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Supplementary Figure S1. Observation of cell morphology between the preadipocytes
and adipocytes.
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Supplementary Figure S2. Chromatin accessibility differences between Pread and Ad
groups. (A) Heatmap showing 1,293 differential chromatin accessibility between
preadipocyte and adipocyte ATAC-seq samples. (B) Heatmap showing 67 differential
chromatin accessibility related to PPAR signaling pathway, Wnt signaling pathway,
regulation of actin cytoskeleton, and ECM—receptor interaction.
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Supplementary Figure S3. Volcano plots showing differentially expressed genes from
RNA-seq (|log2 FC| > 1, FDR < 0.05) between Pread and Ad groups.

>
[=~]

<Zt 84 % Pread <Z: 250+ Pread
é m Ad Dé 200+ m Ad

< 6 S 150-

.E .5 g 1004 -

2 4 2 504+

< °& 40T

v 21 © 204 l
s LEN Ha I- : LB U .1

o "') \/
L F &
& L ég) Q@

N o0

L & D
<O \ég’ Q® & &‘i‘é

& &
Supplementary Figure S4. Six differentially expressed genes from RNA-seq are
tested by qRT-PCR in preadipocyte and adipocyte. (A) The relative mRNA levels were
determined by qPCR in two groups. (B) Six genes were differentially expressed
between the Pread and Ad groups based on RNA-seq data.
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Supplementary Figure S5. Association between differential expression of genes and
their chromatin openness. (A) Heat maps show expression level (FPKM) of
differentially expressed genes and chromatin openness (RPKM) within their promoters
(TSS £ 2kb). (B) Venn diagram showing the overlap between the differentially
expressed genes of RNA-seq and differentially expressed chromatin-associated genes
of ATAC-seq. (C) Heat maps showing the ATAC-seq enrichment at distal peaks (>2kb
from the TSS), promoter peaks (TSS £ 2kb) and expression level of corresponding
genes.



