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Figure S1. Data preprocessing of the expression profiles. A-C, Pre-normalization
(A), post-normalization (B) and principal component analysis (PCA) (C) of mRNA
expression profiles in GSE107475 and GSE107156 (Control n =5, ARVC n = 9). D-F,
Pre-normalization (D), post-normalization (E) and PCA (F) of IncRNA profiles in
GSE107475 and GSE107156 (Control n=5, PAH n=9).
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Figure S2. Select the best beta value of soft-thresholding powers. The scale-free
topology model fit index (A) and the mean connectivity (B) for various soft-
thresholding powers.

Table S1. Differentially expressed miRNA list.
Table S2. RT-qPCR primer sequence.



