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Figure 2. Proteomic changes between time points and genotypes. (A) Venn diagram showing 631

unique and shared proteins between time points and genotypes. (B) Biological process analysis 632

for unique proteins with a significant change in expression for both time points and genotypes.633

Processes are representative of Blast2Go level 3 sorting. Proteins may be identified in more than 634

one process.635

636

Figure 3. Heatmap of defense associated protein expression. Unique and shared protein with 637

significant expression changes between genotypes and time points were used. White spaces are 638

representative of a protein that was identified but did not have a significant change in expression 639

relative to the control.640

641

Table 1. Proteomic changes in tomato leaves after Pseudomonas infection between different 642

time points (4hai and 24hai) and genotypes (PtoR and prf3). 643

644

Table 2. Observation of transcript and protein level correlation.645

646

Supporting Information647

Supporting Information Figure S1. Design of iTRAQ labeling and analysis. All eight iTRAQ 648

tags were used to label the Pst and mock inoculated samples. After LC-MS/MS, resulting protein 649

expression was analyzed against its control. This information was then used to examine 650

differences between time points and genotypes.651

652

Supporting Information Figure S2. DAB staining time course. (A) PtoR mock treated and 653

inoculated with Pst. (a) PtoR, mock 0hai; (b) PtoR, mock 2hai; (c) PtoR, mock 4hai; (d) PtoR, 654
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mock 6hai; (e) PtoR, mock 8hai; (f) PtoR, mock 24hai; (g) PtoR, mock 48hai; (h) PtoR, Pst 0hai; 655

(i) PtoR, Pst 2hai; (j) PtoR, Pst 4hai; (k) PtoR, Pst 6hai; (l) PtoR, Pst 8hai; (m) PtoR, Pst 24hai; 656

(n) PtoR, Pst 48hai. (B) prf3 mock trated and inoculated with Pst. (a) prf3, mock 0hai; (b) prf3, 657

mock 2hai; (c) prf3, mock 4hai; (d) prf3, mock 6hai; (e) prf3, mock 8hai; (f) prf3, mock, 24hai; 658

(g) prf3, mock 48hai; (h) prf3, Pst 0hai; (i) prf3, Pst 2hai; (j) prf3, Pst 4ha; (k) prf3, Pst 6hai; (l) 659

prf3, Pst 8hai; (m) prf3, Pst 24hai; (n) prf3, Pst 48hai.660

661

Supporting Information Figure S3. Representative peptide sequencing and quantification result 662

showing the levels of pathogenesis-related protein (PR-10) in different samples. (A) Table of b 663

and y ions identified the peptide sequence from PR-10 protein; (B) MS/MS spectrum with b and 664

y ions annotated. The red arrow indicates the cluster of iTRAQ tags; (C) Zoomed in view of the 665

iTRAQ tags indicated in B). The peak intensity correlates to the level of PR-10 protein in each 666

sample shown above the corresponding tag.667

668

Supporting Information Table S1. Confident proteins with an unused score of 1.3 or greater. 669

Significant proteins with a change in expression are highlighted in green for increase (>1.2), red 670

for decrease (<0.8), and yellow for having been identified in different comparisons with an 671

increase and decrease. Accession numbers and protein names are annotated as provided by the 672

Harvaard database. Protein expression values are listed under the relative tag ratios. Tag ratios 673

are composed of the treated sample over the relative control. P-values are listed for statistical 674

significance evaluation.675

676
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Supporting Information Table S2. List of Q-RT PCR Primers. Proteins chosen for Q-RT PCR are 677

listed along with the sequence which is observed. Proteins were annotated using Blast2Go 678

annotations.679

680

Supporting Information Table S3. Comparisons between genotypes and time points. Proteins 681

with an increase, decrease, and differential expression were examined between genotype and 682

time point combinations. Comparisons include PtoR4hai and PtoR 24hai, prf3 4hai and prf3683

24hai, PtoR4hai and prf3 4hai, and PtoR24hai and prf3 24hai. Proteins in this table are 684

significant with an increase or decrease in expression. Expression values and p-values (p-value 685

<0.05) are listed. The biological process the protein was annotated as being involved is listed 686

beside the protein. Proteins were annotated using Blast2Go software. 687

688

Table 1. Proteomic changes in tomato leaves after Pseudomonas infection between different time 689

points (4hai and 24hai) and genotypes (PtoR and prf3). 690

Expression pattern Time point comparisons Genotype comparisons

Component 1a Component 2a PtoR_4hai 
PtoR_24hai

prf3_4hai  
prf3_24hai

PtoR_4hai  
prf3_4hai

PtoR_24hai  
prf3_24hai

↑ - 77b (20.3)c 112 (45.9) 114 (41.1) 217 (61.1)

↑ ↑ 94 (24.7) 27 (11.1) 88 (31.8) 65 (18.3)

- ↑ 161 (42.4) 58 (23.8) 48 (17.3) 17 (4.8)

- ↓ 15 (3.9) 22 (9.0) 5 (1.8) 13 (3.7)

↓ - 5 (1.3) 4 (1.6) 17 (6.1) 23 (6.5)

↓ ↓ 1 (0.3) 1 (0.4) 0 (0.0) 5 (1.4)

↑ ↓ 13 (3.4) 19 (7.8) 1 (0.4) 14 (3.9)

↓ ↑ 14 (3.7) 1 (0.4) 4 (1.4) 1 (0.3)

380 (100) 244 (100) 277 (100) 355 (100)
a Component in the analysis being examined and trend in expression being examined (↑ increased; ↓691

decreased, - not detected). In each comparison, component 1 is listed first, and component 2 is listed 692

second. b Number of proteins c Percent of the total proteins identified.693

694
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