m6A regulator-mediated RNA methylation modification patterns are involved in immune microenvironment regulation of ischaemic cardiomyopathy
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Supplementary Figure 1. Normalized for all the samples. Figure 1A shows GSE1869 combined with GSE5406 and Figure 1B shows GSE57338.
Supplementary file: Tables 1. Gene expression profile of 12529 different gene symbols in the training set (GSE1869 combined with GSE5406).
Supplementary file: Tables 2A. Gene expression profile of 10000 different gene symbols in the GSE57338 dataset.
[bookmark: OLE_LINK1]Supplementary file: Tables 2B. Gene expression profile of the remaining 8860 different gene symbols in the GSE57338 dataset.
Supplementary file: Tables 3. Two different subtypes of ICM were identified in the training set based on qualitatively different expression of seven key m6A regulators.
Supplementary file: Tables 4. The results of single-sample gene set enrichment analysis.
Supplementary file: Tables 5. The results of gene set variation analysis enrichment analysis
