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RERXE 1: RHEMEWERE T ARPLIBAENL marker

| FRIE: | £ EFA DNA REUHRENAAEERESE CD4+ 1 CD8+ T RN TR EHELERRIEREL

| FEXHT: | Genome-Wide DNA Methylation Analysis in Systemic Sclerosis Reveals Hypomethylation of
IFN-Associated Genes in CD4+ and CD8+ T Cells

| &#%ZE: | Journal of Investigative Dermatology EMEF: 6.5 | R&BYIE: 2018 £

EBLER: KRB 24 HIBEM 24 FIXERA CD4 K CD8 Al TLBEEMAEERRMLIEN (450K TH), #
EESFPEMASE, GO BEEAMMAMTHEEXBEERTE 2 # T 489 DMR PHMEZEE (B 1la,0). REF
F EHRIH R B ARG E — N ERAYZE D12, REA 450K REATSE MENEKISHRERRRERN—BEIEET
(B 1b), Pearson HHXxMS
X 86% F1 90%. BHIXIEHEF Tt

Response to type | interferon

g 1{&7&& gﬁﬁy& j(*—iﬁ ZK EF‘ Bﬁ Negative regulation of viral process

Negative regulation of viral genome replication

EE—MEFENTREES |

Immune response

ﬁﬂgg (l 6 /Pg ; 62 /|\ Regulation of viral life cycle
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E_% Eﬁ g{t*ﬁg%iﬁﬂh%mﬁ Response o other organism l:l é 045
*E %o i@_ ij- *ﬁ 5}'1” m ;\& I FN_a\ Negative regulation of viral genome replication _ % ool

N Response to biotic stimulus =
]
IFN-BKTE, RIS FHE prom—
ZR Ive regulation of release of
cytochrome ¢ from mitochondria
2 3 = A, = Regulation of immune response - 000 T T T T T T T T T
'fEl = @ Eg g =] i% ﬁ 5 =1 Regulation of cysteine-type endopeptidase o & {,;51,55,\,31@1@ IR 65\ A sf;‘ &£
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AR :| SR M ZARR SRR R T R E) DNA REb{S

\: E3 g il :\ Rheumatoid arthritis-associated DNA methylation sites in peripheral blood mononuclear cells

| %%Z&:| Annals of the Rheumatic Diseases EIETF:|27.4 | &EAiE): | 2018 &

EBLAR AWRELNEE RA BEMRE RN M MRAAKHT T SEELA DNA BEK (450K BH)
MRNA FEES3H, H3 DNA BENLS mRNA FREEIEHITHEX DT HRRERCK, KI5 RA 18XH) DNA H
B REE 1046 1, FIEENERBAENAIS (DMP) 3 mRNA REHIEIE(EH. ARMIERINETF T 6 5 DNA
EAEAL -mRNA-RA TS, FREER DMP SERF A TFIMEFBZSERMEEEARML (40 MX1. IFI44L. DTX3L A PARP9)
FAENEEREANFEE PCRIIET 10 MREGER DMP/ EERNREMMFEKT, REKY PARPY HEY
5 RA &% Jurkat ZBEA0 T HEZHAE mRNA KFHEX (Bl 1), PARPY EEX Jurkat ZBRERYAHREEHR. ZBREILTE. 4

BN ERF IL-2 IRABEERM, X—H5KREE DNA BETE RA BRIEFAEEERFA,
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pathway analysis
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T 107DMPs |
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LncRNA & mRNA Human Gene (67 DMGs) PARP9)
Expression Microarray V4.0
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36DMPs and
m Causal Inference Test
Discovery stage [ meNA ] { |
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bisulfate sequencing >
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STK17A, BLK, CNPY1, CBX7 and SLC7A14)

of the ten Six DMPs corresponding
d DMPs by qRT-PCR genes: BLK, CBX7, IFI44L,
(35RA:35HC) MX1, PARPS, STK17A

Select three DMPs = ‘w;:::: w8 . Test the three DMPs using
A - = targeted bisulfate sequencing B
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| 3CEE | IncRNA TUGL TS H0SBIEIIRLAEIE S F A B R B E A1 15
[ Bxz#Ra; | A novel regulatory mechanism network mediated by IncRNA TUG1 that induces the impairment of
spiral artery remodeling in preeclampsia

MR TF: 12.4 | &RASE): 2022 £

(EBLER: FRETH (PE) 5EAMKIEFPNARRNECREX, THRTEANES, HE2HRERTE
i, FEBECIBKELEMRWAIRES LA BRARINERERX, HSX PE WEEMALRB. KHEIEMRE RNA
(IncRNA) BERXS FERIEKEMRKE X, A, 7 PE F INcCRNA RAHIIHEERBH, ZARIRETRE
FESH miR-218 @id#E@ FOXPL #D
#l INcRNATUGL BIRIK, #H—F W
BB RNAMERMEIS RS, AR
ﬂﬂl TUGL B3I 54RZHAY SUV39H1
455, 1BI07 DNA XERE{VES TET3
MILFEM XK DUSP R i%, B
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BRI ERAELNR,E 1) . 48 EFmk
HAARERBR T —TH TUGL 1t
SWHETNG, 2 PE XFH
FINERAERR, AHAREK,
HA g AR Z £ LR,

\ ﬂii‘%—r,_\ | Molecular Therapy
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A multiplex blood-based assay targetingDNA methylation in PBMCs
enables earlydetection of breast cancer

DNA methylation-based testing in peripheral blood mononuclear cells
enablesaccurate and early detection of colorectal cancer

DNA hypermethylation-induced miR-182 silence targets BCL2 and
HOXAO to facilitate the self-renewal of leukemia stem cell, accelerate
acute myeloid leukemia progression, and determine the sensitivity of
BCL2 inhibitor venetoclax

Regulation of Hsa-miR-4639-5p expression and its potential role in the
pathogenesis of Parkinson's disease

The impact of HTR1A and HTR1B methylation combined with
stress/genotype on early antidepressant efficacy

Combined HTR1A/1B methylation and human functional connectome
to recognize patients with MDD

DNA hydroxymethylation reprogramming of B-oxidation genes medi-
ates early-life arsenic-evoked hepatic lipid accumulation in adult mice

DNA methylations of brain-derived neurotrophic factor exon VI are
associated with major depressive disorder and antidepressant-induced
remission in females

Association between methylation of BIN1 promoter in peripheral blood
and preclinical Alzheimer’ s disease

Hypermethylation of GNA14 and its tumor-suppressive role in hepatitis
B virus-related hepatocellular carcinoma

Combined effects of progesterone and SOCS3 DNA methylation on
T2DM: a case-control study

DNA Methylation Patterns in the HLA-DPB1 and PDCD1LG2 Gene
Regions in Patients with Autoimmune Thyroiditis from Different Water
Iodine Areas

Deoxyribonucleic acid methylation signatures in sperm deoxyribonu-
cleic acid fragmentation

Genome-wide methylation sequencing identifies progression-related
epigenetic drivers in myelodysplastic syndromes

Identification and validation of prognosis-related DLX5 methylation as
an epigenetic driver in myeloid neoplasms
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RERXE 1. BRENTEHEEPNFRNEERM

| HXEIE | - ELEE DNA RREAERENS T HE/ R EIIE RO AR

{%Y*ﬁﬁ::\ DNA hydroxymethylation reprogramming of B-oxidation genes mediates early-life arse-

nic-evoked hepatic lipid accumulation in adult mice

| k%% Journal of Hazardous Materials EMETF: 13.6 | R &ATE: 2022 F
EBLR ATRTREMEESTHRE/ ) B EEAHEX ERRIE S BRI LT, (EERA LCMS/MS

RIMBEH 5mC M 5hmC FREFAAKFE LHZEEENT, MAXRIREVMSEANKIFERELNFERAR MethylTar-
get® FRFARASAIEIFEXEEA Fasn, Srebfl, Cptla, Ppara, Atgl 1 Mttp B9 5mC EIRKERITRNT, KIZBRERM
CpG FEEREAMKFERENRE (NE 1A-D). AR, FARIEVETF ACE-seq BFiRitHISERARNXIFZRENLT
FREARDH T XLERERD 5ShmC KFE, BDABRNZREMKFELLETEETH (WE 1E-H),

Female (PND112)

Male (PND112)
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DNA methylation

DNA methylation
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Srebft k
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DNA hydroxymethylation
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Ctrl As
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lw)

DNA hydroxymethylation
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Srsoft ~ 0.

Ppara- 050
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E1 2R RN E T/ BEREERFEEAEXERRENEZREK

RERXE 2: FIRFBEIRIEESIREEHETH

R R R RS SRR E RN A RTINS BB NS R AT B MR IR (S BRI EN
EsthnE:

P=H

::\ Gestational 1-nitropyrene exposure causes anxiety-like behavior partially by altering hippo-
campal epigenetic reprogramming of synaptic plasticity in male adult offspring

k%% Journal of Hazardous Materials FMETF:|13.6 | RRETIE):| 2023 £

EELR IR BXREMET ACE-seq BEiGiHNSERNKIFZEREMMFERZRARLNT Nrgl M Erbbs BE
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Fingerprints of different samples
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[E&Yﬁiﬁ:} ALKBHS5 suppresses malignancy of hepatocellular carcinoma via m6A-guided epigenetic inhi-
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XA TCF4 1 HUR 7Y S METTL14 &2 N6- FERSEF KHINI ARRDCA SRERIMEIL EIFRAIETS
| BExAREA: | TCF4 and HuR mediated-METTL14 suppresses dissemination of colorectal cancer via N6-meth-

yladenosine-dependent silencing of ARRDC4
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