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Figure S1. Mouse IRF8 codon usage optimized cDNA sequence. The two highlighted

sequences at the beginning and end indicate the restriction enzyme Sall and EcoR1, respectively.

The protein amino acid sequence is listed under the DNA sequence.
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Figure S2. Western blots. A. Original Western blots for Figure 2E. B. Original Western blots
for Figure 3C. C. Original Western for Figure S3.
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Figure S3. GPX4 protein level in tumor cells. The indicated WT and IRF8 KO cell lines were
cultured in the absence (Control) or presence of RSL3 for approximately 24h. The cells analyzed
by Western for GPX4 protein level. B-action was used as normalization control.
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Figure S4. GSH and lipid ROS level in tumor cells. A. The pair of WT (MC654) and IRF8
KO (MCO010) tumor cell lines were cultured in the absence (Control) or presence of RSL3 for 3h.
Cells were then analyzed for GSH level using the GSH luminescent-based assay. GSH level is
presented as relative light units (RLU) according to the manufacturer’s instruction. B. Cells were
treated as in A for 3h, incubated with BODIPY 581/591 C11 lipid peroxidation sensor for 30
min. Cells were then analyzed with a flow cytometry. The lipid ROS level is presented as the
ratio of mean FL1 intensity/mean FL2 intensity.



