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Captions to Supplemental Figures.

Figure S1:

Figure S2:

Figure S3:

Figure S4:

Figure S5:

nLC-MSF data quality evaluation. Analytical reproducibility assessment in SH-
SYS5Y Control, DA or MPP. Bar charts show: (A,B,C) intensity coefficient of
variation (% CV intensity) and (D,E,F) retention time coefficient of variation

(%CV RT) reported for EMRTSs of peptide samples.

Box-and-whiskers plots for protein amounts calculated from Shotgun
experiments that were selected as significant by the paired t-test. The first p
value refers to DA vs. Control, whereas the second one refers to MPP vs.

Control.
Q-Q plots for all gel pairs included in the analysis.

Box-and-whiskers plots for spots that were selected as significant by the

Kruskal-Wallis test. Group A: Control; group B: dopamine; group C: MPP".

Decrease of VDAC?2 in the mitochondrial fraction after dopamine treatment.
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FIGURE S4
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FIGURE S5
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