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EA.hy926 cells — grown at 37 °C in DMEM B 48 h 6 weeks 12 weeks
supplemented  with  10%  FBS, 1% penicillin- = o
streptomycin, 1.5 g/L NaHCOs3, 0.11 g/L sodium pyruvate, ; ; ;
10 mM HEPES, and 4% HAT (5 mM  sodium i o i
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PFOA (nM) Figure 1. Volcano scatter plots depicting global mMRNA expression and the number of DEGs following short- Figure 2. Venn diagram illustrating DEGs after short-term
term (48 h) and long-term (6 and 12 weeks) exposure of EA.hy926 cells to specified concentrations of PFOA. (48 h) and long-term (6 and 12 weeks) exposure of EA.hy926
Cryovial 1 0 1 10 100 (A) The X-axis represents the fold change of the difference after conversion to log2, whereas the Y-axis cells to PFOA. The diagram highlights the number of unique
represents the significance value (Q value) after conversion to —log10. In each plot, significantly upregulated and overlapping DEGs among the specified concentrations of
genes are marked as red dots, downregulated genes as blue dots, and non-significant findings as gray dots. PFOA.
—> (B) The X-axis displays the number of DEGs, and the Y-axis shows the different concentrations of PFOA. For
each concentration, red bars represent the number of upregulated genes, while blue bars represent the
. number of downregulated genes.
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Figure 3. Accumulation plots of benchmark concentration (BMC) values for transcriptomics (T) data following short-term 12 weeks

RNA-Seq — BGI Europe (Warsaw, Poland), on the DNBSEQ platform, with

(48 h) and long-term (6 and 12 weeks) exposure of EA.hy926 cells to PFOA.

sequencing length PE150 and an average yield of 6.65G data per sample. B
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along with adapters and low-quality bases. HISAT was used to align the

clean reads to the reference genome, while Bowtie2 was used to align the T-48 h 6.3 uM 10.3 pM 36.8 UM
clean reads to reference genes. The analysis of differentially expressed HCQCERS 2ol S s UEKS o e
genes (DEG) was performed using the DESeq2 method. The genes with T-12 weeks 22.1 M 36.8 nM 134 nM
log2|>1 and adjusted p-value of <0.05 were considered as DEGs. Figure 4. Densiy plots
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12 weeks — pathways related to extracellular matrix, cytokine-
cytokine interactions, and cell adhesion were significantly affected.
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