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Supplementary Figure 1 | Principal components analysis (PCA) of samples from three
replicates across three group of plants.
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Supplementary Figure 2 | Functional enrichment (biological process) analysis of

differentially expressed proteins between TM-treated and control (CK) plants.
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Supplementary Figure 3 | Functional enrichment (molecular function) analysis of differentially
expressed proteins between TM-treated and control (CK) plants.
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Supplementary Figure 4 | Functional enrichment (cellular component) analysis of differentially
expressed proteins between TM-treated and control (CK) plants.



