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Supplementary information

Figure S1: Gene ontology analysis of subcellular locations of the identified proteins

using the ClueGo bioinformatic tool (45).

Figure S2: Gene ontology analysis of subcellular locations of the identified proteins

using the WebGestalt bioinformatic tool (46).

Figure S3: Venn diagram of the identified mitochondrial proteins from five subjects in

each group evidencing inter-individual variability.

Figure S4: Venn diagram of the identified mitochondrial phosphopeptides from five

subjects in each group.

Figure S5: Comparative ClueGo (45) and CluePedia analysys (47) of unique
phosphorylated proteins in each group according to biological processes. Green nodes
refer to exercised group whereas red nodes refer to control group. Large nodes represent
the biological processes whereas the small nodes denote gene products. Green hedges are
associated with activation, blue edges to binding, yellow edges to expression, and pink

edges to the ptmod.

Figure S6: Manhattan plot of —log10 (p-values) highlighting the significance quantitation

levels of phosphopeptides between groups.

Figure S7: Normalized sorted frequency analysis of phosphorylated proteins modulated

by exercise training.



Supplementary Table S1: A) List of identified proteins and peptides in the control and
the exercised group, including biological and functional annotations of the identified
proteins, and quantitative peptide peak area, and protein abundance estimates using the
median of the three most abundant peptides per protein; B) List of identified proteins and
peptides in the control and the exercised group; and C) Biological and functional

enrichment analysis of the identified proteins.

Supplementary Table S2: A) List of identified phosphorylated peptides in the control
and the exercised group, including quantitative peptide peak area, abundance comparison
between control and exercise groups, and statistical assessment; B) List phosphorylated
peptides newly identified in rat mitochondria; C) List phosphoproteins newly identified
in rat mitochondria; D) Funtional domains of differentially phosphorylated proteins
identified in controls and/or exercised animals; E) List of predicted kinases responsible
for the phosphrylation of the identified phospho-peptides based on sequence motifs; F)
List of predicted kinases responsible for the phosphorylation of the identified phospho-
peptides based on sequence motifs, identified exclusively in one group, either exercised
(E) or control (C) mice; and G) List of peptide-spectrum matches identified in the

phosphorylation dataset.
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Supplementary Figure S2
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Supplementary Figure S3
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Supplementary Figure S5
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Supplementary Figure S6
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Supplementary Figure S7
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