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qRT-PCR validation of the DEGs of RNA-seq data.

Figure S1.
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Figure S2. GO analysis of DEGs in (A) LCO vs. L0, (B) LC3 vs. L3, (C) LC12 vs. L12, (D) LC24
vs. L24 pairwise comparison. The Y and X axes correspond to GO terms and the number of
DEGs.
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Figure S3. KEGG enrichment analysis of DEGs in (A) LCO vs. L0, (B) LC3 vs. L3, (C) LC12 vs.
L12, (D) LC24 vs. L24 pairwise comparison. The Y-axis corresponds to the KEGG pathway,

and the X-axis shows the enrichment ratio between the number of DEGs enriched in a

particular pathway. The color of the dot represents the g-value, and the size of the dot

represents the number of DEGs mapped to the referent pathway.
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Figure S4. The expression tendency of the DEGs across four treatments (LC0, LC3, LC12, and
LC24) inferred by STEM analysis.



