg gatvplpppg 
      421 dvkagalalf avmgvpqait ysipfalasi fcntagagqg lslgvlnlsi vipqmvvsvv 
      481 sgpwdalfgg gnlpafvvgg vaaaasgifa ftllpspqpd apsaktsrav taafh 

Gene sequence：  

        1 atggagactg atcctacgaa agaatccaaa ctcccctctt ctgaacctct tccacctcct 
       61 ccgcccctag ttcctccacc acccgcttca agcaagctta gaaagattgt aatggtggcc 
      121 tccatagctg ctggtatcca gtttggctgg gctttgcagc tctctctttt gacaccttac 
      181 gttcagcttc ttggtatacc tcacacatgg gctgctttca tctggctatg tggacccatt 
      241 tcaggaatgc ttgtccagcc aattgtcggc tatcatagtg atcgttgcac ctcccgtttt 
      301 ggccgtcgcc gcccttttat tgcaggcggt gctttggccg ttgctgtagc tgttttcctt 
      361 atcggttatg ctgctgacct tggtcaactc tctggtgacc ctgttgccaa gagccccaaa 
      421 ccacgagcta tagccgtgtt tgtcgttggg ttctggattc ttgacgtcgc taataacatg 
      481 ctccagggtc cttgccgtgc tctcctcgcc gatctttctg gtgccaatca gaagaagacg 
      541 cgtatagcta atgcactgta ctccttcttc atggccgtcg ggaacgttct tggctttgcc 
      601 gctggatcct acactcattt atataaaata tttccattca caaagacgaa agcttgtgac 
      661 gtttactgtg caaatctgaa atcttgtttc tttatctcca ttgtcttgct tttaactctc 
      721 actgtattag ctctcattta cgttcgtgaa aagccttggt ccccagagcg aggaaacacc 
      781 gctgccggtg acgaggagga ggaggacgag ggggcgtcgg agtcttctcc gatgccgttc 
      841 ttcagtgaga tatttgcatc tttgaagaat ctgcaaaaac ccatgtggat ccttcttctg 
      901 gtgacgtgcc tgaactgggt tgcatggttt ccattcttgt tgttcgatac tgattggatg 
      961 ggtagagagg tatacggcgg agattcaaac ggaaatcccg ttcaagtgag gttgtatgat 
     1021 cgtggggtgc gcgctggtgc actgggtctg atgcttaact cggtggtttt ggggttcacc 
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     1081 tcccttggtg tggaggtgct ggcgcgtgct gtcggaggag tgaaaagatt gtggggtata 
     1141 gtgaatttca ttctttcatt ttgtttgttc atgacgatct tgatcaccaa aatggctgaa 
     1201 tcccacagaa ggttcgccac cgtgggaggc ggcgccacgg ttcccttgcc accacctgga 
     1261 gacgtcaagg ctggtgcatt ggcccttttt gcggtgatgg gtgtacctca agctataact 
     1321 tacagtattc cttttgcttt ggcatcaata ttttgtaaca ctgctggtgc tggtcaagga 
     1381 ctttctttgg gagttctgaa tctttcaatt gttataccac agatggtggt gtcagtagta 
     1441 agcggaccat gggatgcatt atttggaggg ggtaatctac cagcttttgt ggtgggaggg 
     1501 gttgctgccg cggccagtgg aatatttgca ttcaccttac tcccatctcc gcagcctgat 
     1561 gccccctccg ccaagacttc aagggctgtc acagctgcct tccattga 
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Antibody name: WR-3 

Protein name: hydroxymethylglutaryl coenzyme A reductase  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |16417954 

Antibody tag sequence: CEDRSPTTPKASDA 

Protein sequence：   

1 mdttgrlhhr khatpvedrs pttpkasdal plplyltnav fftlffsvay yllhrwrdki 
       61 rnstplhivt lseivaivsl iasfiyllgf fgidfvqsfi arashdvwdl edtdpnylid 
      121 edhrlvtcpp anistkttii aaptklptse pliaplvsee demivnsvvd gkipsysles 
      181 klgdckraaa irrealqrmt rrsleglpve gfdyesilgq ccempvgyvq ipvgiagpll 
      241 lngreysvpm attegclvas tnrgckaiyl sggatsvllk dgmtrapvvr fasatraael 
      301 kffledpdnf dtlavvfnks srfarlqgik csiagknlyi rfscstgdam gmnmvskgvq 
      361 nvleflqsdf sdmdvigisg nfcsdkkpaa vnwiegrgks vvceaiikee vvkkvlktnv 
      421 aslvelnmlk nlagsavaga lggfnahagn ivsaifiatg qdpaqnvess hcitmmeavn 
      481 dgkdlhisvt mpsievgtvg ggtqlasqsa clnllgvkga nkespgsnsr llaaivagsv 
      541 lagelslmsa iaagqlvksh mkynrsskdm skaas 

Gene sequence：  

        1 atggacacca ccggccggct ccaccaccga aagcatgcta cacccgttga ggaccgttct 
       61 ccgaccactc cgaaagcgtc ggacgcgctt ccgcttcccc tctacctgac caacgcggtt 
      121 ttcttcacgc tgttcttctc ggtggcgtat tacctccttc accggtggcg cgacaagatc 
      181 cgcaactcca ctccccttca tatcgttact ctctctgaaa ttgttgctat tgtctccctc 
      241 attgcctctt tcatttacct cctaggattc ttcggtatcg attttgtgca gtcattcatt 
      301 gcacgcgcct cccatgacgt gtgggacctc gaagatacgg atcccaacta cctcatcgat 
      361 gaagatcacc gtctcgttac ttgccctccc gctaatatat ctactaagac taccattatt 
      421 gccgcaccta ccaaattgcc tacctcggaa cccttaattg cacccttagt ctcggaggaa 
      481 gacgaaatga tcgtcaactc cgtcgtggat gggaagatac cctcctattc tctggagtcg 
      541 aagctcgggg actgcaaacg agcggctgcg attcgacgcg aggctttgca gaggatgaca 
      601 aggaggtcgc tggaaggctt gccagtagaa gggttcgatt acgagtcgat tttaggacaa 
      661 tgctgtgaaa tgccagtggg atacgtgcag attccggtgg ggattgcggg gccgttgttg 
      721 ctgaacggcc gggagtactc tgttccaatg gcgaccacgg agggttgttt ggtggcgagc 
      781 actaatagag ggtgtaaggc catttacttg tcaggtgggg ccaccagcgt tttgttgaag 
      841 gatggcatga caagagcgcc tgttgttaga ttcgcgtcgg cgactagagc cgcggagttg 
      901 aagttcttct tggaggatcc tgacaatttt gataccttgg ccgtagtttt taacaagtct 
      961 agtagatttg cgaggctcca aggcattaaa tgctcaattg ctggtaagaa tctttatata 
     1021 agattcagct gcagcactgg cgatgcaatg gggatgaaca tggtttctaa aggggttcaa 
     1081 aacgttcttg aatttcttca aagtgatttt tctgatatgg atgtcattgg catctcagga 
     1141 aatttttgtt cggataagaa gcctgctgct gtaaattgga ttgaaggacg tggcaaatca 
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     1201 gttgtttgtg aggcaattat caaggaagag gtggtgaaga aggtgttgaa aaccaatgtg 
     1261 gcctccctag tggagcttaa catgctcaag aatcttgctg gttctgctgt tgctggtgct 
     1321 ttgggtggat ttaatgccca tgcaggcaac atcgtatctg caatctttat tgccactggc 
     1381 caggatccag cacagaatgt tgagagttct cattgcatta ccatgatgga agctgtcaat 
     1441 gatggaaagg atctccatat ctctgtgacc atgccctcca ttgaggtggg tacagtcgga 
     1501 ggtggaactc aacttgcatc tcagtctgct tgtctcaatt tgcttggggt gaagggtgca 
     1561 aacaaagagt cgccaggatc aaactcaagg ctccttgctg ccatcgtagc tggttcagtt 
     1621 ttggctggtg agctctcctt gatgtctgcc attgcagctg ggcagcttgt caagagtcac 
     1681 atgaagtaca acagatccag caaagatatg tctaaagctg catcttag 
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Antibody name: WR-4 

Protein name: hydroxymethylglutaryl coenzyme A synthase  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |16417956 

Antibody tag sequence: YKHFCAKYEKFEGK 

Protein sequence：   

1 maknvgilav diyfpptfvq qealeahdga skgkytiglg qdcmafctev edvismslta 
       61 vtslldkyni dpkqigrlev gsetvidksk siktflmqif ekfgntdieg vdstnacygg 
      121 taalfncvnw vessswdgry glvvctdsav yaegparptg gaaaiailvg pdapiafesk 
      181 frgshmshay dfykpnlase ypvvdgklsq tcylmaldsc ykhfcakyek fegkqfsisd 
      241 aeyfvfhspy nklvqksfar lvfndfvrna ssidetakek lapfsnlsgd esyqnrdlek 
      301 vsqqvakply dakvkpttli pkqvgnmyta slyaafasll hskhtelagk rvtlfsygsg 
      361 ltatmfslrl hegqhpfsls niasvmnvag klkarhelpp ekfvdimklm ehrygakdfv 
      421 tskdcsllas gtyyltevds lyrrfyaqka vgntvengll angh 

Gene sequence：  

        1 atggcaaaga atgtgggaat tctcgctgtg gacatctact ttcctcctac ctttgttcag 
       61 caggaagcac tggaggctca tgatggtgca agcaaaggga aatacaccat tggacttgga 
      121 caggattgca tggcattttg tactgaggtg gaagatgtca tctcaatgag tttgactgca 
      181 gttacttcac tcctcgacaa gtataatatt gatcctaaac aaatcggtcg tctggaagtt 
      241 ggcagtgaga ctgtgatcga caagagcaaa tctattaaaa ccttcttgat gcaaattttc 
      301 gagaaattcg gaaacactga cattgaaggc gttgactcaa caaatgcatg ttatgggggg 
      361 actgcagctt tattcaactg tgtcaattgg gttgagagca gttcatggga tggacgctat 
      421 ggacttgtag tgtgtactga cagtgcggtc tatgcagagg gtccagcccg accaactgga 
      481 ggagctgcag ccattgcgat tttagtaggt ccagatgcac ctattgcttt tgaaagcaaa 
      541 tttaggggga gccatatgtc tcatgcttat gatttttaca agcccaacct ggctagtgaa 
      601 tatccagttg tggatggcaa gctttcccaa acatgctacc tcatggctct tgattcttgc 
      661 tacaaacatt tctgtgccaa gtatgagaaa tttgaaggca agcaattctc tatttctgat 
      721 gctgaatatt ttgtatttca ttctccttac aacaagcttg tacagaaaag ctttgctcgt 
      781 ttggtgttca atgactttgt gaggaatgcc aggtctattg atgagactgc taaagaaaag 
      841 ctggcaccgt tttcaaattt atctggtgat gaaagctacc aaaaccggga tcttgaaaag 
      901 gtatcccaac aagttgccaa gcccctttat gatgcgaaag tgaaaccaac cactttgata 
      961 ccaaagcaag ttggcaatat gtacactgca tctttgtatg cagcatttgc atccctcctt 
     1021 cacagtaaac atactgaatt ggcaggcaag cgggtgacac tgttctctta tgggagtggg 
     1081 ttgacagcca caatgttctc attgcgacta catgaaggcc aacatccctt tagcttgtca 
     1141 aacattgcat ctgtgatgaa tgttgcagga aagttgaagg caagacatga gcttccccca 
     1201 gagaagtttg taaacatcat gaagctaatg gagcaccggt acggagctaa agactttgtg 
     1261 agaagcaagg attgcagcct cttggcttct ggaacatact atctcacaga agttgacagc 
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     1321 ttgtatcgaa gattctatgc ccagaaggct gttggcaaca cagttgagaa tggtttgctg 
     1381 gctaatggtc attga 
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Antibody name: WR-5 

Protein name: phosphomevalonate kinase 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |16417948 

Antibody tag sequence: DEIKPDSWAWAWTDC 

Protein sequence：   

1 mavvasapgk vlmtggylil erpnagivls tnarfyaivk piydeikpds wawawtdvkl 
       61 tspqlaresl yklslknlal qcvsssasrn pfveqavqfa vaaahatldk dkknvlnkll 
      121 lqglditilg tndfysyrne ieacglpltp eslaalpsfs sitfnveean gqnckpevak 
      181 tglgssaamt tavvaallhh lglvdlsssc kekkfsdldl vhiiaqtahc iaqgkvgsgf 
      241 dvssavygsh ryvrfspevl ssaqdagkgi plqevisnil kgkwdhertm fslpplmsll 
      301 lgepgtggss tpsmvgalkk wqksdtqksq etwrklsean saletqfnil sklaeehwda 
      361 ykcvidscst knsekwieqa tepsreavvk allgsrnaml qirnymrqmg eaagvpiepe 
      421 sqtrlldttm nmdgvllagv pgaggfdavf avtlgdsgtn vakawsslnv lallvredpn 
      481 gvllesgdpr tkeittavfa vhi 

Gene sequence：  

       1 atggctgtag ttgcttctgc tccgggtaag gtgttgatga ctgggggtta cctcatattg 
       61 gaaagaccca atgcagggat tgtactcagc acaaatgctc gattctatgc cattgtgaag 
      121 cctatttacg atgaaatcaa acctgatagt tgggcatggg catggactga tgtgaaatta 
      181 acatctcccc aactagcaag ggaaagcttg tacaaattgt cactgaaaaa tttagctctt 
      241 cagtgtgtct cttcaagtgc atcaaggaac ccatttgtgg aacaagcagt gcaatttgct 
      301 gtagcagctg cacatgcaac acttgacaaa gataagaaga atgtcttaaa caagctactc 
      361 ttgcaaggtc ttgatattac aatattaggt accaatgact tctattcata ccgaaatgag 
      421 attgaagcat gtggactccc tttgacacca gaatcattgg ctgcacttcc ttctttttcc 
      481 tcaatcacct tcaatgtaga ggaagcaaat ggacaaaact gcaagcctga ggtagctaaa 
      541 actggattgg gttcatcagc agcaatgacc actgctgtag ttgctgcttt acttcatcac 
      601 cttggattgg ttgatctttc atcctcttgt aaagagaaga aattttctga tcttgatttg 
      661 gtacatataa tagcccaaac tgcccattgt attgcacaag ggaaagtcgg cagtggattt 
      721 gatgttagtt ctgcagttta tggcagtcat cgatacgtgc gcttctctcc agaagtgctt 
      781 tcctctgctc aggatgctgg gaaaggaatt ccattacagg aagtcatttc taacatccta 
      841 aaaggaaaat gggaccatga gaggactatg ttttccttgc caccattgat gagcctgcta 
      901 ctaggtgagc caggaactgg aggatcttcc acgccatcaa tggtaggtgc tctaaagaaa 
      961 tggcagaagt ctgatactca gaaatcccaa gaaacatgga gaaagttgtc agaggcaaat 
     1021 tcagcacttg aaacgcaatt caatatttta agcaagctcg cagaagaaca ttgggacgcg 
     1081 tataaatgtg tgatagacag ttgcagcaca aaaaactcag agaagtggat tgagcaggca 
     1141 actgaaccca gccgagaagc agttgttaaa gcattattag gatcaagaaa tgccatgctt 
     1201 cagatcagaa attacatgcg ccagatgggt gaggctgcag gtgttccgat agagcctgaa 
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     1261 tcacagactc gacttttgga tactactatg aatatggatg gagtcttgtt ggctggagtt 
     1321 cctggagcag gtgggtttga tgcagtcttc gctgttacct taggggactc tggtaccaat 
     1381 gtggcaaaag cttggagttc actcaatgtt ctggccctgt tggttagaga agaccctaat 
     1441 ggtgttttgt tagaaagcgg cgatccaaga accaaggaaa tcacaacagc tgtttttgca 
     1501 gttcatattt ga 
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Antibody name: WR-6 

Protein name: mevalonate kinase, MEVK  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |16417946 

Antibody tag sequence: DVSITEKEEKLEEC 

Protein sequence：   

1 mevkarapgk iilsgehavv hgstavaasi nlytyvtlsf ataenddslk lqlkdlalef 
       61 swpigrirea lsnlgapsss trtscsmesi ktisalveee nipeakialt sgvsaflwly 
      121 tsiqgfkpat vvvtsdlplg sglgssaafc valsaallaf sdsvnvdtkh lgwsifgesd 
      181 lellnkwale gekiihgkps gidntvsayg nmikfksgnl triksnmplk mlvtntrvgr 
      241 ntkalvagvs ertlrhpnam sfvfnavdsi snelaniiqs papddvsite keekleelme 
      301 mnqgllqcmg vshasietvl rttlkyklas kltgaggggc vltllptlls gtvvdkaiae 
      361 lescgfqcli agiggngvef cfggss 

Gene sequence：  

        1 atggaagtta aagcaagagc tccagggaaa atcattctct ccggtgaaca cgcagtggtg 
       61 cacggatcca ctgcagtcgc tgcatccatt aatctctaca cctatgtcac cctttctttt 
      121 gctactgctg agaatgatga ttcactgaaa cttcagctca aggatctggc actagaattt 
      181 tcatggccaa ttggtagaat cagagaggca ttatctaact taggtgctcc ttcctcttca 
      241 acacgcacct cttgctcgat ggaatcaatt aagacaattt cagctttggt tgaagaagaa 
      301 aatatcccag aggcaaaaat tgcactcact tctggagtgt cagccttttt atggttatat 
      361 acttctattc aaggatttaa gcctgccacc gtagttgtca cttctgatct tccactgggt 
      421 tcaggcctag gatcatctgc tgcattttgt gttgccctct cagctgctct gcttgctttc 
      481 tcagactctg taaatgtgga cacaaagcac ctagggtggt caatatttgg agagtctgac 
      541 cttgaattat taaacaaatg ggctctcgaa ggtgaaaaga taattcatgg aaagccatct 
      601 ggaatagaca acactgtcag cgcatatggc aacatgatca agttcaagtc tggtaatctg 
      661 actcgcatca agtccaacat gccgctcaaa atgctcgtca ctaacacaag agttgggagg 
      721 aacacaaaag cactggttgc tggtgtttca gagagaacct tacggcaccc taatgccatg 
      781 agttttgttt ttaatgccgt tgattctatc agtaatgagc tggctaacat catccagtca 
      841 cctgctccag atgatgtgtc cataactgag aaggaagaga agctagaaga gttaatggaa 
      901 atgaatcaag gcttgcttca atgcatgggg gtcagccatg cttctataga aactgttctt 
      961 cggacaactt tgaaatacaa gttagcttcc aagctgactg gagcaggggg tggggggtgc 
     1021 gtgctgacac tgttaccaac cctgctatca ggaacagttg ttgacaaagc aattgctgaa 
     1081 ttggagtcat gcggatttca atgtttgatt gctggaatcg gtgggaatgg tgttgagttt 
     1141 tgctttggtg gttcatcctg a 
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Antibody name: WR-7 

Protein name: farnesyl diphosphate synthase, FADS 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |22676905 

Antibody tag sequence: IPRILKKHFRGKAYC 

Protein sequence：   

1 madlkstflk vysvlkqell edpafewtpd srqwvermld ynvpggklnr glsvidsykl 
       61 lkegqeltee eiflasalgw ciewlqayfl vlddimdssh trrgqpcwfr vpkvgliaan 
      121 dgillrnhip rilkkhfrgk ayyvdlldlf nevefqtasg qmidlittle gekdlskytl 
      181 slhrrivqyk tayysfylpv acalliagen ldnhivvkdi lvqmgiyfqv qddyldcfgd 
      241 petigkigtd iedfkcswlv vkalelcnee qkkvlyehyg kadpasvakv kvlynelklq 
      301 gvfteyenes ykklvtsiea hpskpvqavl ksflakiykr qk 

Gene sequence：  

        1 atggcggatc tgaagtcaac tttcttgaag gtctactctg tcctcaagca ggagctcctt 
       61 gaggatccgg ctttcgaatg gacaccagat tcccgtcaat gggttgagcg gatgttggac 
      121 tacaatgtgc ctggagggaa gctgaatagg gggctttctg taattgacag ctacaaattg 
      181 ttgaaagaag gacaggaatt aacagaagaa gagatctttc ttgcaagtgc tcttggttgg 
      241 tgtattgaat ggcttcaagc ctattttctt gtacttgatg acattatgga tagctctcat 
      301 acacgacgtg gtcagccttg ctggtttagg gtgcccaagg ttggtctgat tgcagcaaat 
      361 gatgggattt tgcttcgcaa tcacattccc aggattctta aaaagcactt ccgagggaag 
      421 gcatactatg tagatcttct agatttgttt aatgaggtgg agtttcaaac agcctcagga 
      481 cagatgatag atctaattac aacacttgaa ggagaaaagg atttatccaa atacactttg 
      541 tcactccacc ggagaattgt tcagtacaaa actgcctact actcatttta ccttcctgtt 
      601 gcttgtgcat tgctcatagc gggtgagaat ctggacaatc atattgttgt aaaagacatt 
      661 cttgttcaga tgggaatcta cttccaagta caggatgatt atttggattg ctttggtgat 
      721 cccgagacaa ttggtaagat aggaacagat atagaagatt ttaagtgttc atggttggtc 
      781 gtgaaggctt tagaactttg caatgaagaa caaaagaaag tgttatatga gcactatggg 
      841 aaagctgacc cagccagtgt agcaaaggtg aaggtccttt ataatgagct gaagcttcag 
      901 ggggtattta cggagtatga gaatgaaagc tataagaaac tagtaacctc tattgaagct 
      961 catcctagca agccggtgca agcagtgttg aagtcctttt tggccaaaat ttacaagaga 
     1021 cagaaataa 
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Antibody name: WR-8 

Protein name: cis-prenyltransferase, CIST  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |40716449 

Antibody tag sequence: CDNFRRKPHEVQYV 

Protein sequence：   

1 mklytgerps vfrllgkymr kglygiltqg pipthlafil dgnrrfakkh klpeggghka 
       61 gflallnvlt ycyelgvkya tiyafsidnf rrkphevqyv mnlmlekieg mimeesiina 
      121 ydicvrfvgn lkllsepvkt aadkimrata nnskcvllla vcytstdeiv haveesseln 
      181 snevcnnqel eeanatgsgt viqtenmesy sgiklvdlek ntyinpypdv lirtsgetrl 
      241 snyllwqttn cilyspyalw peiglrhvvw svinfqrhys ylekhkeylk 

Gene sequence：  

        1 atgaaattat acaccggtga gaggccaagt gtgttcagac ttttagggaa gtatatgaga 
       61 aaagggttat atggcatcct aacccagggt cccatcccta ctcatcttgc cttcatattg 
      121 gatggaaaca ggaggtttgc taagaagcat aaactgccag aaggaggtgg tcataaggct 
      181 ggatttttag ctcttctgaa cgtgctaact tattgctatg agttaggagt gaaatatgcg 
      241 actatctatg cctttagcat cgataatttt cgaaggaaac ctcatgaggt tcagtacgta 
      301 atgaatctaa tgctggagaa gattgaaggg atgatcatgg aagaaagtat catcaatgca 
      361 tatgatattt gcgtacgttt tgtgggtaac ctgaagcttt taagtgagcc agtcaagacc 
      421 gcagcagata agattatgag ggctactgcc aacaattcca aatgtgtgct tctccttgct 
      481 gtatgctata cttcaactga tgagatcgtg catgctgttg aagaatcctc tgaattgaac 
      541 tccaatgaag tttgtaacaa tcaagaattg gaggaggcaa atgcaactgg aagcggtact 
      601 gtgattcaaa ctgagaacat ggagtcgtat tctggaataa aacttgtaga ccttgagaaa 
      661 aacacctaca taaatcctta tcctgatgtt ctgattcgaa cttctgggga gacccgtctg 
      721 agcaactact tactttggca gactactaat tgcatactgt attctcctta tgcactgtgg 
      781 ccagagattg gtcttcgaca cgtggtgtgg tcagtaatta acttccaacg tcattattct 
      841 tacttggaga aacataagga atacttaaaa taa 
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Antibody name: WR-9 

Protein name: Rubber elongation factor 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |132270 

Antibody tag sequence: drslppivkd asiqvvsa 

Protein sequence：   

1 maedednqqg qgeglkylgf vqdaatyavt tfsnvylfak dksgplqpgv diiegpvknv  

61 avplynrfsy ipngalkfvd stvvasvtii drslppivkd asiqvvsair aapeaarsla  

101 sslpgqtkil akvfygen 

Gene sequence：  

    1 ttttgatctt ccatttttgc aaaaggaaat cttcgattat ggctgaagac gaagacaacc 
    61 aacaagggca gggggagggg ttaaaatatt tgggttttgt gcaagacgcg gcaacttatg 

   121 ctgtgactac cttctcaaac gtctatcttt ttgccaaaga caaatctggt ccactgcagc 

   181 ctggtgtcga tatcattgag ggtccggtga agaacgtggc tgtacctctc tataataggt 

   241 tcagttatat tcccaatgga gctctcaagt ttgtagacag cacggttgtt gcatctgtca 

   301 ctattataga tcgctctctt cccccaattg tcaaggacgc atctatccaa gttgtttcag 

   361 caattcgagc tgccccagaa gctgctcgtt ctctggcttc ttctttgcct gggcagacca 

   421 agatacttgc taaggtgttt tatggagaga attgagcccc aatttgcacc aattgcttcc 

   481 aactaagcaa gttaatgata tgctcaagaa tatatatcta ttgtgagctt tttttatgtt 

   541 ctcatcctga gtgttgagac tatgttttcg tttgaatatt atactgtgtt ttattatgtg 

   601 ttttgaatat tcataatgag aataaagggc caattgaatt attggccaat atgtaatgat 

   661 acataaattt cgtgattgag t 
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Antibody name: WR-10 

Protein name: Small rubber particle protein  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |14423933 

Antibody tag sequence: gvvppvik qvsaqtysv 

Protein sequence：   

1 maeeveeerl kyldfvraag vyavdsfstl ylyakdisgp lkpgvdtien vvktvvtpvy 

    61 yipleavkfv dktvdvsvts ldgvvppvik qvsaqtysva qdaprivldv assvfntgvq 

121 egakalyanl epkaeqyavi twralnklpl vpqvanvvvp tavyfsekyn dvvrgtteqg 
   181 yrvssylpll ptekitkvfg deas 

Gene sequence：  

         1 ataatcagtt gatagcttcc acagtgtttt ccgaaaggca aatctttttt caaacttcag 
         61 cgactgcgtt ttgaatttgt gatttttaaa ggaaattttc aattatggct gaagaggtgg 
        121 aggaagagag gctaaagtat ttggattttg tgcgagcggc tggagtttat gctgtagatt 
        181 ctttctcaac tctctacctt tatgccaagg acatatctgg tccattaaaa cctggtgtcg 
        241 atactattga gaatgtggtg aagaccgtgg ttactcctgt ttattatatt ccccttgagg 
        301 ctgtcaagtt tgtagacaaa acggtggatg tatcggtcac tagcctagat ggcgttgttc 
        361 ccccagttat caagcaggtg tctgcccaaa cttactcggt agctcaagat gctccaagaa 
        421 ttgttcttga tgtggcttct tcagttttca acactggtgt gcaggaaggc gcaaaagctc 
        481 tgtacgctaa tcttgaacca aaagctgagc aatatgcggt cattacctgg cgtgccctca 
        541 ataagctgcc actagttcct caagtggcaa atgtagttgt gccaaccgct gtttatttct 
        601 ctgaaaagta caacgatgtt gttcgtggca ctactgagca gggatataga gtgtcctctt 
        661 atttgccttt gttgcccact gagaaaatta ctaaggtgtt tggagatgag gcatcataat 
        721 ctgcactgga tttggttatt tatctattgt gagctttttt atatgtactt attcagtgtt 
        781 tagaataagt ctttggtggt gtgttttgga tgtggaataa agggccaatt gcattgttgg 
        841 tcaatatata attatgtata acatttcgtg atttgagttg gaatctaaag gttttacaaa 
        901 aaaaaaaaaa aaaaaaaaaa aa 
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Antibody name: WR-11 

Protein name: hydroxynitrile lyase  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |1223884 

Antibody tag sequence: CIENYKPDKVYKVE 

Protein sequence：   

        1 mafahfvlih tichgawiwh klkpllealg hkvtaldlaa sgvdprqiee igsfdeysep 
       61 lltflealpp gekvilvges cgglniaiaa dkycekiaaa vfhnsvlpdt ehcpsyvvdk 
      121 lmevfpdwkd ttyftytkdg keitglklgf tllrenlytl cgpeeyelak mltrkgslfq 
      181 nilakrpfft kegygsikki yvwtdqdeif lpefqlwqie nykpdkvykv eggdhklqlt 
      241 ktkeiaeilq evadtyn 

Gene sequence：  

       1 atggcattcg ctcattttgt tcttattcat accatatgcc acggtgcatg gatttggcac 
       61 aagctcaaac ccctccttga ggcacttggc cacaaggtta ctgcactgga ccttgcagca 
      121 agcggcgttg acccaaggca aattgaggag attggctcat ttgatgagta ttctgaaccc 
      181 ttgttgacgt tcttggaggc actccctcca ggggaaaagg tgattctggt tggcgagagc 
      241 tgtggaggac tcaatatagc aattgctgct gataaatact gtgaaaagat tgcagctgct 
      301 gttttccaca attcagtatt gccagacacc gagcactgcc catcttacgt cgtggataag 
      361 ctcatggagg tgtttcccga ctggaaagac accacgtatt ttacgtacac taaagatggc 
      421 aaggagataa ctggattgaa actgggcttc acgcttctga gggaaaattt atataccctt 
      481 tgcggtcctg aggaatatga actggcgaag atgttgacaa ggaagggatc attatttcaa 
      541 aatattttag ctaagcgacc attcttcact aaggaaggtt acggatcgat taagaaaatt 
      601 tatgtgtgga ccgaccaaga cgaaatattt ttacctgaat ttcaactctg gcaaatagaa 
      661 aactataaac cagacaaggt ttataaggtc gaaggtggag atcataaatt gcagcttaca 
      721 aagactaagg agatcgctga aattctccaa gaggtggctg atacctataa ttga 
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Antibody name: WR-12 

Protein name: superoxide dismutase (manganese) 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |348137 

Antibody tag sequence: CQLHHQKHHQTYIT 

Protein sequence：   

1 malrslvtrk nlpsafkaat glgqlrglqt fslpdlpydy galepaisge imqlhhqkhh 
       61 qtyitnynka leqlndaiek gdsaavvklq saikfngggh vnhsifwknl apvregggel 
      121 phgslgwaid adfgslekli qlmnaegaal qgsgwvwlal dkelkklvve ttanqdplvt 
      181 kgptlvpllg idvwehayyl qyknvrpdyl kniwkvmnwk yasevyakec pss 

Gene sequence：  

       1 atggctctgc gatctctagt gacccgaaag aacctaccct cagccttcaa ggccgccaca 
       61 gggctagggc aactgcgggg attgcagacc ttctctctcc ccgatctccc ttacgactat 
      121 ggtgccctgg agcccgcgat tagcggcgag ataatgcagc tgcatcacca gaaacatcac 
      181 cagacttata ttactaacta caacaaggct ctcgagcaac tcaacgacgc tatagagaag 
      241 ggcgattctg ctgccgtcgt caagttgcag agcgccatca agttcaacgg tggaggtcat 
      301 gtcaaccact ccattttctg gaagaatctt gcccccgtcc gtgaaggagg tggtgaactc 
      361 ccgcatggtt cccttggttg ggctattgac gcagattttg gctcattgga aaagttgata 
      421 caattaatga atgcagaagg tgctgcgctg caaggatctg gatgggtgtg gcttgccttg 
      481 gacaaagaat tgaagaagct tgtggttgag accactgcaa accaggatcc attggtaact 
      541 aaaggaccaa ctttagttcc tttgcttggt attgatgttt gggagcatgc atactactta 
      601 cagtacaaaa atgtcagacc agactatcta aagaacatat ggaaagtaat gaattggaag 
      661 tatgcaagtg aagtgtatgc caaagaatgc ccttcttctt ag 
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Antibody name: WR-13 

Protein name: rubber peroxidase 1  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |109809965 

Antibody tag sequence: NFNNTNSPDPTLNC 

Protein sequence：   

1 mhisplmlva ialyailvgs srplayaqls ptfydqscpn vsniirgviq eslqsdsrig 
       61 aslirlhfhd cfvngcdasi lldntdties ekqaaannns argfdvvdtm karlesacpg 
      121 ivscadiltv saqqsvdlag gptwtnllgr rdsltasrsq anlsipgpfe tldqlkskft 
      181 avglnnntdl valsgahtfg raqcrtfspr lynfnntnsp dptlnttylq tlqqicpqgg 
      241 ngsvitnldl ttsdtfdney fsnllvgegl lqsdqelfnt tgadtvaivq nfsanqtaff 
      301 esfvesmlrm gnlsvltgti geirlncskv ngnssagaet llvssm 

Gene sequence：  

        1 atgcatatct ctccattgat gttggtggcg atagctttat atgcaatttt agttggatca 
       61 tcaagacccc tggcctacgc tcagctatct ccaacatttt atgatcaaag ctgcccaaac 
      121 gtctccaaca ttattcgtgg agtcatccaa gaatccttgc aatctgattc caggattggt 
      181 gccagcctca tcaggcttca tttccatgac tgctttgtca atggttgcga tgcatcaatt 
      241 ttgttggaca atactgatac tatagagagt gagaaacaag ctgctgcaaa taacaactca 
      301 gctagaggtt ttgatgttgt tgatacaatg aaggctagat tggagagtgc ttgtcctggc 
      361 attgtttctt gtgctgatat tctaactgtt tcagctcaac aatctgttga tttggcagga 
      421 gggccaacat ggacaaatct acttggaaga agagatagct taacagcaag cagaagtcaa 
      481 gctaatctta gcattccagg tcctttcgag acccttgacc agctcaagtc caagttcacc 
      541 gccgtaggcc tcaacaacaa taccgatcta gttgccctat ctggtgctca cacgtttgga 
      601 agagctcaat gcagaacatt tagcccccgt ttgtacaact tcaataacac taattctcca 
      661 gacccaacat tgaacacaac atatctgcaa acgcttcaac aaatatgtcc acaaggagga 
      721 aatgggagtg taataactaa tcttgatctc acaacttctg atacctttga taatgaatat 
      781 ttctccaatc ttctagttgg agaaggcctt ctccagagtg atcaagaact atttaacact 
      841 actggggctg atactgttgc tattgttcaa aattttagtg ctaatcagac tgcttttttt 
      901 gaaagctttg tggagtccat gctcagaatg ggaaatctca gcgttttaac aggaactatt 
      961 ggagagatta gattgaattg cagcaaagtt aatggaaatt catcagctgg agcagaaact 
     1021 cttcttgtta gctccatgta g 
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Antibody name: WR-14 

Protein name: calcium-dependent protein kinase 1, CDPK 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |289413843 

Antibody tag sequence: CRQNQQQQSYYQQPE 

Protein sequence：   

1 mgccsskekp skseankgyr sggtgnlrqn qqqqsyyqqp eyqqqqavqh pkmtvpqtqt 
       61 qtpqtrpqqp qastpppvra aptnltarsv qtpqtilgkp ledikqyysl gkelgrgqfg 
      121 vtylctenst ghiyacksil krklinkgdr edikrevqim qhlsgqpniv efrgsyedrq 
      181 svhvvmelca ggelfdriia kghyserdaa rickdivnvv hachfmgvmh rdlkpenfll 
      241 askdegamlk ttdfglsvfi eegktyrniv gsayyvapev lrrsygkeid iwsagvilyi 
      301 llsgvppfwa etekgifdai legyidfess pwpsisdsak dlvrrmltqd pkrritsaqv 
      361 ldhpwikdgg aasdkpidsa vlsrmkqfra mnklkklalk viaenlseee ikglkamftn 
      421 mdtdksgtit yeelktglar lgsrlsetev kqlmeaadvd gngaidyief isatmhryrl 
      481 erdehlykaf qyfdkdssgy itrdelesam meygmgdeas ikeiisevdt dndgkinyee 
      541 fctmmrrgvq qpgklf 

Gene sequence：  

        1 atgggttgtt gtagcagcaa ggagaagcct tcaaaatcag aggctaataa agggtacagg 
       61 tcaggaggca ctggtaattt aaggcagaac caacaacaac aatcttatta tcaacaacca 
      121 gaataccagc aacaacaggc cgtgcagcac ccaaaaatga ccgtccctca aactcaaaca 
      181 caaaccccgc aaacaaggcc ccaacaacct caggcatcaa ccccccctcc agtaagagca 
      241 gcacctacga accttacagc aagatcagtt caaacgccac agaccattct gggcaaaccc 
      301 ttggaagaca ttaagcagta ctacagtcta gggaaagaac tgggtagagg ccaatttggt 
      361 gttacttatt tgtgcacaga gaattccact ggccacattt atgcctgcaa atccatactg 
      421 aagagaaaac taatcaataa gggtgacaga gaagatatca agagagaggt tcagattatg 
      481 cagcacttgt ctgggcagcc aaatattgta gagtttaggg gttcctatga ggataggcaa 
      541 tctgttcatg ttgtgatgga gctttgtgct ggaggggaac tttttgatcg tattattgct 
      601 aaagggcatt attcggagag agatgccgct aggatttgca aggatattgt gaatgtggtg 
      661 cacgcttgcc attttatggg agtgatgcac cgtgatctca agccggagaa tttcttgctg 
      721 gctagcaagg atgagggagc aatgttgaag accactgatt ttggactgtc tgtgttcatt 
      781 gaggaaggga aaacataccg taatatagtt ggtagtgctt attatgttgc tcctgaagta 
      841 ttgaggcgta gttatggaaa ggaaatagat atttggagtg caggagttat tttgtatatt 
      901 ctactcagtg gtgtacctcc attttgggct gaaactgaaa aaggaatatt tgatgctatt 
      961 ctagaaggat acattgattt tgaaagttca ccatggccat caatatctga cagtgccaaa 
     1021 gatctggtca ggagaatgct gactcaggac ccaaaaaggc gaattacttc agcacaagtt 
     1081 cttgaccatc catggattaa agatggaggt gcagcatcag acaagccaat agatagtgca 
     1141 gttctctcta gaatgaagca attcagggca atgaataagc tcaagaagct agcattaaag 
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     1201 gttattgctg aaaatctctc tgaagaagaa attaaaggtc ttaaagcaat gttcacaaac 
     1261 atggacactg acaagagtgg cacaatcacc tatgaagagc tgaagacagg tttagctcga 
     1321 cttgggtcaa ggctctctga aactgaagtt aaacaattaa tggaagctgc cgatgtggat 
     1381 ggaaatggag caatcgacta cattgagttt atctctgcta caatgcatag atatcgactg 
     1441 gaaagagatg agcatctata caaagcattt cagtactttg ataaggatag cagtgggtat 
     1501 ataacaagag atgaattaga gtctgccatg atggagtatg gtatgggaga tgaggccagt 
     1561 attaaggaaa taatttctga ggtggataca gataatgatg ggaaaatcaa ctatgaagaa 
     1621 ttctgcacta tgatgagacg tggagtacaa caaccaggaa agcttttcta g 
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Antibody name: WR-15 

Protein name: ethylene-inducible protein, ETHI 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |1209317 

Antibody tag sequence: GLGEAMVGINLNDKC 

Protein sequence：   

1 magtgvvavy gngaitetkk spfsvkvgla qmlrggvimd vvnpeqaria eeagacavma 
       61 lervpadira qggvarmsdp qlikeikqsv tipvmakari ghfveaqile aigidyvdes 
      121 evltpadeen hinkhnfrip fvcgcrnlge alrriregaa mirtkgeagt gnvieavrhv 
      181 rsvmgdirll rnmdddevft fakkiaapyd lvmqtkqlgr lpvvqfaagg vatpadaalm 
      241 mqlgcdgvfv gsgvfksgdp arraraivqa vthysdpdml aevscglgea mvginlndkk 
      301 verfanrse 

Gene sequence：  

        1 atggctggaa ctggggtggt ggcagtttac ggcaacggag caatcaccga aaccaaaaag 
       61 tccccctttt ccgtgaaggt gggtctagcc cagatgctaa gaggcggtgt tatcatggac 
      121 gtcgtaaatc ccgagcaggc ccgcatagcc gaggaggctg gcgcttgtgc tgtcatggct 
      181 ttggagcgtg tgccagccga tatccgcgct caaggtggcg tcgcgcgcat gagcgaccct 
      241 cagcttatca aagaaattaa acagtccgtt accatccccg tcatggccaa ggcccgcatc 
      301 ggccacttcg tggaggccca aattcttgaa gccataggca tcgattacgt cgacgagagc 
      361 gaagtgctta cccctgccga cgaagagaac cacatcaaca aacataattt ccgtatcccc 
      421 ttcgtttgcg gttgtaggaa cttaggcgag gcgcttcgaa ggatacgcga aggagccgcc 
      481 atgattagga ccaaaggtga agcaggaaca gggaatgtta tcgaagcggt taggcacgtg 
      541 aggtctgtga tgggtgatat taggcttttg aggaatatgg acgacgatga ggtgttcact 
      601 ttcgccaaga agattgctgc gccgtacgat ttggttatgc agacgaagca gctagggagg 
      661 ctacctgtgg tgcagttcgc ggcgggaggg gtcgcgacgc cggcggatgc ggctttgatg 
      721 atgcagttgg gttgcgatgg ggtgtttgtg gggtctgggg tgttcaagag cggggacccc 
      781 gcaaggaggg ccagagcaat tgtgcaggcg gtgacgcatt atagcgatcc cgacatgctc 
      841 gcggaggtga gttgcggtct cggtgaggct atggtgggta tcaatttaaa cgacaagaag 
      901 gtggaaaggt tcgcaaacag gtcggaatag 
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Antibody name: WR-16 

Protein name: ethylene receptor, ETHR 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |56900932 

Antibody tag sequence: QQNPVGYTVPIQLPC 

Protein sequence：   

1 meacnciepq wpadellmky qyisdffial ayfsipleli yfvkksavfp yrwvlvqfga 
       61 fivlcgathl inlwtftmhs rtvaivmtta kvltaavsca talmlvhiip dllsvktrel 
      121 ilknkaaeld remglirtqe etgrhvrmlt heirstldrh tilkttlvel grtlaleeca 
      181 lwmptrsgle lqlsytlrqq npvgytvpiq lpvinkvfsc nravkispnc pvarirpfag 
      241 kympgevvav rvpllhlsnf qindwpelst kryalmvlml psdsarqwha yelelvevva 
      301 dqvavalsha aileesmrar dllmeqnval dlarreaeta irarndflav mnhemrtpmh 
      361 aiialssllq etgltpeqrl mvetilkssn llatlindvl dlsrledgsl qldlgtfnlr 
      421 avfrevlnli kpiasvkklp vtlnlapdlp eyaigdekrl mqtilnvvgn avkfskegni 
      481 sitafvarpe slrdlrfpdf fpvpsddhfy lrvqvkdegl ginlqdipkl ftkfaqnqsl 
      541 atrnsggsgl glaickrfvn lmeghiwies eglgkgctai fvvklailec sneskhpfmq 
      601 ngpkpnqgak qtsfmgpess llmddtggyq dgnkrtfwgt lxcdxttvss sdeclrvvxl 
      661 dhkvvfmdvc mpdglellsa ymkdftkrhe rplivalywn ankvtkencm kvgmdgvilk 
      721 pvsvdkmrgv lsdllehrvl feam 

Gene sequence：  

        1 atggaggcat gcaattgtat tgagccacaa tggccagcgg atgaattgtt gatgaagtac 
       61 caatatattt cagatttctt cattgctctt gcttatttct ccattcctct agagctcatt 
      121 tattttgtta agaaatcagc agtttttcct tatagatggg tgctggtgca gtttggtgct 
      181 tttatagttt tatgtggggc aacacatctt attaacttat ggacttttac catgcattca 
      241 cgaactgtgg ctattgtaat gaccacagca aaagttttga ctgctgcagt ttcatgcgca 
      301 accgccctta tgcttgtaca cataattcct gatcttttga gtgttaaaac tagagaacta 
      361 attttgaaaa acaaggctgc agagcttgat agagagatgg gcctgatccg tacacaggaa 
      421 gaaacaggcc ggcatgttag gatgctgact catgagatca ggagcacact tgatagacat 
      481 accatactaa agaccacact tgttgaactg ggaaggacat tggcattgga agagtgtgcc 
      541 ttatggatgc ccaccaggtc tggattagag cttcaacttt cctacactct tcgtcagcag 
      601 aatcctgttg gatatactgt gcctatccag cttcctgtga ttaataaagt attcagttgt 
      661 aaccgtgctg taaaaatatc acctaactgt ccagtggcaa gaatacgtcc ttttgcagga 
      721 aaatatatgc ctggagaggt ggttgctgtt cgagtcccac ttcttcatct ctctaatttc 
      781 caaattaatg attggcctga gctttctacc aaacgctatg ctttgatggt tttgatgctt 
      841 ccctcagata gtgcaaggca gtggcatgct tatgagttgg agcttgttga agtagttgct 
      901 gaccaggtgg ctgttgctct atcacatgct gctatcttag aagagtcaat gagggcaagg 
      961 gatcttctta tggagcagaa tgttgcactt gatcttgcaa ggagagaagc agaaacagct 
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     1021 atccgtgctc gcaatgattt cttagctgtc atgaaccatg agatgagaac tcccatgcat 
     1081 gcaattattg cactttcttc cttactgcaa gaaactggac tgacgcctga gcagcgcctg 
     1141 atggttgaga caattcttaa gagtagtaac ctgttggcta ctttaataaa tgatgtatta 
     1201 gacctttcaa ggcttgaaga tggcagtctt cagcttgacc tgggaacttt taatctacgt 
     1261 gctgtattca gggaggtcct taacttgatc aagcctattg catctgttaa aaagttgcct 
     1321 gttactttaa atttagctcc agatttgcca gaatatgcca ttggtgatga gaaacgtctt 
     1381 atgcaaacca ttttaaatgt tgttggtaat gctgtgaagt tctctaaaga aggcaacatc 
     1441 tcaataactg cttttgttgc tagaccagaa tcattaagag atcttcggtt tcctgatttt 
     1501 ttcccagtgc caagtgatga tcacttttat ttgcgtgtac aggtaaaaga tgagggacta 
     1561 ggtataaacc tccaagatat tcctaagttg tttactaaat ttgcacaaaa tcaatcattg 
     1621 gcaaccagaa attctggtgg cagtggactt ggccttgcaa tttgtaagag gtttgtaaat 
     1681 cttatggaag gacacatctg gatagagagt gaaggacttg gcaagggatg cactgctatc 
     1741 tttgttgtaa aacttgctat tcttgagtgc tcaaatgaat cgaagcatcc tttcatgcag 
     1801 aatgggccca agccaaatca aggggccaaa caaacttctt ttatggggcc tgaaagttct 
     1861 ttgttaatgg atgatacggg gggttaccag gacggtaaca aaaggacttt ttggggcact 
     1921 ttggnttgtg atgngaccac tgtgagctcc agcgatgagt gtttacgagt agtttntctg 
     1981 gaccacaagg tggtatttat ggatgtgtgc atgcctgatg gtttggagtt gctatccgca 
     2041 tacatgaaag atttcacaaa acgtcatgaa aggccattaa tagtggcgct ttactggaac 
     2101 gcaaacaagg tgacaaagga aaactgcatg aaggtcggca tggatggtgt aatactgaaa 
     2161 cctgtctctg ttgacaagat gaggggtgtt ttatcagatc ttctggagca tcgggttcta 
     2221 ttcgaggcca tgtaa 
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Antibody name: WR-17 

Protein name: glutathione reductase, GLUR  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |186920319 

Antibody tag sequence: CMKNTISGRQEKTVM 

Protein sequence：   

1 avfcipplsv vglseeqaie qakndilvft stfnpmknti sgrqektvmk lvvdaetdkv 
       61 lgasmcgpda peiiqgiava lkcgatkaql dstvgihpst aeefctm 

Gene sequence：  

        1 gcagtgtttt gcataccacc tttgtctgta gtaggcctca gtgaagagca ggcaatagag 
       61 caagcaaaaa atgatatatt ggttttcact tcaaccttca atcctatgaa gaatactatc 
      121 tctggacggc aagagaagac agtgatgaag cttgttgttg atgctgagac agataaagtt 
      181 cttggagctt caatgtgtgg gcctgatgct cctgaaatta tacagggaat tgctgttgca 
      241 ttgaagtgcg gagcaacaaa ggcccaattg gacagcacgg tgggaataca cccttctact 
      301 gctgaggaat tctgtaccat g 
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Antibody name: WR-23 

Protein name: latex cyanogenic beta glucosidase, LACG 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |31580730 

Antibody tag sequence: LDDKLRVRYFKGYLC 

Protein sequence：   

1 mmkekflkeh pyllekevsr sdfppnflfg vatsayqieg gcreggrgps iwdafshtkg 
       61 tildgsngdv avdhyhryke dieliaklgf dayrfslsws rifpdglgtk vneegiafyn 
      121 niinallekg iepyitlyhw dlplhlqesm ggwlnkeivk yfaiyadtcf asfgdrvkkw 
      181 itlneplqta vngfdtgila pgkhehsyte pflashhqil ahatavsiyr smykdnqgge 
      241 vglvvdcewa esnsdkiedk aaaakrlefq lgwylhplyy gdypevmrki lggglpkfse 
      301 edkellrnsl dfiglnhyss rfikhvtdsp aecyyykaqe ierlakwedg epigeraase 
      361 wlyvrpwglr kvlnyivqry nnpiiyvten gmddedssap lhemlddklr vryfkgylaa 
      421 vaqaikdgad vrgyfawsll dnfewaqgyt krfgliyvdy knglarhpks saywfmrflk 
      481 gdegkngke 

Gene sequence：  

        1 atgatgaagg agaaattctt gaaggaacat ccatatttgc tggaaaagga ggtctctcgc 
       61 tctgattttc ctcctaattt tctctttggt gttgccactt ctgcctatca gattgaaggt 
      121 ggctgcaggg aaggtggtag aggtcctagt atatgggatg ctttttcaca caccaaagga 
      181 actattcttg atggaagcaa tggtgatgtg gcagtggatc attatcatcg atacaaggaa 
      241 gacattgaac tcatcgctaa gttggggttt gatgcttatc gattttcctt atcatggtct 
      301 cgcattttcc ctgatggttt gggaaccaaa gtcaatgaag aagggatagc attctataac 
      361 aatatcatta atgctcttct tgaaaagggt atagagccat atataactct gtaccattgg 
      421 gatctcccct tgcatcttca agagtcaatg ggagggtggt tgaataagga aattgtaaaa 
      481 tactttgcaa tctatgcaga cacttgcttt gcaagttttg gtgatagagt taagaaatgg 
      541 attactctaa atgagcctct ccaaacagca gtaaatggat ttgatactgg aatacttgct 
      601 cctggaaaac atgaacattc atatacagaa ccatttttgg cttcacacca ccagatcttg 
      661 gcccatgcaa cagctgtttc catataccgc agtatgtaca aagacaatca aggaggagaa 
      721 gtaggcttgg tggtggactg tgaatgggct gaatctaatt cagataaaat tgaagataaa 
      781 gctgctgctg caaaacggct tgagtttcag cttggatggt atttgcatcc tttatattat 
      841 ggagactatc ctgaagttat gcgtaaaata ctgggaggtg ggctcccaaa attctcagag 
      901 gaagataagg aattacttag gaactcactt gacttcattg gtctaaatca ctattcttca 
      961 agattcatca agcatgttac agatagccct gcagaatgct attactataa agcccaagaa 
     1021 attgagagac ttgctaaatg ggaagatggt gagccaatcg gcgagagggc agcatcagaa 
     1081 tggctctatg ttcgtccttg gggacttcgg aaggttctca attacatagt ccagagatac 
     1141 aataatccca taatttacgt tactgagaat ggtatggatg atgaagactc cagtgcccct 
     1201 ctccatgaaa tgctagatga caaactgaga gttcgctatt ttaaaggata ccttgctgca 
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     1261 gttgctcagg caatcaaaga cggagcagat gtgaggggat attttgcatg gtcattgttg 
     1321 gacaattttg aatgggctca aggttatacc aagcgttttg gtttgatcta tgtggattac 
     1381 aagaatggac ttgctcgcca cccaaagtct tctgcttatt ggttcatgag gttcttgaaa 
     1441 ggtgatgaag ggaaaaatgg caaagagtga 
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Antibody name: WR-25 

Protein name: beta-cyanoalanine synthase, CYAS 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |326909405 

Antibody tag sequence: CQRIRDLPKNLPGTK 

Protein sequence：   

1 matlrnllkk ksltsnelai rrfvsseaaa espsfaqrir dlpknlpgtk iktevsqlig 
       61 rtplvylnkm segcgayiav kqemmqptas ikdrpafsmi ndaekknlit pgktvliept 
      121 sgnmgismaf maamkgykmv ltmpsytsle rrvtmkafga elivtdptkg mggtvkkayd 
      181 llestpnafm lqqfsnpans kihfettgpe iwedtlghvd ifvmgigsgg tvsgvgqylk 
      241sqnpnvkiyg vepaesnvln ggkpgphqim gngvgfkpdi ldmdvmekvl evssedavkm 
      301 arrlaleegl mvgissgant vaalrlarmp enkgklivtv hpsfgeryls svlfeelrye 
      361 aanmqpvpvd 

Gene sequence：  

        1 atggctactc ttaggaactt gttgaagaaa aaatctttaa cgtccaacga gcttgctata 
       61 aggaggttcg tctcttccga ggctgctgct gaatctcctt cttttgctca aagaatcagg 
      121 gatctgccca agaatctccc tggaactaaa atcaagactg aagtttctca acttattggg 
      181 agaactcccc ttgtttatct taacaaaatg agtgaaggat gtggagctta catagccgtc 
      241 aagcaagaga tgatgcaacc aactgccagc atcaaagaca ggccggcgtt ttcaatgatc 
      301 aatgatgcag aaaagaagaa tttaatcact cccgggaaga cggtcttgat agagccaaca 
      361 tctggtaata tggggattag tatggctttt atggcagcca tgaaaggata caagatggtt 
      421 ctaaccatgc cctcttacac aagcttggag agaagggtga ctatgaaggc atttggagct 
      481 gagctaattg tcactgatcc caccaagggg atgggtggaa cagttaagaa ggcctatgat 
      541 cttttggaat ccacaccaaa tgctttcatg ctacaacaat tttcaaatcc tgcaaattct 
      601 aagatccatt ttgaaacgac aggtcctgaa atttgggagg atacacttgg tcatgttgac 
      661 atctttgtaa tgggaatagg cagtggagga acagtctctg gcgttgggca gtaccttaaa 
      721 tctcaaaatc ctaatgttaa gatatatggg gtggagcctg ctgaaagtaa tgtgctcaac 
      781 ggtggtaaac caggtcctca tcaaattatg ggtaacggag ttggatttaa accagacata 
      841 ttggacatgg atgtaatgga aaaggttctt gaggttagca gtgaagatgc agtaaaaatg 
      901 gctaggagat tggcattgga ggaggggctt atggtgggaa tatcatctgg agccaacaca 
      961 gttgctgcac ttagacttgc tagaatgcca gagaacaaag gaaaactcat cgtgactgtt 
     1021 catccaagtt tcggggagcg atacttgtca tctgtcctgt ttgaagaact gagatatgag 
     1081 gctgcaaaca tgcaaccagt tccagttgac taa 
 

 1167



Antibody name: WR-28 

Protein name: ascorbate peroxidase, ACPX 

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |27449248 

Antibody tag sequence: HPGREDKPEPPPEC 

Protein sequence：   

1 mtknypkvse eyqkaidkak rklrgfiaek gcaplmlria whsagtydan tktggpfgtm 
       61 rhaaeqahaa nngldiavrl lepikqqfpi lsyadfyqla gvvaveitgg peipfhpgre 
      121 dkpepppegr lpnatkgadh lrevfgktmg lsdkdivvls gghtlgrchk ersgfdgpwt 
      181 anplifdnsf ftellagqke gllqlptdtv lvtdpvfrpy vekyaadeda ffadyaeahv 
      241 klselgfaea 

Gene sequence：  

        1 atgacgaaga actacccaaa agttagtgaa gagtaccaga aggccattga taaggccaag 
       61 aggaagctca ggggtttcat cgctgagaag ggctgtgctc ctctcatgct ccgtatcgca 
      121 tggcactcag ctggaactta cgacgcgaac accaagactg gaggtccatt tggaaccatg 
      181 aggcacgcag cggagcaggc ccatgctgct aacaatgggc tggatattgc tgtcagactc 
      241 cttgagccca tcaagcagca gttccctatc ctctcctatg ctgacttcta tcagcttgct 
      301 ggtgttgttg ccgttgagat cactggtggg cctgagatcc cattccaccc tggcagagag 
      361 gacaagcctg aaccacctcc agaaggtcgt ctgcctaatg ctactaaagg tgctgatcac 
      421 ttgagggagg tctttggcaa aaccatgggt ctcagtgaca aggatatcgt tgttctctct 
      481 ggtggccaca ccctgggaag gtgccacaag gagcgctctg gttttgacgg gccctggact 
      541 gctaacccac tcatctttga caattctttc ttcacggagc tcttggctgg acagaaggaa 
      601 ggccttctac aattgccaac tgacaccgtt cttgttaccg atcctgtctt ccgcccatat 
      661 gttgaaaaat atgctgctga tgaagatgca ttctttgctg attatgctga ggcccatgtg 
      721 aagctctccg agctggggtt tgctgaggct taa 
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Antibody name: WR-29 

Protein name: heat-shock protein 70, HSP70  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |186898205 

Antibody tag sequence: EKYKAEDEEVKKKC 

Protein sequence：   

1 mapktegkai gidlgttysc vgvwqndrve iiandqgnrt tpsyvaftdt erligdaakn 
       61 qvamnpqntv fdakrligrr fsdpsvqsdm khwpfkvisg pgdkpmivvq ykgeekqfap 
      121 eeissmvltk mkeiaeaylg qtvknavitv payfndsqrq atkdagaiag vnvmriinep 
      181 taaaiaygld kkgsstgekn vlifdlgggt fdvslltiee gifevkatag dthlggedfd 
      241 nrlvnhfvae fkgkhkkdis tnaralrrlr tarerakrtl sstsqttiei dslyegidfy 
      301 atitrarfee lnmdlfrkcm epvekclrds kidksqvhdv vlvggstrip kvqqllqdif 
      361 ngkelcksin pdeavaygaa vqaailsgeg dekvqdllll dvtplslgie taggvmtvli 
      421 prnttiptkk eqifstysdn qpgvliqvye gerartkdnn llgkfeltgi ppaprgvpqi 
      481 nvcfdidang ivnvsaedkt agvknkitit ndkgrlskee iermvqeaek ykaedeevkk 
      541 kveaknslen yaynmrntvk ddkfagklap adkgkiekai detiewldrn qlaeveefed 
      601 klkeleglcn piiakmyqgg aggdvpvgga empnsnygkt ssggsgagpk ieevd 

Gene sequence：  

        1 atggcgccaa aaactgaagg caaggccatt ggtatcgatc ttggcaccac ctacagctgc 
       61 gtgggtgtgt ggcagaacga ccgggttgag atcatagcca atgatcaggg caacagaact 
      121 actccttctt atgttgcctt cactgacacc gagcgtctca ttggggatgc agctaagaac 
      181 caagttgcta tgaaccctca aaacactgtc tttgatgcca aacgtctcat tggtaggcgg 
      241 ttttctgatc cttctgtgca gagcgacatg aagcactggc ctttcaaggt tatttctggt 
      301 cctggtgata agcctatgat tgtggtgcaa tacaaaggtg aagaaaagca atttgcgcct 
      361 gaggagattt cttctatggt gctaaccaag atgaaggaga ttgcagaggc ttatctgggt 
      421 cagacagtga agaatgccgt gatcacagtg cctgcttatt tcaatgactc gcaaaggcag 
      481 gccaccaagg atgctggtgc tattgcaggg gtgaacgtca tgagaattat caatgagcct 
      541 acagctgcag ccattgctta cggtttggac aagaaaggtt cgagtactgg agaaaagaac 
      601 gtgttgattt tcgatcttgg tggagggaca tttgatgttt ctcttctgac gatcgaggag 
      661 ggtatatttg aagtgaaggc aacagctgga gacacccacc ttggaggaga ggacttcgat 
      721 aataggcttg tcaaccattt cgttgcagag ttcaagggga agcacaagaa ggatattagt 
      781 actaatgcga gagccttgag aaggttgaga accgcccgcg agagggcaaa gaggactctg 
      841 tcttcaacct cgcaaacaac cattgagatt gattctctct acgaagggat tgatttctat 
      901 gcgaccatca ctagagcaag atttgaagag ctgaacatgg atttgtttag aaagtgcatg 
      961 gaacccgtgg agaaatgtct tcgtgactcc aagatcgata agagtcaagt tcatgacgtt 
     1021 gtgctcgttg gtgggtcaac aagaattcct aaagttcagc aacttttgca agatatcttc 
     1081 aacggaaagg agctctgcaa gagcataaac cccgacgagg ctgtcgctta tggagcagct 
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     1141 gtccaagctg caattcttag tggtgaaggg gatgagaaag ttcaagattt acttctcttg 
     1201 gatgttactc ctctcagcct cggaattgag actgctggtg gtgtaatgac agtcttgatt 
     1261 ccaaggaaca ccactattcc taccaaaaaa gagcaaatct tctctacata ctctgataat 
     1321 caaccaggag tgcttattca ggtgtatgaa ggtgaaagag ctagaaccaa ggataataat 
     1381 cttcttggaa aattcgagct caccggaatc cctcctgcac ccagaggcgt tcctcagatt 
     1441 aatgtgtgtt tcgacattga cgccaatggt attgtgaatg tctctgctga ggataagact 
     1501 gctggagtga agaacaagat aacaatcact aacgataaag gaagattgag caaggaagag 
     1561 attgaaagaa tggtgcaaga agcagagaag tacaaagcag aggatgagga ggtgaagaag 
     1621 aaggtggagg ccaagaactc tttggagaac tacgcataca acatgagaaa tacagtgaag 
     1681 gatgacaagt tcgccggaaa attggctcca gccgacaagg ggaagattga aaaggcaatt 
     1741 gatgagacta ttgagtggtt ggacagaaac caattagcag aggtggagga gtttgaggac 
     1801 aagttgaagg agcttgaggg cttgtgcaat ccaattattg caaagatgta tcagggcggt 
     1861 gctgggggtg acgtaccagt gggtggcgcc gaaatgccga acagcaacta tggcaagact 
     1921 agctccggcg gttctggtgc cgggcccaag atcgaagaag ttgattaa 
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Antibody name: WR-30 

Protein name: aquaporin  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |307826678 

Antibody tag sequence: CQSQDDKDYTEPPA 

Protein sequence：   

1 megkeedvrl gankyretqp igtsaqsqdd kdyteppaap lfepteltsw sfyragiaef 
       61 iatflflyis vltvmgvvka ptkcstvgiq giawsfggmi falvyctagi sgghinpavt 
      121 fglflarkls ltralyymvm qclgaicgag vvkgfegrhq ytllgggans vnpgytkgdg 
      181 lgaeivgtfv lvytvfsatd akrnardshv pilaplpigf avflvhlati pitgtginpa 
      241 rslgaaiifn kdkgwddhwi fwvgpfigaa laalyhqvvi raipfkk 

Gene sequence：  

       1 atggagggca aggaagaaga tgttagattg ggagctaaca aatataggga gacgcagccc 
       61 attggtacgt cagctcagag ccaagatgac aaggactaca ctgaaccacc agcagcgccg 
      121 ctgttcgagc caacggagct cacttcttgg tccttttaca gggctggtat tgcagagttc 
      181 atagccactt tcttgttctt atacatctct gttttgactg tcatgggtgt agttaaggca 
      241 cccaccaagt gttcgactgt tgggattcag gggatagctt ggtcctttgg tggcatgatc 
      301 ttcgctcttg tctattgtac tgctggcatt tcaggaggtc acataaaccc ggcggtgacg 
      361 tttgggctgt ttttggcaag gaaactgtcc ttgacaaggg ctttgtacta catggtgatg 
      421 cagtgccttg gagccatatg tggtgctggt gtagtgaaag gatttgaagg gcgtcaccag 
      481 tatactttgt tgggtggtgg tgccaatagt gtgaacccag gttacaccaa aggtgatggg 
      541 cttggtgctg aaattgttgg cacctttgtt cttgtctaca ctgtcttctc tgctactgat 
      601 gccaaacgta atgccagaga ctcccatgtt cctattttgg cacctttgcc aattgggttc 
      661 gctgtgttct tggtgcactt ggctaccatc ccaattacag gaactggtat caacccagct 
      721 cgtagtcttg gtgcagcaat catcttcaac aaggacaagg gctgggatga tcactggatt 
      781 ttctgggtgg gtccattcat tggagcagca cttgcagctc tataccacca agttgtgatc 
      841 agagccatcc ctttcaagaa gtga 
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Antibody name: WR-31 

Protein name: Geranylgeranyl diphosphate synthase, GGDS  

Plant species: Hevea brasiliensis 

NCBI Accession No.: gi |14325238 

Antibody tag sequence: QEQLAGFDPEKAAPC 

Protein sequence：   

1 mssvnlgswv htsyvlnqat rsrsksksfs lpfnplksla isfayrkser pissvsaiit 
       61 keeetlqeeq nnpppsfdfk symlqkgnsi nqaleaaipl qepakihesm rysllaggkr 
      121 vrpalclaac elvggndsma mpaacavemi htmslihddl pcmdnddlrr gkptnhivfg 
      181 edvavlagda llafafehia vstlnvssar ivravgelak aigaeglvag qvvdinsegs 
      241 sevdleklef ihihktakll egavvlgail gggtdeevek lrkyardigl lfqvvddild 
      301 vtkssqelgk tagkdlvadk vtypkllgie ksrefaekln keaqeqlagf dpekaaplia 
      361 lanyiahrqn 

Gene sequence：  

        1 atgagttcag tgaatttggg ctcatgggtt cacacctcct acgtcttaaa ccaagctacc 
       61 agatccagat ccaaatccaa atccttctct ctacctttca atcctctaaa aagtttagca 
      121 atttcctttg cttatagaaa atcagagcga cccatttcat ctgtctctgc gattattacc 
      181 aaggaagaag aaactcttca agaagagcag aataatccac caccctcttt tgatttcaaa 
      241 tcctacatgc tccaaaaagg caattccatt aaccaagctt tagaagctgc cattccactc 
      301 caagaacccg ctaaaattca cgagtctatg cgttattccc tcttggccgg cggcaagagg 
      361 gtacgaccgg ccctctgcct cgctgcgtgt gagcttgttg gtgggaatga ctccatggcg 
      421 atgcctgctg catgcgctgt ggaaatgatt catactatgt ctcttatcca tgatgacctc 
      481 ccttgcatgg ataacgacga tctccgccgt ggcaagccca ccaatcacat cgtgtttgga 
      541 gaggacgtgg cggttctcgc cggtgacgca ctcctagcat ttgcttttga acacatcgct 
      601 gtttctactt taaatgtttc ttctgctaga attgtccggg cagttgggga attagcgaag 
      661 gcgatcgggg cagaagggtt agttgctggc caagtagttg atataaattc tgagggctca 
      721 tctgaggtgg atttagagaa gcttgaattt attcacatcc acaagaccgc taagttgttg 
      781 gagggggctg tggtgctagg ggctatattg ggcggaggaa ccgatgagga agtggagaaa 
      841 ttgaggaaat atgctaggga tattgggttg ttgttccaag ttgttgacga tattcttgat 
      901 gtgactaaat catcccaaga attggggaaa actgcaggca aggacttggt ggcggacaag 
      961 gttacatatc ccaagctttt ggggattgag aagtcgaggg aatttgcaga gaagctgaat 
     1021 aaggaagctc aggagcagct ggctggattt gatcctgaaa aggcagctcc attgattgct 
     1081 ttggctaatt acatcgctca caggcaaaac taa 
 
 
 
 

 1172



Supplementary Figure S7: Primers used for RT-PCR 

 
Protein name: 14-3-3 protein  

Spot No.: I-27  

Accession No.: tr|F2YZ43|F2YZ43_HEVBR 

Primer sequences:  

Primer-up: CGTGGATGTTGAGGAGCTAACTG 

Primer-down: CAGAAGTCCAGAGTGTCAGATTGTC 

 

Protein name: (ACAT) Acetyl-CoA C-acetyltransferase  

Spot No.: I-13  

Accession No.: tr|A9ZMZ4|A9ZMZ4_HEVBR 

Primer sequences:  

Primer-up: GGTTGGATGCTTCTCAAGTTGATTAC 

Primer-down: CAAGAGTTCGCCCCATCGTG 

 

Protein name: (ACPX) Ascorbate peroxidase 

Spot No.: I-228  

Accession No.: tr|Q8GZP1|Q8GZP1_HEVBR 

Primer sequences:  

Primer-up: GGCTGGATATTGCTGTCAGACTC 

Primer-down: CGGAAGACAGGATCGGTAACAAG 
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Protein name: (ADPF) actin-depolymerizing factor 

Spot No.: S-170 

Accession No.: gi|298362843 

Primer sequences:  

Primer-up: TGCGGCTACTGTATCCAAACC 

Primer-down: CTGCTTCACCATCCCACAAAC 

 

Protein name: (ABAS) Abscisic acid stress ripening-related protein 1 

Spot No.: I-160 

Accession No.: tr|Q6XNP8|Q6XNP8_HEVBR 

Primer sequences:  

Primer-up: GGCACAAGATAAAAGAGGAGGTAGC 

Primer-down: GCGTATGGAGTTAAAAGGGATGG 

 

Protein name: (ATPS) ATP synthase subunit beta 

Spot No.: I-188 

Accession No.: sp|P29685|ATPBM_HEVBR 

Primer sequences:  

Primer-up: GTTGGTCTAACTGGGCTAACTGTGG 

Primer-down: TCTTGGTGGTTGTAATACGCTCTTG  
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Protein name: (CIAD)Cinnamyl alcohol dehydrogenase 

Spot No.: I-254  

Accession No.: tr|E9M774|E9M774_HEVBR 

Primer sequences:  

Primer-up: TGGTCCTATAATGATGTCTACACCGAT 

Primer-down: CTTGTTCAACCCAAAGTGGCTAAG 

 

Protein name: (CIBP)Citrate-binding protein 

Spot No.: S-145 

Accession No.: sp|Q39962|CBPR_HEVBR 

Primer sequences:  

Primer-up: GATCCAACTGATGGGTTCACTGAG 

Primer-down: GCTTGATGTTTTTCCACCTTGATTC 

 

Protein name: Copper transport protein ATOX1  

Spot No.: I-578  

Accession No.: tr|D4P094|D4P094_HEVBR 

Primer sequences:  

Primer-up: GAAAGGAAACGTGCAGCCAGAG  

Primer-down: ACCGAGTGTCGTATAAGGGTGCT 
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Protein name: chitinase  

Spot No.: D-72 

Accession No.: gi|3451147 

Primer sequences:  

Primer-up: GCAACGAAGGAACTCTAACACAAAC 

Primer-down: GAATCCGAGAAATCAGCACATCC 

 

 

Protein name: caffeic acid 3-O-methyltransferase 

Spot No.: D-125  

Accession No.: gi|380468126 

Primer sequences:  

Primer-up: AGTTGATGTGGGCGGTAATAGTG 

Primer-down: TGTCGGGTCCTCTCTTTTCCTC 

 

Protein name: Cysteine protease  

Spot No.: I-252  

Accession No.: tr|Q155L4|Q155L4_HEVBR 

Primer sequences:  

Primer-up: CTTGTTCTTCGCTTCCACCTTGT 

Primer-down: GGTCCGATTCTCCGAGTTATGCT 
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Protein name: Cis-prenyl transferase  

Spot No.: I-351 

Accession No.: tr|A9ZN23|A9ZN23_HEVBR 

Primer sequences:  

Primer-up: GGTCCCATCCCTACTCATCTTGC 

Primer-down: CTCATACTCTGATCTGCTGCGGTC 

 

Protein name: Cis-prenyl transferase OS=Hevea brasiliensis 

Spot No.: I-1585  

Accession No.: tr|Q8W3U4|Q8W3U4_HEVBR 

Primer sequences:  

Primer-up: GGAGGTGGTCATAAGGCTGGAT 

Primer-down: TCTGCTGCGGTCTTGAGTGG 

 

Protein name: Cu/Zn superoxide dismutase  

Spot No.: D-17  

Accession No.: gi|27449246 

Primer sequences:  

Primer-up: GTTATTACCAGCAGTGAGGGCATTAG 

Primer-down: GACCTTCGTGAAAAACAACTGACC 
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Protein name: eukaryotic translation initiation factor 5A 

Spot No.: S-91  

Accession No.: gi|33325129 

Primer sequences:  

Primer-up: CGCAAGAATGGTTACATCGTC 

Primer-down: TCCCTTCCACTCAATAGCAATC 

 

Protein name: Eukaryotic translation initiation factor 

Spot No.: I-98 

Accession No.: tr|B9SJV6|B9SJV6_RICCO 

Primer sequences:  

Primer-up: CGCAAGAATGGTTACATCGTC 

Primer-down: TCCCTTCCACTCAATAGCAATC 

 

Protein name: Eukaryotic translation initiation factor 1Aa  

Spot No.: I-673 

Accession No.: tr|F8RW94|F8RW94_HEVBR 

Primer sequences:  

Primer-up: AAGGGAAAGGGAGGTAAGAATAGGA 

Primer-down: GATAGTCACGCAGCCCAACAAGT 
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Protein name: eukaryotic translation elongation factor 

Spot No.: D-8  

Accession No.: gi|255565836 

Primer sequences:  

Primer-up: TGCCACGGCTCAGAAGTATCG 

Primer-down: GCAACCTTACATTGAACAGCCAC 

 

Protein name: Enolase 1 

Spot No.: D-6  

Accession No.: gi|14423688 

Primer sequences:  

Primer-up: CGTTGCTAACCTCGCTGGTAAC 

Primer-down: GCATAGTGCTCCCAGTCATCTTG 

 

Protein name: Esterase 

Spot No.: D-95  

Accession No.: gi|51315784 

Primer sequences:  

Primer-up: GATTTTATCGCCGAGAGTTTCAATC 

Primer-down: ACCGTCGTCTGCTGTAACTGTATCT 
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Protein name: Elicitor-responsive protein  

Spot No.: I-30 

Accession No.: tr|F8SKC5|F8SKC5_HEVBR 

Primer sequences:  

Primer-up: AATGCCTCTAGGAACTGTTGAAGTC 

Primer-down: ACCGAAAATCGTATCCATCCAC 

 

Protein name: Farnesyl diphosphate synthase 

Spot No.: I-133  

Accession No.: tr|Q8L7F4|Q8L7F4_HEVBR 

Primer sequences:  

Primer-up: ATGGGTTGAGCGGATGTTGG 

Primer-down: CTGGGAATGTGATTGCGAAGC 

 

Protein name: Gamma-glutamylcysteine synthetase  

Spot No.: I-1621 

Accession No.: tr|D5LYI6|D5LYI6_HEVBR 

Primer sequences:  

Primer-up: TGCCAGCATTTTGGGTAGGAT 

Primer-down: GTTCTAACCACCTCAGCCACTTCA 
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Protein name: Beta-1,3-glucanase 

Spot No.: I-2  

Accession No.: tr|D1M8S7|D1M8S7_HEVBR 

Primer sequences:  

Primer-up: ATCTCCAAAGCCTTACCAATCC 

Primer-down: TGGTGAAGTGAACAAAGCATAGG 

 

Protein name: Glutaredoxin  

Spot No.: I-264  

Accession No.: tr|B3FNP8|B3FNP8_HEVBR 

Primer sequences:  

Primer-up: TGGATACTGAGGGCGATGGAA 

Primer-down: CTTTTAAGCAGAAGCCTTAGCAAGAG 

 

Protein name: Glyoxylase I  

Spot No.: I-812  

Accession No.: tr|E9KK00|E9KK00_HEVBR 

Primer sequences:  

Primer-up: CTCCAAGTGACCCAGTTGAAAGA 

Primer-down: GAAATACCAATATGTCCAAAGCCAC 
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Protein name: (GLUS) glutamine synthetase  

Spot No.: S-56  

Accession No.: gi|2213877 

Primer sequences:  

Primer-up: TGGTACGGCATTGAGCAAGAATAC 

Primer-down: AGCAACGCCCCATAAGAAAGTG 

 

Protein name: (GSTF) glutathione-S-transferase tau 1 

Spot No.: D-53  

Accession No.: gi|333690873  

Primer sequences:  

Primer-up: ATGGACTACAAAGGGAGATGAGCA 

Primer-down: GCACCTCTTAGCCCAAGCAATC 

 

Protein name: Pro-hevein  

Spot No.: I-817 

Accession No.: sp|P02877|HEVE_HEVBR 

Primer sequences:  

Primer-up: CTATGTTGTAGCCAGTATGGGTGG 

Primer-down: GTAGTTCACTGTAAGATGACCTCGTTC 
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Protein name: Hevein 

Spot No.: I-1357  

Accession No.: tr|Q7M1L9|Q7M1L9_HEVBR 

Primer sequences:  

Primer-up: CTATGTTGTAGCCAGTATGGGTGG 

Primer-down: GTAGTTCACTGTAAGATGACCTCGTTC 

 

Protein name: Hevamine  

Spot No.: D-93  

Accession No.: gi|157831407 

Primer sequences:  

Primer-up: CATAGAGCATGGTTCAACCCTGTAC 

Primer-down: GACCAAAGCATAACACCTCCGTAC 

 

Protein name: (Hev b5) Major latex allergen Hev b 5  

Spot No.: I-5  

Accession No.: sp|Q39967|ALL5_HEVBR 

Primer sequences:  

Primer-up: CAAGAAACCGCCGATGCTACA 

Primer-down: CGGAACTTCTGTGGTGGCTGTC 
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Protein name: (HMGR) Hydroxymethylglutaryl coenzyme A reductase  

Spot No.: I-119  

Accession No.: tr|Q547W6|Q547W6_HEVBR 

Primer sequences:  

Primer-up: TCCGTCGTGGATGGGAAGAT 

Primer-down: TGGTCGCCATTGGAACAGAGT 

 

Protein name: (HMGS) Hydroxymethylglutaryl coenzyme A synthase 

Spot No.: I-22  

Accession No.: tr|Q944F8|Q944F8_HEVBR 

Primer sequences:  

Primer-up: CAGTGCGGTCTATGCAGAGGGT 

Primer-down: GCAAGAATCAAGAGCCATGAGGT 

 

Protein name: (HMGS-2) HMG-CoA synthase 2  

Spot No.: I-1434 

Accession No.: tr|Q6QLW8|Q6QLW8_HEVBR 

Primer sequences:  

Primer-up: TGATCCTAACCAAATCGGTCGTC 

Primer-down: GCGTCCATCCCATGAATTACTCT 
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Protein name: Heat shock protein  

Spot No.: I-11  

Accession No.: tr|Q71EE1|Q71EE1_HEVBR 

Primer sequences:  

Primer-up: GGAGAATATGGCTGGACTGCTAAC 

Primer-down: CGTCAATGCTCAGACCCAGTTTC 

 

Protein name: latex protein allergen Hev b 7 

Spot No.: D-76  

Accession No.: gi|6707018 

Primer sequences:  

Primer-up: TTCTTCTCCCAGTCATCTTCTCATC 

Primer-down: CTTTCAAGCCTGCCAGTATCC 

 

Protein name: (LAP1) latex abundant protein 1 

Spot No.: D-111 

Accession No.: gi|37901124 

Primer sequences:  

Primer-up: ACTATGATTATCCCGACTTCACCTG 

Primer-down: TCACATAGATTGCACAACGGAAC 
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Protein name: (LAC) latex cystatin  

Spot No.: D-102  

Accession No.: gi|268321205 

Primer sequences:  

Primer-up: GGCAAAACTAGGAGGTGTTAAGGAAG 

Primer-down: GCTGTAGAGTCTGAAGGGGCATC 

 

Protein name: (MEVD) Mevalonate disphosphate decarboxylase 

Spot No.: I-18 

Accession No.: tr|Q944G0|Q944G0_HEVBR 

Primer sequences:  

Primer-up: CACCACAGGAATGCGTGAGACT 

Primer-down: CGTTCATGTAGAAAATTGGAGGACA 

 

Protein name: (MEVK) Mevalonate kinase 

Spot No.: I-1957  

Accession No.: tr|Q944G2|Q944G2_HEVBR 

Primer sequences:  

Primer-up: TCTGATCTTCCACTGGGTTCAGG 

Primer-down: CTTGATGCGAGTCAGATTACCAGAC 
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Protein name: MYC2 

Spot No.: I-159  

Accession No.: tr|D2CRK4|D2CRK4_HEVBR 

Primer sequences:  

Primer-up: AAGAGGAAGAACCCAACTGAACG 

Primer-down: ATCGGTGCTCTGATTGTCGGT 

 

Protein name: (NUDK) nucleoside diphosphate kinase 1 

Spot No.: S-93 

Accession No.: gi|312985291 

Primer sequences:  

Primer-up: CTAATCACTGTGGAGCGCTTG 

Primer-down: CGGGTGAAGGCTGCTTGA 

 

Protein name: Invertase 2  

Spot No.: I-50  

Accession No.: tr|E9KF95|E9KF95_HEVBR 

Primer sequences:  

Primer-up: CACCAGAGGCGGTCTTGATTACT 

Primer-down: TCAGAAAAGCCAGGGCACTAGG 
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Protein name: (PDBP) Pyridoxal biosynthesis protein PDX1 

Spot No.: I-150  

Accession No.: sp|Q39963|PDX1_HEVBR 

Primer sequences:  

Primer-up: AGTCCGTTACCATCCCCGTCA 

Primer-down: CATTCCCTGTTCCTGCTTCACC 

 

Protein name: (PHOT)Phosphoglyceride transfer family protein  

Spot No.: I-175  

Accession No.: tr|Q6J6I5|Q6J6I5_HEVBR 

Primer sequences:  

Primer-up: GATTTGATGAGAAGCCAACCCAC 

Primer-down: CATATTAGCCTGGTTGCTTTAATCG 

 

Protein name: (PROI) Protease inhibitor protein 

Spot No.: I-366  

Accession No.: tr|B3FNP9|B3FNP9_HEVBR 

Primer sequences:  

Primer-up: TCGGGACAAACGGGGACAT 

Primer-down: GGTAATAAATTCGTTGTTTAGCCAATG 

 

 

 1188



Protein name: (PPCI) Peptidyl-prolyl cis-trans isomerase 

Spot No.: I-33 

Accession No.: tr|B3FNQ1|B3FNQ1_HEVBR 

Primer sequences:  

Primer-up: GCGGATACAACGCCACGAAC 

Primer-down: CCCTCCACAACTCTACCAAACACC 

 

Protein name: Profilin-1  

Spot No.: I-567  

Accession No.: sp|O65812|PROF1_HEVBR 

Primer sequences:  

Primer-up: CTGCCATTATGAGTGACTTTGACG 

Primer-down: TGTCTTCCTAACAGTAACACCACCAG 

 

Protein name: prohevein  

Spot No.: D-10  

Accession No.: gi|2832430 

Primer sequences:  

Primer-up: GAAGGTGTTGGTGGTGGAAGTG 

Primer-down: TGATGATTTCATAACGGAGAATAGAGG 
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Protein name: Pseudo-hevein  

Spot No.: D-140 

Accession No.: tr|Q6KF83|Q6KF83_HEVBR 

Primer sequences:  

Primer-up: GATGGGATTTGAACGCTGTAAGTG 

Primer-down: TGGAGAATAGAGGGTTGAAGGAATC 

 

Protein name: Rab4  

Spot No.: I-227  

Accession No.: tr|F2VXU6|F2VXU6_HEVBR 

Primer sequences:  

Primer-up: CTTCCTCTTGCCTGTTGCCTCT 

Primer-down: GCAGCTTAATTGTCTTGCCATCC 

 

Protein name: (REF-1) rubber elongation factor 

Spot No.: D-85  

Accession No.: gi|38122474 

Primer sequences:  

Primer-up: CAAGGACAAGTCTGGTCCATTC 

Primer-down: TATGAACATCCAAAACACACGAC 
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Protein name: Rubber elongation factor 

Spot No.: D-139 

Accession No.: gi|132270 

Primer sequences:  

Primer-up: CAAAGACAAATCTGGTCCACTG 

Primer-down: AAACATAGTCTCAACACTCAGGATG 

 

Protein name: (SRPP-1) small rubber particle protein 

Spot No.: D-99 

Accession No.: gi|29170601 

Primer sequences:  

Primer-up: CCGTTGAAGCCTGGGGTC 

Primer-down: CCACATCCAAAACACACCACC 

 

Protein name: Small rubber particle protein  

Spot No.: I-66  

Accession No.: tr|Q84T87|Q84T87_HEVBR 

Primer sequences:  

Primer-up: CGTGTTCCGCCAGTTGTCAAG 

Primer-down: GTAGGCACCAAAGGCAAATAAGAG 
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Protein name: (SRPP-3) Small rubber particle protein  

Spot No.: D-52 

Accession No.: gi|14423933 

Primer sequences:  

Primer-up: TGAAGAGGTGGAGGAAGAGAGG 

Primer-down: CCACATCCAAAACACACCACC 

 

 

Protein name: (TMAP) Translation machinery-associated protein 

Spot No.: I-643 

Accession No.: tr|D9IZZ6|D9IZZ6_HEVBR 

Primer sequences:  

Primer-up: AGCAAGGTGGAAAAGCAAAGC 

Primer-down: CTTGAGCCCAGAACCTCCGA 

 

Protein name: Ubiquitin-protein ligase 2a 

Spot No.: I-943  

Accession No.: tr|F8RWT0|F8RWT0_HEVBR 

Primer sequences:  

Primer-up: AGACTGATGAGGGATTTTAGGAGGT 

Primer-down: TGACTGGATTGATGTGAGTATGGC 
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Protein name: (VHA-F) V-type proton ATPase subunit F 

Spot No.: I-687  

Accession No.: tr|B8Y6I1|B8Y6I1_HEVBR 

Primer sequences:  

Primer-up: TGCTGATGAGGACTCAGTAGTTGGA 

Primer-down: CCTGTGCAGGATCATAAGGATGG 

 

 

Protein name: (50KP) 50 kDa protein; major latex allergen Hev b 4  

Spot No.: D-2 

Accession No.: gi|37719658  

Primer sequences:  

Primer-up: GGAAGATTTTCTGATGGTCGCAC 

Primer-down: CACGATATGTCGAATTGCCACAG 

 

Protein name: (VHAE) V-type proton ATPase subunit E 

Spot No.: D-58  

Accession No.: gi|356528948 

Primer sequences:  

Primer-up: ATGGTCAGATTCATCCGTCAGG 

Primer-down: TGTGGTTAATGCCATGAAAGAGG 

Protein name: calmodulin  
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Spot No.: D-105  

Accession No.: gi|354318 

Primer sequences:  

Primer-up: TCACTGGGACAGAATCCTACCG 

Primer-down: CTTCTCGCCAAGGTTTGTCATC 

 

Protein name: (CDCP) cell division cycle protein 

Spot No.: D-130 

Accession No.: gi|351727028 

Primer sequences:  

Primer-up: GGTGGTGTTAGAAAACAGATGGC 

Primer-down: CCAATGACAATAACATGAGCACG 

 

The abbreviations for the proteins were:  

ATPS, ATP synthase subunit beta; ACAT, Acetyl-CoA C-acetyltransferase; 

REF, rubber elongation factor; SRPP, small rubber particle protein; 

VHAF, V-type proton ATPase subunit; ACPX, Ascorbate peroxidase; 

GGCS, Gamma-glutamylcysteine synthetase; VHAE, V-type proton 

ATPase subunit E; GLUS, glutamine synthetase; GSTF, 

glutathione-S-transferase;HSP70, heat shock protein 70; PDBP, Pyridoxal 

biosynthesis protein; CAMT, caffeic acid 

3-O-methyltransferase;CYSP,Cysteine protease; CIPT, Cis-prenyl 
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transferase; ETIF, eukaryotic translation initiation factor; ETEF, 

eukaryotic translation elongation factor; ELRP, Elicitor-responsive 

protein; LAC, latex cystatin; TMAP, Translation machinery-associated 

protein; COPT, Copper transport protein; 50KP, 50 kDa protein; Gluc, 

beta-1,3-glucanase; CDCP, cell division cycle protein; ABAS, Abscisic 

acid stress ripening-related protein; ADPF, actin-depolymerizing factor; 

PROI, Protease inhibitor protein; HMGR, Hydroxymethylglutaryl 

coenzyme A reductase; HMGS, Hydroxymethylglutaryl coenzyme A 

synthase; PPCI, Peptidyl-prolyl cis-trans isomerase; MEVD, Mevalonate 

disphosphate decarboxylase; MEVK, Mevalonate kinase; ProH, 

prohevein; PseuH, Pseudo-hevein; FADS, Farnesyl diphosphate synthase; 

GLUD, Glutaredoxin; LAP, latex abundant protein; CIAD, Cinnamyl 

alcohol dehydrogenase; CIBP, Citrate-binding protein; SOD, Superoxide 

dismutase; NUDK, nucleoside diphosphate kinase; PHOT, 

Phosphoglyceride transfer family protei; SUCT, sucrose transporter; 

PHOK, phosphomevalonate kinase; HYDL, hydroxynitrile lyase; CDPK, 

calcium-dependent protein kinase; ETHI, ethylene-inducible protein; 

GLUR, glutathione reductase; LACG, latex cyanogenic beta glucosidase; 

CYAS, beta-cyanoalanine synthase; GGDS, geranylgeranyl diphosphate 

synthase. 
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Supplementary Table S1 MS identification of high abundant rubber latex proteins 2-DE gels 

Spot 
No.a 

Vol%b 
 

Exper.c 
pI/Mr 

Thero.d 
pI/Mr 

M.S. e

Score 
NCBI 
No.f 

Plant  
species 

Protein name 

1 4.47 4.96/14 5.04/14.7 122 132270 H. brasiliensis Rubber elongation factor protein 

2 4.18 4.92/13 5.04/14.7 142 132270 H. brasiliensis Rubber elongation factor protein 

3 3.09 4.88/13 5.04/14.7 95 132270 H. brasiliensis Rubber elongation factor protein 

4 2.69 4.8/22 4.8/22.3 119 14423933 H. brasiliensis Small rubber particle protein 

5 1.12 4.9/23 4.8/22.3 122 14423933 H. brasiliensis Small rubber particle protein 

6 1.24 4.82/23 4.8/22.3 135 14423933 H. brasiliensis Small rubber particle protein 

7 0.0296 4.72/14 4.61/12.8 [121] 29170601 H. brasiliensis small rubber particle protein 

8 0.034 4.74/14 4.61/12.8 [110] 29170601 H. brasiliensis small rubber particle protein 

9 0.0969 4.88/26 4.79/29.5 93 388503664 L. japonicus unknown 

10 0.434 4.98/40 5.0/43.0 209 3288200 H. brasiliensis latex allergen 

11 0.834 5.01/40 5.0.43.1 172 6707018 H. brasiliensis latex protein allergen Hev b 7 

12 0.214 5.07/49 5.01/46.4 82 4235430 H. brasiliensis latex-abundant protein 

13 0.135 5.05/49 5.01/46.6 96 4235430 H. brasiliensis latex-abundant protein 

14 0.335 5.09/54 5.07/71.1 103 20559 P. hybrida hsp70 (AA 6 - 651) 

15 0.513 5.16/40 5.31/42.0 142 58013197 I. tinctoria actin 

16 0.0655 5.21/52 5.2/69.1 174 225429795 V. vinifera V-type proton ATPase, subunit A 

17 0.137 5.29/47 7.56/59.9 92 357480067 M. truncatula Leucine aminopeptidase 

18 0.139 5.31/44 5.91/30.8 81 219885949 Z. mays unknown 

19 0.309 5.28/33 5.93/34.3 [101] 242059605 S. bicolor hypothetical protein 

20 0.145 5.18/15 8.01/11.2 [86] 30575570 C. paradisi HSP19 class II, partial 

21 0.458 5.33/16 5.73/15.7 83 27449246 H. brasiliensis Cu/Zn superoxide dismutase 

22 0.656 5.61/15 8.29/35.1 [60] 37806305 O. sativa hypothetical protein 

23 0.0912 5.55/33 9.46/35.3 85 10946499 H. brasiliensis beta-1,3-glucanase 

24 0.363 5.62/36 6.01/36.0 82 78216493 M. domestica cytosolic malate dehydrogenase 

25 0.567 5.77/32 6.41/36.0 [81] 257219562 J. curcas annexin-like protein 

26 0.852 5.69/27 8.72/34.1 [56] 3451147 H. brasiliensis chitinase 

27 0.442 5.75/30 9.45/38.9 97 4469175 H. brasiliensis beta-1,3-glucanase 

28 0.652 6.89/33 9.4/41.5 99 124365253 H. brasiliensis beta-1,3-glucanase 

29 0.803 6.85/34 9.4/41.5 109 124365253 H. brasiliensis beta-1,3-glucanase 

30 0.728 6.75/33 7.1/36.9 86 255540341 R. communis glyceraldehyde 3-phosphate dehydrogenase 

31 0.447 6.87/35 7.7/36.8 121 4539543 N. tabacum glyceraldehyde-3-phosphate dehydrogenase 

32 0.139 5.6/45 5.68/51.9 99 32527831 P. tremuloides UDP-glucose pyrophosphorylase 

33 0.104 5.55/39 5.0/43.1 171 6707018 H. brasiliensis latex protein allergen Hev b 7 

34 0.111 5.49/48 5.49/48.0 123 158144895 G. hirsutum enolase 

35 0.131 4.95/40 5.0/43.0 [81] 3288200 H. brasiliensis latex allergen  

36 0.0215 4.91/39 5.0/43.0 [138] 1916805 H. brasiliensis latex patatin homolog 

37 0.122 5.03/40 5.12/43.0 152 41581137 H. brasiliensis latex allergen hev b 7.02 

38 0.0897 5.06/40 5.12/43.0 142 41581137 H. brasiliensis latex allergen hev b 7.02 

39 0.0134 5.11/72 5.13/90.4 136 255556934 R. communis Transitional endoplasmic reticulum ATPase 

40 0.183 5.16/42 5.31/41.9 125 149938964 A. deliciosa ACT1 

41 0.0147 5.39/46 9.34/41.4 83 159489771 C. reinhardtii predicted protein 
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42 0.0412 5.46/44 5.57/48.0 97 14423688 H. brasiliensis Enolase 1 

43 0.0132 5.54/62 5.62/111 90 23503558 L. japonicus phosphoenolpyruvate carboxylase 

44 0.0841 5.51/38 9.61/62.6 82 382929047 H. hirsuta maturase K (chloroplast) 

45 0.142 5.52/34 9.45/38.9 156 4469175 H. brasiliensis beta-1,3-glucanase 

46 0.045 5.65/33 9.45/38.9 126 4469175 H. brasiliensis beta-1,3-glucanase 

47 0.0134 5.65/27 6.18/35.9 [65] 225438145 V. vinifera malate dehydrogenase, cytoplasmic 

48 0.177 5.63/28 6.18/35.9 [85] 225438145 V. vinifera malate dehydrogenase, cytoplasmic 

49 0.0563 5.2/33 6.5/32.1 [75] 255552291 R. communis short chain dehydrogenase, putative 

50 0.057 4.75/15 4.61/12.8 [240] 29170601 H. brasiliensis small rubber particle protein 

51 0.638 5.05/13 5.04/14.7 103 132270 H. brasiliensis Rubber elongation factor protein 

52 0.339 5.15/13 5.04/14.7 115 132270 H. brasiliensis Rubber elongation factor protein 

53 0.0984 5.28/17 5.57/17.5 [61] 115187464 A. hypogaea thioredoxin fold 

54 0.0297 5.64/16 6.22/34.3 84 34538473 H. vulgare caleosin 1 

55 0.201 5.72/15 9.57/19.2 88 225440278 V. vinifera hypothetical protein 

56 0.0897 5.07/54 5.81/39.5 83 2213877 H. brasiliensis glutamine synthetase 

57 0.0301 5.1/54 5.21/71.5 102 172050753 C. spinosa 70 kDa heat shock protein 

58 0.0356 5.12/54 5.18/71.9 [151] 762844 S. lycopersicum Hsc70 

59 0.0783 5.0/57 4.98/80.4 107 356552478 G. max heat shock cognate protein 80-like 

60 0.0132 5.01/56 5.07/52.1 [51] 356510919 G. max UDP-glycosyltransferase 75D1-like 

61 0.0163 5.03/49 5.49/47.1 144 255560725 R. communis  dead box ATP-dependent RNA helicase 

62 0.0271 5.06/46 5.01/46.4 [142] 4235430 H. brasiliensis latex-abundant protein 

63 0.0401 4.91/46 4.65/41.4 [76] 255578278 R. communis hypothetical protein 

64 0.0176 5.14/46 5.15/47.1 [98] 5302811 A. thaliana serine protease-like protein 

65 0.0171 5.13/51 5.85/63.3 102 2506277 P. sativum 60 kDa chaperonin subunit beta 

66 0.0193 5.16/54 5.27/72.0 88 255543357 R. communis heat shock protein, putative  

67 0.025 5.18/48 4.54/46.1 [91] 224100473 P. trichocarpa predicted protein 

68 0.0265 5.21/48 5.72/56.3 84 31580730 H. brasiliensis latex cyanogenic beta glucosidase 

69 0.0379 5.27/44 5.44/50.1 83 2501850 N. tabacum GDP dissociation inhibitor 

70 0.0152 5.3/44 5.44/50.1 [202] 2501850 N. tabacum GDP dissociation inhibitor 

71 0.549 5.21/43 5.42/47.2 147 359478860 V. vinifera 26S protease regulatory subunit 6B 

72 0.126 5.13/42 5.28/47.1 [128] 224071449 P. trichocarpa phospholipase A 

73 0.0841 5.12/40 5.37/41.9 178 32186912 G. hirsutum  actin  

74 0.0304 4.98/34 4.79/48.0 [70] 297816956 A. lyrata  hypothetical protein 

75 0.0404 4.9/32 4.72/28.9 [74] 3264769 P. armeniaca late embryogenesis-like protein  

76 0.0574 4.93/32 5.24/42.0 81 168066110 P. patens predicted protein 

77 0.0683 4.89/30 4.79/29.5 109 388503664 L. japonicus unknown 

78 0.0174 5.0/35 4.84/24.3 [71] 115468882 O. sativa Os06g0608500 

79 0.0627 5.06/33 5.51/61.1 [104] 356532109 G. max phosphoglycerate mutase 

80 0.0124 5.05/31 5.11/59.2 90 224056489 P. trichocarpa predicted protein 

81 0.185 5.14/34 6.5/32.1 [174] 255552291 R. communis short chain dehydrogenase, putative 

82 0.133 5.29/38 5.49/39.3 91 2073448 L. japonicus glutamine synthetase 

83 0.0563 5.1/31 6.07/27.5 [204] 192912956 E. guineensis aluminum-induced protein 

84 0.0517 5.06/28 5.12/32.9 [254] 255559601 R. communis alpha-soluble nsf attachment protein

85 0.0808 4.98/27 5.84/27.4 [69] 224099853 P. trichocarpa predicted protein 
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86 0.438 5.17/21 5.06/19.6 [410] 38122474 H. brasiliensis rubber elongation factor 

87 0.0478 5.21/22 5.06/19.6 [226] 38122474 H. brasiliensis rubber elongation factor 

88 0.0734 5.13/21 5.06/19.6 116 38122474 H. brasiliensis rubber elongation factor 

89 0.0575 5.14/23 5.06/19.6 99 38122474 H. brasiliensis rubber elongation factor 

90 1.88 4.62/19 4.06/15.2 [496] 334854634 H. brasiliensis elicitor-responsive protein 

91 0.156 5.35/17 5.6/17.7 [95] 33325129 H. brasiliensis eukaryotic translation initiation factor 5A 

92 0.0403 5.37/16 5.39/18.0 [180] 224144943 P. trichocarpa predicted protein 

93 0.299 6.68/13 6.85/16.3 84 312985291 H. brasiliensis nucleoside diphosphate kinase 1 

94 0.376 6.74/16 5.63/22.7 96 123062 H. brasiliensis Pro-hevein 

95 0.274 6.61/15 7.77/20.7 [70] 313586569 H. brasiliensis hypothetical protein 19 

96 0.0897 6.65/14 7.77/20.7 94 313586569 H. brasiliensis hypothetical protein 19 

97 0.414 6.78/16 8.94/40.7 84 4835766 A. thaliana transfactor (WERBP-1)  

98 0.0367 5.42/22 5.06/19.6 99 38122474 H. brasiliensis rubber elongation factor 

99 0.107 5.34/24 5.71/26.1 [73] 3377751 M. crystallinum glutathione S-transferase 

100 0.0804 5.35/26 6.17/27.5 [49] 1709761 S. oleracea Proteasome subunit alpha type-4 

101 0.0483 5.47/26 5.78/27.5 [434] 27449248 H. brasiliensis ascorbate peroxidase 

102 0.142 5.48/26 6.0/27.5 [193] 211906460 G. hirsutum triosephosphate isomerase 

103 0.0357 5.22/21 5.06/19.6 125 38122474 H. brasiliensis rubber elongation factor 

104 0.345 5.75/19 8.72/34.1 153 3451147 H. brasiliensis chitinase 

105 0.15 5.75/23 8.44/29.9 93 157831407 H. brasiliensis Chain A, Crystal Structures Of Hevamine 

106 0.231 5.74/24 8.44/29.9 99 157831407 H. brasiliensis Chain A, Crystal Structures Of Hevamine 

107 0.148 5.77/20 8.72/34.1 83 3451147 H. brasiliensis chitinase 

108 0.0327 5.52/33 5.89/27.9 [89] 3127890 C. arietinum cysteine synthase, O-acetyl-lyase 

109 0.0761 5.39/37 5.44/40.0 [163] 114199044 M. domestica caffeic acid O-methyltransferase 

110 0.0405 5.38/44 5.57/48.0 158 14423688 H. brasiliensis Enolase 1 

111 0.0239 5.39/44 5.57/48.0 175 14423688 H. brasiliensis Enolase 1 

112 0.0339 5.38/44 6.05/25.1 85 226897734 T. flavum norcoclaurine 6-O-methyltransferase

113 0.0262 5.38/49 5.53/54.1 [49] 255565071 R. communis conserved hypothetical protein 

114 0.0502 5.47/51 5.52/61.0 96 1346735 R. communis Phosphoglyceromutase 

115 0.0152 5.51/61 5.87/95.0 141 255565836 R. communis eukaryotic translation elongation factor 

116 0.0926 5.02/39 5.0/43.1 147 6707018 H. brasiliensis latex protein allergen Hev b 7 

117 0.0363 5.05/39 5.0/43.9 [59] 51315784 H. brasiliensis Esterase 

118 0.0152 5.29/21 5.06/19.6 98 38122474 H. brasiliensis rubber elongation factor 

119 0.0968 5.34/46 5.41/47.8 [51] 3023685 A. glutinosa Enolase 

120 0.0518 5.28/41 4.83/22.0 81 351723039 G. max uncharacterized protein 

121 0.0992 5.02/27 7.63/31.6 [55] 255554865 R. communis lactoylglutathione lyase, putative 

122 0.139 5.35/26 5.59/18.4 [83] 118485535 P. trichocarpa unknown 

123 0.152 5.51/26 5.93/27.6 86 15225839 A. thaliana proteasome subunit alpha type-3 

124 0.179 5.49/23 6.06/23.0 81 10862818 H. brasiliensis IgE-binding protein Mn SOD 

125 0.153 5.17/24 7.7/25.7 [53] 1737447 E. globulus auxin-induced protein 

126 0.104 4.45/15 4.61/12.8 [97] 29170601 H. brasiliensis small rubber particle protein 

127 0.119 5.46/13 5.64/20.9 [84] 2832430 H. brasiliensis prohevein 

128 0.065 5.55/14 6.82/15.0 [68] 224054224 P. trichocarpa predicted protein 

129 0.178 5.31/12 5.89/13.3 [61] 329750601 H. brasiliensis thioredoxin H-type 2 
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130 0.532 5.01/11 5.45/11.2 81 268321205 H. brasiliensis latex cystatin 

131 1.01 5.02/13 5.04/14.7 [539] 132270 H. brasiliensis Rubber elongation factor protein 

132 0.105 5.45/13 5.04/14.7 138 132270 H. brasiliensis Rubber elongation factor protein 

133 0.117 5.16/15 6.4/8.6 81 242083244 S. bicolor hypothetical protein 

134 0.0976 4.94/13 4.61/12.8 [85] 29170601 H. brasiliensis small rubber particle protein 

135 0.0865 4.86/15 4.61/12.8 [493] 29170601 H. brasiliensis small rubber particle protein 

136 0.448 4.13/13 4.1/16.9 [128] 354318 T. aestivum calmodulin 

137 0.0284 4.12/21 4.8/22.3 85 14423933 H. brasiliensis Small rubber particle protein 

138 0.0653 4.45/24 4.8/22.3 165 14423933 H. brasiliensis Small rubber particle protein 

139 0.0351 5.36/47 5.57/48.0 107 14423688 H. brasiliensis Enolase 1 

140 0.149 4.87/19 5.04/14.7 [52] 132270 H. brasiliensis Rubber elongation factor protein 

141 0.0517 5.38/45 5.57/48.0 165 14423688 H. brasiliensis Enolase 1 

142 0.083 5.43/44 5.92/48.1 [766] 14423687 H. brasiliensis Enolase 2 

143 0.115 5.01/26 5.48/25.6 [52] 333690873 H. brasiliensis glutathione-S-transferase tau 1 

144 0.0957 5.33/53 8.78/43.5 82 242080619 S. bicolor hypothetical protein 

145 0.101 5.09/15 5.95/17.6 [87] 140083605 R. hybrid cytosolic class II small HSP17.5 

146 0.0217 4.02/41 5.01/14.6 [88] 37901124 H. brasiliensis latex abundant protein 1 

147 0.0256 4.35/40 4.53/38.0 [173] 359806300 G. max uncharacterized protein  

148 0.0301 4.28/38 4.53/38.1 [166] 37625031 V. aestivalis ankyrin-repeat protein 

149 0.0356 4.39/38 4.45/37.5 [71] 13310811 N. tabacum ankyrin-repeat protein HBP1 

150 0.518 5.18/42 5.64/42.2 [180] 129916 T. aestivum Phosphoglycerate kinase 

151 0.0258 4.31/36 4.5/25.3 [117] 378464888 A. mongolicus translation elongation factor  

152 0.0335 4.43/32 4.5/25.1 [107] 225456295 V. vinifera elongation factor 1-delta-like 

153 0.0201 4.83/30 5.26/35.7 [132] 22261807 S. tuberosum Light-induced protein 

154 0.0125 4.89/31 4.82/28.9 83 345103803 G. thurberi 14-3-3-like protein, partial 

155 0.0549 5.08/26 4.76/29.9 [384] 326694865 H. brasiliensis 14-3-3 protein 2 

156 0.0563 4.78/33 5.02/30.9 [53] 225458231 V. vinifera proteasome subunit alpha  

157 0.0338 4.89/31 5.69/32.6 [80] 211906514 G. hirsutum lactoylglutathione lyase 

158 0.186 5.02/33 5.5/33.2 80 359483362 V. vinifera lactoylglutathione lyase 

159 0.0491 5.12/37 5.08/53.7 80 340033945 C. maritimum ATP synthase CF1 beta subunit 

160 0.0565 5.15/36 5.41/49.2 84 4388534 S. bicolor F1-ATP synthase, beta subunit 

161 0.0209 5.13/30 5.64/27.4 [136] 147805616 V. vinifera hypothetical protein 

162 0.0607 5.06/36 8.89/54.7 83 326492265 Ho. Vulgare predicted protein 

163 0.06679 4.89/46 4.99/54.4 [343] 225459744 V. vinifera V-type proton ATPase subunit B 

164 0.0157 5.08/46 5.04/54.4 [377] 225428086 V. vinifera V-type proton ATPase subunit B 1 

165 0.116 4.78/42 5.28/47.1 [59] 224071449 P. trichocarpa phospholipase A 

166 0.0203 4.81/16 5.91/13.4 81 116789736 P. sitchensis unknown 

167 0.0414 5.35/17 5.98/51.0 [51] 115392253 C. betuloides polyphenol oxidase 

168 0.0691 5.36/19 5.39/18.0 [210] 225430941 V. vinifera regulator of ribonuclease 

169 0.179 5.23/16 5.64/20.9 [152] 2832430 H. brasiliensis prohevein 

170 0.14 5.18/15 5.92/16.2 [110] 298362843 H. brasiliensis actin-depolymerizing factor 

171 0.477 4.81/19 9.23/58.4 [104] 255539441 R. communis actin depolymerizing factor 

172 0.125 5.18/18 5.64/20.9 [252] 2832430 H. brasiliensis prohevein 

173 0.0849 5.12/23 5.17/24.9 101 255574159 R. communis proteasome subunit beta type 
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174 0.0317 4.89/31 5.93/34.3 [117] 242059605 S. bicolor hypothetical protein 

175 0.0295 5.22/27 6.44/66.4 86 2832654 A. thaliana chloroplast protein cs/ch-42 

176 0.0419 5.38/26 5.78/27.5 [487] 27449248 H. brasiliensis ascorbate peroxidase 

177 0.0415 5.32/24 6.06/22.6 [369] 357480975 M. truncatula Proteasome subunit beta type 

178 0.054 5.35/25 6.08/24.9 [302] 255541320 R. communis proteasome subunit beta type  

179 0.19 6.98/15 6.56/9.7 82 350537255 S. lycopersicum small zinc finger-like protein 

180 0.0431 5.56/27 8.99/18.9 107 37622210 H. brasiliensis small rubber particle protein  

181 0.0442 5.87/38 5.8/61.3 81 168038495 P. patens predicted protein 

182 0.18 6.35/33 6.04/61.4 82 164472662 T. aestivum calcium-dependent protein kinase 

183 0.145 5.86/45 5.68/51.9 92 32527831 P. tremula UDP-glucose pyrophosphorylase 

184 0.0292 5.91/45 6.04/51.8 92 356576773 G. max seryl-tRNA synthetase-like 

185 0.0442 5.48/34 8.64/36.3 [51] 357514973 M. truncatula Annexin D4 

186 0.0553 5.35/38 6.48/42.1 [63] 1351887 M. domestica Alcohol dehydrogenase 

187 0.0362 5.51/37 5.54/41.0 [123] 380468126 H. brasiliensis caffeic acid 3-O-methyltransferase  

188 0.0275 5.28/36 5.54/41.0 [117] 380468126 H. brasiliensis caffeic acid 3-O-methyltransferase 

189 0.069 5.11/26 5.41/27.5 [159] 284433794 J. curcas glutathione S-transferase omega 

190 0.0311 5.56/28 6.09/30.8 [52] 255567721 R. communis carboxymethylenebutenolidase  

191 0.0405 5.48/29 10.36/29.7 [59] 125573095 O. sativa hypothetical protein OsJ_04535 

192 0.0954 5.44/33 5.5/34.4 82 255542380 R. communis cysteine synthase, putative 

193 0.0329 5.23/32 5.56/32.4 [57] 255562276 R. communis pyridoxine kinase, putative 

194 0.0813 5.85/33 6.5/32.1 [303] 255552291 R. communis short chain dehydrogenase 

195 0.0796 5.17/54 5.27/72.0 102 255543357 R. communis heat shock protein, putative 

196 0.0398 5.07/53 7.9/68.9 82 224139936 P. trichocarpa predicted protein 

197 0.0121 5.09/72 5.18/90.5 174 351727028 G. max cell division cycle protein 48 homolog 

198 0.0331 5.25/48 5.01/46.4 180 4235430 H. brasiliensis latex-abundant protein 

199 0.0648 5.51/47 4.96/48.7 [57] 198400319
Camellia 

sinensis 
senescence-related protein 

200 0.0702 5.15/40 5.6/42.4 [282] 255570457 R. communis protease C56, putative 

201 0.0708 5.46/41 5.44/41.9 149 32186896 G. hirsutum actin 

202 0.0756 5.41/42 5.49/47.1 109 255560725 R. communis dead box ATP-dependent RNA helicase 

203 0.0199 5.35/48 5.57/48.0 [229] 14423688 H. brasiliensis Enolase 1 

204 0.0168 5.38/55 5.27/72.0 [311] 186898205 H. brasiliensis heat-shock protein 70 

205 0.0392 5.68/58 5.6/65.4 [63] 255537027 R. communis HSP70-interacting protein 

206 0.0262 6.32/51 8.96/65.0 81 302853426 V. carteri hypothetical protein 

207 0.0208 6.14/67 5.6/65.4 [266] 255537027 R. communis HSP70-interacting protein 

208 0.0133 6.35/67 5.6/65.4 [68] 255537027 R. communis HSP70-interacting protein 

209 0.0489 5.36/57 5.52/61.0 [161] 1346735 R. communis phosphoglycerate mutase 

210 0.0132 5.38/68 5.6/65.4 [69] 255537027 R. communis HSP70-interacting protein 

211 0.0415 5.35/72 5.13/90.4 [1185] 255556934 R. communis Transitional endoplasmic reticulum ATPase 

212 0.0352 5.36/53 5.79/66.6 [166] 4588474 B. napus phosphoinositide-specific phospholipase C 

213 0.0419 5.38/55 5.79/66.6 [116] 4588474 B. napus phosphoinositide-specific phospholipase C 

214 0.0365 5.33/52 5.46/63.7 [138] 255568794 R. communis nucleoredoxin, putative 

215 0.0159 5.37/51 5.66/53.8 [289] 32967699 A. thaliana S-adenosyl-L-homocystein hydrolase 

216 0.0354 5.61/49 5.69/52.8 [327] 336390551 G. max adenosylhomocysteinase 
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217 0.0327 5.78/48 5.2/51.8 [52] 6136111 H. vulgare glucose-1-phosphate uridylyltransferase 

218 0.0876 6.28/38 6.86/51.8 [802] 14916100 H. brasiliensis hydroxymethylglutaryl Co-A synthase 

219 0.0746 5.65/34 5.92/34.8 [181] 307707110 P. armeniaca NAD-dependent malate dehydrogenase  

220 0.091 5.54/38 5.64/42.2 [357] 357137038 B. distachyon phosphoglycerate kinase, cytosolic-like  

221 0.031 5.25/34 8.64/36.3 [99] 357514973 M. truncatula Annexin D4 

222 0.0629 5.41/37 5.49/42.2 [314] 21536853 A. thaliana phosphoglycerate kinase, putative 

223 0.0416 5.68/39 5.82/41.6 [77] 255547137 R. communis Alpha-1,4-glucan-protein synthase  

224 0.0396 5.29/37 5.54/41.0 [922] 380468126 H. brasiliensis caffeic acid 3-O-methyltransferase 

225 0.0375 5.25/39 5.6/42.4 [237] 255570457 R. communis protease C56, putative 

226 0.0626 5.13/27 5.24/26.2 [172] 224131618 P. trichocarpa predicted protein 

227 0.166 5.31/25 5.48/25.6 [386] 333690873 H. brasiliensis glutathione-S-transferase tau 1 

228 0.0928 5.38/26 6.0/27.5 [243] 211906460 G. hirsutum triosephosphate isomerase 

229 0.0256 5.21/27 5.13/27.5 [93] 255568460 R. communis glutathione-s-transferase omega 

230 0.0459 5.15/25 5.62/25.8 [104] 2970051 V. radiata ARG10 

231 0.0957 5.23/21 5.64/20.9 [217] 2832430 H. brasiliensis prohevein 

232 0.136 5.35/20 5.64/20.9 [112] 2832430 H. brasiliensis prohevein 

233 0.0722 4.98/23 4.8/22.3 [384] 14423933 H. brasiliensis Small rubber particle protein 

234 0.185 5.01/15 5.04/14.7 [379] 132270 H. brasiliensis Rubber elongation factor protein 

235 0.0425 5.56/15 6.32/17.1 [128] 123550 P. sativum heat shock protein, 17.1 kDa class II 

236 0.212 5.36/14 5.96/16.5 [272] 312985293 H. brasiliensis nucleoside diphosphate kinase 2 

237 0.234 5.67/13 5.04/14.7 [90] 132270 H. brasiliensis Rubber elongation factor protein 

238 1.121 5.54/13 5.64/20.9 [344] 2832430 H. brasiliensis prohevein 

239 0.0902 5.01/41 5.6/42.4 [193] 255570457 R. communis protease C56, putative 

240 0.0535 5.58/46 5.68/47.0 [58] 727357 A. thaliana DnaJ homolog 

241 0.0674 5.34/48 5.46/63.7 [100] 255568794 R. communis nucleoredoxin, putative  

242 1.13 4.75/51 4.6/41.5 93 37719658 H. brasiliensis 50 kDa protein 

243 0.354 4.78/49 4.6/41.5 85 37719658 H. brasiliensis 50 kDa protein 

244 1.05 4.55/50 4.6/41.5 95 37719658 H. brasiliensis 50 kDa protein 

245 1.02 4.73/47 4.6/41.5 101 37719658 H. brasiliensis 50 kDa protein 

246 0.121 4.77/47 4.6/41.5 118 37719658 H. brasiliensis 50 kDa protein 

247 0.215 5.35/13 5.63/22.7 [158] 123062 H. brasiliensis Pro-hevein 

248 1.41 6.96/13 5.64.20.9 [446] 2832430 H. brasiliensis prohevein 

249 0.428 5.01/13 5.04/14.7 [405] 132270 H. brasiliensis Rubber elongation factor protein 

250 0.478 5.24/13 5.04/14.7 [340] 132270 H. brasiliensis Rubber elongation factor protein 

251 0.401 5.11/13 5.04/14.7 [470] 132270 H. brasiliensis Rubber elongation factor protein 

252 0.788 5.69/14 5.04/14.7 [402] 132270 H. brasiliensis Rubber elongation factor protein 

B1 --- --- 5.04/14.7 [282] 132270 H. brasiliensis Rubber elongation factor protein 

B2 --- --- 5.14/90.3 90 225440045 V. vinifera cell division cycle protein 48 homolog 

B3 --- --- 5.54/92.3 [100] 88193697 A. hypogaea phospholipase D  

B4 --- --- 5.17/71.4 102 225440324 V. vinifera heat shock cognate 70 protein 

B5 --- --- 6.77/23.7 95 253760141 S. bicolor hypothetical protein 

B6 --- --- 4.8/22.3 [348] 14423933 H. brasiliensis Small rubber particle protein 

B7 --- --- 9.4/41.5 125 124365253 H. brasiliensis beta-1,3-glucanase 
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B8 --- --- 9.46/35.3 187 124365253 H. brasiliensis beta-1,3-glucanase 

B9 --- --- 7.1/36.9 103 255540341 R. communis glyceraldehyde 3-phosphate dehydrogenase 

B10 --- --- 4.8/22.3 160 14423933 H. brasiliensis small rubber particle protein 

B11 --- --- 5.06/19.6 106 38122474 H. brasiliensis rubber elongation factor  

B12 --- --- 5.0/43.0 87 3288200 H. brasiliensis latex allergen 

B13 --- --- 5.04/14.9 [271] 334854628 H. brasiliensis rubber elongation factor  

B14 --- --- 5.57/48.0 117 14423688 H. brasiliensis Enolase 1 

B15 --- --- 5.27/72.0 85 255543357 R. communis heat shock protein, putative 

B16 --- --- 5.12/91.0 88 225456951 V. vinifera cell division cycle protein 48 homolog  

B17 --- --- 5.22/21.0 [67]  66735596 A. hypogaea phospholipase D alpha 

B18 --- --- 5.02/80.4 90 33326375 H. brasiliensis heat shock protein 

B19 --- --- 5.11/70.4 107 450880 A. thaliana heat shock cognate 70-1 

B20 --- --- 7.01/28.4 81 379068234 R. formosanum leucine-rich repeat protein 

B21 --- --- 5.57/48.0 101 14423688 H. brasiliensis enolase 1 

B22 --- --- 5.0/43.0 121 3288200 H. brasiliensis latex allergen 

B23 --- --- 5.64/42.2 [81] 113217 Daucus carota Actin-1 

B24 --- --- 97.2/6.1 84 147835357 V. vinifera hypothetical protein 

B25 --- --- 5.67/11.7 81 170525118 P. mendocina geranylgeranyl reductase 

B26 --- --- 8.11/43.2 83 145346735 O. lucimarinus predicted protein 

B27 --- --- 4.79/29.0 [101]  37903393 S. hybrid  14-3-3-like protein 

B28 --- --- 9.46/35.5 181 10946499 H. brasiliensis beta-1,3-glucanase  

B29 --- --- 9.4/41.5 105 124365253 H. brasiliensis beta-1,3-glucanase 

B30 --- --- 4.8/22.3 130 14423933 H. brasiliensis small rubber particle protein 

B31 --- --- 7.77/20.7 132 313586569 H. brasiliensis hypothetical protein 19  

B32 --- --- 6.56/8.5 162 327492451 M. crystallinum N-terminal end of polyubiquitin 

B33 --- --- 5.73.15.7 87 27449246 H. brasiliensis Cu/Zn superoxide dismutase SOD 

B34 --- --- 4.61/12.8 84 29170601 H. brasiliensis small rubber particle protein 

B35 --- --- 5.01/10.3 [118] 242080683 S. bicolor hypothetical protein 

Note:  
aAssigned spot (S1-S252) or band (B1-B35) number as indicated in Fig. 2. 

bThe statistical percent of volue value (Vol%) of the target protein spot in all the proteins in the 

2-DE gels produced by ImageMaster.  

c, dThe experimental (c) and theoretical (d) values for the mass (kDa) and pI of identified proteins. 

The theoretical values were retrieved from the protein database, and the experimental values 

were produced by ImageMaster.  

eMascot searched scores (M.S.) against NCBInr for the MS and [MS/MS] searched results. 

fDatabase accession (gi|) numbers according to NCBInr. ---, the values were not detected. 
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Supplementary Table S2 MS identification of the differential latex proteins in DIGE gels 

Spot 
NO.a 

Changedb 

3 | 5-day 
Exper.c 
pI/Mr 

Thero.d 
pI/Mr 

M.S. e

Score 
NCBI 
No.f 

Plant  
species 

Protein  
name 

D1 -1.23/-1.85 5.19/30 4.71/28.6 [278] 255545912 R. communis 14-3-3 protein, putative 

D2 -1.47/-1.97 4.75/51 4.6/41.5 93 37719658 H. brasiliensis 50 kDa protein 

D3 -1.51/-2.09 4.78/49 4.6/41.5 85 37719658 H. brasiliensis 50 kDa protein 

D4 -1.24/-4.02 5.87/62 5.64/27.4 [324] 147805616 V. vinifera hypothetical protein VITISV_028800 

D5 -1.24/-1.68 6.33/68 5.3/35.8 [122] 224137430 P. trichocarpa predicted protein  

D6 1.31/1.59 5.16/47 5.57/48.0 [229] 14423688 H. brasiliensis Enolase 1 

D7 -1.52/-2.74 4.55/50 4.6/41.5 95 37719658 H. brasiliensis 50 kDa protein 

D8 1.11/1.54 5.45/61 5.87/95.0 123 255565836 R. communis eukaryotic translation elongation factor 

D9 1.52/1.34 4.93/41 5.047/54.4 146 225428086 V. vinifera V-type proton ATPase subunit B 1  

D10 -1.27/-1.57 6.42/16 5.65/20.9 [446] 2832430 H. brasiliensis Pro-hevein 

D11 -1.23/-1.54 6.61/15 5.63/22.7 [158] 123062 H. brasiliensis Pro-hevein 

D12 -1.52/1.31 5.87/71 5.42/45.9 [77] 15237159 A. thaliana regulatory particle triple-A ATPase 3 

D13 -1.53/1.19 6.0/21 5.63/22.7 [129] 123062 H. brasiliensis Pro-hevein 

D14 -1.09/1.56 5.94/54 5.75/35.6 [196] 225446010 V. vinifera glucose-6-phosphate 1-epimerase 

D15 1.51/-1.53 5.25/97 5.15/75.5 [338] 1143427 C. sativus heat shock protein 70  

D16 -1.43/-1.87 6.23/48 4.94/28.6 [198] 255558037 R. communis nucleic acid binding protein, putative 

D17 -1.27/-1.52 6.35/18 5.73/15.7 [105] 27449246 H. brasiliensis Cu/Zn superoxide dismutase 

D18 -1.07/-1.55 6.96/14 5.64/20.9 [446] 2832430 H. brasiliensis pro-hevein 

D19 -1.57/-1.53 6.6/99 6.08/59.6 [301] 255551408 R. communis chaperonin containing t-complex protein 1 

D20 -1.51/-1.82 6.02/55 6.18/35.6 [75] 225438145 V. vinifera malate dehydrogenase, cytoplasmic 

D21 1.75/-1.98 5.6/43 5.19/56.6 [116] 224056377 R. communis Aspartic proteinase precursor, putative 

D22 1.15/-1.55 5.59/54 7.63/31.6 [145] 255554865 R. communis lactoylglutathione lyase, putative 

D23 -1.95/1.55 6.23/64 5.83/27.7 [466] 356517215 G. max uncharacterized protein LOC100817735 

D24 1.52/1.14 5.55/98 5.1/71.2 [505] 356569000 G. max heat shock cognate 70 kDa protein 

D25 1.54/1.52 5.01/13 5.04/14.7 [405] 132270 H. brasiliensis Rubber elongation factor protein 

D26 1.51/-1.11 6.53/42 7.81/31.3 [79] 6624721 P. sativum cysteine protease, putative  

D27 1.55/-1.1 5.24/13 5.04/14.7 [340] 132270 H. brasiliensis Rubber elongation factor protein 

D28 3.01/1.06 5.96/87 5.47/46.2 [115] 314991144 G. hirsutum mitogen-activated protein kinase 

D29 -2.92/1.05 6.01/33 5.59/18.4 [82] 118485535 P. trichocarpa unknown  

D30 1.26/1.54 5.11/13 5.04/14.7 [470] 132270 H. brasiliensis Rubber elongation factor protein 

D31 1.58/-1.15 6.61/41 6.43/36.7 [80] 470127750 F. vesca  uncharacterized protein LOC101300446 

D32 1.53/1.19 5.69/14 5.04/14.7 [398] 132270 H. brasiliensis Rubber elongation factor protein 

D33 1.67/1.21 6.37/102 5.31/47.9 [106] 351724891 G. max enolase 

D34 1.56/1.32 5.27/68 4.65/41.4 [154] 255578278 R. communis hypothetical protein RCOM_0537780 

D35 1.53/1.19 6.63/41 5.15/75.5 [378] 1143427 C. sativus heat shock protein 70  

D36 1.55/1.54 6.54/82 6.96/41.2 [120] 164604960 H. brasiliensis acetyl-CoA C-acetyltransferase 

D37 -1.58/-1.53 6.54/41 8.99/18.9 [77] 37622210 H. brasiliensis small rubber particle protein 

D38 -1.49/1.52 5.24/35 4.87/30.8 [109] 255555641 R. communis 26S proteasome atpase regulatory subunit 

D39 -1.59/-2.53 6.32/31 6.08/24.9 [157] 255541320 R. communis proteasome subunit beta type 

D40 -1.55/-1.95 5.21/97 5.35/75.4 [459] 255570990 R. communis heat shock protein, putative  

D41 -1.26/-1.55 6.53/24 5.86/22.7 [97] 351726646 G. max uncharacterized protein 
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D42 1.51/1.87 5.49/72 4.98/54.8 [111] 166627 A. thaliana nucleotide-binding subunit of V-ATPase 

D43 -1.51/-1.53 6.21/14 5.04/14.7 [55] 132270 H. brasiliensis Rubber elongation factor protein 

D44 1.53/-1.39 6.71/34 5.84/27.5 [366] 255583952 R. communis proteasome subunit alpha type, putative 

D45 -1.21/-1.58 5.97/28 5.48/26.3 [189] 356547978 G. max eukaryotic translation initiation factor 3 

D46 -1.17/-1.56 6.51/31 6.4/23.7 [78] 310772392 M. glabra dehydroascorbate reductase 

D47 1.63/-1.29 5.54/19 5.39/17.9 [370] 255547584 R. communis Regulator of ribonuclease activity A 

D48 1.24/-1.55 6.72/85 6.29/35.5 [128] 255568992 R. communis conserved hypothetical protein 

D49 -1.52/-1.54 6.24/91 5.78/54.6 [206] 356522666 G. max ubiquitin carboxyl-terminal hydrolase 6 

D50 1.54/-1.23 5.51/47 5.84/27.4 [120] 224099853 P. trichocarpa predicted protein  

D51 -1.12/1.58 6.13/90 5.46/63.7 [380] 255568794 R. communis nucleoredoxin, putative 

D52 1.53/1.58 5.51/31 4.8/22.3 [137] 14423933 H. brasiliensis Small rubber particle protein 

D53 -1.01/1.53 5.9/45 5.48/25.6 [132] 333690873 H. brasiliensis glutathione-S-transferase tau 1 

D54 -1.27/1.55 6.01/62 5.71/38.4 [105] 356543702 G. max pulegone reductase-like 

D55 1.21/1.52 6.4/20 5.82/18.5 [56] 351721881 G. max heat shock protein,18.5 kDa class I 

D56 -1.09/1.56 5.61/96 5.02/48.4 [96] 462406561 P. persica hypothetical protein  

D57 1.12/1.59 6.64/35 7.6/30.6 [56] 255570177 R. communis proteasome subunit beta type 

D58 1.13/-1.54 6.75/16 5.93/18.3 [197] 3834310 A. thaliana Ubiquitin-conjugating enzyme 

D59 1.02/1.56 6.7/18 6.2/16.7 [256] 315937232 J. curcas ubiquitin-conjugating family protein 

D60 1.27/1.52 5.53/72 5.07/54.1 [271] 226531470 Z. mays vacuolar ATP synthase subunit B 

D61 -1.78/-2.65 6.34/22 5.64/20.9 [175] 2832430 H. brasiliensis pro-hevein 

D62 1.61/1.31 6.32/56 5.54/40.1 [195] 114199044 M. domestica caffeic acid O-methyltransferase 

D63 1.12/1.57 5.74/29 8.33/27.7 [77] 255538084 R. communis Adenine phosphoribosyltransferase 

D64 1.52/1.51 5.79/35 5.55/26.0 [94] 255546213 R. communis o-methyltransferase, putative 

D65 1.53/1.52 4.88/13 5.04/14.7 95 132270 H. brasiliensis Rubber elongation factor protein 

D66 1.57/1.51 4.9/23 4.8/22.3 122 14423933 H. brasiliensis Small rubber particle protein 

D67 1.56/1.53 4.82/23 4.8/22.3 135 14423933 H. brasiliensis Small rubber particle protein 

D68 1.54/1.51 4.88/26 4.79/29.5 93 388503664 L. japonicus unknown 

D69 1.57/1.14 5.05/49 5.01/46.6 96 4235430 H. brasiliensis latex-abundant protein 

D70 1.03/-1.52 5.18/15 8.01/11.2 [86] 30575570 C. paradisi HSP19 class II, partial 

D71 -1.54/-1.7 5.61/15 8.29/35.1 [60] 37806305 O. sativa hypothetical protein 

D72 -1.55/-1.56 5.69/27 8.72/34.1 [56] 3451147 H. brasiliensis chitinase 

D73 -1.59/-1.58 6.75/33 7.1/36.9 86 255540341 R. communis glyceraldehyde 3-phosphate dehydrogenase

D74 1.01/-1.55 4.95/40 5.0/43.0 [81] 3288200 H. brasiliensis latex allergen  

D75 -1.22/1.53 4.91/39 5.0/43.0 [138] 1916805 H. brasiliensis latex patatin homolog 

D76 -1.11/3.13 5.03/40 5.12/43.0 152 41581137 H. brasiliensis latex allergen hev b 7.02 

D77 -1.07/2.02 5.06/40 5.12/43.0 142 41581137 H. brasiliensis latex allergen hev b 7.02 

D78 -1.27/-1.58 3.65/33 9.45/38.9 156 4469175 H. brasiliensis beta-1,3-glucanase 

D79 -1.17/-1.61 5.64/16 6.22/34.3 84 34538473 H. vulgare caleosin 1 

D80 1.54/1.16 5.03/49 5.49/47.1 144 255560725 R. communis  dead box ATP-dependent RNA helicase 

D81 1.52/1.1 4.91/46 4.65/41.4 [76] 255578278 R. communis hypothetical protein RCOM_0537780 

D82 -1.04/1.68 5.27/44 5.44/50.1 83 2501850 N. tabacum GDP dissociation inhibitor 

D83 -1.06/-1.52 4.9/49 4.72/28.9 [74] 3264769 P. armeniaca late embryogenesis-like protein  

D84 1.04/1.55 4.98/27 5.84/27.4 [69] 224099853 P. trichocarpa predicted protein 

D85 -1.56/-1.03 5.17/21 5.06/19.6 [410] 38122474 H. brasiliensis rubber elongation factor 
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D86 -1.52/2.18 5.21/22 5.06/19.6 [226] 38122474 H. brasiliensis rubber elongation factor 

D87 1.53/1.52 4.62/19 4.06/15.2 [496] 334854634 H. brasiliensis elicitor-responsive protein 

D88 -1.57/-1.62 5.37/16 5.39/18.0 [180] 224144943 P. trichocarpa predicted protein 

D89 -1.58/-1.28 6.74/16 5.63/22.7 96 123062 H. brasiliensis Pro-hevein 

D90 -1.58/-4 5.42/22 5.06/19.6 99 38122474 H. brasiliensis rubber elongation factor 

D91 -1.02/-1.61 5.35/26 6.17/27.5 [49] 1709761 S. oleracea Proteasome subunit alpha type-4 

D92 -1.58/1.02 5.22/22 5.06/19.6 125 38122474 H. brasiliensis rubber elongation factor 

D93 -1.56/-1.52 5.75/23 8.44/29.9 93 157831407 H. brasiliensis Chain A, Crystal Structures Of Hevamine 

D94 1.03/-1.58 5.52/33 5.89/27.9 [89] 3127890 C. arietinum cysteine synthase, O-acetyl-(thiol)-lyase 

D95 -1.24/3.05 5.05/39 5.0/43.9 [59] 51315784 H. brasiliensis Esterase 

D96 1.39/5.24 5.29/21 5.06/19.6 98 38122474 H. brasiliensis rubber elongation factor 

D97 1.04/1.52 5.02/27 7.63/31.6 [55] 255554865 R. communis lactoylglutathione lyase, putative 

D98 1.58/1.39 5.51/26 5.93/27.6 86 15225839 A. thaliana proteasome subunit alpha type-3 

D99 1.55/1.02 4.45/15 4.61/12.8 [97] 29170601 H. brasiliensis small rubber particle protein 

D100 -1.09/-1.63 5.46/13 5.64/20.9 [84] 2832430 H. brasiliensis pro-hevein 

D101 -1.67/-1.16 5.55/14 6.82/15.0 [68] 224054224 P. trichocarpa predicted protein 

D102 1.13/1.72 5.01/11 5.45/11.2 81 268321205 H. brasiliensis latex cystatin 

D103 -1.62/-1.02 5.16/15 6.4/8.6 81 242083244 S. bicolor hypothetical protein 

D104 1.57/1.12 4.94/13 4.61/12.8 [85] 29170601 H. brasiliensis small rubber particle protein 

D105 -2.51/-3.62 4.13/13 4.1/16.9 [128] 354318 T. aestivum calmodulin 

D106 -1.51/-8.05 4.12/21 4.8/22.3 85 14423933 H. brasiliensis Small rubber particle protein 

D107 -2.36/1.06 4.45/24 4.8/22.3 165 14423933 H. brasiliensis Small rubber particle protein 

D108 -1.62/-1.1 5.36/47 5.57/48.0 107 14423688 H. brasiliensis Enolase 1 

D109 1.61/1.65 5.01/26 5.48/25.6 [52] 333690873 H. brasiliensis glutathione-S-transferase tau 1 

D110 -1.12/-1.57 5.09/15 5.95/17.6 [87] 140083605 R. hybrid  cytosolic class II HSP17.5 

D111 -2.32/-11.52 4.02/41 5.01/14.6 [88] 37901124 H. brasiliensis latex abundant protein 1 

D112 -1.27/-1.87 4.35/40 4.53/38.0 [173] 359806300 G. max uncharacterized protein 

D113 -8.92/-8.16 4.28/38 4.53/38.1 [166] 37625031 V. aestivalis ankyrin-repeat protein 

D114 1.02/-1.7 4.39/38 4.45/37.5 [71] 13310811 N. tabacum ankyrin-repeat protein HBP1 

D115 -1.64/-1.6 4.31/36 4.5/25.3 [117] 378464888 A. mongolicus translation elongation factor  

D116 -1.08/-1.94 4.83/30 5.26/35.7 [132] 22261807 S. tuberosum Light-induced protein, chloroplastic 

D117 1.21/1.73 5.13/30 5.64/27.4 [136] 147805616 V. vinifera hypothetical protein VITISV_028800 

D118 1.63/1.17 5.08/46 5.04/54.4 [377] 225428086 V. vinifera V-type proton ATPase subunit B 1 

D119 1.01/1.56 4.78/42 5.28/47.1 [59] 224071449 P. trichocarpa phospholipase A 

D120 -1.57/1.52 4.81/16 5.91/13.4 81 116789736 P. sitchensis unknown 

D121 -1.12/-1.65 5.35/17 5.98/51.0 [51] 115392253 C. betuloides polyphenol oxidase 

D122 -1.21/-1.9 5.36/19 5.39/18.0 [210] 225430941 V. vinifera regulator of ribonuclease-like protein 2 

D123 -1.81/1.07 4.81/19 9.23/58.4 [104] 255539441 R. communis actin depolymerizing factor, putative 

D124 -1.1/2.05 5.32/24 6.06/22.6 [369] 357480975 M. truncatula Proteasome subunit beta type 

D125 -1.21/1.65 5.51/37 5.54/41.0 [123] 380468126 H. brasiliensis caffeic acid 3-O-methyltransferase  

D126 -1.05/1.55 5.28/36 5.54/41.0 [117] 380468126 H. brasiliensis caffeic acid 3-O-methyltransferase 

D127 -1.59/1.15 5.11/26 5.41/27.5 [159] 284433794 J. curcas glutathione S-transferase omega 

D128 -1.05/-1.64 5.56/28 6.09/30.8 [52] 255567721 R. communis carboxymethylenebutenolidase, putative  

D129 -1.74/1.13 5.44/33 5.5/34.4 82 255542380 R. communis cysteine synthase, putative 
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D130 -1.62/-1.64 5.09/72 5.18/90.5 174 351727028 G. max cell division cycle protein 48 homolog 

D131 -1.65/-1.12 6.28/38 6.86/51.8 [802] 14916100 H. brasiliensis hydroxymethylglutaryl CoA synthase 

D132 -1.62/-1.01 5.25/34 8.64/36.3 [99] 357514973 M. truncatula Annexin D4 

D133 1.62/1.06 5.41/37 5.49/42.2 [314] 21536853 A. thaliana phosphoglycerate kinase, putative 

D134 1.71/1.16 5.68/39 5.82/41.6 [77] 255547137 R. communis Alpha-1,4-glucan-protein synthase  

D135 -1.02/1.57 5.31/25 5.48/25.6 [386] 333690873 H. brasiliensis glutathione-S-transferase tau 1 

D136 1.1/1.72 5.15/25 5.62/25.8 [104] 2970051 V. radiata ARG10 

D137 -1.66/1.63 5.23/21 5.64/20.9 [217] 2832430 H. brasiliensis pro-hevein 

D138 -1.1/-1.71 4.98/23 4.8/22.3 [384] 14423933 H. brasiliensis Small rubber particle protein 

D139 1.63/1.09 5.01/15 5.04/14.7 [379] 132270 H. brasiliensis Rubber elongation factor protein 

D140 -1.56/-1.62 5.54/13 5.64/20.9 [344] 2832430 H. brasiliensis pro-hevein 

D141 -1.63/-1.54 5.35/13 5.63/22.7 [158] 123062 H. brasiliensis Pro-hevein 

D142 1.63/1.51 5.01/13 5.04/14.7 [405] 132270 H. brasiliensis Rubber elongation factor protein 

D143 1.61/1.64 5.11/13 5.04/14.7 [470] 132270 H. brasiliensis Rubber elongation factor protein 

Note:  
aAssigned spot number (D1-D143) as indicated in Fig. 3. 
bThe relatively changed ratios of the target protein spots in the 3 and 5 days latex from rubber 

trees treated by water and ethylene. All the protein spots in the 2-D DIGE gels were analyzed by 
DeCyder 7.0 software.  

c, dThe experimental (c) and theoretical (d) values for the mass (kDa) and pI of identified proteins. 
The theoretical values were retrieved from the protein database, and the experimental values 
were produced by ImageMaster. 

eMascot searched scores (M.S.) against NCBInr for the MS and [MS/MS] searched results. 
fDatabase accession (gi|) numbers according to NCBInr. 
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Supplementary Table S3 MS information of ethylene responsive latex proteins by iTRAQ 

Protein 
No. I-a 

Unb 
Score  

Cov.c 
95% 

Peptidesd 
(95%) 

Ratio e

E3/D3 

Ratio e 

E5/D5 
Accession  
speciesf 

Protein name 

2 66.5 67.1 135 0.38  0.57  tr|D1M8S7|D1M8S7_HEVBR Beta-1,3-glucanase 

5 58.21 95.4 66 3.25  1.54  sp|Q39967|ALL5_HEVBR Major latex allergen Hev b 5 

7 54.77 71.6 105 0.33  0.30  tr|Q706V4|Q706V4_HEVBR Latex allergen hev b 7.02 

10 44.55 56.2 49 0.39  0.75  tr|E5FR85|E5FR85_MORAL Actin 

11 43.62 38.3 34 1.58  1.42  tr|Q71EE1|Q71EE1_HEVBR Heat shock protein 

12 42.03 35.4 37 0.46  0.56  tr|Q5VLJ6|Q5VLJ6_HEVBR 50 kDa protein 

13 41.88 76 55 0.65  0.45  tr|A9ZMZ4|A9ZMZ4_HEVBR Acetyl-CoA C-acetyltransferase 

15 39.75 45.2 55 0.30  0.37  sp|Q9LEJ0|ENO1_HEVBR Enolase 1 

17 37.25 65.5 49 0.52  0.30  tr|Q9ZSP8|Q9ZSP8_HEVBR Latex-abundant protein 

18 34.69 43.4 22 0.49  0.35  tr|Q944G0|Q944G0_HEVBR Mevalonate disphosphate decarboxylase 

19 32.73 46.6 41 0.50  0.77  sp|P81406|GAPN_PEA glyceraldehyde-3-phosphate dehydrogenase 

22 31.1 42.7 22 0.19  0.44  tr|Q944F8|Q944F8_HEVBR Hydroxymethylglutaryl CoA synthase 

23 30.18 25.5 30 2.17  1.57  tr|B9SI90|B9SI90_RICCO Methyl transferase 

24 30.15 42 36 0.31  0.59  tr|B9RZR0|B9RZR0_RICCO ATP-citrate synthase 

25 29.94 42.5 31 0.34  0.36  tr|B9R8U5|B9R8U5_RICCO Phosphofructokinase, putative 

27 27.55 51.5 17 0.53  0.86  tr|F2YZ43|F2YZ43_HEVBR 14-3-3 protein 2 

28 27.3 65.4 20 0.38  0.39  tr|Q40208|Q40208_LOTJA RAB2A 

30 27.13 90 24 0.33  0.40  tr|F8SKC5|F8SKC5_HEVBR Elicitor-responsive protein 

31 27.02 37.6 16 1.60  1.32  tr|C6TEK4|C6TEK4_SOYBN phospholipase D alpha 1 

32 27.02 22.7 28 0.63  0.55  tr|B9RV56|B9RV56_RICCO Phospholipase D 

33 26.07 64.5 48 0.06  0.28  tr|B3FNQ1|B3FNQ1_HEVBR Peptidyl-prolyl cis-trans isomerase 

39 24.89 97.4 54 0.39  0.61  tr|Q84T88|Q84T88_HEVBR Small rubber particle protein 

40 24.28 45.2 40 2.07  1.56  tr|Q8H9B1|Q8H9B1_9ROSI eukaryotic translation elongation factor 1 

42 24.12 36.8 28 1.87  1.11  tr|B9SP64|B9SP64_RICCO Phosphoglucomutase, putative 

43 23.88 22.7 15 0.59  0.70  tr|B9S8D6|B9S8D6_RICCO Trehalose-6-phosphate synthase 

49 22.33 12.4 11 1.84  2.19  tr|B9I8G4|B9I8G4_POPTR Exportin-1 

50 22.29 26 14 1.51  2.20  tr|E9KF95|E9KF95_HEVBR Invertase 2 

53 21.98 15.9 14 0.57  0.62  tr|A9NIV2|A9NIV2_MANES Sucrose synthase 

54 21.97 32.8 19 0.31  0.92  tr|B9NBW3|B9NBW3_POPTR Malate dehydrogenase 

55 21.39 30.8 18 1.51  1.63  tr|B9RSN1|B9RSN1_RICCO Chaperonin containing t-complex protein 1 

57 21.05 24.2 17 3.50  2.24  tr|E4MXI2|E4MXI2_THEHA Luminal binding protein 

58 21.05 22.7 12 0.36  0.70  tr|B9RM60|B9RM60_RICCO Glu-fructose-6-phosphate aminotransferase 

60 20.86 29.1 28 0.29  0.40  tr|B9STR1|B9STR1_RICCO Leucine aminopeptidase, putative1 

61 20.57 41.2 17 0.63  0.39  tr|B9RIY3|B9RIY3_RICCO Rab GDP dissociation inhibitor 

64 19.65 36.3 16 0.60  0.44  tr|B9RLK7|B9RLK7_RICCO Alpha-1,4-glucan-protein synthase  

69 18.74 19.2 18 0.58  0.57  tr|B9RBP6|B9RBP6_RICCO Heat shock protein 70 

70 18.66 38.1 12 0.52  0.45  tr|Q9ZSZ6|Q9ZSZ6_HEVBR DnaJ protein 

71 18.31 33.9 13 0.54  0.63  tr|B9RHY3|B9RHY3_RICCO Phosphoglycerate kinase 

73 18.11 13.1 13 0.63  0.52  tr|B9SYR5|B9SYR5_RICCO Alanyl-tRNA synthetase, putative  

76 17.33 21.8 9 1.72  1.29  tr|B9I5Y4|B9I5Y4_POPTR T-complex protein 1 subunit theta 

77 17.27 42.2 15 2.23  1.96  tr|Q8L3U6|Q8L3U6_HEVBR Cis-prenyl transferase II 
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80 16.77 39.6 10 0.47  0.72  tr|B9S943|B9S943_RICCO GTP-binding protein ras-like protein 

83 16.69 7.1 7 0.23  0.66  tr|F6HJZ9|F6HJZ9_VITVI cullin-associated protein 1 

85 16.45 40.7 14 1.71  1.12  tr|B9RR89|B9RR89_RICCO Proteasome subunit alpha type 

86 16.41 37.5 8 2.07  1.87  tr|C6TKI4|C6TKI4_SOYBN Proteasome subunit alpha type 

87 16.33 16.6 10 0.41  0.26  tr|B9R7S8|B9R7S8_RICCO Glucose-6-phosphate isomerase 

89 16.31 19.8 12 2.11  1.37  tr|B9S5K6|B9S5K6_RICCO 26S proteasome regulatory subunit 

95 16.17 27.3 13 0.47  0.74  tr|D2D2Z1|D2D2Z1_GOSHI UDP-D-glucose pyrophosphorylase 

98 15.62 14.3 12 0.61  0.59  tr|B9SJV6|B9SJV6_RICCO Eukaryotic translation initiation factor 2c 

99 15.49 11.9 10 1.80  1.49  tr|A5AHP0|A5AHP0_VITVI Coatomer subunit beta 

102 15.18 18.4 15 0.42  0.59  tr|B9SH99|B9SH99_RICCO Nucleoredoxin, putative 

106 14.96 32.3 13 0.44  0.76  tr|B9SIT3|B9SIT3_RICCO L-lactate dehydrogenase 

108 14.87 27.6 10 1.51  1.47  tr|A5BEF3|A5BEF3_VITVI 26S proteasome regulatory subunit 4 

109 14.75 17.6 10 0.55  0.72  tr|B9SS36|B9SS36_RICCO Chaperonin containing t-complex protein 1 

112 14.47 30 13 0.08  0.10  tr|B9RXK1|B9RXK1_RICCO Lactoylglutathione lyase, putative 

115 14.31 28.7 9 3.10  1.52  tr|B9SN65|B9SN65_RICCO Glucose 4-6-dehydratase, putative 

117 14.13 42.8 7 0.30  0.37  tr|A9PFQ6|A9PFQ6_POPTR Regulator of ribonuclease activity A 

119 14.02 22.1 8 0.22  0.28  tr|Q547W6|Q547W6_HEVBR Hydroxymethylglutaryl CoA reductase 

122 13.95 13.5 11 0.58  1.19  tr|B9II82|B9II82_POPTR villin-2 

125 13.43 11.8 11 0.17  0.40  tr|F6HTU8|F6HTU8_VITVI Cysteine synthase 

129 13.13 39.2 7 0.52  0.66  tr|C6TGU2|C6TGU2_SOYBN Proteasome subunit alpha type 

131 12.95 31.6 7 2.47  1.62  sp|O22518|RSSA_SOYBN 40S ribosomal protein SA 

132 12.91 19.8 9 2.27  1.66  tr|D2D2Z2|D2D2Z2_GOSHI UDP-D-glucose dehydrogenase 

133 12.91 25.4 9 0.56  0.73  tr|Q8L7F4|Q8L7F4_HEVBR Farnesyl diphosphate synthase 

134 12.79 27.6 9 0.21  0.77  tr|F6HPS0|F6HPS0_VITVI Serine/threonine-protein phosphatase 

135 12.78 18.2 12 0.63  1.20  tr|B9RCK2|B9RCK2_RICCO Calcium-dependent protein kinase 

136 12.7 18.5 6 0.64  0.79  tr|D7TKK5|D7TKK5_VITVI obg-like ATPase 1 

138 12.64 19.3 9 0.46  0.69  tr|D7SUQ2|D7SUQ2_VITVI GTP-binding nuclear protein Ran-3 

141 12.36 27 10 0.55  0.47  tr|D7SUD7|D7SUD7_VITVI Aspartate aminotransferase 

145 12.21 34.9 15 0.29  0.38  sp|Q39962|CBPR_HEVBR Citrate-binding protein 

148 12 61.8 41 0.55  0.66  tr|A9ZMZ5|A9ZMZ5_HEVBR Acetyl-CoA C-acetyltransferase 

150 11.87 29.8 10 2.40  1.42  sp|Q39963|PDX1_HEVBR Pyridoxal biosynthesis protein PDX1 

151 11.81 27.5 9 1.75  1.51  tr|B9RC03|B9RC03_RICCO NAD dependent epimerase/dehydratase 

152 11.77 50 23 0.61  0.63  tr|B1NDK1|B1NDK1_9ERIC Calmodulin 

160 11.38 20.7 7 0.44  0.62  tr|B9RAM4|B9RAM4_RICCO 26S proteasome non-atpase 

161 11.37 21.3 22 0.31  0.42  tr|Q6XNP8|Q6XNP8_HEVBR Abscisic acid stress ripening-related protein 

167 11.12 18 7 10.47 2.51  tr|C7B9C0|C7B9C0_RICCO Myo-inositol-1-phosphate synthase 

168 10.98 22.2 11 0.45  0.64  tr|B9SZU0|B9SZU0_RICCO Catalytic, putative 

169 10.97 15.2 5 1.53  1.66  tr|B9SWY5|B9SWY5_RICCO Proliferation-associated 2g4 

170 10.95 26.1 12 0.30  0.52  tr|B9SVA7|B9SVA7_RICCO Aspartic proteinase, putative 

175 10.83 33.5 8 0.08  0.59  tr|Q6J6I5|Q6J6I5_HEVBR Phosphoglyceride transfer protein 

182 10.63 15.2 10 1.75  1.24  tr|B9RYE9|B9RYE9_RICCO Polyadenylate-binding protein, 

186 10.47 29 7 1.60  1.41  tr|B9SPS6|B9SPS6_RICCO Proteasome subunit beta type 

187 10.45 42.2 8 0.52  0.70  tr|B9GTP5|B9GTP5_POPTR ras-related protein RABC1 isoform 

188 10.41 17.3 7 7.52  1.63  sp|P29685|ATPBM_HEVBR ATP synthase subunit beta 
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191 10.38 7 5 0.58  0.60  tr|B9RUL1|B9RUL1_RICCO Acid phosphatase, putative 

195 10.23 4.2 5 5.50  2.29  tr|B9RN01|B9RN01_RICCO Putative uncharacterized protein 

197 10.18 24.9 10 0.55  0.59  tr|B9SIC4|B9SIC4_RICCO chitinase Class I, putative 

198 10.16 20.1 9 0.52  0.31  tr|B9RTJ4|B9RTJ4_RICCO Stem-specific protein TSJT1SV=1 

204 9.98 21.7 9 1.85  1.56  tr|A9PFJ7|A9PFJ7_POPTR Pyruvate kinase 

205 9.88 66.3 40 0.66  0.75  tr|F8RW92|F8RW92_HEVBR Peptidyl-prolyl cis-trans isomerase 

208 9.79 6.4 6 3.31  2.11  tr|B9T1E9|B9T1E9_RICCO Importin beta-3, putative 

210 9.66 31.3 12 1.67  1.53  tr|Q2XPH2|Q2XPH2_MANIN Profilin 

212 9.6 37.5 7 0.35  0.72  tr|Q8GZP2|Q8GZP2_HEVBR Superoxide dismutase [Cu-Zn] 

213 9.57 13.9 8 0.66  0.53  tr|B9RKX9|B9RKX9_RICCO Seryl-tRNA synthetase, putative 

216 9.47 18.8 21 0.36  0.77  tr|B9GH43|B9GH43_POPTR Phospholipase D 

219 9.44 47.7 12 0.65  0.66  tr|F2YZ44|F2YZ44_HEVBR 14-3-3 protein 3 

220 9.44 19.2 6 0.61  0.63  tr|Q14VV8|Q14VV8_BOENI Caffeic acid O-methyltransferase 

221 9.34 35.3 10 0.28  0.53  tr|D2JWP4|D2JWP4_POPDE Pathogenesis-related thaumatin 

224 9.24 32.6 7 0.52  0.61  tr|D2WL72|D2WL72_POPTR Glutathione transferase 

226 9.2 32.7 26 0.57  0.52  tr|E8Z9H3|E8Z9H3_HEVBR Latex cystatin 

227 9.17 40.6 14 0.17  0.40  tr|F2VXU6|F2VXU6_HEVBR Rab4 

230 9.12 14.9 7 0.54  0.62  tr|B9H8X6|B9H8X6_POPTR 6-phosphofructokinase 3 

241 8.78 35.9 6 0.40  0.58  tr|D6BR55|D6BR55_9ROSI Acyl-CoA-binding protein 

242 8.71 61.9 13 0.58  0.58  tr|D9I9X9|D9I9X9_HEVBR Actin-depolymerizing factor 

244 8.65 23.3 6 1.61  1.50  tr|B9R7X1|B9R7X1_RICCO Proteasome subunit alpha type 

245 8.65 41.8 7 0.65  0.70  tr|F8RWS9|F8RWS9_HEVBR ubiquitin-protein ligase 1 

246 8.6 12.1 6 1.79  0.69  tr|B9HR67|B9HR67_POPTR Plant synaptotagmin 

247 8.57 6.7 4 2.03  1.66  tr|B9SE11|B9SE11_RICCO Delta 1-pyrroline-5-carboxylate synthetase 

248 8.56 16.7 6 0.34  0.50  tr|F6HNF4|F6HNF4_VITVI adenosine kinase 2 

256 8.36 19.2 6 0.66  0.75  tr|B9HJ73|B9HJ73_POPTR Fructose-bisphosphate aldolase 

261 8.15 14.2 8 0.53  0.96  tr|B9RKG2|B9RKG2_RICCO Arginyl-tRNA synthetase, putative 

262 8.15 10.3 5 0.20  0.65  tr|E2DQG6|E2DQG6_MANES Carotenoid cleavage dioxygenase 1 

264 8.09 43 5 0.28  0.31  tr|B3FNP8|B3FNP8_HEVBR Glutaredoxin  

266 8.05 42 8 0.46  0.58  tr|B9T509|B9T509_RICCO ras-related protein RABA3 

267 8.02 29 6 0.39  0.12  tr|B9RKM9|B9RKM9_RICCO Peroxiredoxin, putative 

268 8 9.3 4 1.53  1.67  tr|B9S6T7|B9S6T7_RICCO Ubiquilin, putative 

269 7.99 7.5 5 0.61  0.57  tr|B9IGY9|B9IGY9_POPTR 2,3-bispho-phosphoglycerate mutase 

278 7.82 20.6 10 0.58  0.62  tr|B9SXW5|B9SXW5_RICCO 26S proteasome non-atpase 

279 7.78 14.4 7 0.47  0.67  tr|B9GXV5|B9GXV5_POPTR FAS-associated factor 2 

280 7.72 3.6 5 0.34  0.50  tr|B9RRX1|B9RRX1_RICCO Putative uncharacterized protein 

281 7.7 12.3 5 3.25  0.90  tr|B9SR96|B9SR96_RICCO Glutamate decarboxylase, putative 

284 7.66 15 5 0.38  1.00  tr|B2Z6Q5|B2Z6Q5_POPTR hydroxycinnamoyltransferase 

289 7.53 7.3 6 1.50  1.39  tr|B9SCN8|B9SCN8_RICCO Eukaryotic translation initiation factor 2c 

290 7.51 21.9 22 0.66  1.37  tr|O04975|O04975_MESCR Fructose-bisphosphate aldolase 

293 7.44 18.2 5 0.11  0.68  tr|B9S3Y6|B9S3Y6_RICCO Nuclear protein localization 

297 7.32 21.9 5 0.50  0.64  tr|B9S228|B9S228_RICCO Nucleic acid binding protein 

299 7.28 28.7 9 1.57  0.84  tr|B9HUT6|B9HUT6_POPTR Proteasome subunit beta type 

306 7.1 12.1 5 2.78  1.59  tr|B9HIC5|B9HIC5_POPTR differentiation associated protein 
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310 7.05 18.2 4 1.51  1.12  tr|B9RIC4|B9RIC4_RICCO 40S ribosomal protein S2, putative 

314 6.98 13.9 4 0.47  0.52  tr|A9PEP6|A9PEP6_POPTR DNA damage-inducible protein 

315 6.98 5 4 0.44  0.60  tr|F6H158|F6H158_VITVI Putative uncharacterized protein 

321 6.86 6.5 3 1.80  1.08  tr|B9SG36|B9SG36_RICCO Ubiquitin-protein ligase, putative 

322 6.86 20.2 7 0.44  2.25  tr|B9GXZ6|B9GXZ6_POPTR alanine aminotransferase 

324 6.85 19.6 5 0.51  0.71  tr|A5AQP2|A5AQP2_VITVI ATP-citrate synthase alpha chain 

327 6.81 33.3 36 0.65  0.70  tr|B2MW33|B2MW33_HEVBR Heat shock protein 70 

328 6.77 17.7 5 0.32  2.32  tr|B9SCD6|B9SCD6_RICCO Esterase D, putative 

329 6.77 30.3 6 0.23  0.75  tr|B9H2B8|B9H2B8_POPTR Predicted protein 

335 6.7 24.3 7 0.37  0.53  tr|B9RLJ0|B9RLJ0_RICCO L-asparaginase, putative 

338 6.66 12.1 4 0.61  1.26  tr|B9HLM0|B9HLM0_POPTR Chorismate synthase 

343 6.6 17.6 4 2.09  0.82  tr|B9SKG4|B9SKG4_RICCO 40S ribosomal protein S11, putative 

345 6.54 6.8 4 0.33  1.27  tr|E6NU17|E6NU17_9ROSI JHL07K02.17 protein 

348 6.52 7 4 31.33 2.51  tr|B9SUE9|B9SUE9_RICCO Hydrolase, O-glycosyl compounds 

349 6.51 31.9 4 2.42  1.28  tr|B9SWB0|B9SWB0_RICCO 60S ribosomal protein L12, putative 

350 6.49 14.7 4 0.48  0.84  tr|B9HG22|B9HG22_POPTR GTP-binding protein 

351 6.48 37.8 14 0.39  0.72  tr|A9ZN23|A9ZN23_HEVBR Cis-prenyl transferase 

355 6.46 22.7 3 2.27  0.86  tr|B9S120|B9S120_RICCO 40S ribosomal protein S14, putative 

357 6.44 64 14 0.51  1.17  tr|Q6T708|Q6T708_HEVBR Rubber elongation factor 

364 6.34 13.9 5 0.60  0.62  tr|Q9ZTT8|Q9ZTT8_GOSHI Chitinase, Class I 

366 6.31 67.1 9 2.78  1.56  tr|B3FNP9|B3FNP9_HEVBR Protease inhibitor protein 

369 6.2 51.7 17 2.61  1.12  tr|A9P8X5|A9P8X5_POPTR Ras-related protein RABB1b 

370 6.18 11.2 7 1.64  1.17  tr|F6HGX0|F6HGX0_VITVI Asparaginyl-tRNA synthetase 

371 6.18 17.6 5 0.63  1.25  tr|O24328|O24328_RICCO S-adenosyl-methionine hyltransferase 

372 6.14 8.1 3 2.31  2.14  tr|F6HQV3|F6HQV3_VITVI 60S ribosomal protein L4 

373 6.14 13.6 3 0.28  0.31  tr|B9SE47|B9SE47_RICCO Malate dehydrogenase 

374 6.12 18.5 7 0.09  0.29  tr|B9SUZ4|B9SUZ4_RICCO Alcohol dehydrogenase 

375 6.11 17.5 14 0.39  0.51  tr|G3G858|G3G858_CAMSI Methionine synthase 

382 6.03 24.2 4 1.71  1.47  tr|B9SA27|B9SA27_RICCO Trafficking protein particle complex subunit 

383 6.02 9.9 3 0.50  0.58  tr|Q5J3P0|Q5J3P0_MALDO Sucrose phosphate phosphatase 

386 6 19.1 3 2.19  1.74  tr|B9RYZ1|B9RYZ1_RICCO 60S ribosomal protein L9 

389 6 6.5 3 6.19  1.20  tr|B9IBL7|B9IBL7_POPTR Predicted protein 

390 5.99 18 7 0.39  0.71  tr|F6I510|F6I510_VITVI Putative uncharacterized protein  

391 5.98 11.8 5 0.54  1.06  tr|B9IER7|B9IER7_POPTR Carbonic anhydrase 

392 5.95 7.6 4 5.06  1.78  tr|B9SN36|B9SN36_RICCO Protein SEY1;root hair defective 3 

395 5.85 17.4 3 1.75  1.46  tr|B9SU88|B9SU88_RICCO Receptor for activated protein kinase 

401 5.79 22.9 4 1.61  3.14  tr|G0YC94|G0YC94_9ROSI Fumarylacetoacetate hydrolase 

408 5.72 65.7 8 1.51  1.34  sp|Q6XNP7|HPI_HEVBR Protease inhibitor 

409 5.7 13.6 8 0.58  0.50  tr|B9T5Y1|B9T5Y1_RICCO bisphosphate phosphodiesterase 

410 5.68 8.9 4 2.29  2.13  tr|B9GU26|B9GU26_POPTR Protein disulfide isomerase, putative 

412 5.65 8.4 4 3.16  1.62  tr|F6HLF4|F6HLF4_VITVI DEAD-box ATP-dependent RNA helicase 

413 5.62 15.1 3 0.64  1.24  tr|B9A9C9|B9A9C9_MORAL Urease accessory protein ureG 

414 5.61 7.9 3 0.41  1.27  tr|B9N3J3|B9N3J3_POPTR Predicted protein 

419 5.57 11.9 2 0.41  0.73  tr|B9IJM2|B9IJM2_POPTR Predicted protein 
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422 5.53 43.4 9 0.25  0.39  tr|Q94KV2|Q94KV2_MANES Aspartic protease 

424 5.45 43.5 31 3.02  2.08  tr|B9HV14|B9HV14_POPTR Vacuolar H+-ATPase catalytic subunit A 

426 5.44 42.9 55 0.41  0.51  sp|Q9LEI9|ENO2_HEVBR Enolase 2 

429 5.42 8.3 4 0.43  0.58  tr|C6TFR0|C6TFR0_SOYBN alpha-galactosidase-like isoform 1 

436 5.37 7.2 3 0.65  1.35  tr|Q6S9W9|Q6S9W9_GOSHI Betaine-aldehyde dehydrogenase 

437 5.35 12.4 5 0.45  0.61  tr|B9SPZ1|B9SPZ1_RICCO 2-hydroxyphytanoyl-CoA lyase 

439 5.34 9.4 5 2.58  2.14  sp|Q38871|CDPK5_ARATH Calcium-dependent protein kinase 5 

441 5.34 8 6 0.10  0.39  tr|B9SX16|B9SX16_RICCO acetylglucosamine transferase 

447 5.22 16.1 4 0.21  0.17  tr|D7TLU7|D7TLU7_VITVI Triosephosphate isomerase 

448 5.22 17.3 4 9.73  2.08  tr|B9RUZ3|B9RUZ3_RICCO Serine-threonine kinase receptor 

449 5.22 21.7 3 1.56  1.71  tr|A9PGL4|A9PGL4_POPTR 40S ribosomal protein 

453 5.19 20.4 5 0.38  0.53  tr|B9MU39|B9MU39_POPTR quinone oxidoreductase, putative 

456 5.16 59.1 79 0.13  0.65  tr|Q7XJ83|Q7XJ83_HEVBR Beta-1,3-glucanase 

459 5.11 38.7 34 0.47  0.54  tr|B9HIN6|B9HIN6_POPTR ATP-citrate synthase beta chain 

467 4.99 7.7 3 1.58  1.11  tr|D7U7I9|D7U7I9_VITVI COP9 signalosome complex 1 

475 4.89 5.6 2 0.60  0.64  tr|B9RF45|B9RF45_RICCO Amidase, putative 

478 4.86 5.2 3 0.52  1.06  tr|B9SBV7|B9SBV7_RICCO Ligatin, putative 

481 4.82 5.9 2 3.40  1.38  tr|B9RMR2|B9RMR2_RICCO Steroid dehydrogenase, putative 

482 4.81 11.6 5 0.61  0.56  tr|B9SGQ4|B9SGQ4_RICCO Importin alpha-2 subunit, putative 

485 4.79 8.8 4 0.58  0.72  tr|B9HRN7|B9HRN7_POPTR Adenylyl cyclase-associated protein 

487 4.74 10.6 2 0.66  0.89  tr|B9RF46|B9RF46_RICCO Mevalonate kinase, putative 

498 4.69 30.4 34 0.10  0.44  tr|B6EBD6|B6EBD6_SOYBN Heat shock protein 90-2 

503 4.65 4.9 2 0.60  0.69  tr|A9PF66|A9PF66_POPTR isoflavone reductase related protein 

504 4.65 13.2 3 0.44  0.57  tr|Q9STB5|Q9STB5_HEVBR Superoxide dismutase 

506 4.63 16.6 7 0.63  0.70  tr|C6TIP9|C6TIP9_SOYBN Cysteine synthase 

510 4.59 15.8 15 1.54  1.43  tr|B9T216|B9T216_RICCO Fimbrin, putative 

511 4.59 5.2 2 0.26  1.11  tr|B9HMM6|B9HMM6_POPTR Folylpolyglutamate synthase 

512 4.58 5.5 6 1.61  1.52  tr|B9S596|B9S596_RICCO Myosin XI, putative 

514 4.58 4.5 3 0.29  0.25  tr|A5C5R6|A5C5R6_VITVI Cinnamyl alcohol dehydrogenase 1 

516 4.57 12.2 5 0.14  0.57  tr|B9S1F8|B9S1F8_RICCO Acetylornithine deacetylase 

520 4.51 5.6 5 0.38  0.57  tr|B9SUT5|B9SUT5_RICCO Isoleucyl tRNA synthetase, putative 

533 4.37 9.8 2 0.31  0.21  tr|D7LDD9|D7LDD9_ARALL 3R-hydroxymyristoyl ACP dehydrase 

534 4.35 20 10 0.23  0.36  tr|B9RHV9|B9RHV9_RICCO Glyceraldehyde 3-phosphate dehydrogenase 

536 4.35 12.9 5 0.22  0.55  tr|B5M1W3|B5M1W3_RHEAU Glutathione-S-transferase 

547 4.31 15.8 8 15.42 3.93  tr|Q9M563|Q9M563_VITVI Beta-1,3-glucanase 

549 4.3 17.7 5 0.18  2.47  tr|B9HFG8|B9HFG8_POPTR annexin1 

550 4.3 8.2 3 0.61  0.39  tr|B9SS35|B9SS35_RICCO Argininosuccinate synthase, putative 

552 4.28 9.2 4 0.13  0.25  tr|Q5PYQ3|Q5PYQ3_MANES Glycerophosphodiester phosphodiesterase 

556 4.24 7.6 3 0.61  0.68  tr|B9SL55|B9SL55_RICCO DNA-binding protein smubp-2 

561 4.21 5.1 2 1.67  1.63  tr|B9I337|B9I337_POPTR transportin, putative 

562 4.21 17.7 3 1.60  1.65  tr|B9HYZ8|B9HYZ8_POPTR vacuolar protein sorting-associated protein 

563 4.2 16 7 0.29  0.42  tr|B9SFR8|B9SFR8_RICCO Aspartic proteinase, putative 

567 4.17 50.4 7 0.65  1.98  sp|O65812|PROF1_HEVBR Profilin-1 

572 4.15 7.5 2 7.45  2.63  tr|Q307Z8|Q307Z8_SOLTU ribosomal protein-like 
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578 4.13 45.4 5 0.65  0.52  tr|D4P094|D4P094_HEVBR Copper transport protein ATOX1 

580 4.12 10.2 4 0.60  2.02  tr|C6TIG8|C6TIG8_SOYBN auxin-induced protein PCNT115 

584 4.09 14 2 0.64  1.17  tr|B9IPT2|B9IPT2_POPTR FH protein interacting protein 

592 4.05 8.7 2 1.71  1.69  tr|B9MUU5|B9MUU5_POPTR Vesicle-associated protein 1 

596 4.05 12.9 4 0.52  0.30  tr|B9SJL8|B9SJL8_RICCO Protease C56, putative 

602 4.04 7.3 2 2.31  1.96  sp|O04373|ILL4_ARATH IAA-amino acid hydrolase ILR1-like 4 

605 4.03 8.3 4 0.48  0.56  tr|B9SC09|B9SC09_RICCO Putative uncharacterized protein 

606 4.03 4.1 4 0.21  0.39  tr|Q9LUL3|Q9LUL3_ARATH Lipase class 3 family protein 

610 4.02 15.2 6 1.91  1.58  tr|D7SXZ2|D7SXZ2_VITVI dehydrogenase/reductase 

612 4.01 23.6 3 0.52  0.27  sp|O64459|UGPA_PYRPY UTP-phosphate uridylyltransferase 

613 4.01 13.1 12 0.24  0.21  tr|Q7Y237|Q7Y237_EUOEU Chitinase 

618 4 64.6 79 0.60  0.33  tr|Q6JYQ9|Q6JYQ9_HEVBR HEV1.2 

625 4 14.1 6 0.65  1.05  tr|B9ST42|B9ST42_RICCO Pyruvate kinase 

628 4 8.4 3 0.22  0.22  tr|B9GFV7|B9GFV7_POPTR TBC1 domain family member 13 

631 4 29.9 2 3.05  2.04  tr|F4YFE3|F4YFE3_CAMSI Cytochrome b5 

634 4 5.7 2 0.46  1.44  tr|C6TGB0|C6TGB0_SOYBN Putative uncharacterized protein 

643 4 32.8 4 0.30  1.26  tr|D9IZZ6|D9IZZ6_HEVBR Translation machinery-associated protein 7 

648 3.96 10.8 2 0.22  0.59  tr|D7SIZ7|D7SIZ7_VITVI 20 kDa chaperonin, chloroplastic 

650 3.95 16.5 3 11.48 2.11  tr|D1ML39|D1ML39_9ROSI Ribosomal protein 

651 3.94 9.3 3 3.40  2.06  tr|B9RDG1|B9RDG1_RICCO Calcium lipid binding protein 

653 3.92 8.3 4 0.13  0.70  sp|Q9FK25|OMT1_ARATH Quercetin 3-O-methyltransferase 1 

666 3.83 44.6 37 0.24  0.99  tr|D7U1A1|D7U1A1_VITVI glyceraldehyde-3-phosphate dehydrogenase 

668 3.82 13.7 9 0.50  1.13  tr|Q8GZD8|Q8GZD8_SOLLC aminopeptidase preprotein 

680 3.74 14.4 4 9.46  2.53  tr|E0CPI5|E0CPI5_VITVI hydrolase domain-containing protein 

683 3.7 26.6 8 3.31  2.04  tr|D7SN69|D7SN69_VITVI bifunctional polymyxin resistance protein 

687 3.68 21.5 2 1.69  1.53  tr|B8Y6I1|B8Y6I1_HEVBR V-type proton ATPase subunit F 

688 3.66 8 3 0.54  0.47  tr|E0CRW7|E0CRW7_VITVI argininosuccinate lyase 

692 3.63 7 3 0.09  0.19  tr|B9RXB8|B9RXB8_RICCO Homogentisate 1,2-dioxygenase 

694 3.61 8.2 2 0.48  0.67  tr|B9SQS5|B9SQS5_RICCO 3-isopropylmalate dehydratase 

700 3.54 15.2 5 0.61  0.87  tr|B9RAR0|B9RAR0_RICCO Protein-L-isoaspartate O-methyltransferase 

703 3.53 19.8 3 1.50  1.34  tr|D5JG84|D5JG84_9ROSI Heat shock protein 17.5 class II 

704 3.52 3 2 0.10  0.35  tr|D7T494|D7T494_VITVI Putative uncharacterized protein 

708 3.46 6.5 4 16.00 3.72  tr|B9T139|B9T139_RICCO Hydrolase 

710 3.44 17.3 6 0.55  0.61  tr|B9N432|B9N432_POPTR ATP-citrate synthase, putative 

713 3.44 7.6 2 12.13 2.13  tr|B9RWM3|B9RWM3_RICCO Potassium channel beta, putative 

714 3.43 11.2 3 0.59  0.68  tr|Q5EBY6|Q5EBY6_EUPCH Aldehyde dehydrogenase family 7 

716 3.43 20.1 7 0.23  0.48  tr|B9R7W5|B9R7W5_RICCO Isoflavone reductase, putative 

717 3.42 10.9 7 0.61  0.79  tr|B9GZ19|B9GZ19_POPTR glycine-tRNA ligase 1 

718 3.42 20.4 2 2.07  0.91  tr|B9RH67|B9RH67_RICCO 40S ribosomal protein S25-1 

720 3.4 15.1 26 1.63  1.20  tr|A5ACP0|A5ACP0_VITVI clathrin heavy chain 1 

723 3.4 100 4 0.11  0.58  sp|P86104|UP01_VITRO Unknown protein 1 

729 3.37 16.8 19 0.62  1.09  tr|B9RQ33|B9RQ33_RICCO 5-methyl-homocysteine methyltransferase 

732 3.37 8.5 2 4.02  11.62  tr|B9T676|B9T676_RICCO Catalytic, putative 
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735 3.34 3.4 2 1.71  1.29  tr|D7T8E1|D7T8E1_VITVI Phagocytic receptor 1b 

738 3.33 6.1 2 0.43  0.25  tr|B9RLT7|B9RLT7_RICCO Dimethylaniline monooxygenase 

740 3.31 6.8 6 0.19  0.38  tr|Q8VZH2|Q8VZH2_ARATH Aminopeptidase M1 

743 3.29 2.3 2 2.11  1.19  tr|B9SDH3|B9SDH3_RICCO Cytochrome P450, putative 

744 3.29 6.8 2 1.61  2.01  tr|F6HIY1|F6HIY1_VITVI cytochrome b5 reductase 1-like 

746 3.29 11.3 2 0.62  0.41  tr|Q38HT5|Q38HT5_SOLTU 40S ribosomal protein S23 

757 3.24 7.1 2 1.94  2.65  tr|A9PDL9|A9PDL9_POPTR Very-long-chain enoyl-CoA reductase 

758 3.22 6.4 3 0.52  1.67  tr|B9RRB9|B9RRB9_RICCO Suppression of tumorigenicity 

759 3.22 7.1 2 2.49  1.56  tr|B9SEA1|B9SEA1_RICCO Peroxidase 12, putative 

760 3.21 25 21 1.63  1.51  tr|F6H4T7|F6H4T7_VITVI elongation factor 2-like 

763 3.19 5.9 2 0.58  1.02  tr|E9M776|E9M776_HEVBR Cinnamoyl-CoA reductase 

771 3.09 5.7 2 0.58  0.52  tr|B0LUS9|B0LUS9_TOBAC Multicopy suppressor 

772 3.06 5.5 3 0.13  0.57  tr|B9IEZ0|B9IEZ0_POPTR ubiquitin domain-containing protein  

774 3.05 2.5 2 1.96  2.06  tr|B9SYU2|B9SYU2_RICCO Vacuolar sorting protein 

778 3.04 4.2 2 0.19  0.54  tr|A9PEK1|A9PEK1_POPTR Phosphoglycerate dehydrogenase 

779 3.03 8.6 6 0.27  0.32  tr|D7MNN8|D7MNN8_ARALL Sucrose synthase 

780 3.03 2.4 2 2.01  1.67  tr|B9HPP7|B9HPP7_POPTR Calcium ATPase 

782 3.02 6.4 2 0.54  0.27  sp|Q9M9E9|SRK2C_ARATH Serine/threonine-protein kinase 

783 3.02 4.5 2 0.62  0.38  tr|B9T5L2|B9T5L2_RICCO Nonsense-mediated mRNA decay protein 

784 3 15.9 4 1.64  1.77  tr|B9RTH6|B9RTH6_RICCO ADP-ribosylation factor 

789 2.98 10.3 3 0.10  0.14  tr|B9R730|B9R730_RICCO Putative uncharacterized protein 

790 2.98 3.6 3 0.48  1.16  sp|Q2XPU6|CAS1_RICCO Cycloartenol synthase 

794 2.95 23 10 0.24  0.19  tr|F6H7L5|F6H7L5_VITVI Lactoylglutathione lyase 

799 2.93 2.2 2 0.55  2.21  tr|A5BG74|A5BG74_VITVI protein argonaute 4A-like 

801 2.92 26 10 1.60  0.96  sp|Q9AT56|METK1_ELAUM S-adenosylmethionine synthase 1 

807 2.9 13.4 3 1.51  0.33  tr|B9SS61|B9SS61_RICCO 60S ribosomal protein L14 

808 2.9 25.2 2 0.08  0.30  tr|B9IJS4|B9IJS4_POPTR Thioredoxin 

813 2.87 19.8 4 1.77  2.51  tr|B9IEB2|B9IEB2_POPTR Ras-related protein RABA6b 

817 2.85 65.7 63 0.62  0.34  sp|P02877|HEVE_HEVBR Pro-hevein OS=Hevea brasiliensis 

819 2.84 14.3 5 1.96  1.18  tr|Q66PF9|Q66PF9_PEA Monodehydroascorbate reductase I 

825 2.81 11.8 6 1.72  1.18  tr|F6HHF5|F6HHF5_VITVI eukaryotic initiation factor 4A-3 

827 2.81 7.7 2 0.31  0.35  tr|B9IAZ4|B9IAZ4_POPTR Ribosomal protein L5A, 60S 

828 2.81 13.3 2 1.75  0.48  tr|C6SZQ3|C6SZQ3_SOYBN 60S ribosomal protein L23A 

832 2.78 3.5 2 2.21  1.97  tr|B9GSW4|B9GSW4_POPTR Long chain acyl-CoA synthetase 1 

835 2.77 8.1 2 1.51  1.02  tr|B9T7A3|B9T7A3_RICCO Ubiquitin carboxyl-terminal hydrolase 

838 2.76 6 2 0.63  1.29  tr|D7LLA4|D7LLA4_ARALL Tubulin beta-7 chain 

839 2.75 6.8 4 1.77  0.98  tr|B9RSG5|B9RSG5_RICCO Dipeptidyl peptidase IV 

840 2.75 16.7 3 0.38  1.15  tr|B9S069|B9S069_RICCO Glutathione-s-transferase theta 

844 2.72 16.4 4 0.61  0.51  tr|B9S7R8|B9S7R8_RICCO Pyridoxine kinase, putative 

845 2.72 8.4 5 0.21  0.18  tr|B9H6S4|B9H6S4_POPTR rhamnogalacturonate lyase 

864 2.65 9.4 4 0.62  0.98  tr|B9RZ84|B9RZ84_RICCO Glutaredoxin, grx, putative 

868 2.65 23.5 3 0.54  0.47  tr|D7TK03|D7TK03_VITVI programmed cell death protein 5 

869 2.64 5.7 3 0.30  0.34  tr|A5BDT4|A5BDT4_VITVI 14 kDa zinc-binding protein 

870 2.64 7.2 2 0.53  2.38  sp|B9SL58|PURA2_RICCO Adenylosuccinate synthetase 2 
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871 2.63 11 3 2.68  0.54  tr|B9SGS2|B9SGS2_RICCO 60S ribosomal protein L4 

879 2.61 30.2 23 0.30  1.01  tr|B9H5X2|B9H5X2_POPTR Phosphofructokinase 

885 2.61 15.3 3 1.77  0.79  tr|E9JFW4|E9JFW4_9ROSI Thioredoxin 

886 2.6 8.9 2 0.64  0.97  tr|A5BVN4|A5BVN4_VITVI Nucleoside diphosphate kinase 

888 2.59 10 2 7.31  2.19  tr|B9RTJ5|B9RTJ5_RICCO Coated vesicle membrane protein 

900 2.53 15.9 2 0.47  0.24  tr|B9MT66|B9MT66_POPTR Glutathione transferase GSTL3 

903 2.53 11.9 3 0.46  0.22  tr|Q9S7R3|Q9S7R3_ARATH 177 protein 

904 2.53 7.2 2 2.36  1.50  tr|G1ED19|G1ED19_GOSHI Protein disulfide isomerase 

905 2.52 9.1 3 0.35  0.16  tr|O49235|O49235_SOYBN Glutathione S-transferase 

907 2.5 19.1 10 0.59  1.07  tr|B7FKU7|B7FKU7_MEDTR Cysteine synthase 

914 2.48 3.5 2 1.89  1.96  tr|D7KNJ9|D7KNJ9_ARALL trehalose-phosphate synthase 

921 2.45 6.2 3 0.27  0.99  tr|B9SGK0|B9SGK0_RICCO Adaptin ear-binding coat-associated protein 

929 2.41 6.6 2 0.61  0.29  tr|B9T8C2|B9T8C2_RICCO Putative uncharacterized protein 

938 2.37 15.9 2 2.27  2.11  tr|D6BRD9|D6BRD9_9ROSI Glutathione-s-transferase theta 

944 2.35 28.2 20 0.52  0.22  tr|D7LJ40|D7LJ40_ARALL Fructose-bisphosphate aldolase 

945 2.35 5.9 3 0.20  0.47  tr|B9ICR4|B9ICR4_POPTR coatomer subunit delta 

948 2.34 8.2 4 0.40  0.54  tr|B9H0Q2|B9H0Q2_POPTR Adenylyl cyclase-associated protein 

949 2.34 6.7 5 0.09  0.37  sp|P51074|ANX4_FRAAN Annexin-like protein RJ4 

952 2.33 23.5 18 0.47  0.33  tr|Q2WFK8|Q2WFK8_9ASTR Fructose-bisphosphate aldolase 

975 2.28 14.7 2 1.77  2.07  tr|B9H5H4|B9H5H4_POPTR dolichol-phosphate mannosyltransferase 

981 2.26 9.5 3 0.61  1.05  tr|B9H739|B9H739_POPTR Predicted protein 

982 2.25 11.6 13 0.29  0.24  tr|Q533V0|Q533V0_FRAAN Phospholipase D 

990 2.23 7.3 5 0.59  1.25  tr|B9ILT5|B9ILT5_POPTR Malic enzyme 

993 2.23 6.9 2 2.91  0.86  tr|B9RA70|B9RA70_RICCO Signal recognition particle 68 kDa protein 

1002 2.2 5.2 2 6.19  3.09  tr|B9SD61|B9SD61_RICCO Hydrolase; Leukotriene hydrolase 

1008 2.19 5.9 2 5.06  1.54  tr|B7FM77|B7FM77_MEDTR Alanine aminotransferase 

1016 2.18 33.2 7 0.35  1.21  sp|Q40521|RB11B_TOBAC Ras-related protein Rab11B 

1019 2.17 12.2 2 1.67  0.30  tr|A5BV59|A5BV59_VITVI guanine nucleotide-binding protein 

1026 2.15 3.4 2 2.38  1.60  tr|B9T6N8|B9T6N8_RICCO Indole-3-acetic acid-amido synthetase 

1029 2.15 11.9 2 1.66  1.74  tr|B9N7F9|B9N7F9_POPTR Vesicle transport protein-lik 

1030 2.14 10 5 0.27 0.38 tr|A9PCM5|A9PCM5_POPTR Proteasome subunit alpha type 

1037 2.13 18.7 8 0.28 0.22 tr|B9GTA1|B9GTA1_POPTR Aminoacyl-tRNA synthetase 

1044 2.12 6.9 3 0.60 1.09 tr|D7TMA3|D7TMA3_VITVI Chorismate synthase 

1049 2.12 3.8 5 0.47 1.01 tr|F6HLA1|F6HLA1_VITVI pantothenate kinase 

1051 2.11 4.7 4 0.60 0.93 tr|A9Z0V7|A9Z0V7_ROSDA Carotenoid cleavage dioxygenase 1 

1059 2.1 11.6 3 0.56 0.75 tr|B9R8F0|B9R8F0_RICCO Nucleoredoxin, putative 

1062 2.09 11.2 2 0.65 1.15 tr|B9SS56|B9SS56_RICCO Structural molecule, putative 

1065 2.08 8.7 4 1.66 2.75 tr|Q6TKR0|Q6TKR0_TOBAC Ribosomal protein L3A 

1066 2.08 8.1 4 2.21 0.92 tr|Q94KK8|Q94KK8_TOBAC Glutamate decarboxylase isozyme 3 

1067 2.08 4.6 5 0.59 0.41 tr|F8WL79|F8WL79_CITUN Aminopeptidase 

1071 2.07 14.8 13 0.16 0.28 tr|D7SIX7|D7SIX7_VITVI serine/threonine-protein phosphatase 

1072 2.07 6.5 4 0.42 1.36 tr|B3TZ27|B3TZ27_RICCO Long-chain acyl-CoA synthetase 4 

1081 2.06 27.4 19 0.28 0.62 tr|F6HZK0|F6HZK0_VITVI Malate dehydrogenase 

1082 2.06 8 2 2.05 1.06 tr|B9IF79|B9IF79_POPTR Aspartyl aminopeptidase 
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1085 2.06 7.6 4 1.58 1.04 tr|Q9M835|Q9M835_ARATH L-allo-threonine aldolase, putative 

1120 2.03 10.2 8 0.60 4.17 tr|D1MAF2|D1MAF2_SOLLC Exportin-1 

1121 2.03 25.7 7 2.13 0.82 tr|B9SR17|B9SR17_RICCO Glucose 4-6-dehydratase, putative 

1130 2.03 23.3 4 0.42 0.88 tr|Q8LCK3|Q8LCK3_ARATH copper transport protein 

1136 2.02 3 2 0.51 1.13 tr|Q9SJT7|Q9SJT7_ARATH V-type H+-transporting ATPase subunit I 

1137 2.02 26.2 8 0.61 0.53 tr|B9IF97|B9IF97_POPTR Translation elongation factor 

1155 2.01 8.5 5 11.07 3.94 tr|B9HA87|B9HA87_POPTR Galactinol-sucrose galactosyltransferase 

1157 2.01 3.8 2 1.60 1.63 tr|D7SS21|D7SS21_VITVI Pyrophosphate-energized membrane proton 

1171 2 33.9 18 0.61 0.22 tr|C0LDX2|C0LDX2_9ROSI Glyceraldehyde-3-pho- dehydrogenase 

1172 2 73.3 18 0.62 1.21 tr|A9P8Q6|A9P8Q6_POPTR Ras-related protein Rab7 

1173 2 40.9 17 3.22 1.02 tr|Q9M5X2|Q9M5X2_EUPES Heat shock protein 80 

1179 2 11.3 10 1.58 0.71 tr|B9HRP1|B9HRP1_POPTR Coatomer subunit gamma 

1180 2 37 8 0.60 0.29 tr|D5K0Z8|D5K0Z8_9FABA Actin-like protein 

1186 2 8.5 8 0.60 0.25 tr|B9I7J3|B9I7J3_POPTR Luminal-binding protein 5 

1188 2 45.1 5 0.65 0.53 tr|B2X0F6|B2X0F6_9ROSI Glyceraldehyde 3-phosphate dehydrogenase 

1191 2 2.9 3 2.58 1.98 tr|F6GZ28|F6GZ28_VITVI Myosin-Vb-like 

1195 2 11.3 3 2.05 1.05 tr|D7U7P5|D7U7P5_VITVI Fructokinase-5-like 

1196 2 5.8 4 0.65 0.53 tr|C9EA44|C9EA44_CARPA Ripening-reduced arabinofuranosidase 

1203 2 16.3 4 1.85 1.08 tr|C6TED4|C6TED4_SOYBN Ras-related protein RHN1-like 

1206 2 6.1 2 0.19 0.23 tr|A9P745|A9P745_HELAN Enolase 

1207 2 11.2 5 1.51 0.72 tr|B9RFA8|B9RFA8_RICCO Rubber elongation factor protein 

1210 2 6.7 2 5.40 1.25 tr|Q8LA96|Q8LA96_ARATH RNA recognition motif-containing protein 

1211 2 5.2 2 0.20 0.51 tr|Q40581|Q40581_TOBAC GTP-binding protein 

1214 2 6.3 4 0.48 1.01 tr|B9GK93|B9GK93_POPTR FAS-associated factor 2 

1225 2 3.7 3 0.66 0.63 tr|A5AEX6|A5AEX6_VITVI carboxymethylenebutenolidase 

1228 2 16.8 2 0.61 0.52 tr|B9H401|B9H401_POPTR Prefoldin subuni 

1231 2 8.2 3 2.29 3.08 tr|D7SZI9|D7SZI9_VITVI 60S ribosomal protein 

1236 2 6 2 0.52 0.37 tr|B9HQZ2|B9HQZ2_POPTR chitinase 1 

1247 2 8.2 2 0.34 0.82 tr|B9SYE9|B9SYE9_RICCO ADP-ribosylation factor, putative 

1275 2 9.2 2 0.61 1.16 tr|B9S7V3|B9S7V3_RICCO V-type proton ATPase subunit F 

1278 2 27.6 6 0.39 0.95 tr|A9PBT2|A9PBT2_POPTR nuclear transport factor 2 isoform 1 

1281 2 29.8 6 0.51 1.43 tr|A9PE14|A9PE14_POPTR nuclear transport factor 

1318 2 8.9 5 0.52 0.12 tr|F6HF70|F6HF70_VITVI Putative uncharacterized protein 

1320 2 16.7 2 2.07 1.03 tr|B9T0W0|B9T0W0_RICCO heat shock factor-binding protein 

1336 1.95 11.3 4 1.67 4.33 tr|B9SXV3|B9SXV3_RICCO Calcium lipid binding protein 

1337 1.94 4.5 2 1.96 1.54 tr|F6HCT7|F6HCT7_VITVI heat shock 70 kDa protein 

1341 1.92 11.2 2 0.62 0.58 tr|B9N560|B9N560_POPTR Predicted protein 

1346 1.91 5.7 2 1.71 3.28 tr|B9R7B8|B9R7B8_RICCO Serine/threonine-protein kinase 

1348 1.89 10.3 3 0.33 1.16 tr|B9S119|B9S119_RICCO Putative uncharacterized protein  

1353 1.87 7.1 4 0.45 0.51 tr|Q949H3|Q949H3_HEVBR Chitinase, class I 

1355 1.86 22 19 2.75 0.78 tr|B9H023|B9H023_POPTR GTP-binding protein 

1387 1.77 77.3 20 0.24 0.82 tr|B7FLK9|B7FLK9_MEDTR ubiquitin 11 

1404 1.7 7 2 2.94 3.98 tr|B9RGW6|B9RGW6_RICCO Conserved hypothetical protein 

1407 1.69 1.5 2 0.59 0.56 tr|B9I2G0|B9I2G0_POPTR Predicted protein 
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1418 1.65 7.5 3 0.10 0.21 tr|B9HBL6|B9HBL6_POPTR aspartate-tRNA ligase, cytoplasmic 

1426 1.61 8.3 3 0.17 0.93 tr|F6H1I3|F6H1I3_VITVI random slug protein 5 isoform 2  

1434 1.58 32.5 19 0.58 0.73 tr|Q6QLW8|Q6QLW8_HEVBR HMG-CoA synthase 2 

1437 1.57 5.2 2 3.73 7.78 tr|B9IEB9|B9IEB9_POPTR methyl transferase 

1453 1.53 5.9 2 0.64 0.51 tr|Q1W6C5|Q1W6C5_9CARY chitinase Class Ib 

1459 1.51 8.9 4 0.60 0.56 tr|B9SBH8|B9SBH8_RICCO Dynamin, putative 

1464 1.5 7.2 3 0.60 0.94 tr|A8IKE1|A8IKE1_SOYBN Alanine aminotransferase 1 

1467 1.49 20.7 6 0.52 0.24 tr|Q8LBD5|Q8LBD5_ARATH L-lactate dehydrogenase 

1479 1.43 14.7 3 0.64 0.79 tr|C6TB50|C6TB50_SOYBN S-formylglutathione hydrolase-like 

1487 1.4 5.1 2 2.25 1.82 tr|E0CR92|E0CR92_VITVI Aminotransferase YbdL-like 

1494 1.39 6.5 2 0.13 0.29 tr|F6H2P8|F6H2P8_VITVI Putative uncharacterized protein 

1523 1.31 3.1 2 2.11 1.52 tr|C6TNV4|C6TNV4_SOYBN succinyl-CoA ligase subunit alpha-1 

Note:  
aThe protein number (I-) obtained from the iTRAQ experiments. 

bThe Unused Score produced by the ProteinPilot™ Software.  

cThe percent of sequence coverage value for the matched peptides with higher than 95% 

confidence.  

dThe number of matched matched peptides with higher than 95% confidence. 

eThe changed ration of target protein in the E-3 and D-3 rubber latex identified by iTRAQ.  

fAccession numbers and plant species in the Swiss-Prot Database. 
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Supplementary Table S4 MS identification of the 59 phosphorlated latex proteins 

Spot 
P-.a 

Changed ratiob 
E3/D3:E3/D0:D3/D0 

Thero.c 
pI/Mr 

M.S. d 

Score 
NCBI 
No.e 

Plant 
species 

Protein  
name 

P1 0.26: 0.36: 2.03 5.11/71.6 97 123650 P. hybrida Heat shock cognate 70 kDa protein
P2 3.75: 7.78: 2.48 5.52/61.4 [54] 249262 M. esculenta  linamarase 
P3 0.46: 0.56: 0.92 4.54/46.1 [112] 224100473 P. trichocarpa predicted protein 
P4 1.31: 0.57: 0.45 5.52/61.4 [56] 249262 M. esculenta linamarase  
P5 4.48: 2.82: 0.48 4.61/12.8 [502] 29170601 H. brasiliensis Small rubber particle protein 
P6 15.04: 5.74: 0.21 4.61/12.8 [429] 29170601 H. brasiliensis Small rubber particle protein 
P7 0.46: 1.01: 1.77 5.28/47.1 [75] 224071449 P. trichocarpa phospholipase A 
P8 5.26: 7.09: 2.01 5.31/42.0 [519] 32186890 G. hirsutum actin  
P9 0.28: 0.64: 3.21 4.8/22.3 [384] 14423933 H. brasiliensis Small rubber particle protein 
P10 0.36: 0.43: 1.30 5.28/47.1 [71] 224071449 P. trichocarpa phospholipase A 
P11 1.13: 0.45: 0.62 5.28/47.1 [52] 224071449 P. trichocarpa phospholipase A 
P12 0.47: 0.37: 0.46 5.28/47.1 [106] 224071449 P. trichocarpa phospholipase A 
P13 1.95: 2.15: 1.10 5.49/50.3 [51] 1550740 A. thaliana GDP-associated inhibitor  
P14 0.37: 0.37: 1.67 6.5/32.1 [144] 255552291 R. communis  short chain dehydrogenase, putative
P15 0.49: 0.38: 0.87 6.56/39.2 [174] 218157 O. sativa cytoplasmic aldolase 
P16 2.47: 0.73: 0.38 6.56/39.2 [125] 218157 O. sativa cytoplasmic aldolase 
P17 4.66: 15.17: 4.53 4.8/22.3 [171] 14423933 H. brasiliensis Small rubber particle protein 
P18 1.15: 2.32: 3.97 8.42/35.9 [74] 118489480 P. trichocarpa unknown 
P19 3.29: 3.33: 1.07 5.04/14.7 [341] 132270 H. brasiliensis Rubber elongation factor protein 
P20 2.81: 2.11: 0.71 5.04/14.7 [597] 132270 H. brasiliensis Rubber elongation factor protein 
P21 2.33: 1.87: 0.72 5.04/14.7 [672] 132270 H. brasiliensis Rubber elongation factor protein 
P22 0.18: 0.41: 2.34 4.94/80.3 [197] 38154482 N. benthamiana Hsp 90-1 
P23 1.42: 3.24: 2.76 4.95/81.1 [126] 1708314 I. nil Heat shock protein 83  
P24 2.38: 2.65: 1.37 5.07/71.1 [136] 20559 P. hybrida  hsp70 (AA 6 - 651) 
P25 1.55: 2.67: 2.61 5.08/59.1 [118] 255566038 R. communis  Phospholipase C 3 precursor 
P26 2.10: 3.98: 1.61 5.01/46.4 [80] 4235430 H. brasiliensis latex-abundant protein 
P27 0.61: 3.71: 6.87 5.21/59.4 [53] 297833008 A. lyrata phosphoesterase family protein  
P28 2.70: 1.93: 0.37 5.23/62.1 [108] 226530579 Z. mays uncharacterized protein 
P29 2.39: 0.75: 0.41 6.75/59.3 [133] 149938954 A. chinensis G6PD1; glucose-6-phosphate dehydrogenase 

P30 1.04: 2.15: 3.11 6.26/38.2 [53] 226493285 Z. mays flavonol 4-sulfotransferase 
P31 0.51: 0.31: 1.34 5.28/47.1 [104] 224071449 P. trichocarpa phospholipase A 
P32 0.93: 1.36: 2.07 5.0/43.0 [219] 1916805 H. brasiliensis latex patatin homolog 
P33 0.51: 0.27: 0.41 5.0/43.1 [196] 6707018 H. brasiliensis latex protein allergen Hev b 7 
P34 0.46: 0.83: 1.33 5.31/41.9 [392] 32186890 G. hirsutum actin 
P35 5.06: 6.54: 0.89 6.5/32.1 [141] 255552291 R. communis short chain dehydrogenase, putative
P36 3.77: 1.01: 0.22 5.06/19.6 [393] 38122474 H. brasiliensis Rubber elongation factor protein 
P37 0.14: 0.21: 1.29 4.06/15.2 [288] 334854634 H. brasiliensis elicitor-responsive protein 
P38 7.23: 7.56: 2.19 4.8/22.3 [353] 14423933 H. brasiliensis Small rubber particle protein 
P39 4.51: 5.10: 1.94 4.8/22.3 [342] 14423933 H. brasiliensis Small rubber particle protein 
P40 2.06: 2.04: 1.51 4.61/12.8 [316] 29170601 H. brasiliensis Small rubber particle protein 
P41 0.88: 9.80: 10.89 5.64/20.9 [261] 2832430 H. brasiliensis prohevein 
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P42 2.11: 2.06: 1.12 4.79/29.5 93 388503664 L. japonicus unknown 
P43 2.33: 3.97: 2.19 4.76/29.9 [294] 326694865 H. brasiliensis 14-3-3 protein 2 
P44 1.55: 3.01: 2.80 5.84/27.4 [69] 224099853 P. trichocarpa predicted protein 
P45 1.35: 2.18: 1.71 9.4/41.5 [745] 124365253 H. brasiliensis beta-1,3-glucanase 
P46 1.63: 2.23: 1.35 6.11/36.1 [347] 224102193 P. trichocarpa malate dehydrogenase 
P47 0.67: 0.46: 0.74 4.65/41.4 [75] 255578278 R. communis hypothetical protein 
P48 2.41: 6.72: 3.69 6.5/32.1 [201] 255552291 R. communis short chain dehydrogenase, putative 
P49 1.14: 2.77: 2.94 5.17/30.1 [175] 255581753 R. communis adenosine kinase, putative 
P50 1.39: 1.18: 2.23 5.79/66.6 [96] 4588474 B. napus phosphoinositide phospholipase C 
P51 1.43: 5.81: 11.34 4.65/41.4 [95] 255578278 R. communis hypothetical protein 
P52 5.02: 7.38: 1.33 6.5/32.1 [67] 255552291 R. communis short chain dehydrogenase, putative
P53 1.26: 2.25: 2.17 5.08/36.3 [279] 224057068 P. trichocarpa predicted protein  
P54 0.44: 0.43: 0.89 5.64/20.9 [181] 2832430 H. brasiliensis prohevein  
P55 0.41: 0.46: 0.95 5.28/47.1 [55] 224071449 P. trichocarpa phospholipase A 
P56 0.24: 0.58: 3.23 6.56/39.2 [58] 218157 O. sativa cytoplasmic aldolase 
P57 0.40: 0.50: 1.64 5.49/42.2 [120] 15219412 A. thaliana phosphoglycerate kinase 
P58 5.28: 1.23: 0.22 5.33/63.7 [121] 356513072 G. max phosphoglucomutase, cytoplasmic 
P59 2.65: 1.03: 0.37 5.46/63.7 [95] 255568794 R. communis nucleoredoxin, putative 

Note:  
aAssigned spot number (P1-P59) of the differentially phosphorylated proteins were 
indicated in Fig. 5. 
bThe relatively changed ratios (E-3/D-3; E-3/D-0; D-3/D-0) of the phosphorylated 

protein spots among the D-0, D-3 and E-3 latex proteins from the rubber trees 
treated by water and ethylene. All the protein spots in the 2-DE gels were analyzed 
by ImageMaster software.  

cThe theoretical values for the pI and mass (kDa)of the identified proteins. The 
theoretical values were retrieved from the protein database. 

dMascot searched scores (M.S.) against NCBInr for the MS and [MS/MS] searched 
results. 

eDatabase accession (gi|) numbers according to NCBInr. 
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