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Figure S1: GO terms enrichment analysis (biological process) with proteins selected by the consensus OPLS-DA models considering (A) the low exposure concentration (SCvsLD)
or (B) the high exposure concentration (SCvsHD). The label on each bar corresponds to the number of selected proteins associated with the pathway relative to the total number
of proteins in that pathway.
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Figure S2: GO terms enrichment analysis (molecular function) with proteins selected by the consensus OPLS-DA models considering (A) the low exposure concentration (SCvsLD)
or (B) the high exposure concentration (SCvsHD). The label on each bar corresponds to the number of selected proteins associated with the pathway relative to the total number
of proteins in that pathway.
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Figure S4: Pathway analysis with metabolites selected by the consensus OPLS-DA models considering (A) the low exposure concentration (SCvsLD) or
(B) the high exposure concentration (SCvsHD).
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