Fig. S1 Quality control and identification of main cell types in scRNA-seq data.
A Box plots depicting gene counts in each sample from scRNA-seq data. B	Heatmap showing the expression level of the top 5 DEGs in the 10 main cell types. C Ligand-receptor pairs among the 10 cell types were visualized by bubble plot. D Bubble plot revealed expression of WRM in HF samples and NHF samples from scRNA-seq data.
Fig. S2 Distribution of WRM followed the trajectory of T cell differentiation.
A The significantly related ligand-receptor interactions among T cell subtypes. B Volcano plot of DEGs in T cells between the HF and NHF groups. P < 0.05 and |log2 fold change | > 1 were identified as significant DEGs. The red and blue dots represented upregulation and downregulation of DEGs, respectively. C Accumulation of RNA modification writers along the pseudotime during the T cell differentiation is depicted.
Fig. S3 Heterogeneity of cardiac myeloid cells.
A UMAP plot depicting the expression of top 5 genes in Macro-MYL2. B Heatmap showed the significantly different activities of TFs among 7 myeloid cell subtypes. C Volcano plot of DEGs in myeloid cells between the HF group and NHF group (p < 0.05, |log2 fold change| > 1). The upregulation and downregulation of DEGs are indicated by red and blue dots, respectively. Signature genes of resident macrophages in the heart, such as F13A1, LYVE1, and CCL2, are labeled in downregulated DEGs. D WRM score in macrophage subtypes. E WRM expression level in HF and NHF samples is illustrated by the bubble plot.
Fig. S4 Analysis of infiltrating immune cells from bulk RNA-seq data.
A Volcano plot of DEGs in the HF and NHF samples from the bulk RNA-seq data (p < 0.05, |log2 fold change| > 1). The upregulated and downregulated DEGs are marked with the red and blue dots. B Infiltration of immune cells in the bulk RNA-seq data. C Heatmap showed the expression profile of WRM in HF samples and NHF samples.
Fig. S5 Unsupervised cluster analysis of WRM modification patterns in HF.
A Cumulative distribution function (CDF) was used to generate consensus clustering model for k = 2–5. K represented the cluster count. B Relative change in area under CDF curve for k = 2–5. C Tracking plot of consensus cluster at k = 2–5. D Volcano plot revealed DEGs between WRM type 1 and WRM type 2 (p < 0.05, |log2 fold change| > 1). The red and blue dots represent the upregulation and downregulation of DEGs, respectively. E Heatmap indicating the expression profile of infiltrated immune cells in HF samples based on WRM type 1 and WRM type 2. F The two WRM types exhibited distinct expression profiles of the 28 writers.
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