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Supplemental Figure S1. Effects of IPA on the cell viability of LX-2. LX-2 cells were treated
with either 10uM or 50uM IPA for 24h, the cell viability was determined using MTT assay.

DMSO as the control group. n=4. Data are shown as mean + SEM, ns means no significant
differences.
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Supplemental Figure S2. Effects of IPA on the contractility of LX-2 cells. (A) LX-2 cells were
incubated with either 10 pM or 50 uM of IPA for 12 h. The levels of cell contractility were
determined using gel contraction assay. Treatment with TGFB1 (5 ng/ml) was used as a positive

control. The green line shows the edge of the gel. Scale bar, 1cm. (B) The quantitative analysis of

gel surface area at 0 h and 24 h. (C) The quantitative analysis of the cell contractility in (A). The
level of cell contractility was calculated by (Area(0 h)-Area(12 h))/Area(0 h) and the result was
normalized to DMSO treated group. Data are shown as mean + SEM, **: p<0.01, ***: p<

0.001. ns means no significant differences.
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Supplemental Figure S3. Inhibition of ROS pathway downregulated fibrogenic genes CTGF and

MMP9. LX-2 cells were pre-incubated with NAC(Acetylcysteine) for 2h, and then treated with IPA
for 24h, the RNA levels of CTGF and MMP9 were detected using RT-qPCR. n=3. Data are shown
as mean+ SEM, *: p < 0.05, **: p<0.01.

Gene Forward sequence Reverse sequence

COLIAI ATCCCACCAATCACCTGCGT TCATCGCACAACACCTTGCC
COL5A1 GGAGATGATGGTCCCAAAGGCA CCATCATCTCCTTTGTCACCAGG
COL5A42 CAGGCTCCATAGGAATCAGAGG CCAGCATTTCCTGCTTCTCCAG
CTGF ATGGTGCTCCCTGCATCTTC GTTTGGTCCTTGGGCTCGTC
MMP?2 TCCCATTTTGATGACGATGA CCGTACTTGCCATCCTTCTC
MMP9 CGGCCACTACTGTGCCTTT GCGATGGCGTCGAAGATG
MCPI GACCCCAAGCAGAAGTGGGT GTGTCTGGGGAAAGCTAGGGG



IL6 TTCCAAAGATGTAGCCGCCC GATGCCGTCGAGGATGTACC
IL1b TCCTTTCAGGGCCAATCCCC GGGAGCGAATGACAGAGGGT
HPRTI TGCTGAGGATTTGGAAAGGGTGTTT GCACACAGAGGGCTACAATGTGATG

Supplemental Table S1. Primers for RT-qPCR.



