GENE

Accepted Manuscript

The expression profiling and ontology analysis of non-coding
RNAs in dexamethasone induced steatosis in hepatoma cell

Fengqgiong Liu, Ruijie Gong, Xiaofei Lv, Huangyuan Li

PII: S0378-1119(18)30110-0

DOI: https://doi.org/10.1016/j.gene.2018.01.089
Reference: GENE 42539

To appear in: Gene

Received date: 3 October 2017

Revised date: 9 January 2018

Accepted date: 26 January 2018

Please cite this article as: Fengqiong Liu, Ruijie Gong, Xiaofei Lv, Huangyuan Li ,
The expression profiling and ontology analysis of non-coding RNAs in dexamethasone
induced steatosis in hepatoma cell. The address for the corresponding author was captured
as affiliation for all authors. Please check if appropriate. Gene(2017), https://doi.org/
10.1016/j.gene.2018.01.089

This is a PDF file of an unedited manuscript that has been accepted for publication. As
a service to our customers we are providing this early version of the manuscript. The
manuscript will undergo copyediting, typesetting, and review of the resulting proof before
it is published in its final form. Please note that during the production process errors may
be discovered which could affect the content, and all legal disclaimers that apply to the
journal pertain.


https://doi.org/10.1016/j.gene.2018.01.089
https://doi.org/10.1016/j.gene.2018.01.089
https://doi.org/10.1016/j.gene.2018.01.089

Title
The expression profiling and ontology analysis of hon-coding RNAS in

dexamethasone induced steatosis in hepatoma cell

Author names and affiliations

Fenggiong Liu'? Ph.D, Ruijie Gong ! M.D, Xiaofei Lv * Ph.D, Huangyuan Li Ph.D*
1. Fujian Provincial Key Laboratory of Environment factors and Cancer, School of
Public Health, Fujian Medical University, Fujian, China.

2. Department of Epidemiology and Health Statistic, School of Public Health, Fujian
Medical University, Fujian, China.

3. Department of internal medicine, Guangdong Women and Children’s hospital,
Guangzhou Medical University, 521 Xingnan Road, Guangzhou, China.

Corresponding author
Huangyuan Li, Ph.D.

Fujian Provincial Key Laboratory of Environment factors and Cancer, School of
Public Health, Fujian Medical University, Fuzhou, Fujian350122, P.R China.
Telephone: 86-591-22862527, E-mail: fmulhy@163.com;

Abstract

Increasing amounts of evidence have indicated that non-coding RNAs (ncRNAs) have
important regulatory potential in various biological processes. However, the
contribution of ncRNAS, especially long non-coding RNAs (IncRNAs) to drug
induced steatosis remain largely unknown. The aim of this study is to investigate
miRNA, IncRNA and mRNA expression profiles and their potential roles in the
process of drug induced steatosis. Microarray expression profiles of miRNAs,
IncRNAs and mRNAs were determined in dexamethasone treated HepG2 cell as well
as control cell. Differential expression, pathway and gene network analyses were
developed to identify possible functional RNA molecules in dexamethasone induced
steatosis. Compared with control HepG2 cell, 652 IncRNAs (528 up-regulated and
124 down-regulated), 655 mRNAs (527 upregulated and 128 down-regulated) and
114 miRNAs (55 miRNAs up-regulated and 59 down-regulated) were differentially
expressed in dexamethasone treated HepG2 cell . Pathway analysis showed that the
fatty acid biosynthesis, insulin resistance, PPAR signaling pathway, regulation of
lipolysis in adipocytes, carbohydrate digestion and absorption, steroid hormone
biosynthesis signaling pathways had a close relationship with dexamethasone induced
steatosis. 10 highly dysregulated mRNAs and 20 miRNAs, which are closely related
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