
Supplementary Table 1. Differentially expressed proteins in Uncaria tomentosa root cultures elicited with BSO-JA and identified by mass spectrometry.
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peptide % sequence Mw/pl (kDa)

Spot no. Identified protein Organism Accession no. . . Fold chance
sequences covered theorical experimetal

Proteins up-expressed under BSO-JA conditions
5 Putative glycine-rich RNA binding protein Catharanthus roseus Q9M6A1 18 18 20/5.5 14.1/5.8  1.52+0.04
10 Methionine synthase Solanum tuberosum QI9LMO3 22 19 85/5.9 75/4 1.64 +0.06
11 Cluster of putative chloroplast cysteine synthase Nicotiana tabacum Q3LAG6 51 14 36/4.9 38.8/4.8 1.73+0.27
3 Ascorbate peroxidase Nicotiana tabacum Q40589 35 14 29/5 27.4/5.4 2.1+0.72
6 Proteasome alpha subunit Solanum tuberosum Q38HTO 46 19 27/5.26 27.1/5.6 1.7 £0.56
7 Strictosidine synthase Ophiorrhiza pumila Q94LW9 11 3 31/5.22 38.8/5.1 1.58+0.11
9 Strictosidine synthase Mitragyna speciosa B7SFV7 18 3 33/5.28 38.7/5.6 2.3+0.32
12 Cafteic acid O-methyltransferase Coffea canephora Q8LL87 34 10 38/5.6 38.2/5.6 1.9+0.19
13 Universal stress protein Salvia miltiorrhiza KOA1Y2 62 26 30/5.1 25/5.2 1.55 +0.07
14 Pathogenesis-related protein Olea europea J7FNNO9 25 21 19/5.6 12.8/5 1.6 +£0.16

Proteins identified under BSO-JA conditions
1 Triosephosphate isomerase chloroplastic Secale cereale P46225 29 9 28/5.4 31.6/6.02 -
2 Triosephosphate isomerase cytosolic Oryza sativa subsp. japonica P48494 44 17 24/5.49 27/5.38 -
4 Rubisco large chain Uncaria tomentosa D8VIG4 34 7 60/6.1 50.4/5.1 -
8 Triosephosphate isomerase Solanum tuberosum Q3HRV9 31 10 30/5.3 29.9/5.8 -
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Putative glycine-rich RNA binding protein  Catharanthus  roseus Q9M6A1 18 18 20/5.5 14.1/5.8 1.52±	0.04

10 Methionine synthase Solanum tuberosum Q9LM03 22 19 85/5.9 75/4 1.64	±	0.06

11

Cluster of putative chloroplast cysteine synthase Nicotiana tabacum Q3LAG6  51 14 36/4.9 38.8/4.8 1.73 ± 0.27

3

Ascorbate peroxidase  Nicotiana tabacum Q40589 35 14 29/5 27.4/5.4 2.1	±	0.72

6 Proteasome	alpha	subunit Solanum	tuberosum

Q38HT0 46 19 27/5.26 27.1/5.6 1.7	±	0.56

7 Strictosidine synthase Ophiorrhiza pumila Q94LW9  11 3 31/5.22 38.8/5.1 1.58	±	0.11

9

Strictosidine synthase Mitragyna speciosa B7SFV7 18 3 33/5.28 38.7/5.6 2.3	±	0.32

12

Caffeic acid O-methyltransferase Coffea canephora Q8LL87 34 10 38/5.6 38.2/5.6 1.9	±	0.19

13

Universal stress protein Salvia miltiorrhiza  KOA1Y2 62 26 30/5.1 	25/5.2 1.55	±	0.07

14 	Pathogenesis-related	protein

Olea europea   J7FNN9 25 21 19/5.6	 12.8/5 1.6	±	0.16

Proteins	identified	under	BSO-JA	conditions

1 Triosephosphate	isomerase	chloroplastic 	Secale	cereale

 P46225 29 9 			28/5.4	 31.6/6.02 -

2 Triosephosphate	isomerase	cytosolic Oryza sativa subsp. japonica 

P48494 44 17 24/5.49 27/5.38 -

4

Rubisco large chain Uncaria tomentosa D8V9G4 34 7 60/6.1 50.4/5.1 -

8 Triosephosphate isomerase Solanum tuberosum Q3HRV9 31 10 30/5.3 29.9/5.8 -

peptide	

sequences

Proteins	up-expressed	under	BSO-JA	conditions

Identified	protein Spot	no. Organism

%	sequence	

covered

Mw/pI	(kDa)

Fold	chance Accession no. 


