38 MK IR PR 2eE #3368 55 202149 7 J Mod Lab Med, Vol. 36, No. 5, Sept. 2021

JET GEO B ) 3% 4y miRNA-mRNA 3 ik 138 55 0k 5P S 1
KREREP I B s B o b

Z A, ckmedt, TR, ety (OB, ) A BRI 528000 )

 E: BM TEERZEFHIENBRTOHEZRRZ—, 2L BES TR ERMAWER, ZAFR AT S
YRS TR, BERBLGEAXEARS>TRAENF Ak, AEEADLBTELLRILE . FiE M GEO (Gene
Expression Omnibus) 44 #% % T 2k miRNA #» mRNA kA #%G /&, @it R 53 “limma” €05 & £ F & % 49 miRNA =
mRNA, i#i it FunRich # 4 F i i 49 £ F miRNA #7370, 5+5 iFike) £ F mRNA R EFF) A7 274 H
it R#& % “clusterProfiler” &Lif A £ F A RN# /7% E oA @R 2B ARIRL A A4k, EA string 245 & F=
cytoscape B At it —F M miRNA- e A HEE ML, FET o TRETHXRAR > T, £R Rkl eh 1674
EHEFEH, F %h\#ﬁﬁﬂfl—;‘#ﬁﬁﬁﬂﬁl1%«*}&%}1&5’]‘@14\\ BEBEEAH. RRBHL, KRS DNA 4
SHFOMEF AL, BRIEFANE ﬁfﬁﬁﬂi%ﬁhﬁéﬁ%ﬁM%%%%%%F BIATH o B F WA R AT
R SE T 10 MERF4EA R, A I miR-29¢c-3p, miR-1271-5p #= miR-133b #1358 F 5 A £ F AW A% ) 20
Femk &, A TREFRE A, LEXALEARNSFTENEBLALRTHRT ELAE, i ZALRAURA
o R F AT RAR ST AN TR TIP LB RESURIE, A7 L5600 55 SR 60122475,
KR IR, ZERRIBEEN; EYMEE T T4 GEO.

RESHES: R737.31; R730.43 X@FRiRAE: A XEHS: 1671-7414 (2021) 05-038-05
d0i:10.3969/j.issn.1671-7414.2021.05.008

Screening Key Biomarkers and Bioinformatic Analysis of Ovarian Cancer by
Integrated miRNA-mRNA Expression Profiles Based on GEO Database
LI Chao, ZHU Xiao-dan, ZHANG Ling-hua, YANG Xing-kun

( Foshan Women and Children Hospital, Guangdong Foshan 528000, China )

Abstract: Objective Ovarian cancer is one of the leading causes of death in gynecological malignancies, of which molecular
mechanism hasn’t been elucidated clearly yet. The research aims to reveal the potential key molecular and biological processes of
ovarian cancer by means of integrated bioinformatics, in order to more fully clarify its pathogenesis. Methods The microarray sets
of miRNA and mRNA expression profiles were downloaded from the GEO (Gene Expression Omnibus) database. The differentially
expressed miRNAs and mRNAs were screened by the “limma” package of R language. The target prediction was performed on
the differentially expressed miRNAs identified by the FunRich program and overlapped differentially expressed genes (DEGs) were
obtained combined with miRNA and mRNA datasets. The overlapped DEGs in the network were analyzed to explore the biological
processes involved by enrichment and pathway analysis by the “clusterProfiler” package of the R language. The regulatory network
of miRNA-gene was further constructed by string database and cytoscape software, and the key molecular were identified in the
molecular protein-protein interaction (PPI) network among DEGs. Results A total of 167 overlapped DEGs were identified. The
enrichment showed that the overlapped DEGs were mainly involved in process named extracellular related organization, embryonic
organ development, postsynaptic specialization, collagen trimer and DNA—binding transcription activator. The pathway analysis
showed that these DEGs were involved in protein digestion and absorption and relaxin signaling pathway. The PPI molecular network
identified 10 key genes, and found that miR-29¢c-3p, miR-1271-5p and miR-133b, existed the most extensive targeting relationship
with overlapped DEGs, being three key miRNAs of the regulatory network, which played the role of tumor suppressor. These key
molecules may play an important role in the occurrence and development of ovarian cancer. Conclusion The methodology used
and identification of key molecules in this study contributed to understanding the pathogenesis of ovarian cancer and providing new

candidate biomarkers for early screening of ovarian cancer.
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