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1 . 18B-glycyrrhetinic acid inhibited
mitochondrial energy metabolism and gastric
carcinogenesis through methylation regulated

TLR2 signaling pathway.

18B-HEXRESE I REEE TLR2 (5SiEEINE
ShidseEiHNBERAE.
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RFHHE: 2018/10/26
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Cao D, Wu Y, Jia Z, et al. 188 -glycyrrhetinic acid inhibited mitochondrial energy metabolism
and gastric carcinogenesis through methylation regulated TLR2 signaling pathway[J].
Carcinogenesis.

2. Genome-wide DNA methylation profiling
of primary colorectal laterally spreading
tumors identifies disease-specific epi-

mutations on common pathways.

(HEEFRRERREREEHBERT SIMERISE
B FREALPN3E

HAF]: International Journal of Cancer

SR T 7.34

REEWSIA]: 2018/9

fF AR %S:  Infinium Human Methylation 450K BeadChip microarray & £Efif ERIN 36 iF

MAER
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DR BB BN, J R B EE T LEE AR X A . /B3 1 B 2 X A [ LST i35 1) DNA H
FAHAT RGE R E L, HE IR, Rmee LR A4 1 i kL, JFR T A Z
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Zhu L, Yan F, Wang Z, et al. Genome-wide DNA methylation profiling of primary
colorectal laterally spreading tumors identifies disease-specific epimutations on

common pathways[J]. International Journal of Cancer, 2018.
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3 . CpG Methylation Signature Predicts
Recurrence in Early-Stage Hepatocellular

Carcinoma: Results from a Multicenter Study

(HEEF PRGNSR RIFE RIS RANREIESHY

H#AF]: J Clin Oncol

MR 20.982

RS 2017

AR 55 :  Infinium Human Methylation 450K BeadChip microarray
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A LASSO-Logistic Regression
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Qiu J, Peng B, Tang Y , et al. CpG Methylation Signature Predicts Recurrence in
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Early-Stage Hepatocellular Carcinoma: Results From a Multicenter Study[J]. Journal

of Clinical Oncology, 2017, 35(7):734-742.

4 . HOPX hypermethylation promotes
metastasis via activating SNAIL transcription

in nasopharyngeal carcinoma

{ARE R {(Nature Communications) HE{LIASK
IErEIRE Rt

H#ATI: Nat Commun

MR 11,329

KW A 2017

fEFRS5: Infinium Human Methylation 450K BeadChip microarray
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Ren X, Yang X, Cheng B, et al. HOPX hypermethylation promotes metastasis via
activating SNAIL transcription in nasopharyngeal carcinoma[J]. Nature

Communications, 2017, 8:14053.
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5. IFl44L promoter methylation as a blood

biomarker for systemic lupus erythematosus

IFI44L BEEREACKFETLMEALIRIRRIZEITS
)

#FI: Ann Rheum Dis

PWAT: 10377

RARISIA]: 2016

RS : Infinium Human Methylation 450K BeadChip microarray A fEREER I T

MAER
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Zhao M, Zhou Y, Zhu B, et al. IFI44L promoter methylation as a blood biomarker
for systemic lupus erythematosus[J]. Annals of the Rheumatic Diseases, 2016,

75(11):1998.

6. Genome-wide DNA methylation analysis
identifies candidate epigenetic markers and

drivers of hepatocellular carcinoma

(HEF B SRISERE T ERIRE R C TR
B

H#AF: Brief Bioinform

SRR 8.399

KIS 2016

AR S5 : Infinium Human Methylation 450K BeadChip microarray
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BEAUAE S B I R R A% R, ZEJ R T RN R 4 AR o B I R R VR 4 BE R 20
IR AR R, R P2 4 Bodls e rh DA i SR B A SR PR SR Hdle, WF7E 1 Hee
F7 FR A A 5 A B PR 3 A 0ok ik PR R TR RS2

ok SR TEREERZKEE 1512 BiE: 021-51320288  {5E: 021-51320266 11/
16
HARIRSHEE: 800-820-5086 / 400-880-5086 ARSIk : http:// www.shbio.cn



SHANGHAI BIOTECHNOLOGY CORPORATION

\
) FisfasE %R AR, ol

4

Wt T B
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ZhengY, Huang Q, Ding Z, et al. Genome-wide DNA methylation analysis identifies
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candidate epigenetic markers and drivers of hepatocellular carcinomalJ]. Briefings

in Bioinformatics, 2016:bbw094.

7~ High salt promotes autoimmunity by TET2-
induced DNA demethylation and driving the

differentiation of Tfh cells

HEFPRIESHIXE TETEEREAEH RS
IHHRERIHER

HAT: Sci Rep
S . 5.228
RERWFA]: 2016
ffHARS: MeDIP-Seq
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SLE FIHHER BE MPER R P A2 M A Sk, DL E S RN T B4R B ke
i, AR SLE B ELHESR R AR, HVT 2 BRI N2 38 SLE A MR,
FRIAE 5 B BRI R R . RGP BENVIE I R AE A2 T 384% S B A i 31
AR R, PTREEFRIRE . BR. B85, Rk, @i SEmIE Thl7 40,
N R (FEAEN, NaCl) R HCrT (e gk S ) B )% M i 2 (EAE) . NaCl [F1iX il FH &
I EEE MAPK/p30 sl ScHl. JerimsiR e, &M NaCl $H S s e R ik R4,
T B EREANME IR 1SR, B R AT RER I T AR ae ). B, BT
# B 2 — 2B NaCl 5 tm HAah 4, FH{2et SLE KRB

bk BiEmiKIERHREIXZKES 1515 HBiE: 021-51320288 {&H: 021-51320266 13/
16
ARG #Z: 800-820-5086 / 400-880-5086 FARBRSSMuG: http:// www.shbio.cn



|

HiafasEiRERA S

SHANGHAI BIOTECHNOLOGY CORPORATION

PEfE . R M. KT Ig6

i ER BN TR B R (MRLUpr)/IN B ARIEREREAR - SR, s #h IR &) Balb/c 1 MRL/mpj
NI EANI] 2 . NaCl AbHE ) CDA+T 4RI H DNA fICH EELFT DNA #2 F L1
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Wu H , Huang X, Qiu H, et al. High salt promotes autoimmunity by TET2-induced
DNA demethylation and driving the differentiation of Tfh cells[J]. Scientific Reports,

2016, 6:28065.

8 . Epigenome-wide association study
identifies Behc, et’s disease-associated

methylation loci in Han Chinese

NIEABRIKHIUREEZETB EWAS 5

HIF]: RHEUMATOLOGY

M K f: 5.68

KARETE]: 2019

AR S5 : Infinium Human Methylation 450K BeadChip microarray
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JRR IR 0 4 MLARE A AT 4 JE R 20 R B AL B
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BD- BD-N(60 vs 60)
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42330 ER{Um5SBDEX
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|
FKBP5 ; 14CGfisZ = SEEFREREEGIEX, RAEL-SFE
1
PBMCEHRE(IIE = FKBPSEFEE
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5 MREZERM cg Ml N TR PUESAEE W ARIL, AL AERERR I 7 %5 & B pA %1 (60 151
BD 5 1 60 191 i i Xof I 2 ) AN 28— 4H Bk S BGIE BA 51 (40 451 BD 5535 1 40 {51 {ek B Xot R 441 ) A %ot
5 AT TWRAE. fEL5A0 0, B s Mifth s BD BEMIe, H iR EmA s
f7F 5’utr of FKBP5(cg03546163). [FJH] KA qPCR iEA Ml FKBPS 1 FLI43663 TE4=4hE Il
PBMC (AR Il A% 20D E5 72 1) mRNA 7K. 25 R 7R BD & 1) FKBPS mRNA 7K1~ K
THEREXTHRAL . 534h PBMC ffiF DAC (Hfth by, ZHZEALZ5%)) 1697 )51 FKBPS mRNA 7K
PR TFIRIT AT . SaF S R, T DNA H3E4k, 78 BD MRS b e & 2
PIFER .
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YuHS,DulLP,YiSL, etal Epigenome-wide association study identifies Behcet's

disease-associated methylation loci in Han Chinese [J]. RHEUMATOLOGY, 2019.
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