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| PXEE:| £ 2FEH DNA FEUHREMASKEEAESE CD4+ H CD8+ T AMMTFREAAXERRMEFENL

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

\b':%%’—f—‘ﬁ\ Journal of Investigative Dermatology E’”F]I? \6 5

| R&BYIE: 2018 &

\ EEE R AWRE LN 24 FIREM 24 HIXTRA CD4 & CD8 AR TLEFEMAEERRMK (450K TE), #
EERBREMMURE, GO EENMAMTFHERXBRERT 2 7 T 428 DMR HHEZESE (B 1a,0). AEF
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\ EPY@E \ Sh R M A A AMRR R 2E KU X 15 X AHXHY DNA Bl =
\ E \ Rheumatoid arthritis-associated DNA methylation sites in peripheral blood mononuclear cells

| £%%75:| Annals of the Rheumatic Diseases EMET:|27.4 | R&ATiE): | 2018 &

\ EE R AMFRELXRE RA BEMEREX RN 8 MZAARHT T SEESH DNA BEK (450K BH)
MRNA RXiE53H, F3 DNA BENLS mRNA FEEIEHITHEX O HNRREERCK, KI5 RA 18XH) DNA H
B aE 1046 1, FIEENEFFREMASR (DMP) X mRNA REFIFIZIER, EARMEIERINETE T 6 5 DNA
EAEAL -mRNA-RAAIZHE, FREER DMP SERF K FIMEFBZSERMEEEARML (40 MX1. IFI44L, DTX3L A PARP9)
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Expression Microarray V4.0

(25RA: 18 HC)

36DMPs and
Discovery stage [m.m. ] 1 Causal Inference Test |
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Validation of the ten identified DMPs by targeted Fiva DMPs: BLK(1), MX1 (1),
Y bisulfate sequencing
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(PARPS, IFI44L, MX1, ISG15, FAMBAL,

STK17A, BLK, CNPY1, CBX7 and SLC7A14)
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spiral artery remodeling in preeclampsia
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c MethylTarget seq (DUSP2)

1.0

0.5

mMRNA level

0.0

215 GGCCTCCGGGECACCATACAAGGGCAG
AGCAGGAAGGCGCTGGCGLCCGLGLCCELC
CCCGLCCCTCACGTGGGGUGCAGTCTGGGE
TGACCTGGAGACTTCGGGGCGGGGGGGAGE
TIGAGGGGGAAGGCAGGGLGCGGGGACCAA
CACACCGGGAGGAGGCGGGGACCAGCGACT
AAGGGAAGGGAAGGTGT -42

D MethylTarget seq (DUSP4)

+442CTGAGCGGGGCCAGGTCCTGGTTAGGCC
ACCAGGGTGGGCGTCCGUGCCATTGTTITGAG
CTTGTCGGCGCTGRTGGGAGAGATGAGGGCA
ATTCCTCTGGGACGCAAGTCCCCTCGAATGGC
CGGGGCTGGCCGGGATGTTCCCCGCACGGCG
CTGCCCTCGAGTCCCCCCGATGGAGAGCGLGG
GLGCGCCTTCCTTCGCTGGCGTCCAAMMCCL GG
GACCAGCTAGAACACAGCAGGGCTGGGACTG
GGTTCCAGCCCCACGTGGA+709

E Methy|Target seq (DUSPS)

~359GCCCGAGGGGCGGGGAAMCACCCATATTT
GGCCTTATATGGGCAGCCGUGTCACGGACGGE
ACTCATTCACATAAMACGCTGCGCGGCCGGLGE
AATCCCCGGCTTCTAGGGCGGCGAGCGGECGG
GCTGGCTATCGAGCGAGCGGGGCGGGAACGEG
GAGTTGCBCCGCCGCTCGGGCBCCGEECTCCE
TCGCGGCCGCAGCCCCGLEGGTC BGCCCTCCCG
TGCCTCGCCCGCGGACACCCTEGGCCGTGBACAC
CCTG-100
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A novel regulatory mechanism network mediated by IncRNA TUG1 that induces the impairment of
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AP, ZARIRE T A
FESH miR-218 i@id#E FOXPL 1
#l INcRNATUGL BIKRIK, #H—F MW
RNA U = A6 92 7=, AR
TUGL @3 54z FH SUV39H1
54, HWINT DNA XFREVES TET3
MILEME XK DUSP Rk, B
DUSP2, DUSP4 F1 DUSP5 H9ZRiE,

Itbsh, TUGL @i d TET3 N EHEM
BENSITEAIMNEE DUSP Rik (B
BRI ERAELNRE,E 1), &R EFmk

HAARGERBR T —1HE TUGL /v
SHMBATMNESE, B2 PE &HH
FINERRERER, BATARLEK,

HA AR EMERNZETR R,

El1 TET3XFHIDUSPRIERILEZ 1 IE

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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DNA @HUEEIAS miR-182 JiEK, EIAHESLR
BCL2 il HOXA9, i i [ ifiLy T4 F F 5 ¥,
MTTANGE AML 3, FFRhE BCL2 fil4Ess
FESL MU

Hsa-miR-4639-5p 3K B HALMAE AR &
AL R LE A

HTRI1A Ml HTR1B FIJL(LES A / LA
MRS 7R

Bt HTR1A/1B HUEMEA AN REERALI
MDD H##%

B- ARSI AR A G 1 RAE DU
SOV A IR BRAR SR

IR EEE TR IR 758739 - DNA. HEEE
5 G PR R I AR A6 T R 9% i
(EES

ShREMLHT BINT Jeah— 1 H AL 5 I i
RPN

R
GNA14 & FAL K HAE TR s AT R i)
R

HIARIA SOCS3 DNA HISEkA T2DM LA
PR s — 0 e 5T

AEIZKBUX B ey PR 58 F % HLA-DPB1
A1 PDCD1LG2 JE[H X DNA HIEEALEI

7 AR ) DNA FHEEARFIE

AR DRI H PRSI0 i B 2 S W S S L
Ve iPSIESU R e SES

iR IR S UGG DLXS FEMEE 20
i e ISES VR AT

Nature Communica-
tions (IF: 16.6)

Cancer Research
(IF: 11.2)

Theranostics
(IF: 12.4)

Aging Cell
(IF:7.8)

Psychiatry and
Clinical Neurosci-
ence (IF: 11.9)

Psychiatry
Research (IF: 11.3)

Journal of
Hazardous
Materials (IF: 13.6)

Journal of
Affective Disorders
(IF: 6.6)

Translational
Psychiatry (IF: 6.8)

Theranostics
(IF: 12.4)

Clinical Epigenetics
(IF:5.7)

Thyroid (IF: 6.6)

Fertility and
Sterility (IF: 6.7)

Cell Death &
Disease (IF: 9.0)

Clinical and
Translational
Medicine (IF: 10.6)

2023

2023

2023

2023
2022

2022

2022
2021

2021
2021
2021
2021
2021
2020

2020



W 2EFABRPELNF

| BARET

5- HEREREE (5hmC) SHREMLMERE (5mC) 7 TET EHBEUER TEEN—TRIEEF I, S5hmC
BEEENEYFINEE, T DNA ERENFIIEPEER, HE5RBRKERE. ERARRSREFEYFIRE,
B shmC AIge SR ENRRR ERAX, HAIMAFELERRE RIS D FIRE.

5 5mC #8Ltt, 5hmC FARFEEER, KWIHEER, BESEENFRANLRE, BRCESMKNTS ARER
BFEREAEN, SEZRENL DNA REHTUENRF (hMeDIP-seq). TET MHBIMILMARERELNIE (TAB-seq). &fk
- IIHRERENF (oxBS-seq) %, 1B hMeDIP-seq /A REIRWMED IR, [ZERANIMERZELIERIER DNA BiEiR
hEFRBNFEEZFEURQNZEIRSG, Eit, KRBAISE. EHNTEE ShmC NERANEYF. BRUEEFZEFHR
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SERARREWINF 5 EREZER AID/APOBEC ik DNA BiRil§—APOBEC B FMR, ZES A RIT (e
C X 5mC |y U/T, M 5hmC £FRIFAZEBRUEBMBHNIRG ZHA AR LRI, AIERBEDHREMN
T#1T ShmC BURNEN, EIRER, HElEs, HMtbit, 2 ONAZRENHARIGEE NI,

| BERR S InEELE | BEERSEN
\ \:gzﬁDNA}mﬁ&;ﬁérﬁu :\
Spikeincontrol  f--—---o-o- g . a) FEARRE: AR T EIBKE TE (pH8.0)
| B-GTRAPOBECRE |
\ 7 ’ RUE[XIZH DNA
{ fwur%“ﬁfm ) b) £ SR ERE: Qubit K, BRKE>20
‘: Illumina Hiseq*F &M ‘ ng/uL, BE82>500 ng
) c) HmAE: BALEFER, MEM, IFERE
EENFRFS TR
A3 HRRR BB KA M T FL
M SRR a7 5L d) HFRSEEE: IREEVERR BRI ME RS
N
R AT DNA SEEM, EREBXEHAEMEIN, THE
I + 1 BEfi#, BT RNASH

HREAZEST HARBLDHT HEEZ DT
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| BARET

#1489 APOBEC BEXRIIEZNF (ACE-seq) THRILHMERZELIE, WMIFEHKEM, AJERRMEBDPIRFZ4 T
5hmC B9, FR7T RMBERRIFIRER. FHIETF ACE-seq 7%, KITABIZE PCR WEFIREAR, LUMITLMF
T CpG BEIHRINEF , H RESRENFHIE, B EMITES D CpC LR REWK T ZRAEHES, BIRER,
RoEMR, MM, 7 DNA RRENARRHERNLETE,

ai

| BRRS IR | #FERSEIN
| sEmONAR R | a) REAZEEL: SAMRTFEIBAKN TE (pH 8.0)
, ! \ B4 DNA
| foASpikein control | R R
‘ l ’ b) HRERE: Qubit B, ERKE>
" pormmeosecmm | | amaststi | 20ng/uL, S & >500ng (AT #2130  F E%)

| ]

| yWFNEXEmE  —  SEPCRpanelfitt |

c) HmAE: FALTEHEH, HER, K
ERERERR BRI T AL

, l | d) HEmEEE: IRASHERREXICNER
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l ¢H DNA TEM, ERBIHRETBWANL,
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RERXE 1. BRENTEHEEPNFRNEZR M

| RXEE:| - FEE DNA BRELERIENS T HE R RIIRIE R NI ERE

\iﬁiﬁﬁ::\ DNA hydroxymethylation reprogramming of 3-oxidation genes mediates early-life arse-
nic-evoked hepatic lipid accumulation in adult mice

\ &i\%—,—u | Journal of Hazardous Materials E5I1l']l¥ \13 6 | R RAE]: 2022

B4R AT RIREHEES SN RE/) BT AEX ERRBEE BRI EEM, FEFA LCMS/MS
RIFEEH 5mC M 5hmC FEEAKF LHEHEEENT., FAXIREWMZEANXIFPELNERER MethylTar-
get® XTFFAFASACIIFEXEEA Fasn, Srebfl, Cptla, Ppara, Atgl 1 Mttp B9 5mC EIRKEFHITRHNT, KIZBREREMN
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