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Supplementary Data 1. Gene profiling of all clusters identified by single-cell sequencing. The first sheet shows an overview of all the identified clusters and the number of cells per cluster. Following sheets show the gene expression signature of all 14 clusters. For quantification of transcripts abundance, the number of transcripts containing unique molecular identifiers per cell-specific barcode was counted for each gene. K-medoids clustering was based on the RaceID2 algorithm to visualize cell clusters using t-distributed stochastic neighbor embedding (t-SNE) and to compute genes up- or downregulated in all cells within the cluster compared with cells not in the cluster.1,2 . Data sorted based on fold change.

Supplementary Data 2. List of genes enriched in cardiomyocytes from injured heart compared to sham cardiomyocytes obtained from the single-cell sequencing analysis. RaceID2 was used to compute genes up- or downregulated in injured cardiomyocytes within compared with healthy carddiomyocytes.1,2  Data sorted based on log2 fold change.

Supplementary Data 3. RNA-seq-based gene profiling of Zeb2 fl/fl and Zeb2 cKO hearts 14 dpMI. Differential expression was analysed by DESeq v1.223 using per condition dispersion estimates.

Supplementary Data 4. List of proteins detected by mass-spec as shown in details in Figure 3. The first sheet shows all detected proteins. The second sheet shows the top 40 proteins that are classified as plasma proteins based on Human Protein Atlas. The third sheet shows 11 proteins that were also downregulated in RNA-seq form Zeb2 cKO mice vs Zeb2 fl/fl post-MI, as shown in details in Supplementary Figure 4. 
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