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Supplementary Figure 1. Heatmaps and hierarchical clusters of the expression patterns for each cell type in each heart chamber and time-point across heart development.
Supplementary Figure 2. Number and fraction reads of coding and long non-coding RNAs in the left ventricle at E18.5 by transcriptome saturation in our pipeline.
Supplementary File 1. List of mRNAs, lncRNAs, and pcRNAs determined as transcript cell markers for each cell type. 
Supplementary File 2. Differentially expressed coding genes and lncRNAs in the different cardiomyocyte subpopulations.
Supplementary File 3. Contains additional information about the EnrichR enrichment analysis considering the databases Gene Ontology (GO), Biological Process, Jensen Diseases and KEGG pathways associated with each cardiomyocyte subpopulation. All terms are named if they were upregulated (up) or downregulated (down) and followed by the time-point across heart development.
Supplementary File 4. Co-expressed modules identified for each developmental stage. Gene Set Enrichment Analysis, functional overrepresentation and interaction network (co-expression and protein-protein) are highlighted for each time point.
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