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Supplementary Figure S1. David Analysis identifies Secreted proteins as differentially regulated in cells with SOCS1
knockdown. (A) DAVID Analysis of Key words category. (B) Genes differentially regulated in the “Secreted” category as identified by
David Analysis. (C) QPCR validation of secreted factors of the IGFBP family identified by David Analysis in IMR90 cells expressing E7 in
combination with either an empty vector (V) or with constitutively activated STAT5A (cS5A) and with either a control shRNA (shNTC) or
an shRNA against SOCS1 (shS1). All experiments were performed three times, error bars indicate standard errors of triplicates *=
p<0.05, using the Student’s t test, **=p<0.01, ***=p<0.005.
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Supplementary Figure S2. Validation of SOCS1-dependent p53 target genes with two shRNAs against SOCS1. (A) Growth
curves of IMR90 cells expressing E7 with either an empty vector (V) or with constitutively activated STAT5A (cS5A) and with either a
control shRNA (NTC) or one of two shRNAs (shS1a or shS1b). (B) SOCS1 mRNA levels were measured by gPCR in IMR90 cells expressing
the same constructs as described in (A) to assess SOCS1 knockdown efficiency. (C) QPCR of SOCS1-dependent p53 target genes in the
conditions described previously. All experiments were performed three times, error bars indicate SD of triplicates (growth curves) or
standard errors of triplicates (QPCR), *=p<0.05, using the Student’s t test, **=p<0.01 and ***=p<0.005.
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Supplementary Figure S3. Correlation between SOCS1 and p53-target gene expression in hepatocellular carcinoma
samples separated according to p53 status. The Spearman correlation (p) and the p values are given at the top of each plot.
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Supplementary Figure S4. GSEA analysis identifies genes sets associated with p53, angiogenesis and lipid oxidation as
differentially regulated by SOCS1 knockdown. (A) Genes upregulated in a doxorubicin resistance context correlate with genes
upregulated in presence of shSOCS1. (B) Genes upregulated in a BRCA1 dominant negative context are upregulated in presence of
shSOCS1. (C) Genes silenced during tumor angiogenesis correlate with genes upregulated in the presence of SOCS1. (D) Genes
upregulated in response to oxidized phospholipids are enriched in the presence of SOCS1.
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Supplementary Figure S5. DFO rescues TBH-induced ferroptosis in IMR90 cells. (A) Representative photos of IMR90 cells
expressing either V or S1 by retroviral infection and treated 24 hours after plating with either 88 uM tert-butyl-hydroperoxide (TBH)
alone, 100 pM Deferoxamine mesylate (DFO) alone or the combination of both drugs. (B) Quantification of cell viability of cells
portrayed in A. All experiments were performed three times, error bars indicate SD of triplicates, *= p<0.05, using the Student’s t test,
**=2p<0.01, ***=p<0.005.
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