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Quantitative proteomic analysis:

1. In-gel trypsin digestion

2. LC-MS/MS (orbitrap)

3. Protein identification
(MaxQuant software)

4. Protein quantification

(Perseus)

Bioinformatic analysis:

1. Hierarchical cluster analysis
(Perseus)

2. Gene ontology analysis
(David)

3. Protein-protein interaction
network analysis (String)
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Experimental validation:

In vivo and in vitro assays

1. Western blot
Immunofluorescence
Immunohistochemistry
Thin layer chromatography
Lipid droplets staining
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Supplementary Figure 1: (A) Experimental design for the proteome analysis of vehicle
(control)- and hemin-treated LM3 cells. (B) Coomassie-stained polyacrylamide gradient gel of
LM3 cells lysates. Gel lines were excised and digested for LC-MS/MS. Second line of bottom
gel from control cells was not used in the analyses. (C) The resulting peptides were analysed
by high-resolution MS and raw files processed using the MaxQuant software. Hierarchical
clustering was generated with Perseus free software. Heatmap of MS intensities (n=7; 2
independent experiments) was colour coded to show relative protein abundance: shown in
red are the up-regulated proteins, shown in blue are the down-regulated ones and shown in

white are the proteins without change between the vehicle- and hemin-treated cells.



