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Infinium MethylationEPIC BeadChip

» Over 850,000 methylation sites

» Coverage gene promoter, 5UTR, first exon,
gene body, 3UTR

 CpGisland

« MIRNA promoter regions

» DNase hypersensitivity sites
« Compatible with FFPE Sample
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cis-Regulation: cisacting regulation by DNA elements in or adjacent to each CpG site

trans-Regulation: trans-acting regulation by factors from the genomic regions distant
from the CpG sites, including from different chromosomes.
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Cytosine Methylation Profiles as a Molecular Marker in Non-Small Cell Lung Cancer Cancer
Research
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Genome-wide miRNA methylation analyses in non-small cell lung cancer patients Cancer
Research
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Epigenetic silencing of tumor suppressor long non-coding RNA BM742401 in chronic lymphocytic
leukemia Cancer Research

BAREE: INEFEH, SANEFINEALGE, 3NEFCDI9y ks EABmAE, 7TACLLMAE %, 984
CLLB #&

1 X B4 : long non-coding RNA BM742401 , # B E4p#l £ A,

R B# € : Promoter of BM742401

¢ 2t A. Promoter of BM742401 & E# A AP AER EAL, SAECLL@ICZ 7 AL,
B. BM742401%9 3 3 -F R 3% ¥ AL HliZIncRNAK & & ;

C. BM74240149 i & A A 50 AE AP 4] T mfe 69 578, 3§52 T mic A, SLAASNCLLAG#pH] A
o

\\ 4006-506-908

e www. biomiao.com

DL marketing @biomiao.com T Bz



- - @
‘ = | iao.: \ii};x
1 Ei ﬁ % (B.gf.” 1[;()\,{]:{{(\%%,%(}6[[?2]{
Xtk — ik A B T A5 SNP TR

A genetic association study of DNA methylation levels in the DRD4 gene region finds associations
with nearby SNPs Behavioral
and Brain Functions
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Genetic Control of Individual Differences in Gene-Specific Methylation in Human Brain
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QTL Analysis(eQTL. mQTL)

5 ROAT MSNPs on Gene Expression
cis- and trans-Regulation of Methylation
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Metabolomic analysis revealed the role of DNA methylation in the balance of arachidonic acid

metabolism and endothelial activation
Biochimica et Biophysica Acta
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