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Supplementary Tables

Table S1. Groups of significantly regulated proteins associated with the nucleolus obtained
from the proteomic response profiling experiments. The LFQ intensity values of a selection of
regulated proteins are reported in cytoplasmic (CYT) and nuclear (NE) fraction. # = multi-
parameter significant protein regulation (FDR = 0.05, SO = 0.1).
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Table S2. Groups of significantly regulated proteins associated with telomeres obtained from
the proteomic response profiling experiments. The LFQ intensity values of a selection of
regulated proteins are reported in cytoplasmic (CYT) and nuclear (NE) fraction. # = multi-

parameter significant protein regulation (FDR = 0.05, SO = 0.1).
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Table S3. Groups of significantly regulated proteins associated with actin stress fibers
obtained from the proteomic response profiling experiments. The LFQ intensity values of a
selection of regulated proteins are reported in cytoplasmic (CYT) and nuclear (NE) fraction.

# = multi-parameter significant protein regulation (FDR = 0.05, SO = 0.1).
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Table S4. Groups of significantly regulated proteins associated with stress-response
obtained from the proteomic response profiling experiments. The LFQ intensity values of a
selection of regulated proteins are reported in cytoplasmic (CYT) and nuclear (NE) fraction.
# = multi-parameter significant protein regulation (FDR = 0.05, SO = 0.1).
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Table S5. Groups of significantly regulated proteins associated with the proteasome
obtained from the proteomic response profiling experiments. The LFQ intensity values of a
selection of regulated proteins are reported in cytoplasmic (CYT) and nuclear (NE) fraction.
# = multi-parameter significant protein regulation (FDR = 0.05, SO = 0.1).
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Supplementary Figures
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Figure S1. The figure summarizes the experimental workflow of this study and highlights the

main results.
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Figure S2. (A) ESl-ion trap mass spectrum of AUTMX; dissolved in aqueous solution or in
the presence of ascorbate for 24 h. AUTMX; remains stable over the entire incubation period.
(B) ESI-TOF mass spectrum of AuTMX: in the presence of His, Cys, Met, Glu and M*Se-Cys

after 24 h. Adduct formation occurs exclusively with Cys and His after release of one TMX
ligand.
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Figure S3. (A) Deconvoluted ESI-TOF mass spectra of ubiquitin (A) and cytochrome C (B)
exposed to AuTMX: for 24 h. No adducts were observed.
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Figure S4. Amount of Au found during the DNA isolation process of A2780 (cancer) cells in
filtrates after loading the lysate to the spin column (flow-through), after the first washing step
(wash 1) and in both eluates. In samples treated for 24 h with 8 uM (2/3 ECso) AUTMX, DNA
concentration of the eluate 1 and 2 were 105.6 + 18.9 ng uL* and 55.0 + 8.6 ng pL?,
respectively. After 26 uM (2xXECsp) treatment, DNA concentration of the eluate 1 and 2 were
110.7 £17.9ng uLt and 51.4 + 12.6 ng uL:, respectively.
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Z-score vs. TF profile %GC composition
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Figure S5. oPOSSUM search of enriched transcription factor activity from the set of
significantly up-regulated proteins of AuTMXz-treated A2780 cancer cells.
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Figure S6. (A) Induction of reactive oxygen species (ROS) in A2780 cancer cells as
measured by an increase in mean fluorescence intensity of the 2',7'-dichlorofluorescein
(DCF) fluorophore upon treatment with AuUTMX; for 24 h. Data were set relative to control
cells. p-value (one-way ANOVA) = 0.0004. (B) Signal intensity of GSH stemming from
reduced and oxidized glutathione (GSH) after treating A2780 cancer cells with AuTMX; at
the indicated concentration for 24 h. (C) The ratio of reduced vs oxidized GSH of the signals
in (B) as measured in untreated A2780 cancer cells and treated cells with AuUTMX; (13 uM)
for 24 h. p-value (unpaired, two-tailed) = 0.0001.
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