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Musashi-2 deficiency triggers colorectal cancer ferroptosis by downregulating the MAPK signaling cascade to inhibit HSPB1 phosphorylation
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Fig.S1
A, The mRNA expression levels of MSI2 in CRC cell lines. B, The protein expression levels of MSI2 in CRC cell lines. C, Gene effect scores of MSI2 in CRC cancer cell lines by using DepMap analysis from the CCLE datasets.
[image: ]Fig.S2
A, FACS and statistical analysis of cell death rate in SW620 and LOVO stable cells without any treatment. B, MSI2 and apoptosis-related genes (BCL2, BAX, CASP3, CASP8) mRNA expression were determined by qRT‒PCR in SW620, LOVO stable cells, the primer sequences are: BCL2: F: GGTGGGGTCATGTGTGTGG, R: CGGTTCAGGTACTCAGTCATCC; BAX: F: CCCGAGAGGTCTTTTTCCGAG, R: CCAGCCCATGATGGTTCTGAT; CASP3: F: GAAATTGTGGAATTGATGCGTGA, R: CTACAACGATCCCCTCTGAAAAA; CASP8: F: AGAGTCTGTGCCCAAATCAAC, R: GCTGCTTCTCTCTTTGCTGAA. C, The correlation between MSI2 expression and apoptosis-related gene (BCL2, BAX, CASP3, CASP8) expression was analyzed by Spearman correlation analysis from the TCGA (n=620), GSE17536 (n=177) and GSE14333 (n=290) database. D, The apoptosis-related gene (CASP3, CASP8, BAX, BCL2L1, BCL2L13) protein expression was analyzed in SW620 Proteomics. E, GSEA enrichment analysis in SW620 proteomics showed no significant differences in Apoptosis signaling pathway (NES=0.6324, p=0.9328). These results are presented as the mean ± SD values; ns, no significant, ***p < 0.001; (A-B) unpaired 2-tailed Student’s t test.
[image: ]
Fig.S3
A, Statistical analysis of tumor weight in SW620 stable cells rescued with control vector or HSPB1 plasmids in M-NSG mice xenograft tumors, n=4. B, Statistical analysis of IHC score (IOD per area) for HSPB1, ACSL4, Ki67 and PCNA from SW620 stable cells rescued with control vector or HSPB1 plasmids in M-NSG mice xenograft tumors. These results are presented as the mean ± SD values; ns, no significant, **p < 0.01, ***p < 0.001, ****p < 0.0001;(A-B) One-way ANOVA test.
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A c Gene effect score for MSI2 in Colorectal cancer cell lines

Source: DepMap
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