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A comparison of whole genome DNA methylation profiles in low and high AHI
groups was performed in patients with 0SA. The results showed that in the high AHI group, high DNA
methylation levels such as MYTIL (cg09460712) and FOXP1 (cg18804229) and low DNA methylation levels
such as RERE (cg16908156) and SEMA4C (cgl3275176) were observed. In the MIR365A gene, JRK gene, and
CAT gene regions, the two groups showed differences in DNA methylation levels. Although several
previous studies have reported DNA methylation-related analyses in OSA patients, these DNA
methylation sites observed in this study are novel.
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Table 1. Basic characteristics of the study subjects.

AHI <15(n=7) AHI <15 (n = 16) p
Age (years)? 450+11.5 56.6 7.9 0.010¢
Men (n, %) 6 (85.7) 9 (56.3) 0.1724
BMI kg/m?)? 23.5+34 269+52 0.123°
AHI (eventshour)? 7.1£4.9 51.3+£304 0.001¢
Apnea Index (events’hour)? 2.6£3.0 26.3+28.2 0.040¢
Obstructive apnea (events/hour)? 1.9+28 19.5+27.5 0.111¢
Centra apnea (eventshour)? 0.0£0.0 04+1.2 0.384¢
Mixed apnea (events’hour)? 0.7+0.7 6.4+9.7 0.141¢
Hypopnea Index (events’hour)? 45+3.1 25.0+15.8 0.002¢
Lowest SpO2 (%)? 88.9+4.6 79.9+8.5 0.017¢
Arousal Index (events/hour)? 17.3£9.8 493+269 0.006°
HbA1c (%)? 58403 59+£05 0.717¢
Tota cholesterol (mg/dL)? 209.7 £37.3 183.2+55.3 0.300¢
Triglyceride (mg/dL)P 80.5 (75.8-118.8) 148 (114.3-171.0) 0.278¢
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Table 2. Most associated differentially methylated positions (DMPS).

cemz

ColumnID Gene Symbol Chromosome
Hypermethylated cg09460712 MYT1L 2
cg18804229 FOXP1 3
€g21887309 PCDHA6 5
€g15945782 ATP13A3 3
cg04069757 SPPL3 12
Hypomethylated €g16908156 RERE 1
€g13275176 SEMA4C 2
€g24212517 GRN 17
cg10626261 CCM2 7

€g21280014 PTPRN2
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Table 3. Most associated differentially methylated regions (DMRs).
Start of DMR (bp)  End of DMR (bp)  Gene Symbol Chromosome

Hypermethylated 14402939 14403425 MIR365A 16
24536077 24537469 NA 3
42862876 42863594 LOC441666 10
7041080 7042021 ZNF214 11
133562087 133562776 EYA4 6
Hypomethylated 143751447 143751796 JRK 8
34460107 34461028 CAT 11
73712491 73712967 NA 14
110062343 110062837 TMEM232 5
63671126 63671737 RHOJ 14
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