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Supplementary data 

Supplementary Figure 1: The proportions of cell types in the form of cardiomyocytes with high or low 

Nppa expression at each time point. 



Supplementary Figure 2: Histological evaluation of the expression level of NPPA by using human  

myocardium tissue. 

To evaluate the expression distribution of NPPA by in situ hybridization (ISH), we used both sense and 

anti-sense probes for the NPPA gene. The scale bar in the figure is 50 μm. The panels in the first row 

show the expression distribution of NPPA mRNA in healthy subjects, and the panels in the third row show 

the expression distribution of NPPA mRNA in patients with heart failure. The panels in the second row 

show the ISH result using the negative control probe in healthy subjects, and the panels in the fourth row 

show the result using the negative control probe in patients with heart failure. 

 

  



 

Supplementary Figure 3: Sequence results of Nkx2-5 binding regions in the heart of Mus musculus. 

 

 

 

  



Supplementary Figure 4: Intracluster sum of squared error (SSE) of hierarchical clustering. 
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Supplementary Table 1: Top 10 GO terms of the 388 genes in cluster 1 from the 3,135 genes detected by 

ANOVA. 

  

GO Term p-value Fold Enrichment 

collagen-activated tyrosine kinase receptor signaling pathway 2.57E-04 29.259 

cell-cell adhesion 4.05E-04 3.7154 

cell projection organization 0.00114744 3.8754 

rRNA processing 0.00143095 4.1798 

cell adhesion 0.001724 2.2924 

positive regulation of neuron projection development 0.00253866 3.8164 

neuron projection development 0.00265484 3.7889 

angiogenesis 0.00273804 2.9381 

regulation of cell growth 0.00304155 6.0536 

protein phosphorylation 0.00475838 2.0319 



 

Supplementary Table 2: Top 10 GO terms of significantly expressed genes in cardiomyocytes with high 

Nppa expression compared with those with low Nppa expression at 3 days and 1, 2, 4 and 8 weeks after 

TAC. 
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