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Supplementary Material
1 Supplementary Figures

Supplementary Figure 1: Phase-contrast images from H9c2 cells during the differentiation process. The
images were captured with a 100x magnificence, during 7 consecutive days as indicated in the sequence from A
to F. The differentiated H9c2 cardiomyocytes are morphologically elongated and multinucleated, while the
undifferentiated cells have a polygonal shape.
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Supplementary Figure 2: Immunofluorescence images of H9c2 cardiomyocytes. A. Super resolution image
of undifferentiated myocytes shows evenly distributed polygonal shapedcells. B. After differentiation, myocytes
became multinucleated and elongated. Magenta: actin; Blue: core. Scale bar = 50 pm.
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Supplementary Figure 3. Total ion electropherogram (TIE) obtained from the cellular extract of H9c2
cells that were submitted to DOX, 1SO, and PER and analyzed by CE-MS in the positive ionization
mode.
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Supplementary Figure 4: Important molecular features selected by volcano plot with fold change
threshold (xX) 2 and t-tests threshold (y) 0.1 obtained from H9c2 cell extract in the untargeted
metabolomic evaluation by CE-MS carried out in the positive ionization mode.
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Supplementary Figure 5: Pathway analysis for the comparison of the three treatments applied to H9c2
cells. Annotations: Pathway analysis carried out in MetaboAnalyst 4.0, Pathway library Mus musculus
(KEGG), Pathway analysis algorithms were “Hypergeometric Test” for Over Representation Analysis
and “Relative-betweeness Centrality” for Pathway Topology Analysis.
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