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Supplementary Figure 1. Differential expression of mMRNAs and miRNAs. (A, B) Volcano plot and hierarchically clustered heat map
illustrating differentially expressed (FDR < 0-05 and the abstract value of log,(Fold Change) > 1:0) mRNAs of RV and renal tissue samples
between sham and PAC group. (C, D) Volcano plot and hierarchically clustered heat map illustrating differentially expressed miRNAs of RV
and renal tissue samples between sham and PAC group. Up-regulated mRNAs and miRNAs are denoted in red and down-regulated ones in
green. SH: the RV tissue sample of the sham group; PH: the RV tissue sample of the PAC group; SK: the kidney tissue sample of the sham
group; PK: the kidney tissue sample of the PAC group; PAC: pulmonary artery constriction.
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Supplementary Figure 2. Differential expression of circRNAs. (A) Scatter plot of the upregulated and downregulated circRNAs in the
RV tissue samples between sham and PAC group; (B) Subgroups of the DEcircRNAs according to their genomic locations and effect; (C) Scatter
plot of the upregulated and downregulated circRNAs in the renal tissue samples between sham and PAC group; (D) Subgroups of the
DEcircRNAs according to their genomic locations and effect; (E) Chromosome distribution of the circRNAs; (F) The length distribution of
circRNAs. SH: the RV tissue sample of the sham group; PH: the RV tissue sample of the PAC group; SK: the kidney tissue sample of the sham
group; PK: the kidney tissue sample of the PAC group; PAC: pulmonary artery constriction.

Www.aging-us.com 2 AGING



A

B

- ; low-density lipoprotein
positive regulation Ogy‘é?g 1 . receptor particle metabolic .
o p.adjust 7 process
Ras protein signal | . cardiac muscle fiber .
transduction 00005 development Count
positive regulation of cell | . 0.0010 carboxylic acid biosynthetic . o
projection organization a-n 015 process ®:
stem cell division . 0.0020 organic acid blo%rrrggggg . . 8
regulation of cell 0.0025 . 10
morphogenesis involved in | . actin filament-based movement ®
differentiation Count regulation of cardiac muscle ‘
somatic stem cell division . ® 75 contraction by calcium ion ® p.adjust
n h : ignaling 0.005
positive regulation of cell o Signaiin
morphogenesis involved in{ ® ® o phosphatidic acid metabolic ® b0t
differentiation @ s AV node cell o b ndlpro{f:tla-ls's
, [ 150 node cell to bundle of His
regulation of protein binding ® : cell communication ® 0015
- . 175
positive regulation of neuron | P . 0.020
projection development ® . 200 response to calcium ion
- o regulation of cellular amide
. - )
localization within membrane metabolic process
0 005 01 015 02 0 005 01 015 02
GeneRatio GeneRatio
Count
PI3K-Akt signaling pathway o ..

9 ® =

o ® =

® @ »
® @ =

Focal adhesion
Human papillomavirus infection
Human T-cell leukemia virus 1 infection 1

Protein digestion and absorption 1

AGE-RAGE signaling pathway in diabetic complications ® st
.adju
Cell adhesion molecules (CAMs) . -
ECM-receptor interaction | @ 0.0004
Hematopoietic cell lineage 1 ® 0.0008
Primary immunodeficiency{ # 0.0012
0.04 0.06 0.08 0.10 012 0.0016
GeneRatio
D - -
PPAR signaling pathway . Count
@
Hypertrophic cardiomyopathy (HCM) .
p.adjust
Dilated cardiomyopathy (DCM) ®
0.03
Adrenergic signaling in cardiomyocytes 1 . 0.0
0.07
Oxytocin signaling pathway ® 0.09
0.025 0.050 0.075 0.100 0.125
GeneRatio

Supplementary Figure 3. Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) analysis of up- and
down-regulated mRNAs in RV tissue. (A, B) GO analysis of the biological functions of differentially expressed mRNAs that were
significantly up- and down-regulated in the RV tissue; (C, D) KEGG pathway analysis of the up- and down-regulated mRNAs in the RV tissue.
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Supplementary Figure 4. GO and KEGG analysis of up- and down-regulated mRNAs in renal tissue. (A, B) GO analysis of the
biological functions of differentially expressed mRNAs that were significantly up- and down-regulated in the renal tissue; (C, D) KEGG
pathway analysis of the up- and down-regulated mRNAs in the renal tissue.
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Supplementary Figure 5. Co-expression miRNA-mRNA network. (A) The regulatory network of significantly differentially expressed
miRNAs (FDR < 0-05 and the abstract value of logy(Fold Change) > 10:0) and 34 potential target mRNAs; (B) The regulatory network of
metabolic pathway-related miRNAs and 11 target mRNAs. The red nodes represent up-regulated miRNAs and mRNAs and blue nodes
represent down-regulated miRNAs and mRNAs. The log,(Fold Change) values of the miRNA and target mRNA are shown by the node color.
The figures were generated using CytoScape (Shannon et al., 2003).
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