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1. DNA

(hg38) CpG 450K CpG No.
AHRR chr5:373,213-373,332 5 cg05575921
CYP1A1 chr15:74,726,610-74,726,828 17 €g05549655/cg00213123/¢cg23727072
MYO1G chr7:44,963,075-44,963,360 20 €g12803068/cg04180046
GFI1 chrl:92,481,065-92,481,301 21 cg12876356/cg18146737
ESR1 chr6:151,808,879-151,809,120 11 €g04063345/cg15626350

2. ADHD
OR (95%Cl)
H FE B A 1.01 (0.97,1.06)
H E R 0.51 (0.34,0.76)**
HEFUR 0.39 (0.25, 0.60) **
B IRA)EAEE 1.13 (0.64,1.98)
F_ A 1.05 (0.71, 1.53)
NGSZEER 0.02 (0.01, 0.04)**
AF=Y ZEHEME 1.04 (0.68, 1.58)
AF =Y HEFEE 2.51(1.32,4.75)**
**p <0.01

- 167 -



(A)

AHRR CpG_34
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(0.326)
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-0.031" Y.‘m**
b 4 0D EL AEE > ADHDEE L
0.267
(0.326)
ADHD AHRR

- 168 -




