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Abstract: Identification of cancer-specific target molecules and biomarkers may be useful in the
development of novel treatment and immunotherapeutic strategies. We have recently demonstrated
that the expression of long noncoding (lnc) RNAs can be cancer-type specific due to abnormal
chromatin remodeling and alternative splicing. Furthermore, we identified and determined that the
functional small protein C20orf204-189AA encoded by long intergenic noncoding RNA Linc00176 that
is expressed predominantly in hepatocellular carcinoma (HCC), enhances transcription of ribosomal
RNAs and supports growth of HCC. In this study we combined RNA-sequencing and polysome
profiling to identify novel micropeptides that originate from HCC-specific lncRNAs. We identified
nine lncRNAs that are expressed exclusively in HCC cells but not in the liver or other normal tissues.
Here, DNase-sequencing data revealed that the altered chromatin structure plays a key role in the
HCC-specific expression of lncRNAs. Three out of nine HCC-specific lncRNAs contain at least one
open reading frame (ORF) longer than 50 amino acid (aa) and enriched in the polysome fraction,
suggesting that they are translated. We generated a peptide specific antibody to characterize one
candidate, NONHSAT013026.2/Linc013026. We show that Linc013026 encodes a 68 amino acid
micropeptide that is mainly localized at the perinuclear region. Linc013026-68AA is expressed in a
subset of HCC cells and plays a role in cell proliferation, suggesting that Linc013026-68AA may be
used as a HCC-specific target molecule. Our finding also sheds light on the role of the previously
ignored ’dark proteome’, that originates from noncoding regions in the maintenance of cancer.

Keywords: HCC-specific small functional protein; NONHSAT013026.2/Linc013026-68AA; fine tuner
of cancer formation; dark proteome; hepatocellular carcinoma

1. Introduction

Hepatocellular carcinoma (HCC) is one of the most prevalent tumor types world-
wide [1]; however, current treatment options are limited, and precise and effective medical
strategies for therapy do not exist [2]. HCC typically occurs on a background of chronic
liver disease, with risk factors including viral or autoimmune hepatitis, chronic alcohol
abuse, and nonalcoholic fatty liver disease [3]. These risk factors trigger aberrant liver
regeneration, which initiates the formation of HCC. However, the underlying molecular
mechanism is still largely unknown. It has been recently shown by exome sequencing of
HCC that 161 putative driver genes are associated with 11 recurrently altered pathways
in HCC development, suggesting that many signaling pathways are altered to a modest
degree, and act together [4–6]. Notably, 28% of altered gene products are involved in a
chromatin-remodeling complex, suggesting that HCC expresses unique genes that are not
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expressed in normal hepatocytes. In this context, we have previously shown that a subset
of lncRNAs that are predominantly expressed in HCC plays a role as fine tuners in cancer
formation and/or maintenance [7,8]. Thus, a potential strategy for cancer therapy may be
to target multiple cancer type-specific fine tuners including noncoding RNA.

Traditional annotation of protein-encoding genes relied on assumptions, such as
one open reading frame (ORF) encodes one protein and minimal lengths for translated
proteins [9]. However, recent data from our laboratory and from others have revealed that
RNAs previously considered noncoding, such as long noncoding RNAs (lncRNAs) and
circular RNAs are translated into functional small proteins [10–13], suggesting that the
proteome is more complex than previously anticipated.

In the present study we utilized RNA sequencing (RNA-seq) and polysome profiling
to identify novel micropeptides that originate from HCC-specific lncRNAs. We identified
two HCC-specific lncRNAs that are translated into small ORFs. Applying a peptide specific
antibody we characterized one lncRNA candidate, NONHSAT013026.2/Linc013026-68AA.
Linc013026-68AA is translated into a 68 amino acid micropeptide that is mainly local-
ized at the perinuclear region. Notably, Linc013026-68AA is predominantly expressed in
moderately- but not well-differentiated HCC cells and plays a role in cell proliferation,
suggesting that Linc013026-68AA may be used as a HCC-specific target molecule. Our
data also uncover the important role of previously ignored small ORFs originating from
noncoding regions in the maintenance of cancer.

2. Results
2.1. Identification of Hepatocellular Carcinoma-Specific lncRNAs

To identify lncRNAs that are expressed in HCC cells but not in normal hepatocytes, we
used publicly available RNA-sequencing (RNA-seq) data generated by the ENCODE Con-
sortium [14] to extract the expression level of lncRNAs. Firstly, we mapped RNA-seq data
from normal liver (ENCFF184YUO) and from the HCC cell line HepG2 (ENCFF337WTM)
to long intergenic non-coding RNAs (lincRNA) annotated by NONCODE v5.0, an inte-
grated knowledge database of non-coding RNAs [15] (Figure 1A). We limited our study to
lincRNAs, because RNA-seq based on second generation sequencing limits the accurate
allocation of reads if lncRNAs overlap with coding genes. RNA-seq datasets were normal-
ized using cuffnorm [16]. A total of 906 lincRNAs that expressed only in HepG2 cells but
not in the liver were selected. To identify HCC-specific lincRNAs we further examined
the expression of our lincRNA candidates in normal tissues including adipose, adrenal,
brain, breast, colon, foreskin, heart, kidney, lung, ovary, placenta, prostate, skeletal muscle,
testis and thyroid tissues and leukocytes using RNA-seq data generated by the Human
Body Map 2.0 [17]. Twelve out of 906 lincRNAs were expressed exclusively in HepG2 cells
(Figure 1A, Table S1). We then confirmed the expression of these lincRNAs in HepG2 cells
using our previously published RNA-seq data [7]. The expression of nine out of twelve
HCC-specific lincRNAs was confirmed (Figure 1B, HepG2 (GSE115139)).

We next asked why these lincRNAs are expressed exclusively in HepG2 cells but
not in the liver. We have previously demonstrated that altered chromatin structure in
cancer results in the cancer-specific expression of a subset of genes [7,8]. Thus, we ex-
amined the chromatin structure at the putative promotor region of nine HCC-specific
lincRNAs using DNase-sequencing data (DNase-seq) generated by the ENCODE Con-
sortium [18]. DNase-seq data (Figure 1B, DNase-seq) obtained from human hepatocyte
(ENCFF851CVH) and HepG2 (ENCFF474LSZ) revealed that HepG2 contains DNase I
hypersensitive sites at the proximal promoter region of seven out of nine lincRNAs (except
for NONHSAT204527.1 and NONHSAT223630.1 (Figure 1C)), while normal human liver
does not contain these sites at these positions (Figure 1B, blue arrow), suggesting that
the chromatin structure in this region is remodeled in HCC cells. To examine whether
these open chromatin regions are associated with cis-regulatory elements, we utilized
candidate cis-Regulatory Elements (cCREs) database generated by ENCODE consortium
which contain 1,063,878 human cCREs [19]. Notably, putative promoter regions of five out
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of these seven lncRNA candidates contains at least one cCRE (Figure 1B, ENCODE cCRE,
blue mark). In addition, ChIP-seq of H3K4 trimethylation and H3K27 acetylation, chro-
matin marks of active transcription revealed that these putative promoter regions of seven
lncRNA candidates are transcriptionally active in HepG2 cells (Figure S2, H3K4me3 and
H3K27Ac). These data suggest that transcription may be initiated from these regions. Thus,
we utilized the cap analysis of gene expression (CAGE) data in HepG2 cells that mapped
the transcription start sites (Figure 1B, CAGE). In agreement with RNA-seq data, the cap
site is located at the open promoter regions determined by DNase-seq data (Figure 1B,
Transcription Start Site (TSS-black arrow)), suggesting that altered chromatin structure
plays a key role in the HCC-specific expression of lincRNAs.

In addition to chromatin structure, tissue-specific transcription factors (TFs) are well
known to activate tissue-specific expression program [20]. Thus, we next examined which
transcription factor potentially activates the transcription of HCC-specific lncRNA genes
by utilizing ChIP-seq datasets of 340 factors generated by ENCODE consortium in HepG2
cells. All HCC-specific lncRNA genes are potentially activated by three to seven TFs
(Figure S2). Notably, these TFs are expressed in both normal liver and primary HCC
(Figure S3), suggesting that open chromatin structure at the promoter region rather than a
transcription factor may play a key role in the HCC-specific expression of lncRNAs.

2.2. Identification of Micropeptide Candidates Derived from HCC-Specific lncRNAs

Six out of nine lincRNAs contain at least one open reading frame (ORF) that is longer
than 50 amino acids (AA) (Table 1). To be translated into micropeptides, lincRNAs have to
be exported to the cytoplasm. Thus, we examined the mRNA export of these 6 lincRNA
candidates using nuclear- and cytoplasmic RNA-seq generated by the ENCODE Consor-
tium. Except for NONHSAT142412.2 the other five lincRNAs were clearly detected in
cytoplasmic RNA-seq (Figure 2A), suggesting that they are exported to the cytoplasm. We
also confirmed the mRNA export using RT-PCR (Figure 2B). To examine whether these
five lincRNA candidates are endogenously translated in HepG2 cells, we isolated the
polysome fraction of HepG2 cells using sucrose gradient centrifugation [11] and performed
qRT-PCR and RT-PCR for five lincRNAs. Actin mRNA was used as a positive control.
Three out of five lincRNA candidates were detected in translated fractions of HepG2 cells
(Figures 2C and S1, NONHSAT013026.2, NONHSAT168790.1 and NONHSAT250607.1),
suggesting that they are translated.

2.3. NONHSAT013026.2/Linc013026-68AA Is Translated into a 68 Amino Acid Long Micropeptide

Among three lincRNA candidates that were translated, NONHSAT013026.2 had the
highest degree of enrichment in a translated fraction, thus we further focused on the
characterization of this lincRNA which we renamed Linc013026. Linc013026 potentially
encodes two ORFs of 52AA and 68AA. Since ORF-68AA has a Kozak consensus sequence,
we further focused on this ORF. First, we examined whether Linc013026-68AA is translated
into a stable micropeptide using an in vitro transcription/translation assay and overex-
pression in cells. Linc013026-68AA is predicted to encode a micropeptide of 8 kDa [21].
The in vitro transcription/translation assay with Linc013026-68AA revealed a single band
at 8–10 kDa (Figure 3A, arrow). Furthermore, to examine whether Linc013026-68AA pro-
tein is stable in cells, we transfected HeLa cells with C-terminal-GFP- and Myc-tagged
Linc013026-68AA. GFP-specific immunoblot revealed a band at ~38 kDa for GFP-tagged
Linc013026-68AA that corresponds to a molecular mass of 10 kDa for Linc013026-68AA
(Figure 3B, 68AA-GFP), while a band of ~15 kDa was observed for Myc-tagged Linc013026-
68AA (Figure 3C). Since some proteins can form a dimer in SDS-PAGE (0.1% SDS) [22],
we utilized GST pull down assay to examine the interaction of N-terminal GST -tagged
68AA with C-terminal Myc-tagged 68AA. As shown in Figure 1D, no interaction between
GST-68AA and 68AA-Myc was detected. In addition, we also observed a ~15 kDa band
for 68AA-Myc using cell lysates pre-treated with 1% and 2% SDS under reduced condition
(Figure 3E). These data suggested that Myc-tagged Linc013026-68AA did not form a dimer.
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We then examined the peptide sequence of Linc013026-68AA. Linc013026-68AA contains
five potential serine, two threonine and one tyrosine phosphorylation sites (Table S3) and
one lysine acetylation site (G-AcK) [23]. To clarify whether phosphorylation affects the
migration of Linc013026-68AA in SDS PAGE, we treated cell lysates with Lambda Protein
Phosphatase (Lambda PP) that dephosphorylates phospho-tyrosine, serine and threonine
residues. Upon Lambda PP treatment, we observed two additional bands of ~14 and ~10
kDa (Figure 3F (*)), suggesting that phosphorylation contributes to the slower migration of
Linc013026-68AA in SDS PAGE.
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Figure 1. Identification of hepatocellular carcinoma-specific lncRNAs. (A) RNA-sequencing (RNA-
seq) data from normal liver (ENCFF184YUO) and from the HCC cell line HepG2 (ENCFF337WTM)
were aligned to the human reference genome (GRCh38) using Bowtie2. The gene expression values
(Fragments per Kilobase Million (FPKM)) were calculated by Cuffnorm using the human NONCODE
v5.0 transcript reference. A total of 906 long intergenic noncoding RNAs (lincRNAs) that were
expressed in HepG2 cells but not in the normal liver were selected. Among these 906 lincRNAs twelve
lincRNAs were expressed exclusively in HepG2 cells but not in the liver and other organs/tissues.
(B,C) Abnormal chromatin structure induced expression of HCC-specific lincRNAs: Total RNA-seq
from liver (ENCFF184YUO) and HepG2 cells (GSE115139), DNase-sequencing (DNase-seq) from
normal liver (ENCFF851CVH) and HepG2 (ENCFF474LSZ) and candidate cis-Regulatory Elements
(cCREs) generated by ENCODE consortium (ENCODE cCREs, blue mark) and cap analysis of gene
expression (CAGE) data in HepG2 cells (ENCFF177HHM) were aligned to the human reference
genome (GRCh38). SeqMonk was used to quantitate and visualize the data. Peaks in the wiggle plot
represent the normalized RNA-seq, DNase-seq and CAGE read coverage on HCC-specific lincRNAs.
E: exon; blue arrow: Open chromatin region at the putative promoter; black arrow: transcription start
site (TSS) detected by CAGE.

Table 1. List of six HCC-specific lincRNAs that contain at least one ORF longer than 50AA.

Transcript ID
Expression in the

Liver (FPKM)
(ENCFF184YUO)

Expression in
HepG2 (FPKM)

(ENCFF337WTM)

Number of ORFs
Longer Than

50AA

NONHSAT226968.1 0 104.9 2
NONHSAT013026.2/Linc013026 0 61.3 2

NONHSAT250607.1 0 39.3 2
NONHSAT142412.2 0 30.5 12
NONHSAT115455.2 0 15.0 2
NONHSAT168790.1 0 13.7 3

To examine the endogenous expression of Linc013026-68AA we generated a rabbit
antibody against two mixed synthetic peptides corresponding to amino acid positions 4–17
(peptide I) and 54–68 (peptide II) of Linc013026-68AA (Kaneka Eurogentec S.A. Belgium)
(amino acid sequences are shown in Figure 3G). First, we tested the specificity of our
antibodies. By immunoblot using anti-peptide I and peptide II antibodies, a 38 kDa band
for GFP-tagged Linc013026-68AA was specifically detected (Figure 3H). This band was
not detected by peptide absorbed antibody (Figure 3H, anti-peptide II + peptide II). We
then examined the subcellular localization of exogenous and endogenous Linc013026-68AA
using immunofluorescent (IF) and immunohistochemical (IHC) staining. HeLa cells were
transfected with Myc-tagged Linc013026-68AA and stained using the immunofluorescent
technique with anti-Linc013026-68AA and Myc-specific antibodies. Myc-tagged Linc013026-
68AA was detected mainly at the perinuclear region by a Myc-specific staining (Figure 3I).
Anti-peptide II but not peptide I antibody gave a strong IF staining signal that completely
overlapped with the Myc-specific signal (Figure 3I, Merged). Next, we tested Linc013026-
68AA antibodies for IHC staining. In agreement with IF staining, anti-peptide II but not
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peptide I antibody gave a strong signal for Myc-tagged Linc013026-68AA at the perinuclear
region (Figure 3J).
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Figure 2. Identification of micropeptide candidates derived from HCC-specific lincRNAs.
(A) Nuclear- (ENCFF711DJN) and cytoplasmic (ENCFF337WTM) RNA-seq of HepG2 cells generated
by the ENCODE Consortium were aligned to the reference human genome (GRCh38). SeqMonk was
used to quantitate and visualize the data. Peaks in the wiggle plot represent the normalized RNA-seq
read coverage on HCC-specific lincRNAs. E: exon. (B) RNA was isolated from the nuclear (Nuc)
and cytoplasmic (Cyt) fractions of HepG2 cells and analyzed by RT-PCR. Fractionation quality was
measured by immunoblot analysis of THOC5, GAPDH and Histone H3 (Blot). Three independent
experiments were performed. (C) HepG2 cytoplasmic lysate was prepared and fractionated on
sucrose gradients. The distribution of RNA was calculated using the CT values obtained by qRT-
PCR. Isolated RNA was supplied in a gel to determine translated fractions. mRNAs were prepared
from the indicated fractions and were applied for Actin, NONHSAT013026.2, NONHSAT168790.1,
NONHSAT115455.2, and NONHSAT226968.1 qRT-PCR or NONHSAT250607.1 RT-PCR. A represen-
tative absorbance profile at 260 nm was obtained during fractionation of gradients. A replicate is
shown in Figure S1.
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[35S]methionine. Arrow indicated the translated peptide. (B,C) GFP- and Myc-tagged Linc013026-
68AA (68AA) and pEGFP-N1 (GFP) or pcDNA3.1 MycHis (Vector) vector was transfected in HeLa
cells, and GFP- and Myc-specific immunoblot were performed. (D) 68AA-Myc was overexpressed in
HeLa cells. Cell extracts were incubated with GST and GST-68AA and then Myc and GST specific
immunoblots were performed. (E) 68AA-Myc overexpressing cell extracts were pre-treated with
1% and 2% SDS and then Myc and ACTIN specific immunoblots were performed. (F) 68AA-Myc
was overexpressed in HeLa cells. Forty microliters of cell extracts were treated with 2000 U Lambda
Protein Phosphatase (Lambda PP) for 45 min at 30 ◦C and subsequently supplied for Linc013026-68AA
specific immunoblot. (G) Amino acid sequence of Linc013026-68AA was depicted. Numbers represent
amino acid number. Amino acid sequences of peptide I (orange) and peptide II (blue) were used
to generate rabbit antibodies. (H) Non-transfected-, pEGFP-N1 (GFP) and GFP-tagged Linc013026-
68AA (68AA-GFP) HeLa cell lysates were applied for GFP-, anti-peptide I and anti-peptide II or
anti-peptide II + peptide II immunoblot. ACTIN was used as loading control. (I) Myc-tagged
Linc013026-68AA was expressed in HeLa and stained with anti-Myc, anti-peptide I and anti-peptide
II specific antibodies and visualized by the immunofluorescent (IF) technique. (J) Myc-tagged
Linc013026-68AA (68AA-Myc) and pcDNA3.1 MycHis (Vector) vector were transfected in HeLa cells
and immunohistochemically stained with rabbit antibody against Linc013026-68AA-peptide I and
peptide II and hematoxylin. (K) HepG2 cells were transfected with siCr and siLinc013026-68AA for
three days. Total RNAs were isolated and supplied for Linc013026 or Gapdh-specific qRT-PCR. The
expression of Linc013026 was normalized by Gapdh. Three independent experiments were performed.
Numbers are mean± standard deviation (SD). (L) A sister culture of (K) was subjected to anti-peptide
II and ACTIN specific immunoblot. (M) A sister culture of (K) was immunohistochemically stained
with anti-peptide II and hematoxylin. All bars represent 20µm. (*) changes of LINC013026-68AA
migration in SDS-PAGE induced by phosphorylation.

Thus, we used anti-peptide II antibody to examine the endogenous expression of
Linc013026-68AA in HepG2 cells. We first depleted Linc013026-68AA using siRNA in
HepG2 cells (Figure 3K) and performed anti-peptide II specific immunoblot. In control cells,
three major bands ranging from 10–15 kDa were detected (Figure 3L, (*)). Upon Linc013026-
68AA depletion, the intensity of these bands was reduced. These data suggested that
endogenous Linc013026-68AA may also be phosphorylated as observed for exogenous
Linc013026-68AA (Figure 3F). We also tested the endogenous expression of Linc013026-
68AA using immunohistochemical staining with anti-peptide II antibody. In control cells,
endogenous Linc013026-68AA was detected mainly at the perinuclear region (Figure 3M,
siCr) which agreed with the subcellular localization of exogenous Linc013026-68AA. Upon
Linc013026-68AA depletion, staining signals of Linc013026-68AA were clearly reduced
(Figure 3M, si68AA). In sum, immunoblotting and IHC staining suggested that Linc013026-
68AA is endogenously translated into 68AA micropeptide.

2.4. Linc013026-68AA Enhances Cell Proliferation

Recent data from our lab suggested that protein derived from lncRNA associates with
a biological function [11]. Since HeLa cells do not express Linc013026-68AA (Figure 3I),
Myc-tagged Linc013026-68AA in HeLa cells was expressed (Figure 4A). We next examined
whether Linc013026-68AA influences cell growth by crystal violet staining assay and Wst-1
assay. Here, within 2 days, growth of Linc013026-68AA-overexpressing HeLa cells was
approximately 1.7-fold by crystal violet assay and 1.6-fold by WST assay greater than
control vector transfected HeLa cells (Figure 4B,C). Furthermore, depletion of Linc013026
RNA in HepG2 cells reduced cell proliferation approximately two-fold within 3 days
measured by crystal violet- (Figure 4D) and Wst-1 assay (Figure 4E), suggesting that
Linc013026-68AA promotes cell proliferation. We next examined the Linc013026-68AA
transcript in several HCC cell lines, such as HepG2, Hep3B, C3A, Huh7 and HLE. HeLa
cells were used as negative control. Linc013026-68AA is expressed in two out of five HCC
cell lines (Figure 4F). Thus, we overexpressed Linc013026-68AA in Huh7 and HLE cells,
two HCC cell lines that express Linc013026-68AA at low level. These cells also showed
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an increase in proliferation (1.8-fold in Huh7 cells and 1.6-fold in HLE cells) (Figure 4G),
suggesting again that Linc013026-68AA promotes cell proliferation.
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68AA, one of our candidates. We show that Linc013026-68AA encodes a 68 amino acid 
micropeptide that is mainly localized at the perinuclear region (Figure 3I,J,M). 

Figure 4. Linc013026-68AA enhances cell proliferation. (A) HeLa cells were transfected with Myc-
tagged Linc013026-68AA (68AA-Myc) and pcDNA3.1 MycHis (Vector) vector for two days and
anti-Linc013026-68AA- and Actin-specific immunoblot were performed. ACTIN was used as loading
control. (B,C) Sister cultures of (A) were supplied for crystal violet- (B) and Wst-1 assay (C) to
examine the effect of Linc013026-68AA on cell proliferation. (D,E) HepG2 cells were transfected
with siRNA control (siCr) and siLinc013026 (si68AA) for three days and supplied for crystal violet-
(D) and Wst-1 assay (E). (F) Total RNAs were isolated from HeLa, Huh7, HLE, HepG2, C3A and
Hep3B cells. The expression of Linc013026 was examined using RT-PCR. Gapdh mRNA was used
as loading control. [] indicates number of PCR cycles. (G) Huh7- and HepG2 cells were transfected
with Myc-tagged Linc013026-68AA (68AA-Myc) and pcDNA3.1 MycHis (Vector) vector for two days
and supplied for crystal violet- and Wst-1 assay. Three independent experiments were performed for
crystal violet- and Wst-1 assay. Numbers are mean ± standard deviation (SD). p: p-value.

3. Discussion

In most human cancers, a large number of proteins with driver mutations are in-
volved in tumor development, implying that multiple fine tuners are involved in cancer
formation and/or maintenance. A useful strategy for cancer therapy may therefore be to
target multiple cancer-specific fine tuners. In this study, using hepatocellular carcinoma
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as a system we utilized RNA-seq and polysome profiling to identify novel micropeptides
derived from cancer-specific lncRNAs. We identified nine lincRNAs that are exclusively
expressed in HCC cells but not in normal liver and other tissues (Table S1). Three out of
nine lincRNAs encode small ORFs longer than 50 amino acids and are enriched in polysome
fractions (Figure 2C), suggesting that they are translated in a cancer-specific manner. Using
a peptide specific antibody we characterized NONHSAT013026.2/Linc013026-68AA, one
of our candidates. We show that Linc013026-68AA encodes a 68 amino acid micropep-
tide that is mainly localized at the perinuclear region (Figure 3I,J,M). Linc013026-68AA
is expressed in a subset of HCC cells and plays a role in cell proliferation (Figure 4). We
are currently performing interactome analysis of Linc013026-68AA to gain insights into
molecular mechanism(s) of Linc013026-68AA. It has been shown that a micropeptide is
involved in muscle performance [12] and growth [13]. In addition, SPAR polypeptides
encoded by the Linc00961 regulate mTORC1 and muscle regeneration [24], and another
micropeptide, mitoregulin, is involved in protein complex assembly in mitochondria [25].
Recently, we demonstrated that C20orf204-189AA encoded by a lincRNA, Linc00176 stabi-
lizes nucleolin and promotes ribosomal RNA transcription [11]. These findings shed light
on the role of the previously ignored ‘dark proteome’ in the maintenance of cancer. Thus,
further characterization of the coding potency of other cancer-specific lincRNAs (Table 1)
may provide clues for identification of novel cancer-specific fine tuners. Furthermore,
micropeptides encoded by cancer-specific lncRNAs may also be useful biomarkers for
cancer diagnosis.

Why is the expression of a subset of lncRNAs cancer-specific? Recent data identified
161 putative driver genes that are associated with 11 recurrently altered pathways in
HCC development [4], and these mutations were not observed in chronic hepatitis or
cirrhosis (preneoplastic stages). Interestingly, 28% of the altered gene products play a role
in chromatin remodeling, suggesting that abnormal chromatin remodeling results in a
cancer-specific expression of a subset of genes [7,8,26]. Indeed, DNase-seq data which
map the chromatin accessibility revealed that chromatin at the putative promotor region
of seven out of nine HCC-specific lincRNAs is opened in HCC but not in normal liver
(Figure 1B). Accessible promoters then enable the recruitment of transcription factors
which subsequently activate the transcription in these genes. These data also suggest that
cancer cells exhibit remarkable transcriptome alterations, partly by adopting cancer-specific
chromatin remodeling events.

One of limitations of this study is the lack of clinical data of HCC-specific lncRNA
candidates. Examining the expression of these lncRNAs in RNA-seq data of primary HCC
generated by The Cancer Genome Atlas (TCGA) or The International Cancer Genome
Consortium (ICGC) will provide clues whether they could be a potentially suitable HCC-
specific biomarker. However, retrieving expression from open-access data resource requires
the gene annotation by GENCODE [27], while many NONCODE lncRNA genes including
lncRNA candidates identified in this study are not yet annotated by GENCODE [28]. Thus it
is currently not possible to retrieve expression of our lncRNA candidates from open-access
data resource. We are currently examining the protein expression of Linc013026-68AA in
primary HCC samples and tumor adjacent normal liver tissues to determine whether it can
be a potential HCC biomarker. Furthermore, the role of Linc013026-68AA in in vivo tumor
growth should also be examined to clarify whether it may be suitable as a HCC-specific
target molecule.

Our study offers novel target molecules as well as biomarkers originating from non-
coding RNAs to develop a novel strategy for cancer treatment that targets multiple cancer
type-specific fine tuners.

4. Materials and Methods
4.1. Cell Culture, siRNA, and Transfection

HepG2, Huh7, HLE, C3A and HeLa cells were purchased from the American Type
Culture Collection (ATCC, Manassas, VA, USA) or the DMSZ-German collection of microor-
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ganisms and cell culture (DMSZ, Braunschweig, Germany). They were grown in DMEM
supplemented with 10% FCS. All cell lines are free of mycoplasma contamination.

Control siRNA (5′-UAAGGCUAUGAAGAGAUAC-3′), siLinc013026 (5′-AUGGUGU
CAGCAUGUGGAU-3′) were purchased from Microsynth AG (Microsynth AG, Balgach,
Switzerland). Fifty picomoles of each siRNA were transfected using Lipofectamin 3000
(Thermo Fisher Scientific, Waltham, MA, USA). For ectopic expression of Linc013026-68AA
experiments, Linc013026-68AA cDNA was isolated from HepG2 RNA by RT-PCR. The
PCR-product was then cloned into pcDNA3.1 MycHis or pEGFP-N1 vector.

4.2. Peptide-Specific Antibodies

Antibodies against the mixture of two synthetic peptides corresponding to amino acid
positions 4–17 (peptide I) and 54–68 (peptide II) of Linc013026-68AA were generated in
rabbits by Kaneka Eurogentec S.A. (Kaneka Eurogentec S.A., Seraing, Belgium). Two pep-
tide columns were applied for further purification of 4–17 (peptide I) and 54–68 (peptide II)
specific antibodies.

4.3. Wst-1 Assay

HeLa cells (500–2000 cells/well) were seeded in duplicate on a 96-well plate and then
transfected with vector control and Linc013026-68AA and incubated for 2 days. A Wst-1
proliferation assay kit (Roche Diagnostics, Basel, Switzerland) was employed according to
the manufacturer’s instructions.

4.4. Crystal Violet Assay

HeLa, HepG2, Huh7 and HLE cells (500–2000 cells/well) were seeded in duplicate on
a 96-well plate and then transfected with vector control, Linc013026-68AA or siRNAs and
incubated for 2 days. Cells were then washed with phosphate-buffered saline (PBS) and
fixated with methanol. Crystal violet dye was applied for 10 min. After air drying the plate,
the dye was solubilized in methanol and absorbance was measured at 595 nm.

4.5. Immunohistochemistry/Immunofluorescence

Immunohistochemical and immunofluorescent studies were performed as detailed
previously [5,29]. Rabbit monoclonal anti-Myc antibody was from Cell Signaling Technol-
ogy (cs-2278S, Cambridge, UK).

4.6. In Vitro Transcription/Translation

Radiolabeled substrates were generated by in vitro transcription/translation using
the plasmid pcDNA3.1-Linc013026-MYC, the SP6/T7-coupled TNT reticulocyte lysate
system (Promega, Madison, WI, USA), and [35S]methionine (370 kBq/µL, >37 TBq/mmol,
Hartmann Analytic, Braunschweig, Germany) according to the manufacturer’s instructions.

4.7. mRNA Export Assay

Isolation of nuclear- and cytoplasmic RNA was performed as previously described [30,31].
Briefly, cells were washed with ice-cold PBS three times and incubated in cytoplasmic buffer
(100 mm Tris-HCl pH 8.0, 150 mm NaCl, 0.5% (v/v) NP-40, protease inhibitor cocktail
[Sigma-Aldrich, St. Louis, MO, USA]) and RNase inhibitor (NEB, Ipswich, MA, USA) for
5 min on ice. Cells were then harvested. Nucleus were pelleted by centrifugation. Nuclear-
and cytoplasmic RNAs were isolated using the ReliaPrepTM miRNA cell and tissue miniprep
system (Promega, Madison, WI, USA) according to the manufacturer’s instructions.

4.8. Polysome Profiling

Polysome fractions were prepared using sucrose gradient fractionation as previously
described [32]. To prepare polysomes, 1.25 × 107 HepG2 cells were rinsed and scraped in
ice-cold PBS containing cycloheximide (0.1 mg/mL). Subsequent steps were carried out in
the cold. After pelleting by centrifugation at 500× g for 7 min, the cells were resuspended
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in extraction buffer (20 mm Tris-HCl, pH 8.0, 140 mm KCl, 0.5 mm DTT, 5 mm MgCl2,
0.5% Nonidet-P40, 0.1 mg/mL cycloheximide, and 0.5 mg/mL heparin) and incubated for
5 min on ice. Extracts were centrifuged for 10 min at 12,000× g. Approximately 0.5 mL of
supernatant was layered onto a 12-mL linear sucrose gradient (10–50% sucrose (w/v) in
20 mm Tris-HCl, pH 8.0, 140 mm KCl, 0.5 mm DTT, 5 mm MgCl2, 0.1 mg/mL cycloheximide,
and 0.5 mg/mL heparin) and centrifuged at 4 ◦C in an SW40Ti rotor (Beckman, Palo Alto,
CA, USA) at 35,000 rpm without brake for 80 min (120 min for experiments examining the
distribution of β-globin reporter mRNAs). The gradients were collected into 10–12 1-mL
fractions, and absorbance profiles at 260 nm were recorded (ISCO, UA-6 detector). An
amount of 0.1 volume of 3 m sodium acetate (pH 5.2) and 1 volume of isopropyl alcohol
were added to the probes for overnight precipitation at −20 ◦C. RNA was purified using
the ReliaPrepTM miRNA cell and tissue miniprep system (Promega, Madison, WI, USA).

4.9. Immunoblotting Procedures

Details of immunoblotting have been described previously [31]. Corresponding pro-
teins were visualized by incubation with peroxidase-conjugated anti-mouse, anti-rabbit
or anti-goat immunoglobulin, followed by incubation with SuperSignal West FemtoMaxi-
mum Sensitivity Substrate (Thermo Fisher Scientific, Waltham, MA, USA). Results were
documented on a LAS4000 imaging system (GE Healthcare BioSciences, Uppsala, Sweden).
Mouse monoclonal anti-Myc (9E10), anti-GAPDH (sc-32233), anti-GFP (sc-9996) and poly-
clonal anti-Actin (sc-1616) were purchased from Santa Cruz Biotechnology (Santa Cruz,
CA, USA). Polyclonal anti-Histone H3 was from Cell Signaling.

4.10. Semi-Quantitative RT-PCR and qRT-PCR Analysis

RNA was isolated from cells with the ReliaPrepTM miRNA cell and tissue miniprep
system (Promega, Madison, WI, USA) according to the manufacturer’s instructions. One
microgram of RNA was reverse-transcribed using oligo dT primer or random primer
and the ProtoScript® II Reverse Transcriptase (NEB, Ipswich, MA, USA) following the
instructions provided. One-twentieth of the cDNA mix was used for real-time PCR with
10 pmol of forward and reverse primer and ORATM qPCR Green Rox kit (HighQu, Kraich-
tal, Germany) in a Qiagen Rotorgene machine. The levels of mRNA expression were
standardized to the glyceraldehyde-3 phosphate dehydrogenase (GAPDH) mRNA level.
Primer sequences are shown in Table S2.

4.11. Statistical Analysis

Cell experiments were performed in triplicate and a minimum of three independent
experiments were evaluated. Data were reported as the mean value with standard deviation.
The statistical significance of the difference between groups was determined by Student’s
t-test (two sided).

4.12. RNA Sequencing Data Analysis

Raw sequencing data (FASTQ files) were downloaded from the ENCODE portal or
Gene Expression Omnibus (GEO). Galaxy workflow for RNA-Seq (www.usegalaxy.org)
(accessed on 20 November 2020) was used for subsequent data analysis. Reads were
mapped to the human reference genome (GRCh38) using Bowtie2 (Galaxy Version 2.3.4.1).
The gene expression values (Fragments per Kilobase Million (FPKM)) were calculated by
Cuffnorm (Galaxy Version 2.2.1.5) using the human NONCODEv5 transcript reference.

4.13. GST Pull-Down Assay

HeLa cells were transfected with pcDNA3.1-Linc013026-MYC for one day and lysed
with lysis buffer (10 mm Tris, 150 mm NaCl, 1 mm PMSF, 0.4% NP40, protease inhibitor
cocktail (Sigma-Aldrich, Munich, Germany). After centrifugation, supernatants were
incubated with GST and GST-Linc013026-68AA fusion protein. Bound proteins were
analyzed by Myc- and GST-specific immunoblot.

www.usegalaxy.org


Int. J. Mol. Sci. 2022, 23, 58 13 of 14

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/ijms23010058/s1.

Author Contributions: Conceptualization, T.T. and D.D.H.T.; methodology, S.B.d.L. and D.D.H.T.;
data curation, M.P., S.B.d.L. and D.D.H.T.; investigation, M.P., S.B.d.L., A.B.A. and T.N.Q.N.; visu-
alization, M.P., S.B.d.L. and D.D.H.T.; validation, M.P., S.B.d.L. and D.D.H.T.; writing, S.B.d.L. and
D.D.H.T.; writing—review and editing, M.P. and D.D.H.T.; project administration, D.D.H.T.; super-
vision, D.D.H.T.; funding acquisition, D.D.H.T. All authors have read and agreed to the published
version of the manuscript.

Funding: This research was supported by DFG Ta-111/16-1, Niedersächsische Krebsgesellschaft and
Junge Akademie (MHH) to D.D.H.T. and Ph.D. program Molecular Medicine in HBRS to S.B.d.L.
and A.B.A.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data generated or analyzed during this study are included in this
published article and its additional files.

Acknowledgments: We thank C. Bruce Boschek for critically reading the manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

Abbreviations

LincRNA: long intergenic noncoding RNA; HCC: hepatocellular carcinoma; FPKM: fragments
per kilobase per million mapped fragments; DAPI: 4′,6-Diamidin-2-phenylindole; IF: immunoflu-
orescent staining; IHC: immunohistochemical staining; CAGE: Cap Analysis of Gene Expression;
DNase-seq: DNase I hypersensitive sites sequencing.

References
1. Sung, H.; Ferlay, J.; Siegel, R.L.; Laversanne, M.; Soerjomataram, I.; Jemal, A.; Bray, F. Global Cancer Statistics 2020: GLOBOCAN

Estimates of Incidence and Mortality Worldwide for 36 Cancers in 185 Countries. CA A Cancer J. Clin. 2021, 71, 209–249. [CrossRef]
[PubMed]

2. Whittaker, S.; Marais, R.; Zhu, A.X. The role of signaling pathways in the development and treatment of hepatocellular carcinoma.
Oncogene 2010, 29, 4989–5005. [CrossRef]

3. Allaire, M.; Nault, J.C. Type 2 diabetes-associated hepatocellular carcinoma: A molecular profile. Clin. Liver Dis. 2016, 8, 53–58.
[CrossRef] [PubMed]

4. Schulze, K.; Imbeaud, S.; Letouze, E.; Alexandrov, L.B.; Calderaro, J.; Rebouissou, S.; Couchy, G.; Meiller, C.; Shinde, J.;
Soysouvanh, F.; et al. Exome sequencing of hepatocellular carcinomas identifies new mutational signatures and potential
therapeutic targets. Nat. Genet. 2015, 47, 505–511. [CrossRef] [PubMed]

5. Saran, S.; Tran, D.D.; Ewald, F.; Koch, A.; Hoffmann, A.; Koch, M.; Nashan, B.; Tamura, T. Depletion of three combined THOC5
mRNA export protein target genes synergistically induces human hepatocellular carcinoma cell death. Oncogene 2016, 35,
3872–3879. [CrossRef] [PubMed]

6. Tran, D.D.; Saran, S.; Koch, A.; Tamura, T. mRNA export protein THOC5 as a tool for identification of target genes for cancer
therapy. Cancer Lett. 2016, 373, 222–226. [CrossRef]

7. Niehus, S.E.; Allister, A.B.; Hoffmann, A.; Wiehlmann, L.; Tamura, T.; Tran, D.D.H. Myc/Max dependent intronic long antisense
noncoding RNA, EVA1A-AS, suppresses the expression of Myc/Max dependent anti-proliferating gene EVA1A in a U2 dependent
manner. Sci. Rep. 2019, 9, 17319. [CrossRef]

8. Tran, D.D.H.; Kessler, C.; Niehus, S.E.; Mahnkopf, M.; Koch, A.; Tamura, T. Myc target gene, long intergenic noncoding RNA,
Linc00176 in hepatocellular carcinoma regulates cell cycle and cell survival by titrating tumor suppressor microRNAs. Oncogene
2018, 37, 75–85. [CrossRef]

9. Orr, M.W.; Mao, Y.; Storz, G.; Qian, S.B. Alternative ORFs and small ORFs: Shedding light on the dark proteome. Nucleic Acids
Res. 2020, 48, 1029–1042. [CrossRef]

10. Ragan, C.; Goodall, G.J.; Shirokikh, N.E.; Preiss, T. Insights into the biogenesis and potential functions of exonic circular RNA. Sci.
Rep. 2019, 9, 2048. [CrossRef]

11. Burbano De Lara, S.; Tran, D.D.H.; Allister, A.B.; Polenkowski, M.; Nashan, B.; Koch, M.; Tamura, T. C20orf204, a hepatocellular
carcinoma-specific protein interacts with nucleolin and promotes cell proliferation. Oncogenesis 2021, 10, 31. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/ijms23010058/s1
https://www.mdpi.com/article/10.3390/ijms23010058/s1
http://doi.org/10.3322/caac.21660
http://www.ncbi.nlm.nih.gov/pubmed/33538338
http://doi.org/10.1038/onc.2010.236
http://doi.org/10.1002/cld.569
http://www.ncbi.nlm.nih.gov/pubmed/31041063
http://doi.org/10.1038/ng.3252
http://www.ncbi.nlm.nih.gov/pubmed/25822088
http://doi.org/10.1038/onc.2015.433
http://www.ncbi.nlm.nih.gov/pubmed/26549021
http://doi.org/10.1016/j.canlet.2016.01.045
http://doi.org/10.1038/s41598-019-53944-2
http://doi.org/10.1038/onc.2017.312
http://doi.org/10.1093/nar/gkz734
http://doi.org/10.1038/s41598-018-37037-0
http://doi.org/10.1038/s41389-021-00320-3
http://www.ncbi.nlm.nih.gov/pubmed/33731669


Int. J. Mol. Sci. 2022, 23, 58 14 of 14

12. Anderson, D.M.; Anderson, K.M.; Chang, C.L.; Makarewich, C.A.; Nelson, B.R.; McAnally, J.R.; Kasaragod, P.; Shelton, J.M.; Liou,
J.; Bassel-Duby, R.; et al. A micropeptide encoded by a putative long noncoding RNA regulates muscle performance. Cell 2015,
160, 595–606. [CrossRef] [PubMed]

13. Cai, B.; Li, Z.; Ma, M.; Wang, Z.; Han, P.; Abdalla, B.A.; Nie, Q.; Zhang, X. LncRNA-Six1 Encodes a Micropeptide to Activate Six1
in Cis and Is Involved in Cell Proliferation and Muscle Growth. Front. Physiol. 2017, 8, 230. [CrossRef] [PubMed]

14. Davis, C.A.; Hitz, B.C.; Sloan, C.A.; Chan, E.T.; Davidson, J.M.; Gabdank, I.; Hilton, J.A.; Jain, K.; Baymuradov, U.K.; Narayanan,
A.K.; et al. The Encyclopedia of DNA elements (ENCODE): Data portal update. Nucleic Acids Res. 2018, 46, D794–D801. [CrossRef]

15. Liu, C.; Bai, B.; Skogerbo, G.; Cai, L.; Deng, W.; Zhang, Y.; Bu, D.; Zhao, Y.; Chen, R. NONCODE: An integrated knowledge
database of non-coding RNAs. Nucleic Acids Res. 2005, 33, D112–D115. [CrossRef]

16. Trapnell, C.; Williams, B.A.; Pertea, G.; Mortazavi, A.; Kwan, G.; van Baren, M.J.; Salzberg, S.L.; Wold, B.J.; Pachter, L. Transcript
assembly and quantification by RNA-Seq reveals unannotated transcripts and isoform switching during cell differentiation. Nat.
Biotechnol. 2010, 28, 511–515. [CrossRef]

17. Hishiki, T.; Kawamoto, S.; Morishita, S.; Okubo, K. BodyMap: A human and mouse gene expression database. Nucleic Acids Res.
2000, 28, 136–138. [CrossRef]

18. Consortium, E.P.; Birney, E.; Stamatoyannopoulos, J.A.; Dutta, A.; Guigo, R.; Gingeras, T.R.; Margulies, E.H.; Weng, Z.; Snyder,
M.; Dermitzakis, E.T.; et al. Identification and analysis of functional elements in 1% of the human genome by the ENCODE pilot
project. Nature 2007, 447, 799–816. [CrossRef]

19. Consortium, E.P.; Moore, J.E.; Purcaro, M.J.; Pratt, H.E.; Epstein, C.B.; Shoresh, N.; Adrian, J.; Kawli, T.; Davis, C.A.; Dobin, A.;
et al. Expanded encyclopaedias of DNA elements in the human and mouse genomes. Nature 2020, 583, 699–710. [CrossRef]

20. Sonawane, A.R.; Platig, J.; Fagny, M.; Chen, C.Y.; Paulson, J.N.; Lopes-Ramos, C.M.; DeMeo, D.L.; Quackenbush, J.; Glass, K.;
Kuijjer, M.L. Understanding Tissue-Specific Gene Regulation. Cell Rep. 2017, 21, 1077–1088. [CrossRef]

21. Gasteiger, E.; Gattiker, A.; Hoogland, C.; Ivanyi, I.; Appel, R.D.; Bairoch, A. ExPASy: The proteomics server for in-depth protein
knowledge and analysis. Nucleic Acids Res. 2003, 31, 3784–3788. [CrossRef]

22. Gentile, F.; Amodeo, P.; Febbraio, F.; Picaro, F.; Motta, A.; Formisano, S.; Nucci, R. SDS-resistant active and thermostable dimers
are obtained from the dissociation of homotetrameric beta-glycosidase from hyperthermophilic Sulfolobus solfataricus in SDS.
Stabilizing role of the A-C intermonomeric interface. J. Biol. Chem. 2002, 277, 44050–44060. [CrossRef] [PubMed]

23. Lundby, A.; Lage, K.; Weinert, B.T.; Bekker-Jensen, D.B.; Secher, A.; Skovgaard, T.; Kelstrup, C.D.; Dmytriyev, A.; Choudhary, C.;
Lundby, C.; et al. Proteomic analysis of lysine acetylation sites in rat tissues reveals organ specificity and subcellular patterns. Cell
Rep. 2012, 2, 419–431. [CrossRef]

24. Matsumoto, A.; Pasut, A.; Matsumoto, M.; Yamashita, R.; Fung, J.; Monteleone, E.; Saghatelian, A.; Nakayama, K.I.; Clohessy, J.G.;
Pandolfi, P.P. mTORC1 and muscle regeneration are regulated by the LINC00961-encoded SPAR polypeptide. Nature 2017, 541,
228–232. [CrossRef] [PubMed]

25. Stein, C.S.; Jadiya, P.; Zhang, X.; McLendon, J.M.; Abouassaly, G.M.; Witmer, N.H.; Anderson, E.J.; Elrod, J.W.; Boudreau, R.L.
Mitoregulin: A lncRNA-Encoded Microprotein that Supports Mitochondrial Supercomplexes and Respiratory Efficiency. Cell Rep.
2018, 23, 3710–3720.e8. [CrossRef]

26. Davenport, C.F.; Scheithauer, T.; Dunst, A.; Bahr, F.S.; Dorda, M.; Wiehlmann, L.; Tran, D.D.H. Genome-Wide Methylation
Mapping Using Nanopore Sequencing Technology Identifies Novel Tumor Suppressor Genes in Hepatocellular Carcinoma. Int. J.
Mol. Sci. 2021, 22, 3937. [CrossRef] [PubMed]

27. Frankish, A.; Diekhans, M.; Jungreis, I.; Lagarde, J.; Loveland, J.E.; Mudge, J.M.; Sisu, C.; Wright, J.C.; Armstrong, J.; Barnes, I.;
et al. Gencode 2021. Nucleic Acids Res. 2021, 49, D916–D923. [CrossRef]

28. Uszczynska-Ratajczak, B.; Lagarde, J.; Frankish, A.; Guigo, R.; Johnson, R. Towards a complete map of the human long non-coding
RNA transcriptome. Nat. Rev. Genet. 2018, 19, 535–548. [CrossRef]

29. Tran, D.D.; Saran, S.; Dittrich-Breiholz, O.; Williamson, A.J.; Klebba-Farber, S.; Koch, A.; Kracht, M.; Whetton, A.D.; Tamura, T.
Transcriptional regulation of immediate-early gene response by THOC5, a member of mRNA export complex, contributes to the
M-CSF-induced macrophage differentiation. Cell Death Dis. 2013, 4, e879. [CrossRef]

30. Guria, A.; Tran, D.D.; Ramachandran, S.; Koch, A.; El Bounkari, O.; Dutta, P.; Hauser, H.; Tamura, T. Identification of mRNAs that
are spliced but not exported to the cytoplasm in the absence of THOC5 in mouse embryo fibroblasts. RNA 2011, 17, 1048–1056.
[CrossRef]

31. Tran, D.D.; Saran, S.; Williamson, A.J.; Pierce, A.; Dittrich-Breiholz, O.; Wiehlmann, L.; Koch, A.; Whetton, A.D.; Tamura, T.
THOC5 controls 3'end-processing of immediate early genes via interaction with polyadenylation specific factor 100 (CPSF100).
Nucleic Acids Res. 2014, 42, 12249–12260. [CrossRef] [PubMed]

32. Dhamija, S.; Doerrie, A.; Winzen, R.; Dittrich-Breiholz, O.; Taghipour, A.; Kuehne, N.; Kracht, M.; Holtmann, H. IL-1-induced
post-transcriptional mechanisms target overlapping translational silencing and destabilizing elements in IkappaBzeta mRNA. J.
Biol. Chem. 2010, 285, 29165–29178. [CrossRef] [PubMed]

http://doi.org/10.1016/j.cell.2015.01.009
http://www.ncbi.nlm.nih.gov/pubmed/25640239
http://doi.org/10.3389/fphys.2017.00230
http://www.ncbi.nlm.nih.gov/pubmed/28473774
http://doi.org/10.1093/nar/gkx1081
http://doi.org/10.1093/nar/gki041
http://doi.org/10.1038/nbt.1621
http://doi.org/10.1093/nar/28.1.136
http://doi.org/10.1038/nature05874
http://doi.org/10.1038/s41586-020-2493-4
http://doi.org/10.1016/j.celrep.2017.10.001
http://doi.org/10.1093/nar/gkg563
http://doi.org/10.1074/jbc.M206761200
http://www.ncbi.nlm.nih.gov/pubmed/12213823
http://doi.org/10.1016/j.celrep.2012.07.006
http://doi.org/10.1038/nature21034
http://www.ncbi.nlm.nih.gov/pubmed/28024296
http://doi.org/10.1016/j.celrep.2018.06.002
http://doi.org/10.3390/ijms22083937
http://www.ncbi.nlm.nih.gov/pubmed/33920410
http://doi.org/10.1093/nar/gkaa1087
http://doi.org/10.1038/s41576-018-0017-y
http://doi.org/10.1038/cddis.2013.409
http://doi.org/10.1261/rna.2607011
http://doi.org/10.1093/nar/gku911
http://www.ncbi.nlm.nih.gov/pubmed/25274738
http://doi.org/10.1074/jbc.M110.146365
http://www.ncbi.nlm.nih.gov/pubmed/20634286

	Introduction 
	Results 
	Identification of Hepatocellular Carcinoma-Specific lncRNAs 
	Identification of Micropeptide Candidates Derived from HCC-Specific lncRNAs 
	NONHSAT013026.2/Linc013026-68AA Is Translated into a 68 Amino Acid Long Micropeptide 
	Linc013026-68AA Enhances Cell Proliferation 

	Discussion 
	Materials and Methods 
	Cell Culture, siRNA, and Transfection 
	Peptide-Specific Antibodies 
	Wst-1 Assay 
	Crystal Violet Assay 
	Immunohistochemistry/Immunofluorescence 
	In Vitro Transcription/Translation 
	mRNA Export Assay 
	Polysome Profiling 
	Immunoblotting Procedures 
	Semi-Quantitative RT-PCR and qRT-PCR Analysis 
	Statistical Analysis 
	RNA Sequencing Data Analysis 
	GST Pull-Down Assay 

	References

