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cg01228410 SLC9A3, FDR= 0.041 DMP
p<2.50E-04 317CpG 262CpG
DNA logFC PCB
2017) BPA
( DNA
) (Miura et al. 2019;
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Viral protein interaction
with cytokine and cytokine receptor
Amino sugar
and nucleotide sugar metabolism
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14.03 (10.10-18.24) DNA
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DMP FDR g < 0.05 €g01228410 g=0.041
SLC9A3
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FDR=0.041 (Dorfman et
DMP p<2.50E-04 al. 2011) KEGG
317CpG 262CpG
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34(10.7%) 203CpG
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1. DNA logFC
Hypo Hyper
methylation | methylation p
Male 34 (10.7) 283 (89.3) 0.0001
Female 59 (22.5) 203 (77.5)
X 2
DMP p <2.50E-04 CpG sites
2. DNA logFC
Frequency
of CpG
sites minimum | 25%th 59%th 75%th maximum | p
Male 317 -0.140 0.011 0.026 0.044 0.177 | 0.001
Female 262 -0.079 0.003 0.010 0.030 0.563
Mann-Whitney U test
2. Dioxin(log10) DNA logFC
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3. DNA KEGG (p <0.05)
path No Description N DE | P.DE FDR
male
path:hsa04061 | Viral protein interaction with cytokine and cytokine receptor | 100 | 4.5 | 0.009589074 1
path:hsa01210 | 2-Oxocarboxylic acid metabolism 18 2 | 0.019418557 1
path:hsa04360 | Axon guidance 181 8 | 0.028704492 1
path:hsa04977 | Vitamin digestion and absorption 24 2 | 0.037293153 1
path:hsa04064 | NF-kappa B signaling pathway 104 4 | 0.042468097 1
path:hsa00020 | Citrate cycle (TCA cycle) 30 2 | 0.045518804 1
female
path:hsa00520 | Amino sugar and nucleotide sugar metabolism 48 3 | 0.014026532 1
path:hsa04270 | Vascular smooth muscle contraction 132 5 | 0.030635842 1

DMP

p <2.50E-04

CpG
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sites (male: 317, female: 262)



