Table S3. KEGG pathways in which differentially expressed proteins are involved.

Map_ID Map Name Test TestAll Ref RefAll P value FDR RichFactor
ko05150 Staphylococcus aureus infection 12 261 14 623 0.000892 0.098122  0.857142857
ko00660 C5-Branched dibasic acid metabolism 4 261 4 623 0.030393 0.650899 1
ko00310 Lysine degradation 7 261 9 623 0.031913 0.650899 0.777777778
ko00720 Carbon fixation pathways in prokaryotes 9 261 13 623 0.042154 0.650899  0.692307692
ko00630 Glyoxylate and dicarboxylate metabolism 9 261 13 623 0.042154 0.650899  0.692307692
ko00260 Glycine, serine and threonine metabolism 9 261 13 623 0.042154 0.650899  0.692307692
ko00280 Valine, leucine and isoleucine degradation 5 261 623 0.049576 0.650899 0.833333333
ko00270 Cysteine and methionine metabolism 6 261 623 0.061371 0.650899 0.75
ko00340 Histidine metabolism 8 261 12 623 0.072956 0.650899  0.666666667
ko00650 Butanoate metabolism 3 261 3 623 0.073037 0.650899 1
ko01503 Cationic antimicrobial peptide (CAMP) resistance 3 261 3 623 0.073037 0.650899 1
ko00020 Citrate cycle (TCA cycle) 10 261 16 623 0.076465 0.650899 0.625
ko03010 Ribosome 29 261 56 623 0.076924 0.650899 0.517857143
ko00290 Valine, leucine and isoleucine biosynthesis 5 261 623 0.114447 0.839277 0.714285714
ko00380 Tryptophan metabolism 5 261 623 0.114447 0.839277 0.714285714
ko00640 Propanoate metabolism 7 261 11 623 0.122352 0.841169 0.636363636
ko02026 Biofilm formation - Escherichia coli 2 261 2 623 0.17512 0.853398 1
ko00040 Pentose and glucuronate interconversions 3 261 4 623 0.20097 0.853398 0.75
ko00330 Arginine and proline metabolism 5 261 8 623 0.202907 0.853398 0.625
ko04922 Glucagon signaling pathway 4 261 6 623 0.205316 0.853398 0.666666667
ko03440 Homologous recombination 4 261 6 623 0.205316 0.853398 0.666666667
ko00561 Glycerolipid metabolism 5 261 9 623 0.306182 0.853398 0.555555556
ko00770 Pantothenate and CoA biosynthesis 4 261 7 623 0.326475 0.853398 0.571428571
ko02020 Two-component system 8 261 16 623 0.33778 0.853398 0.5
ko00071 Fatty acid degradation 3 261 5 623 0.35019 0.853398 0.6
ko00473 D-Alanine metabolism 3 261 5 623 0.35019 0.853398 0.6
ko04213 Longevity regulating pathway - multiple species 3 261 5 623 0.35019 0.853398 0.6
ko05230 Central carbon metabolism in cancer 3 261 5 623 0.35019 0.853398 0.6
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MAPK signaling pathway - plant
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NOD-like receptor signaling pathway
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