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Abstract

MIR100HG long non-coding RNA (IncRNA) encoded by a
chr11:122,028,203-122,556,721. This gene can regulate cell proliferation, apoptosis,
cell cycle transition and cell differentiation. MIR100HG was firstly identified through

is a locus on

a transcriptome analysis and found to regulate differentiation of human neural stem
cells. Itis functionally related with a number of signalling pathways such as TGF-p, Wnt,
Hippo and ERK/MAPK signalling pathways. Dysregulation of MIR100HG has been
detected in a diversity of cancers in association with clinical outcomes. Moreover,
it has a role in the pathophysiology of dilated cardiomyopathy, intervertebral disk
degeneration and pulmonary fibrosis. The current study summarizes the role of these

IncRNAs in human disorders.
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1 | INTRODUCTION

Long noncoding RNAs (IncRNAs) are transcripts with sizes more
than 200 nucleotides that do not encode proteins. These transcripts
play critical regulatory role in numerous biological events through
various mechanisms, including regulation of chromatin structure,
interaction with other RNA molecules, sequestering miRNAs and
serving as scaffolds for establishment of protein complexes.! Genes
encoding IncRNAs can be categorized according to their relation with
other genes in the genome. MicroRNA-host-gene-derived IncRNAs

(MIRHGS) are a group of IncRNAs derived from miRNA host genes

as a result of pre-miRNA processing.2 About 17% of miRNAs are es-
timated to be produced by MIRHGs.® The processing of MIRHGs is
functionally related with synthesis of the encoded miRNAs. Notably,
MIRHGs have been shown to play important functions in fundamen-
tal cellular events and pathogenesis of diseases.?

The molecular crosstalk between IncRNAs and miRNAs plays a
fundamental role in the development of a number of diseases mainly
through IncRNA/miRNA sponging mechanisms. The sponging ef-
fect of IncRNAs on miRNAs attenuates the repression of mRNAs
by miRNAs.* These effects have been best studied in cancer where

IncRNA-miRNA axes regulate apoptosis and autophagy. Moreover,
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these axes influence tumour metastases through regulation of
epithelial-mesenchymal transition (EMT) and expression of matrix
metalloproteinase.5

MIR100HG, Mir-100-Let-7a-2-Mir-
125b-1 Cluster Host Gene, is encoded by a gene located on
chr11:122,028,203-122,556,721 (Figure 1). The gene encoding this

IncRNA has 17 exons. The intronic coding region in this IncRNA has a

alternatively named as

role as a pro-apoptotic element. This role is exerted through influenc-
ing the caspase-dependent mitochondrial apoptotic axis.® Alternative
splicing events can give rise to more than 100 transcripts for
MIR100HG with sizes ranging from 242 to 7061 bp.” The main locus of
MIR100HG is the nucleus with also being detected in the cytoplasm.®

This gene produces IncRNAs that regulate cell proliferation.
MIR100HG was firstly identified through a transcriptome analysis’
and found to be a crucial regulator of differentiation of human neural
stem cells.'® Several transcript variants are produced from this gene
through alternative promoter usage and splicing. Notably, some of
these variants have a role in promotion of cell growth, while others
are negative regulators of cell division.

A number of spliced and stable IncRNAs that are produced by
MIR100HG exhibit up-regulation during the G1 phase of the cell
cycle. It has been shown that depletion of these IncRNAs in human
cells leads to abnormalities in the progression of cell cycle without
changing the expression amounts of MIR100HG-encoded miRNAs.
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FIGURE 1 The schematic diagram represented the chromosomal location of the MIR100HG, which is encoded by a gene located on
chromosome 11g24.1. From the NCBI database (http://www.ncbi.nIlm.nih.gov/gene/399959), the genomic context of the MIR1I00HG was

extracted.
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The absence of significant alterations in the expression of mature
MIR100HG-encoded miRNAs during the cell cycle might be ex-
plained by their enhanced stability. However, the nuclear-restricted
MIR100HG has a dynamic expression pattern and differential sta-
bility during the cell cycle. These findings indicate MIR100HG-
encoded IncRNAs might contribute in cell cycle progression.“
Functional studies have shown interaction between MIR100HG
and HuR/ELAVL1 as well as numerous HuR-target transcripts.!?
The current study summarizes the role of these IncRNAs in human

disorders.

2 | MALIGNANT DISORDERS

2.1 | Cellline studies
MIR100HG has been shown to be over-expressed in acute mega-
karyoblastic leukaemia (AMKL) blasts. MIR100HG transcripts are
principally localized in the nucleus parallel with miRNA cluster.
MIR100HG silencing has obstructed leukaemic growth of AMKL cell
lines. This study has indicated the role of MIR100HG in the haema-
topoiesis and its oncogenic effect in the evolution of myeloid leu-
kaemia.? In order to evaluate function of MIR1I0OHG in AMKL, this
IncRNA has been down-regulated in a human cell line derived from
this type of malignancy (M-07e) using antisense LNA GapmeRs. This
study have indicated that suppression of MIR100HG can inhibit pro-
liferation of M-07e cells, induce apoptosis and necrosis and enhance
expression of TGF-p.*°

An experiment in bladder cancer cells has shown that up-
regulation of MIR100HG efficiently promotes proliferation, mi-
gration and invasion of the 5637 bladder carcinoma cells, inhibits
expression of miR-142-5p and induces expression of CALD1.
Mechanistically, miR-142-5p can inhibit expression of CALD1
in these cells via a direct interaction and reverses the effects of
MIR100HG over-expression in proliferation of bladder cancer cells
(Figure 2). Taken together, MIR100HG has a regulatory role on ex-
pression of CALD1 through targeting miR-142-5p.'4

Constitutive up-regulation of f-catenin in colorectal cancer cells
has been found to decrease levels of primary and mature MIR100HG
transcripts, while obstruction of p-catenin activity has led to en-
hancement of their expression. Further studies have confirmed
the ability of p-catenin/TCF4 in binding with MIR100HG promoter.
Besides, forced over-expression of B-catenin has led to lessening
of the enrichment of H3K27Ac on this promoter. Besides, HDAC6
recruitment on the MIR100HG promoter has led to reduction of
H3K27Ac enrichment through a p-catenin-dependent route. Up-
regulation of MIR100HG has led to GO-G1 arrest and suppression
of cell proliferation through increasing p57 levels. Cumulatively, ec-
topic B-catenin can repress transcription of MIR100HG via HDAC6-
mediated histone modifications.'> Another study in colorectal
cancer cells has shown that the interplay between MIR100HG and
hnRNPA2B1 can increase m (6)A-dependent stability of TCF7L2
transcripts and facilitate progression of colorectal cancer.*

In the context of gastric cancer, CXXC finger protein 4 has been
shown to inhibit the CDK18-ERK1/2 axis to inhibit the immune es-
cape through modulation of ELK1/MIR100HG pathway.'

MIR100HG silencing has been shown to attenuate progression
of hepatocellular carcinoma through modulation of miR-146b-5p/
CBX6 axis.*® In laryngeal squamous cell carcinoma, MIR100HG ex-
erts its oncogenic effects via down-regulating expression of miR-
204-5p.% In osteosarcoma cells, expression of MIRIOOHG has been
shown to be induced by ELK1. This IncRNA enhances progression of
osteosarcoma through decreasing expressions of LATS1 and LATS2
via epigenetical mechanisms.?°

MIR100HG expression has been found to be induced by TGFf
in different cancer types. MIR100HG silencing has decreased activ-
ity of TGFp signalling and reduced expression of TGFp-target genes.
Besides, MIR100HG silencing has suppressed motility of both nor-
mal and cancer cells and increased the cytotoxic effects of cyto-
static drugs.?!

Table 1 shows the impact of MIR100HG in the cancer cell lines.

2.2 | Animal studies
While a single animal study has shown that up-regulation of
MIR100HG reduces growth of colorectal cancer cells in nude

15 another in vivo animal study has revealed that up-

mice,
regulation of MIR100HG can promote migration and invasion
of colorectal carcinoma and development of liver metastasis in
mice.?® Consistent with the latter study, MIR100HG silencing
in colorectal cancer cells has reduced lung metastases and en-
hanced survival of animals in another in vivo study.® Two other
in vivo studies in animal models of triple negative breast cancer
have confirmed the oncogenic roles of MIR100HG and revealed
possible targets for this IncRNA. In vivo experiments using sta-
bly silenced MIR1I00HG MDA-MB-231 cells have shown attenua-
tion of tumour growth and reduction in tumour weight. Moreover,
these experiments have indicated down-regulation of OTX1 and
up-regulation of miR-5590-3p expression after MIR100HG silenc-
ing.28 Moreover, another xenograft assay using MDA-MB-231
cells has confirmed the effects of MIR100HG silencing on impair-

ment of tumour growth?? (Table 2).

2.3 | Experiments in clinical samples

MIR100HG has been among differentially expressed IncRNAs in
bladder cancer versus non-cancerous samples as identified by a high
throughput sequencing strategy. Notably, survival prognosis analy-
ses, Cox analysis and additional in silico methods have shown the
importance of MIR100HG/miR-142-5p/CALD1 axis in bladder can-
cer development. Expression studies in clinical samples have shown
up-regulation of MIR100HG and CALD1 and down-regulation of
miR-142-5p. Besides, expression of MIR100HG has been positively
correlated with grade of tumours and clinical outcome of this type of
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Signaling pathways underlying the role of MIR100HG in cancers
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FIGURE 2 Schematic representation of the key functions of MIR100HG IncRNA. It plays a major role in a number of malignancies by
interfering with critical intracellular signalling pathways. TGF-p, Hippo and Wnt/p-catenin are among signalling pathways that are regulated
by this INcRNA. miR-142-5p/CALD1 and miR-5590-3p/OTX1 are among miRNA/mRNA axes that are regulated by MIR100HG.

cancer.'* MIR100HG has also been among immune-related IncRNAs
whose expressions have been correlated with prognosis of patients
with bladder cancer.??

Assessment of TCGA expression data and clinical samples from
a different cohort of patients with colorectal cancer has revealed
negative correlation between MIR100HG levels and those of tar-
get genes from f-catenin pathway. In addition, HDAC6 levels have
been increased and inversely correlated with levels of MIR1I00HG
in clinical samples of colorectal carcinoma.'® MIR100HG expres-
sion has also been found to be enhanced in colorectal cancer com-
pared with corresponding normal samples in another patient's
cohort. Particularly, MIR100HG over-expression has been more
prominent in advanced colorectal cancer compared with in early
stage samples. Based on the Kaplan-Meier analyses, patients
with this type of cancer and high levels of MIR100HG expression
have poorer disease-free and overall survival times compared with
those having low levels of MIR100HG.?® Contrary to these find-
ings, an analysis in GEPIA database has shown down-regulation
of MIR100HG in adenocarcinomas of colon and rectum compared
with normal tissues.3°

MIR100HG expression has also been reported to be elevated
in gastric cancer tissues compared with normal gastric mucosa tis-
sues. More importantly, over-expression of MIR100HG has been
associated with clinical stage, tumour invasion and both lymph and
distant metastases in these patients. Besides, MIR100HG levels
have been negatively correlated with clinical outcome in TCGA gas-
tric cancer samples and another cohort of patients.24 An in-depth
study of publicly available data of gastric cancer samples has led to
identification of 83 differently expressed IncRNAs in gastric can-
cer and construction of co-expression networks between IncRNAs
and mRNAs. Notably, MBNL1-AS1, HAND2-AS1 and MIR100HG
have been at the core of this network. Further analyses have sug-
gested MIR100HG as a possible prognostic factor for gastric cancer.
Moreover, patients having higher levels of MIR100HG have exhib-
ited poorer prognosis.?’

An experiment in laryngeal squamous cell carcinoma samples
has shown elevation of MIR100HG and under-expression of miR-
204-5p. Moreover, expression of MIR100HG has been correlated
with AJCC stage. Notably, expression levels of MIR1I00HG and miR-
204-5p have been correlated with each other in tumour tissues but



GHAFOURI-FARD ET AL.

WILEY

2282

8T

LT

14

e

91

€C

ST

[44

T

€T

[4%

2IU19J9Y

uoiseAult ‘uoljeiwt ‘AjjiqelA |20
‘DOHOOTYINT

uoljeAlloe
S||92 | | ‘uonesayljosdt < z/THY3I-8THAD T
DHOOTHINV < XX

uoliseAult
‘uorresSiwt ‘(uoiyesayljoud) sisopw 221
‘DOHOOTYINT

uoiseAult ‘uonesiwt ‘uorresaqjold |91
‘DOHOOTYINT

uoiseaull
‘uoneadiwl ‘eouelsisal-x 1 D1 (LINTY)

S41-1 N3] ‘sauad jewAyouasaw| ‘ulayped-31

‘DHOOTYINI

uoiseAul] ‘uojjessiw]
(007 ul) DHOOTYING
uoiseAult ‘uoljesiut
(9TTLOH ul) DHOOTHINT

1s244e 9|2AD
1192 19/091 ‘uonresayijold? ‘yimous 901
“DHOOTHINI

uojiseAul] ‘uonjesdiwl ‘uonesajijoid]
‘DHOOTYINI
sisoudaul ‘sisoydode] ‘Ajjiqela |91
“OHOOTHINT
(uoissaudxa
sJaydew adeuns 3uidueyd) s|[92 +TAad7T
pue s|[22 +9¢@D! ‘s||92 o1301dode
+uixauuy| ‘oseyd st ‘oseyd 1oHqns|
‘A}l|Iqe uoljew. o) Auojod? ‘uoljelalijoid?t
‘DOHOOTUINT

uoldung

9Xg2/ds-q9pT-yiw

T/TOYI-8THAD :s198.e]
(101€|N331

OHOOTHIN)THTI/PXXD

Aemyzed Suijjeudis
UM ‘T1£4D1 /TATVdNYUY

(DHOOTYIIN Jo 3934e3) £Gd
(uonduosues1 HHOOTHIN
1qiyul :s1ojejndaul)

9DVAH/¥4DL/uiuaied-g

1A1vO/ds-ziT-yiw

g-491

sAemyzed Suijjeusis
pue si0je|n3ay/s1e8ie]

(TON 'sAs70L) USIH

(1DN 'SA STOL) USIH

(TON "sA sTD1) YsiH

(122
DD 'SAS|[92 ¥D-DD) YSIH

(on07
359MO| ‘9TTLDH 3s9YSIH
(1DN 'SAST1DL) Y8iH

(TON "sAs7DL) Mo

(saul]
1|92 d1Waeyna| Jayjo
"SA S3UI] (199 THINY) YSIH

uolssaudxy

ZOT:1ON
LUNH ‘TdIH-IS ‘TDdaH ‘ggdaH 5101

1-S3D “1ON ‘42
-D9H ‘T-NNS ‘€28-299 ‘T06£-29S S10L

€28-099 ‘T06£-29S S10L
T-S39 710N
SOV
‘€28-099 ‘T06£29S ‘€08-DD ST1OL

LEBMS

‘087MS ‘T-A1d ‘T-0D-MS ‘6Z1H

‘876MS ‘€0MS ‘T-02€D ‘80GH-IDN

‘(S1192 Y- uelsisal-X | D pue
S]192 DD 9AIISUS-X 1 D) £-VOH:ST1OL

OH4 1ON ‘9TTLOH
‘8LDH ‘87MS ‘OMY ‘T-A1Q ‘0A0T STOL

141a ‘€62-X3H
‘7-d1d ‘09¥WDN ‘T¥8ADD ‘8-LOH
‘62-LH ‘0C9MS ‘087MS ‘OMY 'ST1OL

T-DNH-AS
“1ON “€N-HOW ‘vZL ‘08LMS
4388DS LE9S ‘€-DN-INN ‘v-1Y ST1OL

S||22 Jaoued Jappe|q uewnH

9/0-IN 101

1€6C
‘080T.LH ‘T9SM ‘TO-83IN ‘MIND S1DL

[ulli®d

ewoudJed JejnjjdoledaH

Jaoued dlijsen)

J90UED |B323.10]0D)

Jaoued Jappe|q

(TINV) elwaesna)
o13se|qoAlenesSaw aindy

adA3 anowng

"saul] [|92 Jnowin} Jo sadA} JuaIa4Ip Ul DHOOTHIN JO UoldUNY T IT19VL



2283

WILEY

GHAFOURI-FARD ET AL.

"OHOOTHIIA J0 peajsul 0OT-Y!W pue qSZT-yIW uo pasndoy Apnis ayl,

's1030e4 Uol3diIdSuel) 1S4 {Saul| [[92 JNOWINY :STD ‘DUl| [|92 |ewou DN ‘UOI}Isues) [ewAyouasaw-|eljayyda 1 |7 {[]9 J9oUed [830340[0D JUELSISDI-X 1D 1YD-DD ‘qewixniad :x | D SUoIjeinaiqqy

1@ ulpAdt ‘Tzd pue
£zd] 9sauie aseyd 19| ‘uonesayijoud (201

‘DHOOTHINT 4aS ‘aLrL
1da ‘/4DIA :S3ul| |92 JadUeD 3Sealq JaYl0
ulpAal ‘Tzd pue £zdt aseyd sl ‘yimous |90 saulj [193 Jsyjo LEG6TIDH ‘908TOOH
6z “DHOOTHINI (£zd o snoo| suas) GTNMAD 'SA saul| |92 OGN L) USIH ‘67519 ‘TEC-AN-VAIN :saul| [|92 DGNL
uolseAult
‘uoneusiw? ‘sisoydodel ‘aseyd 51 ‘aseyd VOT-40W ‘LE€6Z-MIH
19/091 ‘uoesayijoidt ‘Ayjiqein 221 Aemyjed Buljjeusis 3dVIN STON ‘STH-8IN-VAW ‘897-9N-VAW (OaNl)
8z ‘DHOOTYINT /M43 “TX10/dE-0655-YIw (STON 'sAs7D1) UsIH ‘€SY-GN-VAW ‘TEZ-GN-VAN :ST1DL  49dUed )sealq aAlesau-a|dii
LSsauwas| ‘siseiseraw| ‘N1
}qSZT-yiw pue 00T SYXHD ‘820 ewouldied0uape
1292 “diwl < OHOOTHIN! < €/2AVINS < ¢-49L €/2AVINS ‘d-49L ~ -ZS'/00-ZS LS€010D ‘T-ONVd ‘€-Dd*d |€32Np dljeaJdoueq
(uoneaioeu)
sisoydode] ‘}sauie 9|2AD |92 Aemyied 3uijjeudis oddiHq
19/091 “ANjiqe uonesayijoldt ‘Ayijiqeln |9a1 ¢S /TS1v1 /2HZ3 61°Tq0JH “1DN ‘9EPT
oz ‘DHOOTYINT ™13 (TON 'sAsTDL) USIH ‘SOZN ‘SOH/DNNI ‘€9-DIN STOL BWO24ES0931SO
uoiseAul] ‘uonesdiwl ‘uoresajijold] ewouldied
& “OHOOTHIN! dg-70z-yiw - V/T-20S-WN 101 199 snowenbs |eaguAien
ERIEIETEN| uoldun4g sAemyjed Suijjeusis uoissaidxy aull 12D adA} unowin}

pue sioje|n8ay/syas.e]

(penunuod) T 379VL



GHAFOURI-FARD ET AL.

2284
2 | wiLEy
TABLE 2 Effects of MIR10OHG in cancer animal models.

Tumour type Animal models

Colorectal cancer Male BALB/c nude mice

Results

Reference

1MIR100HG: 15

|Tumour growth, |tumour volume, 1p57

Nude mice

tMIR100HG: tliver metastatic colonies

23

IMIR100HG:: |liver metastatic colonies

Athymic nude mice

Triple-negative breast Male BALB/c athymic nude mice

cancer

IMIR100HG: |lung metastasis, Tsurvival

IMIR100HG: 2
ltumour volume, Jtumour weight, |OTX1 protein, tmiR-5590-3p,

16

Iphosphorylated MAPK, MEK, ERK, JNK proteins

Female nude mice

IMIR100HG 2

ltumour growth, 1p27 protein level

not in adjacent non-cancerous tissues.’ Table 3 reviews the role of
MIR100HG in carcinogenesis based on the results of expression as-
says in clinical samples.

2.4 | Non-malignant disorders

MIR100HG has been shown to be a crucial regulator of differen-
tiation of human neural stem cells.® It is involved in the pathology
of bipolar disorder. LncRNA-mRNA co-expression network analysis
has shown that MIR100HG is a driver gene of key modules in this
disorder.®> Moreover, it has been among m6A-methylated IncRNAs
whose down-regulation might be involved in the development of
neural tube defect.®

MIR100HG has also been found to exert a role in the pathophys-
iology of dilated cardiomyopathy, intervertebral disk degeneration
and pulmonary fibrosis (Table 4). MIR100HG has been upregulated
in lung tissues of patients with idiopathic pulmonary fibrosis (IPF).
Moreover, animal and in vitro studies have indicated up-regulation
of MIR100HG in bleomycin-induced pulmonary fibrosis and TGF-
B1-stimulated type Il alveolar epithelial cells of mice, respectively
(Figure 3). MIR100HG silencing has reduced bleomycin-induced
lung fibrogenesis in animal models. Moreover, MIR100HG silencing
has led to attenuation of TGF-pl-associated fibrotic alterations in
cultured type Il alveolar epithelial cells. Mecahnistically, MIR100HG
sponges miR-29a-3p and affect expression of TGF-f activated kinase
1/MAP3K7 binding protein 1 (TAB1). Taken together, MIR100HG
has been found to be over-expressed in bleomycin-induced lung fi-
brogenesis and TGF-p1-stimulated MLE 12 cells. This IncRNA can
affect TGF-B1-associated fibrotic alterations in type Il alveolar epi-
thelial cells and, therefore, can be a target for treatment of pulmo-
nary fibrosis.%’

The role MIR100HG in the pathogenesis of dilated cardiomyop-
athy has been indicated by a microarray study of IncRNA profiles.
MIR100HG has been among eight hub IncRNAs in this module.
Being located in the cytoplasm, MIR100HG has been predicted to
act as a competing endogenous RNA.%® MIR100HG has also been
among important IncRNAs that are linked with oxidative stress in the
contetx of intervertebral disc degeneration.®’

3 | DISCUSSION

MIR100HG is a miRNA host gene whose roles in the development of
diverse disorders, principally cancers, are being clarified.

The regulatory functions of MIR100HG in human disorders
are exerted through modulation of genes expression at pre-
transcriptional and post-transcriptional levels. The former is mainly
exerted through acting as a promoter of RNA binding proteins and
as a constituent of nucleic acid-protein complexes. Examples of the
latter function are its role as either miRNA sponges or miRNA pre-
cursors.” Most notably, the effects of MIR1IOOHG on autophagy or
apoptosis are mediated through modulation of TGF-p, Wnt, Hippo
and ERK/MAPK signalling pathways mainly in an independent man-
ner from miRNAs of same origin (mir-125b-1, 100, and let-7a-2).

Apart from a single study in bladder cancer, which has reported
down-regulation of MIR100HG in cancerous cells compared with
their normal counterparts,22 most in vitro studies have indicated
an oncogenic role for MIR100HG. Studies in clinical samples also
supportive of an oncogenic role for this IncRNA, except for inde-
pendent studies in bladder,?? cervical, colorectal,*® and thyroid®*
cancers. These inconsistencies might be due to different functions
of alternatively spliced transcripts from this locus. However, none
of the conducted studies has mentioned the name of assessed
transcripts.

MIR100HG is also involved in the induction of chemoresistance
in cancer cells. Accordingly, over-expression of this IncRNAs as well
as miR-100 and miR-125b has been detected in cetuximab-resistant
colorectal cancer and head and neck squamous cell carcinoma cells
as well as tumour samples from colorectal cancer patients that had
resistance to cetuximab.*®

Expression studies of IncRNAs in clinical samples has some
difficulties including those related with isolation and analysis of
IncRNAs, particularly efficiency of RNA isolation protocols, appro-
priate storage conditions, endogenous normalization and accuracy
of RNA analysis techniques. Therefore, the inconsistencies between
the results of mentioned studies in clinical samples might be at least
partly explained by these technical points.

MIR100HG is functionally related with a number of signalling
pathways such as TGF-p, Wnt, Hippo and ERK/MAPK signalling
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TABLE 4 Summary of studies that reported abnormal level of MIR100HG expression in non-cancerous diseases (GEO: gene expression

omnibus).

Expression (patient

Disease type samples

12 patients and 9 controls (heart
tissues)

Dilated cardiomyopathy
(DCM)

11 blood samples of patients and
7 control blood samples

Intervertebral disk
degeneration (IDD)

40 IPF lung tissues and 8 controls
(from GEO database)

Pulmonary fibrosis

group vs. controls)

Upregulated

Functional studies Reference
Upregulated - 38
Upregulated - &

AMIR100HG: 7

|stimulating effect of TGF-f1 on
DNA synthesis and migration,
|TGF-p1-induced changes

(TGF-B1-associated alterations: 1
«-SMA, collagen |, vimentin and
|E-cadherin)

Role of MIR100HG in the pathophysiology of pulmonary fibrosis

Lung ﬁrosis E

- O

Injection of mice with BLM

Promotion —
Inhibiton —

FIGURE 3 Schematicillustration representing the up-regulation of MIR100HG in mouse type Il alveolar epithelial cells triggered by TGF-
1 and bleomycin (BLM)-induced pulmonary fibrosis, respectively. MIR100HG, which functions as a sponge for miR-29a-3p, has been shown
to have an effect on the expression of TGF-activated kinase 1/MAP3K7 binding protein 1 (TAB1) and cause fibrogenesis.

pathways. Moreover, it can exert some of its roles in the carcino-
genesis through sequestering miRNAs. miR-142-5p/CALD1, miR-
146b-5p/CBX6, miR-5590-3p/OTX1 and miR-29a-3p/TAB1 are
examples of miRNA/mRNA axes that are modulated by MIR100HG.
Additional miRNAs that are sponged by MIR100HG should be iden-
tified through high throughput sequencing and functional studies.
The prognostic role of MIR100HG has been verified in various can-
cers showing strong associations between dysregulation of this In-
cRNA and indicators of poor clinical outcome such as regional and
distant metastasis and low level of cell differentiation.

The bulk of studies presented above indicates that essential roles
of MIR100HG in the pathogenesis of human disorders are mainly

exerted in an independent manner from the encoded miRNAs by
this gene.

In spite of the presence of several studies on the role of
MIR100HG in the carcinogenesis, its role in non-cancerous dis-
orders has been less studied. Therefore, upcoming studies should
focus on this feature.

3.1 | Concluding remarks

MIR100HG is an example of IncRNAs with dual functions in tu-
morigenesis. However, the majority of studies have designated an
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oncogenic role for MIR100HG. These roles are most probably in-
dependent from the functions of miRNAs that are transcribed from

this locus.
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