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Supplementary Fig. 1: Clone-like appearance of PDLSCs. (A) From left to right:
cells primarily cultured for 7 days, cells subcultured for 1 day and cells subcultured

for 3 days. (B) Alizarin red staining of dPDLSCs (left) and TNF-a-PDLSCs (right).

(C) Quantitative analysis of Alizarin red staining.
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Supplementary Fig. 2: The expression change of four protein-coding genes validated

by RT-PCR.
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Supplementary Fig. 3: Significantly enriched pathways for neighboring

protein-coding genes for DE IncRNAs between uPDLSCs and dPDLSCs.
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Supplementary Fig. 4: (A) (B)The top two significantly enriched pathways for DE
IncRNAs between uPDLSCs and dPDLSCs via LncRNAs2Pathways. (C) (D) The top
two significantly enriched pathways for DE IncRNAs between dPDLSCs and

TNF-a-dPDLSCs via LncRNAs2Pathways.



o . ; o Hepatic Fibrosis / Hepatic Stellate
Hepatic Fibrosis / Hepatic Stellate Cell Activati 12/183 8/187
Bladder G Signali Cell Activation
|
acder Gancer Signaing E/87 | Germ Cell-Sertoli Cell Junction Signali 6173
Ephrin Receptor Signaling 817 C. I y 4171
Axonal Guidance Signaling 13/448 sl 3/34
RAR Activation 8190 Inhibition of by TSP1 3134
VDR/RXR Activation | msss 578 - :
Prostanoid Biosynthesis | I 219
Caveolar-mediated Endocytosis Signaling 471 Colorectal Cancer 7104
Pancreatic Adenocarcinoma Signaling | m—" 5/118
RAR Activation | 6/19
Inhibition of Matrix Metalloproteases | mmm—— 3/39
Antigen F ion Pathway 3/38
GDNF Family Ligand-Receptor Interactions | I 4176
ILK Signaling 7122
0 1 2 3 4 5 6 7 proportion 0 05 10 15 20 25 30 35 40 proportion

-log(p-value) -log(p-value)

Supplementary Fig. 5: The significantly enriched pathways for mRNAs involved in

ceRNA networks via [PA.

Supplementary Table 1: The final IncRNA reference consisted of 31,822 previously
identified IncRNAs and 63 novel IncRNAs not annotated in IncRNA databases.
Supplementary Table 2: Differentially expressed IncRNAs identified by DESeq2
and EdgeR in dPDLSCs compared to uPDLSCs.

Supplementary Table 3: Differentially expressed IncRNAs identified by DESeq2
and EdgeR in TNF-0-dPDLSCs compared to dPDLSCs.

Supplementary Table 4: Differentially expressed protein-coding genes identified by
DESeq2 and EdgeR in dPDLSCs compared to uPDLSCs.

Supplementary Table 5: Differentially expressed protein-coding genes identified by
DESeq2 and EdgeR in TNF-a-dPDLSCs compared to dPDLSCs.

Supplementary Table 6: A. Significantly enriched pathways for DE IncRNAs
between uPDLSCs and dPDLSCs via LncRNAs2Pathways analysis. B. Significantly
enriched pathways for DE IncRNAs between dPDLSCs and TNF-a-dPDLSCs via

LncRNAs2Pathways analysis.



Supplementary Table 7: A. the IncRNAs, mRNAs and shared miRNAs of
IncRNA-mRNA ceRNA interactions in the DE IncRNAs between dPDLSCs and
uPDLSCs. B. the IncRNAs, mRNAs and shared miRNAs of IncRNA-mRNA

ceRNA interactions in the DE IncRNAs between TNF-a-dPDLSCs and dPDLSCs.



