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Background: Lung adenocarcinoma (LUAD), as the most common histological subtype
of lung cancer, is a high-grade malignancy and a leading cause of cancer-related death
globally. Identification of biomarkers with prognostic value is of great significance for the
diagnosis and treatment of LUAD. Heterogeneous nuclear ribonucleoprotein C (HNRNPC)
is an RNA-binding protein “reader” of N6-methyladenosine (m®A) methylation, and is
related to the progression of various cancers; however, its role in LUAD is unclear. The
aims of this study aims were to study the expression and prognostic value of HNRNPC in
LUAD.

Methods: The Oncomine database and gene expression profiling interactive analysis
(GEPIA) were used for preliminary exploration of HNRNPC expression and prognostic
value in LUAD. LUAD cases from The Cancer Genome Atlas (TCGA) (n = 416) and the
Kaplan-Meier plotter database (n = 720) were extracted to study the differential expression
and prognostic value of HNRNPC. HNRNPC expression in the National Cancer Center of
China (NCC) cohort was analyzed by immunohistochemical staining, and the relationship
between HNRNPC expression and survival rate evaluated using the Kaplan-Meier method
and log-rank test. Univariate and multivariate Cox regression analyses were used to
identify independent prognostic factors. Several pathways that were significantly enriched
in the HNRNPC high expression group were identified by Gene Set Enrichment Analysis
(GSEA).

Results: Five data sets from the Oncomine and GEPIA databases all supported that
HNRNPC expression is significantly higher in LUAD than in normal lung tissue. In TCGA
cohort, HNRNPC was highly expressed in LUAD tissues and significantly related to age,
sex, smoking history, ethnicity, lymph node metastasis, and TNM staging (P < 0.001).
High HNRNPC expression was significantly correlated with poor prognosis in the three
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cohorts (NCC, TCGA, and K-M plotter) (P < 0.05). Multivariate Cox regression analysis
showed that HNRNPC expression was an independent prognostic factor in both TCGA
and NCC cohorts (P < 0.05). Further, 10 significantly enriched pathways were identified
from TCGA data and 118 lung cancer cell lines in CCLE, respectively.

Conclusions: High HNRNPC expression is significantly related to poor overall survival in
patients with LUAD, suggesting that HNRNPC may be a cancer-promoting factor and a
potential prognostic biomarker in LUAD.

Keywords: heterogeneous nuclear ribonucleoprotein C, lung adenocarcinoma, N6-methyladenosine methylation,
prognosis, biomarker, immunohistochemistry

INTRODUCTION

Lung cancers are highly malignant tumors, with morbidity and
mortality ranking first among cancers. Globally, approximately
1.5 million patients die from lung cancer each year, with a
mortality rate of more than 25% (1). Lung cancer is divided
into small cell lung cancer (SCLC) and non-small cell lung
cancer (NSCLC), according to its pathological type, with
NSCLC accounting for around 85% of total cases (2). NSCLC
includes large cell carcinoma, squamous cell carcinoma,
adenocarcinoma, and adenosquamous carcinoma. Currently,
lung adenocarcinoma (LUAD) accounts for 35%-40% of total
lung cancers, and its incidence is increasing (3). Although great
breakthroughs have been made in molecular therapy and
immunotherapy, and targeted drugs such as anaplastic
lymphoma kinase (ALK), epidermal growth factor receptor-
tyrosine kinase inhibitor (EGFR-TKI), B-Raf proto-oncogene
serine/threonine kinase (BRAF), ROS proto-oncogene 1
receptor tyrosine kinase (ROS1) and Kirsten rat sarcoma viral
oncogene homolog (KARS) have brought survival advantages to
LUAD patients with relevant gene mutations, but due to drug
resistance and low overall mutation rate, the survival times of
LUAD patients remain very short (3-5). Therefore, additional
effective biomarkers are needed to enable more patients
with LUAD to receive effective treatment and prolong
patient survival.

N6-methyladenosine (m°A) methylation is a reversible
epigenetic modification, present in almost all types of RNA in
organisms, mediated by factors including adenosine
methyltransferase, demethylase, and RNA-binding protein, and
is the most versatile and deeply-studied methylation (6). The
rapid development of high-throughput sequencing technology
and the gradual expansion of epigenetics research have revealed
the role of m®A in tumors, where aberrant m°A RNA
methylation is involved in the occurrence and development of
various cancers, including colon cancer (7), acute myeloid
leukemia (8), and glioblastoma (9). Heterogeneous nuclear
ribonucleoprotein C (HNRNPC) is an RNA-binding protein of
the HNRNP family that mainly localizes in the cell nucleus,
where it mediates the transfer of multiple RNA transcripts and
proteins between the nucleus and the cytoplasm (10). RNA-
binding proteins including HNRNPC and YTH domains are
considered “readers” of the m°A modifications, and can

selectively recognize m°A mRNA sites to mediate mRNA
degradation (11). HNRNPC is crucial for RNA splicing (12,
13), RNA expression (14), sequence-non-specific RNA export
(15), regulation of 3’ end processing (16), and translation (17-
20). Further, evidence supports roles for HNRNPC in regulation
of complex biological processes through a variety of mechanisms
and in the promotion of cancer occurrence and development.
HNRNPC is abnormally up-regulated in hepatocellular
carcinoma, glioblastoma, and melanoma (21-23), and has clear
roles in the biological processes underlying ovarian cancer, breast
cancer, esophageal squamous cell carcinoma, and bladder cancer
(24-27). Nonetheless, the potential of HNRNPC as a tumor
biomarker has not been widely studied, particularly in LUAD. To
the best of our knowledge, there has been no study of the
prognostic value of HNRNPC in patients with LUAD
following surgical resection.

Rapid advances in high-throughput sequencing technology
have profoundly altered approaches to tumor research. Large
quantities of publicly available clinical data are now available,
allowing researchers to more effectively study tumor
characteristics and have improved our ability to diagnose,
treat, and prevent cancer. The Cancer Genome Atlas (TCGA,
www.cancer.gov/tcga) is a database established in the United
States that collects cancer information, including genomic,
epigenomic, transcriptomic, and clinical data. Moreover, there
are many other cancer databases available, which can be used to
explore novel features of LUAD at the molecular biological level.

In the present study, we applied a variety of bioinformatics
tools to analyze the prognostic value of HNRNPC in patients
with LUAD, and verified the results in a large independent
cohort from our hospital. HNRNPC expression levels were
examined in patients with LUAD using public data and
independent hospital data, including differences between
HNRNPC in tumor and paired normal tissue samples, based
on immunohistochemistry (IHC) results. The clinical
significance of HNRNPC expression for patient overall survival
(OS) was also explored. Kaplan-Meier (KM) curve and Cox
multiple regression analyses were used to assess the potential of
HNRNPC levels to predict prognosis in LUAD. In addition, we
used the Search Tool for the Retrieval of Interacting Genes/
Proteins (STRING) and gene set enrichment analysis (GSEA) to
identify genes and pathways involving HNRNPC, and infer their
biological significance.
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METHODS AND MATERIALS

Patient and Tissue Samples

The National Cancer Center/Cancer Hospital, Chinese Academy
of Medical Sciences (NCC, CAMS, Beijing, China) cohort
consisted of 475 patients who had undergone RO surgical
resection and were diagnosed with LUAD between June 2006
and June 2014 in the Department of Thoracic Surgery, NCC. The
inclusion criteria were as follows: (1) radical surgery with RO
resection; (2) histologically confirmed LUAD. The exclusion
criteria were as follows: (1) if the patients received preoperative
chemotherapy and (or) radiotherapy; (2) if the patients lacked
detailed clinical information; (3) if the patients lost to regular
follow-up. Seventy patients were excluded from this study. The
flowchart of the enrollment process is shown in Figure 1. Invalid
data (n = 60) were excluded, and finally pathological tissue
samples and clinical information, including age, sex, smoking
history, tumor differentiation status, T stage, lymph node
metastasis, and TNM stage were obtained from 415 patients
with LUAD. All LUAD tissues were preserved in the
NCC biobank and pathologically confirmed by two
experienced pathologists.

This research was conducted in accordance with the
Declaration of Helsinki and was approved by the Clinical
Research Ethics Committee of the National Cancer Center/
Cancer Hospital, CAMS.

Patients were followed up every 3-6 months in the outpatient
clinic for the first 2 years after surgery, and then annually.
Follow-up comprised recording medical history, survival status,
physical examination, and chest computed tomography. Final
follow-up was March 4, 2019.

Heterogeneous Nuclear Ribonucleoprotein
C Expression and Clinical Information
Analyses Using The Cancer Genome

Atlas Data

TCGA is a huge cancer genetic data sharing platform containing
large amounts of clinical and genomic information to help
researchers better understand the genetic basis of cancer and

Patients with lung adenocarcinoma (n=475) . .
Received preoperative

chemotherapy/radiotherapy (n= 15)

Patients excluded (n=60) Had incomplete medical data (n=12)

7 Lost to follow-up (n=33)

Patients included (n=415)

FIGURE 1 | Flowchart of the enroliment process for this study.

improve their ability to diagnose, treat, and prevent cancer. We
downloaded RNA-seq expression profiles and corresponding
clinical information for 416 patients with LUAD. RNA
expression levels were expressed as reads per kilobase
per million mapped reads (RPKM) and converted to
transcripts per million (TPM) for comparisons among
patients stratified by clinical variables including sex, age,
smoking history, T stage, N stage, M stage, TNM stage,
ethnicity, and OS data.

Analysis of Heterogeneous Nuclear
Ribonucleoprotein C Expression Using
Data From the Oncomine and Gene
Expression Profiling Interactive Analysis
Databases

The Oncomine database is a website-based cancer-related gene
database that contains GEO, TCGA, cancer gene chips, and
published research data, and is a central repository storing
microarray data, sample data, and analysis results (28). The
database contains 715 gene expression datasets, comprising
gene expression data from 86,733 cancer and normal tissues.
Nine LUAD data sets, including tumors and normal tissues,
were extracted for analysis of HNRNPC expression. Gene
expression profiling interactive analysis (GEPIA) is a newly-
developed interactive web server for analysis of RNA
sequencing expression data from 9,736 tumors and 8,587
normal samples from TCGA and GTEx, using a standard
processing pipeline (29). GEPIA can be used to analyze
tumor/normal differential expression, based on cancer type or
pathological stage, as well as for patient survival analysis. In the
present study, both Oncomine and GEPIA were used
for preliminary investigation of HNRNPC expression.
Furthermore, GEPIA was applied for survival analysis of data
from TCGA LUAD cohort. Median TPM value was chosen as
the cutoff point for grouping.

Survival Analysis According to
Heterogeneous Nuclear Ribonucleoprotein
C Expression Using the Kaplan-Meier
Plotter Database and National Cancer
Center of China Cohort Data

The online survival analysis tool, Kaplan-Meier plotter,
integrates multiple cancer data from the Gene Expression
Omnibus (GEO), TCGA, and European Genome-phenome
Archive (EGA), including lung cancer, breast cancer, gastric
and ovarian cancer, and hepatocellular carcinoma data (30). In
this research, K-M plotter was used to analyze the correlation
between HNRNPC and OS in patients with LUAD, followed by
survival curve construction. According to median mRNA
expression values, LUAD patients were divided into two
groups, and prognostic value analyzed according to hazard
ratio (HR) and log-rank p value. Subsequently, data from the
NCC cohort were used to verify the prognostic value
of HNRNPC.
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Functional Annotation of the
Heterogeneous Nuclear Ribonucleoprotein
C Protein-Protein Interaction Network and
Gene Set Enrichment Analysis

The STRING database (http://string-db.org) aims to provide critical
assessment and integration of protein-protein interactions,
including direct (physical) as well as indirect (functional)
associations (31). A PPI network, centered on HNRNPC, was
explored using the “Bioconductor clusterProfiler”, “enrichplot”,
and “ggplot2” packages in R (version 3.6.3), and Kyoto
Encyclopedia of Genes and Genomes (KEGG) pathways and
Gene Ontology (GO) enrichment analysis of molecular functions
(MF), biological processes (BP), and cellular components (CC) of
the PPI network conducted. An interaction score > 0.4 was
considered significant.

The Cancer Cell Line Encyclopedia (CCLE, www.
broadinstitute.org/ccle) is a large-scale public database in
collaboration between the Broad Institute and the Novartis
Institute of Biomedicine and the Genomics Institute of the
Novartis Research Foundation. It contains details of 84,434
genes and 1,457 cell lines. The data will help us in-depth
research on the molecular characteristics of cancer phenotypes,
DNA methylation and potential targets. The project covers most
common cancer types, such as lung cancer, liver cancer, stomach
cancer, breast cancer and kidney cancer (32). In order to explore
the possible molecular mechanisms of HNRNPC in lung cancer
cell lines, we downloaded and compiled RNA-seq data of 188
lung cancer cell lines on the CCLE website. Taking the HNRNPC
high expression group as a reference, the RNA-seq of these lung
cancer cell lines was grouped for subsequent analysis.

GSEA (http://software.broadinstitute.org/gsea/index.jsp) is a
powerful algorithm that can identify different gene sets, sort the
predefined genes according to the degree of differential
expression in two types of sample, and distinguish biological
functions or molecular pathways that are significantly aggregated
between two different biological states (33). To determine
pathways closely related to HNRNPC expression, data from
515 patients with LUAD from TCGA were subjected to GESA.
Median HNRNPC expression in the high and low groups were
used as standards. Hallmark in GSEA was used to identify
predefined gene sets; 5,000 permutations were performed,
according to the gene set, to determine p-values. Pathways
with p < 0.01 and false discovery rate (FDR) < 0.25 were
considered significant, as listed in the Results section. Finally,
we performed GSEA on the RNA-seq data of 188 lung cancer cell
lines from CCLE to further explore the signal pathways of
HNRNPC that are significantly related in cell lines.

Tissue Microarray Preparation and
Immunohistochemistry of Heterogeneous
Nuclear Ribonucleoprotein C

Tissue microarrays (TMAs) were prepared from 415 LUAD patient
tissue blocks retrieved from the hospital biobank. TMAs were
immune-stained using immunohistochemistry methods. Briefly,
representative areas of tumor tissue on Hematoxylin and Eosin

(H&E) stained sections were identified and labeled by pathologists.
TMAs were deparaffinized and rehydrated in sequence, treated with
2 N HCl for 15 min, and then treated with 100 mM Tris HCI (pH
8.5) for 10 min. Samples were then treated with H,0, (3%) and goat
serum at room temperature for 30 min. After confirmation of
blocking, rabbit anti-HNRNPC polyclonal antibody (1:50,
HPA051075; Sigma-Aldrich, St. Louis, MO) was added and
incubated overnight at 4°C. Then, samples were incubated
with polyclonal peroxidase-conjugated anti-rabbit IgG
(Zhongshanjingiao, Beijing, China) for 20 min at room
temperature, according to the manufacturer’s instructions.

Evaluation of Immunostaining

Two experienced pathologists, blinded to the clinical data,
independently reviewed TMA IHC staining. The percentage of
positive cells and staining intensity of positive cells were used to
generate IHC HNRNPC staining scores, calculated based on the
percentage of positive cells, as follows: score 0, 0%-25% HNRNPC-
positive staining; score 1, 25%-50% HNRNPC-positive staining;
and score 2, > 50% HNRNPC-positive staining. Another score was
calculated based on the staining intensity of positive cells, as
follows: 0, no staining; 1, weak; 2, moderate; and 3, strong. The
product of these two scores was the IHC score for each LUAD
patient. In the present study, tissues with scores < 1 were classified
into the low expression group, and tissues with scores > 2 were
classified into the high expression group.

Statistical Analysis

Nonparametric tests were used to assess correlations between
expression of HNRNPC and clinicopathological parameters (a
Wilcox test for comparisons between two groups of data and the
Kruskal test for three or more groups) in R software (version 3.6.3;
The R Foundation for Statistical Computing). HNRNPC
expression and clinical data were analyzed by * text or Fisher’s
exact test. Function enrichment analyses were performed using the
Bioconductor package in R. Kaplan-Meier survival analysis and the
log-rank test were used to evaluate the prognostic value of
HNRNPC. Multivariate Cox regression was applied to identify
independent prognostic factors. A p value < 0.05 was considered
statistically significant, and the median TPM set as the cutoff value.

RESULTS

Aberrant Heterogeneous Nuclear
Ribonucleoprotein C Downregulation in
Lung Adenocarcinoma

First, data from the Oncomine database were used to analyze
HNRNPC expression in various cancer types. Abnormal
HNRNPC expression was retrieved from a total of 441 datasets.
Among them, HNRNPC expression levels were significantly
increased in tumor tissues in 59 datasets, including brain and
central nervous system cancer, breast cancer, cervical cancer,
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colorectal cancer, esophageal cancer, gastric cancer, head and neck
cancer, kidney cancer, lung cancer, myeloma, and many other
cancers (Figure 2A). In all LUAD datasets, HNRNPC expression
was significantly higher in tumor than in normal tissues (Table 1).
Analysis of HNRNPC expression in TCGA pan-cancer data using
GEPIA showed high expression in a variety of tumors (Figure 2B).
In TCGA LUAD cohort, HNRNPC expression was higher in
tumor than normal tissues (Figure 2C). Moreover, Kaplan-Meier
curves showed that the prognosis of LUAD patients with high
HNRNPC expression was significantly worse than that of those
with low HNRNPC expression (Figure 2D).

Relationship Between Heterogeneous
Nuclear Ribonucleoprotein C Expression
and Clinicopathological Variables in
Patients With Lung adenocarcinoma From
The Cancer Genome Atlas

Next, we determined whether HNRNPC expression in LUAD
tissues was associated with clinicopathological features of patients

in TCGA dataset. As shown in Figures 3A-F, high HNRNPC
expression was significantly associated with age (p < 0.001), sex
(p < 0.001), smoking history (p < 0.001), ethnicity (p < 0.001),
nodal metastasis (p < 0.001), and TNM stage (p < 0.001). In
addition, after stratification according to different clinical factors,
significant differences were observed among tumor subgroups and
the reference/control group (p < 0.05) (Figures 3A-F).

To further determine the association between these variables
and OS in TCGA datasets, we performed univariate and
multivariate Cox logistic regression analyses (Table 2). In the
univariate model, pT stage (hazard ratio [HR] = 1.168; 95%
confidence interval [CI] = 1.076-1.269; p < 0.001), pN stage
(HR = 1.374; 95% CI = 1.184-1.594; p < 0.001), TNM stage
(HR = 1.207; 95% CI = 1.128-1.29; p < 0.001), and HNRNPC
expression (HR = 1.991; 95% CI = 1.478-2.681, p < 0.001) were
significantly correlated with OS. Multivariate Cox regression
analysis showed that TNM stage (HR = 1.144; 95% CI =
1.042-1.256; p = 0.005), and HNRNPC expression (HR =
1.691; 95% CI = 1.094-2.613; p = 0.018) were independent
prognostic factors in the LUAD cohort from TCGA.

-—
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FIGURE 2 | Aberrant up-regulation and prognostic value of HNRNPC in cancer. (A) HNRNPC expression in various cancers based on data from Oncomine.
Numbers represent the quantity of datasets with significantly (p < 0.001) high (red) or low (blue) HNRNPC expression in different cancers. (B) HNRNPC expression in
various cancer and normal tissues by GEPIA. (C) HNRNPC expression in LUAD (red) was higher than that in normal lung tissue (gray) according to GEPIA.

(D) GEPIA showed that high HNRNPC levels were significantly (o < 0.001) associated with poor overall survival in patients with LUAD. GEPIA, gene expression
profiling interactive analysis; LUAD, lung adenocarcinoma; HNRNPC, heterogeneous nuclear ribonucleoprotein C; TCGA, The Cancer Genome Atlas.

TABLE 1 | The significant changes of heterogeneous nuclear ribonucleoprotein C (HNRNPC) expression in transcription level between lung adenocarcinoma and normal

tissues.

References P-value Fold change Rank (%) Tumor Normal
Hou Lung 6.97E-15 1.422 1 45 65
Landi Lung 4.00E-16 1.399 2 58 49
Okayama Lung 6.13E-9 1.412 10 226 20
Stearman Lung 0.002 1.212 15 20 19
Su Lung 0.007 1.247 16 27 30
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FIGURE 3 | Correlations between heterogeneous nuclear ribonucleoprotein C (HNRNPC) mRNA expression and clinical parameters in The Cancer Genome Atlas
(TCGA) cohort: (A) age, (B) sex, (C) smoking history, (D) ethnicity, (E) N stage, and (F) pathological TNM stage; ***p < 0.001.

Prognostic Analysis of Heterogeneous
Nuclear Ribonucleoprotein C Using
Kaplan-Meier Plotter and in the National
Cancer Center of China Cohort

To evaluate HNRNPC expression in LUAD specimens, we
performed THC staining on tissue samples from 415 patients
from NCC; 211 and 204 patients with LUAD were classified
into the high and low expression groups, respectively.
Representative photomicrographs of H&E and HNRNPC
immunohistochemical staining are shown in Figure 4. The
Kaplan-Meier plotter database was used to explore the
relationship between HNRNPC expression levels and OS of 720
patients with LUAD and HNRNPC probe information. The K-M
curve for all patients showed that high HNRNPC levels were
significantly correlated with poor OS (p < 1.1e-07) (Figure 5A).
Subsequently, survival analysis of patients with LUAD from the
NCC cohort, by construction of a K-M survival curve, also showed
that high HNRNPC expression was significantly correlated with
poor OS (p < 0.05) (Figure 5B).

Correlation Between Heterogeneous
Nuclear Ribonucleoprotein C Expression
and Clinicopathological Parameters in the
National Cancer Center of China Cohort
We next determined whether HNRNPC expression in LUAD
tissue was associated with patient clinicopathological
characteristics. As shown in Table 3, other than smoking
history (p < 0.05), HNRNPC expression was not significantly
associated with age, sex, tumor diameter, tumor differentiation, T
stage, N stage, or pathological TNM stage.

Univariate and multivariate Cox regression analyses were also
performed using NCC cohort data, to verify the independent
prognostic value of HNRPNC expression (Table 4). In univariate
analysis, OS was significantly associated with age, sex, smoking
history, tumor size, tumor differentiation, T stage, lymph node
metastasis, pathological TNM stage, and HNRNPC expression
(p < 0.05). Further, in multivariate analysis, age, tumor size,
lymph node metastasis, pathological TNM stage, and HNRNPC
expression remained significantly correlated with OS (p < 0.05).

TABLE 2 | Univariate and multivariate Cox logistic regression analysis of OS in The Cancer Genome Atlas (TCGA) cohorts.

Covariates Univariate analysis Multivariate analysis
HR 95% CI P value HR 95% ClI P value

Gender (ref. female) 0.947 0.687-1.306 0.741 - - -
pT stage (ref. T1-T2) 1.168 1.076-1.269 <0.001 1.061 0.968-1.163 0.207
pN stage (ref. NO) 1.374 1.184-1.594 <0.001 1.146 0.94-1.397 0.178
pM stage (ref. MO) 0.963 0.878-1.056 0.424 - - -
TNM stage (ref. I-l) 1.207 1.128-1.29 <0.001 1.144 1.042-1.256 0.005
Race (ref. Black) 1.454 0.907-2.329 0.12 - - -
Smoked (ref. Never) 0.963 0.687-1.35 0.828 - - -
HNRNPC expression (ref. low) 1.991 1.478-2.681 <0.001 1.691 1.094-2.613 0.018

Bold values mean p value < 0.05.
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FIGURE 4 | Representative immunohistochemical (IHC) staining of heterogeneous nuclear ribonucleoprotein C (HNRNPC) protein in lung adenocarcinoma (LUAD)
TMA. (A, B) H&E staining of LUAD tissue. (C, D) Negative immunohistochemical staining of HNRNPC in LUAD. (E, F) Positive immunohistochemical staining of
HNRNPC in LUAD. The three images on the left are low-power fields, those on the right are high-power fields. TMA, tissue microarray; H&E, Hematoxylin and Eosin.
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FIGURE 5 | High heterogeneous nuclear ribonucleoprotein C (HNRNPC) expression is significantly associated with poor overall survival (OS) of patients with lung
adenocarcinoma (LUAD). (A) Kaplan-Meier survival analysis of the relationship between HNRNPC and OS using Kaplan-Meier plotter cohort data. (B) Kaplan-Meier
survival analysis of the relationship between HNRNPC and OS using the National Cancer Center of China (NCC) cohort data.
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Gene Set Enrichment Analysis and
Functional Annotation of an
Heterogeneous Nuclear Ribonucleoprotein
C Protein-Protein Interaction Network

A PPI network was constructed from the STRING database to
investigate the relationships among 10 molecules that were
significantly related to HNRNPC, namely cell division cycle 5
like (CDC5L), heterogeneous nuclear ribonucleoprotein K
(HNRNPK), ELAV like RNA binding protein 1 (ELAVLI),
Aly/REF export factor (ALYREF), serine/arginine rich splicing
factor 1 (SRSF1), heterogeneous nuclear ribonucleoprotein L
(HNRNPL), heterogeneous nuclear ribonucleoprotein H1
(HNRNPH1), heterogeneous nuclear ribonucleoprotein M
(HNRNPM), heterogeneous nuclear ribonucleoprotein A2/B1
(HNRNPA2BI1), and heterogeneous nuclear ribonucleoprotein
Al (HNRNPALI) (Figure 6A). To explore the functions of all
proteins involved in the PPI network, we performed GO and
KEGG functional enrichment analyses; significantly enriched
terms are presented in Figure 6B. Subsequently, we performed
GSEA of HNRNPC using Hallmark gene sets. The results
showed that, in samples expressing high levels of HNRNPC,
many gene sets were positively enriched, with E2F targets, MYC
targets, G2M checkpoint, and oxidative phosphorylation the top

TABLE 3 | Correlations between heterogeneous nuclear ribonucleoprotein C
(HNRNPC) expression and clinicopathological parameters of 415 patients with
lung adenocarcinoma (LUAD) in National Cancer Center of China (NCC) cohort.

Category Cases (number, %) HNRNPC expression P value
415 (100%) Low (204) High (211)

Age (years) 0.377

<60 216 (52.0) 111 105

>60 199 (48.0) 93 106

Gender 0.080

Male 233 (56.1) 101 132

Female 182 (43.9) 103 88

Smoking 0.038

Ever 232 (55.9) 125 107

Never 183 (44.1) 79 104

Tumor length (cm) 0.295

<4 280 (67.5) 143 137

>4 135 (32.5) 61 74

Differentiation 0.118

Well 57 (13.7) 33 24

Moderate 159 (38.3) 83 76

Poor 199 (48.0) 88 111

T stage 0.444

T1 157 (37.8) 83 74

T2 192 (46.3) 94 98

T3 41 (9.9) 17 24

T4 25 (6.0) 10 15

N stage 0.545

NO 174 (41.9) 84 90

N1 102 (24.6) 52 50

N2 139 (33.5) 68 71

TNM stage 0.774

| 154 (37.1) 73 81

1 102 (24.6) 53 49

Il 159 (38.3) 78 81

Bold values mean p value < 0.05.

four most significantly related biological processes (Figures
7A-D and Table 5). The top 100 genes that were significantly
positive or negatively correlated with HNRNPC expression are
presented in Figure 7E. In addition, the RNA-seq data of 118
lung cancer cell lines from the CCLE database are divided into
two groups according to the average expression level of
HNRNPC. As shown in Figures 8A-D, GSEA analysis
demonstrated that HNRNPC was significantly associated with
several KEGG signaling pathways, including pyrimidine
metabolism, purine metabolism, spliceosome and cell cycle.
The top 10 KEGG pathways enriched by HNRNPC in 118
lung cancer cell lines from CCLE are listed (Table 6).

DISCUSSION

LUAD is a highly heterogeneous malignant tumor with varied
pathogenic mechanisms and patient prognoses. Emerging
evidence suggests that m°A modification is related to tumor
proliferation, differentiation, tumorigenesis, invasion, and
metastasis, and can contribute to promotion or inhibition of
the occurrence and development of malignant tumors (34). To
our best knowledge, this is the first study to assess the
prognostic value of HNRNPC, a m®A methylation related
factor, in LUAD.

HNRNPC is an RNA binding protein that has been studied in
a variety of tumors; it is important for m®A methylation and may
be a prognostic marker for certain cancers. Wu and colleagues
demonstrated that the tumorigenic effect of HNRNPC on breast
cancer MCF7 and T47D cells, where inhibition of HNRNPC
expression could effectively reduce cell proliferation and tumor
growth in vivo (35). Further, down-regulation of HNRNPC can
reduce miR-21 expression and decrease AKT serine/threonine
kinase (AKT) phosphorylation in ovarian cancer cells, thereby
promoting programmed cell death and inhibiting ovarian cancer
growth (24). High HNRNPC expression is associated with poor
OS and promotes chemoresistance in patients with gastric cancer
(36). In addition, HNRNPC overexpression plays a key role
in the alternative cleavage and polyadenylation (APA)
characteristics of metastatic colon cancer cells. APA occurs in
more than half of human genes and is closely related to the
formation of mRNA isoforms, thereby changing the stability and
coding potential of RNA, leading to a variety of diseases
including cancer (37). Further, HNRNPC can interact with p53
directly, degrade p53 in tumor cells, and prevent its activation
under normal conditions, which has a negative physiological
impact. Knockdown of HNRNPC can improve the stability and
activity of p53, with anti-tumor effects (38); however, there have
been few studies of HNRNPC in LUAD, and its prognostic value
warrants further investigation.

This study involved a large sample, including
immunohistochemical staining data, and used bioinformatics
technology to explore the clinical significance and prognostic
value of HNRNPC expression in LUAD. First, five independent
datasets from the Oncomine database consistently demonstrated
that HNRNPC levels were significantly higher in LUAD
compared with normal tissues, and similar results were found
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TABLE 4 | Univariate and multivariable analysis of factors associated with overall survival in National Cancer Center of China (NCC) cohort.

Univariate analysis

Multivariate analysis

P value HR 95%ClI P value HR 95%Cl
Age 0.002 1.538 1.173-2.016 <0.001 1.669 1.268-2.198
(<60, >B0years)
Gender 0.047 0.756 0.574-0.996 0.785 0.948 0.647-1.390
(female, male)
Smoking 0.009 1.430 1.093-1.873 0.330 1.198 0.828-1.732
(never, ever)
Tumor length (cm) <0.001 2.466 1.881-3.233 <0.001 1.932 1.413-2.641
<4
>4
Differentiation <0.001 1.884 1.432-2.478 0.310 1.168 0.865-1.578
(well/moderate, poor)
T stage <0.001 1.916 1.389-2.644 0.464 0.863 0.583-1.279
(T1/T2, T3/T4)
lymph node metastasis <0.001 2.757 2.026-3.751 0.002 1.893 1.268-2.826
(negative, positive)
TNM stage <0.001 2.454 1.872-3.217 0.035 1.491 1.030-2.159
(1711, 111)
HNRNPC expression 0.020 1.377 1.051-1.806 0.011 1.437 1.089-1.897
(negative, positive)
A B
HNRNPK ‘sphosasome]
RNA splicing, via transesterfication reactions: o
. B
response o ibroblast growth factor @

KEGG, Kyoto Encyclopedia of Genes and Genomes.
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FIGURE 6 | Heterogeneous nuclear ribonucleoprotein C (HNRNPC)-related PPI network construction and biological function analysis. (A) PPI network constructed
using 10 molecules (CDC5L, HNRNPK, ELAVL1, ALYREF, SRSF1, HNRNPL, HNRNPH1, HNRNPM, HNRNPA2B1, and HNRNPA1) significantly related to HNRNPC.
(B) GO terms, including biological process (BP) and molecular function (MF), and KEGG pathways analysis. PP, protein-protein interaction; GO, Gene Ontology;

using GEPIA. Subsequently, information for 416 patients with
LUAD extracted from TCGA database showed that HNRNPC
levels were significantly higher in tumor tissues and an
independent prognostic factor for patients with LUAD,
indicating that HNRNPC has substantial research value in
LUAD. Importantly, K-M plotter analysis of data from our
own cohort confirmed that high HNRNPC expression levels
were significantly associated with poor OS. Cox regression
analysis using NCC cohort data also showed that HNRNPC
expression, age, tumor size, lymph node metastasis, and
pathological TNM stage were independent prognostic factors
for patients with LUAD. In contrast, compared with TCGA
cohort, except for smoking history, the expression of HNRNPC
in the NCC cohort was not significantly associated with
clinicopathological parameters.

There have been few studies of the molecular mechanisms
involved in HNRNPC function in LUAD to date. To explore its
potential biological functions, we constructed a PPI network with
HNRNPC as the core, which showed that mRNA processing and
splicing were the main associated biological processes. 10
enriched hallmark HNRNPC pathways were identified by
GSEA, including E2F targets, MYC targets vl, G2M
checkpoint, and oxidative phosphorylation, among others. E2F
activation can promote tumor growth and invasion, and
targeting E2F can inhibit lung cancer cell growth (39).
Oxidative phosphorylation is key in promoting lung cancer cell
metabolism and growth, and many regulatory factors can drive
or inhibit lung cancer progression through regulation of
oxidative phosphorylation in tumor cells (40, 41). In addition,
we performed GSEA on the RNA-seq data of 188 lung cancer cell
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FIGURE 7 | Gene Set Enrichment Analysis according to high expression of heterogeneous nuclear ribonucleoprotein C (HNRNPC). (A-D) The top 4 most
significantly relevant pathways associated with high expression of HNRNPC. (A) E2F targets. (B) MYC targets. (C) G2M checkpoint. (D) Oxidative phosphorylation.
(E) Heat map of the top 100 genes significantly positively or negatively correlated with HNRNPC levels.

TABLE 5 | Top 10 biological processes enriched in lung adenocarcinoma based on heterogeneous nuclear ribonucleoprotein C (HNRNPC).

Rank Name of pathway ES NES NOM p-value FDR g-value FWER p-value
1 E2F_TARGETS 0.76 4.21 0.000 0.000 0.000
2 MYC_TARGETS_VA1 0.75 3.98 0.000 0.000 0.000
3 G2M_CHECKPOINT 0.69 3.96 0.000 0.000 0.000
4 OXIDATIVE_PHOSPHORYLATION 0.65 3.40 0.000 0.000 0.000
5 MYC_TARGETS_V2 0.72 3.20 0.000 0.000 0.000
6 MTORC1_SIGNALING 0.57 2.99 0.000 0.000 0.000
7 UNFOLDED_PROTEIN_RESPONSE 0.53 2.63 0.000 0.000 0.000
8 DNA_REPAIR 0.54 2.53 0.000 0.000 0.000
9 REACTIVE_OXYGEN_SPECIES_PATHWAY 0.49 2.08 0.000 0.000 0.000
10 GLYCOLYSIS 0.34 1.82 0.000 0.002 0.001

TABLE 6 | Top 10 Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways enriched in 118 lung cancer cell lines from Cancer Cell Line Encyclopedia (CCLE)

based on heterogeneous nuclear ribonucleoprotein C (HNRNPC).

Rank Name of pathway ES NES NOM p-value FDR g-value FWER p-value
1 PYRIMIDINE_METABOLISM 0.67 2.52 0.000 0.000 0.000
2 PURINE_METABOLISM 0.82 2.49 0.000 0.000 0.000
3 SPLICEOSOME 0.70 2.39 0.000 0.000 0.000
4 CELL_CYCLE 0.60 2.38 0.000 0.000 0.000
5 RNA_DEGRADATION 0.75 2.37 0.000 0.000 0.000
6 RNA_POLYMERASE 0.81 2.31 0.000 0.000 0.000
7 BASAL_TRANSCRIPTION_FACTORS 0.73 2.25 0.000 0.000 0.000
8 DNA_REPLICATION 0.83 217 0.000 0.000 0.001
9 MISMATCH_REPAIR 0.80 2.15 0.000 0.000 0.002
10 NUCLEOTIDE_EXCISION_REPAIR 0.69 2.15 0.000 0.000 0.002

lines from CCLE to further explore the signal pathways of
HNRNPC that are significantly related in cell lines. These
specific pathways involving in HNRNPC require further
studied in vivo and in vitro.

The limitations of this study must be acknowledged.
Although we used immunohistochemistry data from a large
sample cohort from our hospital, the inevitable drawbacks of a

single center studies apply to our findings. Samples were drawn
from those surgically resected and stored in the biobank; hence,
they do not represent the entire LUAD patient population, and
underlying molecular biological mechanisms could not be
further investigated; additional research into biological
function will increase understanding. In conclusion, our data
confirm the prognostic value of HNRNPC in LUAD, based on
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the results of analyses using abundant bioinformatics
techniques, and verification of the correlation between
HNRNPC and LUAD patient OS by immunohistochemical
analysis in a large sample cohort. Our study strongly supports
the prognostic value of HNRNPC in LUAD.

DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and accession
number(s) can be found in the article/supplementary material.

ETHICS STATEMENT

The studies involving human participants were reviewed and
approved by The Clinical Research Ethics Committee of the
National Cancer Center/Cancer Hospital, Chinese Academy of
Medical Sciences. The patients/participants provided their
written informed consent to participate in this study. Written
informed consent was obtained from the individual(s) for the
publication of any potentially identifiable images or data
included in this article.

CELL CYCLE

o it Gt cer

FIGURE 8 | Dissection of heterogeneous nuclear ribonucleoprotein C (HNRNPC)-associated signaling pathways by Gene Set Enrichment Analysis of 188
lung cancer cell lines from the Cancer Cell Line Encyclopedia database (CCLE). (A) pyrimidine metabolism. (B) purine metabolism. (C) spliceosome.

AUTHOR CONTRIBUTIONS

JH, SG, QX, and WG designed the study. WG, QH, GZ, and LG
performed the experiments. WG, QH, GZ, PS, XX, and FT
analyzed the data. WG, QH, and GZ wrote the manuscript. All
authors contributed to the article and approved the
submitted version.

FUNDING

This work was supported by the National Natural Science
Foundation of China (82002451), the Institutional
Fundamental Research Funds (2018PT32033), the Ministry of
Education Innovation Team Development Project (IRT-17R10),
and the Beijing Hope Run Special Fund of Cancer Foundation of
China (LC2019B15).

ACKNOWLEDGMENTS

We thank the patients and investigators who participated in
TCGA and GEO for providing data. We thank all the staff in the
Department of Thoracic Surgery for their support during
the study.

Frontiers in Oncology | www.frontiersin.org

January 2021 | Volume 10 | Article 598437


https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

Guo et al.

HNRNPC in LUAD

REFERENCES

1.

2.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

Siegel RL, Miller KD, Jemal A. Cancer statistics, 2018. CA Cancer J Clin (2018)
68(1):7-30. doi: 10.3322/caac.21442

Gridelli C, Rossi A, Carbone DP, Guarize J, Karachaliou N, Mok T, et al. Non-
small-cell lung cancer. Nat Rev Dis Primers (2015) 1:15009. doi: 10.1038/
nrdp.2015.9

. Denisenko TV, Budkevich IN, Zhivotovsky B. Cell death-based treatment of

lung adenocarcinoma. Cell Death Dis (2018) 9(2):117. doi: 10.1038/s41419-
017-0063-y

. Cao J, Yuan P, Wang Y, Xu J, Yuan X, Wang Z, et al. Survival rates after

lobectomy, segmentectomy, and wedge resection for non-small cell lung
cancer. Ann Thorac Surg (2018) 105(5):1483-91. doi: 10.1016/j.athoracsur.
2018.01.032

. Skoulidis F, Byers LA, Diao L, Papadimitrakopoulou VA, Tong P, Izzo J, et al.

Co-occurring genomic alterations define major subsets of KRAS-mutant lung
adenocarcinoma with distinct biology, immune profiles, and therapeutic
vulnerabilities. Cancer Discovery (2015) 5(8):860-77. doi: 10.1158/2159-
8290.CD-14-1236

. Wang X, Lu Z, Gomez A, Hon GC, Yue Y, Han D, et al. N6-methyladenosine-

dependent regulation of messenger RNA stability. Nature (2014) 505:117-20.
doi: 10.1038/nature12730

. Liu X, Liu L, Dong Z, Li ], Yu Y, Chen X, et al. Expression patterns and

prognostic value of m®A-related genes in colorectal cancer. Am J Transl Res
(2019) 11(7):3972-91.

. Barbieri I, Tzelepis K, Pandolfini L, Shi J, Millan-Zambrano G, Robson SC,

et al. Promoter-bound METTL3 maintains myeloid leukaemia by m°®A-
dependent translation control. Nature (2017) 552(7683):126-31.
doi: 10.1038/nature24678

. Visvanathan A, Patil V, Abdulla S, Hoheisel JD, Somasundaram K. N°-

methyladenosine landscape of glioma stem-like cells: METTLS3 is essential for
the expression of actively transcribed genes and sustenance of the oncogenic
signaling. Genes (2019) 10(2):141. doi: 10.3390/genes10020141

Kohler A, Hurt E. Exporting RNA from the nucleus to the cytoplasm. Nat Rev
Mol Cell Biol (2007) 8(10):761-73. doi: 10.1038/nrm2255

Berlivet S, Scutenaire ], Deragon JM, Bousquet-Antonelli C. Readers of the
mCA epitranscriptomic code. Biochim Biophys Acta Gene Regul Mech (2019)
1862(3):329-42. doi: 10.1016/j.bbagrm.2018.12.008

Konig J, Zarnack K, Rot G, Curk T, Kayikci M, Zupan B, et al. iCLIP reveals
the function of hnRNP particles in splicing at individual nucleotide resolution.
Nat Struct Mol Biol (2010) 17(7):909-15. doi: 10.1038/nsmb.1838

Zarnack K, Kénig J, Tajnik M, Martincorena I, Eustermann S, Stévant I, et al.
Direct competition between hnRNP C and U2AF65 protects the
transcriptome from the exonization of Alu elements. Cell (2013) 152
(3):453-66. doi: 10.1016/j.cell.2012.12.023

Christian KJ, Lang MA, Raffalli-Mathieu F. Interaction of heterogeneous
nuclear ribonucleoprotein C1/C2 with a novel cis-regulatory element within
P53 mRNA as a response to cytostatic drug treatment. Mol Pharmacol (2008)
73(5):1558-67. doi: 10.1124/mol.107.042507

McCloskey A, Taniguchi I, Shinmyozu K, Ohno M. hnRNP C tetramer
measures RNA length to classify RNA polymerase II transcripts for export.
Science (2012) 335(6076):1643-6. doi: 10.1126/science.1218469

Gruber AJ, Schmidt R, Gruber AR, Martin G, Ghosh S, Belmadani M, et al. A
comprehensive analysis of 3’ end sequencing data sets reveals novel
polyadenylation signals and the repressive role of heterogeneous
ribonucleoprotein C on cleavage and polyadenylation. Genome Res (2016)
26(8):1145-59. doi: 10.1101/gr.202432.115

Kim JH, Paek KY, Choi K, Kim TD, Hahm B, Kim KT. Jang SK
Heterogeneous nuclear ribonucleoprotein C modulates translation of cmyc
mRNA in a cell cycle phase-dependent manner. Mol Cell Biol (2003) 23:708-
20. doi: 10.1128/mcb.23.2.708-720.2003

Meng Z, Jackson NL, Choi H, King PH, Emanuel PD, Blume SW. Alterations
in RNA-binding activities of IRES-regulatory proteins as a mechanism for
physiological variability and pathological dysregulation of IGF-IR
translational control in human breast tumor cells. J Cell Physiol (2008) 217
(1):172-83. doi: 10.1002/jcp.21486

Spahn A, Blondeau N, Heurteaux C, Dehghani F, Rami A. Concomitant
transitory up-regulation of X-linked inhibitor of apoptosis protein (XIAP) and

20.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

the heterogeneous nuclear ribonucleoprotein C1-C2 in surviving cells during
neuronal apoptosis. Neurochem Res (2008) 33(9):1859-68. doi: 10.1007/
511064-008-9658-0

Lee EK, Kim HH, Kuwano Y, Abdelmohsen K, Srikantan S, Subaran SS, et al.
hnRNP C promotes APP translation by competing with FMRP for APP
mRNA recruitment to P bodies. Nat Struct Mol Biol (2010) 17(6):732-9.
doi: 10.1038/nsmb.1815

. Sun W, Xing B, Sun Y, Du X, Lu M, Hao C, et al. Proteome analysis of

hepatocellular carcinoma by two-dimensional difference gel electrophoresis:
Novel protein markers in hepatocellular carcinoma tissues. Mol Cell
Proteomics (2007) 6(10):1798-808. doi: 10.1074/mcp.M600449-MCP200
Park YM, Hwang SJ, Masuda K, Choi KM, Jeong MR, Nam DH, et al.
Heterogeneous nuclear ribonucleoprotein C1/C2 controls the metastatic
potential of glioblastoma by regulating PDCD4. Mol Cell Biol (2012) 32
(20):4237-44. doi: 10.1128/MCB.00443-12

Mulnix RE, Pitman RT, Retzer A, Bertram C, Arasi K, Crees Z, et al. hnRNP
C1/C2 and Pur-beta proteins mediate induction of senescence by
oligonucleotides homologous to the telomere overhang. Onco Targets Ther
(2013) 7:23-32. doi: 10.2147/OTT.S54575

Kleemann M, Schneider H, Unger K, Sander P, Schneider M, Fischer-
Posovszky P, et al. MiR-744-5p inducing cell death by directly targeting
HNRNPC and NFIX in ovarian cancer cells. Sci Rep (2018) 8(1):9020.
doi: 10.1038/s41598-018-27438-6

Sarbanes SL, Le Pen J, Rice CM. Friend and foe, HNRNPC takes on
immunostimulatory RNAs in breast cancer cells. EMBO ] (2018) 37(23):
€100923. doi: 10.15252/embj.2018100923

Zhang Y, Chen W, Pan T, Wang H, Zhang Y, Li C. LBX2-AS]I is activated by
ZEB1 and promotes the development of esophageal squamous cell carcinoma
by interacting with HNRNPC to enhance the stability of ZEB1 and ZEB2
mRNAs. Biochem Biophys Res Commun (2019) 511(3):566-72. doi: 10.1016/
j.bbrc.2019.02.079

Wu Q,FuC, LiM, LiJ, Li Z, Qi L, et al. CINP is a novel cofactor of KLF5
required for its role in the promotion of cell proliferation, survival and tumor
growth. Int ] Cancer (2019) 144(3):582-94. doi: 10.1002/ijc.31908

Rhodes DR, Kalyana-Sundaram S, Mahavisno V, Varambally R, Yu J, Briggss
BB, et al. Oncomine 3.0: Genes, pathways, and networks in a collection of
18,000 cancer gene expression profiles. Neoplasia (2007) 9(2):166-80.
doi: 10.1593/ne0.07112

Tang Z, Li C, Kang B, Gao G, Li C, Zhang Z. GEPIA: a web server for cancer
and normal gene expression profiling and interactive analyses. Nucleic Acids
Res (2017) 45(W1):W98-W102. doi: 10.1093/nar/gkx247

Gyorfty B, Surowiak P, Budczies J, Lanczky A. Online survival analysis
software to assess the prognostic value of biomarkers using transcriptomic
data in non-small-cell lung cancer [published correction appears in PLoS One
(2014) 9(10):e111842]. PloS One (2013) 8(12):e82241. doi: 10.1371/
journal.pone.0082241

Szklarczyk D, Gable AL, Lyon D, Junge A, Wyder S, Huerta-Cepas J, et al.
STRING vl11: protein-protein association networks with increased coverage,
supporting functional discovery in genome-wide experimental datasets.
Nucleic Acids Res (2019) 47(D1):D607-13. doi: 10.1093/nar/gky1131

Ghandi M, Huang FW, Jane-Valbuena J, Kryukov G, Lo CC, McDonald ER,
et al. Next-generation characterization of the Cancer Cell Line Encyclopedia.
Nature (2019) 569(7757):503-8. doi: 10.1038/s41586-019-1186-3
Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette MA,
et al. Gene set enrichment analysis: a knowledge-based approach for
interpreting genome-wide expression profiles. Proc Natl Acad Sci USA
(2005) 102(43):15545-50. doi: 10.1073/pnas.0506580102

Chen XY, Zhang J, Zhu JS. The role of m6A RNA methylation in human
cancer. Mol Cancer (2019) 18(1):103. doi: 10.1186/s12943-019-1033-z

Wu Y, Zhao W, Liu Y, Tan X, Li X, Zou Q, et al. Function of HNRNPC in
breast cancer cells by controlling the dsRNA-induced interferon response.
EMBO ] (2018) 37(23):¢99017. doi: 10.15252/embj.201899017

Huang H, Han Y, Zhang C, Wu ], Feng ], Qu L, et al. HNRNPC as a candidate
biomarker for chemoresistance in gastric cancer. Tumour Biol (2016) 37
(3):3527-34. doi: 10.1007/s13277-015-4144-1

Fischl H, Neve J, Wang Z, Patel R, Louey A, Tian B, et al. hnRNPC regulates
cancer-specific alternative cleavage and polyadenylation profiles. Nucleic
Acids Res (2019) 47(14):7580-91. doi: 10.1093/nar/gkz461

Frontiers in Oncology | www.frontiersin.org

January 2021 | Volume 10 | Article 598437


https://doi.org/10.3322/caac.21442
https://doi.org/10.1038/nrdp.2015.9
https://doi.org/10.1038/nrdp.2015.9
https://doi.org/10.1038/s41419-017-0063-y
https://doi.org/10.1038/s41419-017-0063-y
https://doi.org/10.1016/j.athoracsur.2018.01.032
https://doi.org/10.1016/j.athoracsur.2018.01.032
https://doi.org/10.1158/2159-8290.CD-14-1236
https://doi.org/10.1158/2159-8290.CD-14-1236
https://doi.org/10.1038/nature12730
https://doi.org/10.1038/nature24678
https://doi.org/10.3390/genes10020141
https://doi.org/10.1038/nrm2255
https://doi.org/10.1016/j.bbagrm.2018.12.008
https://doi.org/10.1038/nsmb.1838
https://doi.org/10.1016/j.cell.2012.12.023
https://doi.org/10.1124/mol.107.042507
https://doi.org/10.1126/science.1218469
https://doi.org/10.1101/gr.202432.115
https://doi.org/10.1128/mcb.23.2.708-720.2003
https://doi.org/10.1002/jcp.21486
https://doi.org/10.1007/s11064-008-9658-0
https://doi.org/10.1007/s11064-008-9658-0
https://doi.org/10.1038/nsmb.1815
https://doi.org/10.1074/mcp.M600449-MCP200
https://doi.org/10.1128/MCB.00443-12
https://doi.org/10.2147/OTT.S54575
https://doi.org/10.1038/s41598-018-27438-6
https://doi.org/10.15252/embj.2018100923
https://doi.org/10.1016/j.bbrc.2019.02.079
https://doi.org/10.1016/j.bbrc.2019.02.079
https://doi.org/10.1002/ijc.31908
https://doi.org/10.1593/neo.07112
https://doi.org/10.1093/nar/gkx247
https://doi.org/10.1371/journal.pone.0082241
https://doi.org/10.1371/journal.pone.0082241
https://doi.org/10.1093/nar/gky1131
https://doi.org/10.1038/s41586-019-1186-3
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1186/s12943-019-1033-z
https://doi.org/10.15252/embj.201899017
https://doi.org/10.1007/s13277-015-4144-1
https://doi.org/10.1093/nar/gkz461
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

Guo et al.

HNRNPC in LUAD

38.

39.

40.

41.

Shen Y, Liu S, Fan ], Jin Y, Tian B, Zheng X, et al. Nuclear retention of the
IncRNA SNHG1 by doxorubicin attenuates hnRNPC-p53 protein
interactions. EMBO Rep (2017) 18(4):536-48. doi: 10.15252/embr.
201643139

Shaik T, Rather GM, Bansal N, Minko T, Garbuzenko O, Szekely Z, et al.
Modeling and antitumor studies of a modified L-penetratin peptide targeting
E2F in lung cancer and prostate cancer. Oncotarget (2018) 9(70):33249-57.
doi: 10.18632/oncotarget.26064

Cheng M, Huang H, Lin Y, Tsui KH, Chen PC, Cheng SY, et al. BA6 induces
apoptosis via stimulation of reactive oxygen species and inhibition of oxidative
phosphorylation in human lung cancer cells. Oxid Med Cell Longev (2019)
2019:6342104. doi: 10.1155/2019/6342104

Rao S, Mondragon L, Pranjic B, Hanada T, Stoll G, Kécher T, et al,
et al. AIF-regulated oxidative phosphorylation supports lung cancer

development. Cell Res (2019) 29(7):579-91. doi: 10.1038/s41422-019-
0181-4

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2021 Guo, Huai, Zhang, Guo, Song, Xue, Tan, Xue, Gao and He. This is
an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) and the copyright owner(s) are credited
and that the original publication in this journal is cited, in accordance with accepted
academic practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

Frontiers in Oncology | www.frontiersin.org

January 2021 | Volume 10 | Article 598437


https://doi.org/10.15252/embr.201643139
https://doi.org/10.15252/embr.201643139
https://doi.org/10.18632/oncotarget.26064
https://doi.org/10.1155/2019/6342104
https://doi.org/10.1038/s41422-019-0181-4
https://doi.org/10.1038/s41422-019-0181-4
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

	Elevated Heterogeneous Nuclear Ribonucleoprotein C Expression Correlates With Poor Prognosis in Patients With Surgically Resected Lung Adenocarcinoma
	Introduction
	Methods and Materials
	Patient and Tissue Samples
	Heterogeneous Nuclear Ribonucleoprotein C Expression and Clinical Information Analyses Using The Cancer Genome Atlas Data
	Analysis of Heterogeneous Nuclear Ribonucleoprotein C Expression Using Data From the Oncomine and Gene Expression Profiling Interactive Analysis Databases
	Survival Analysis According to Heterogeneous Nuclear Ribonucleoprotein C Expression Using the Kaplan–Meier Plotter Database and National Cancer Center of China Cohort Data
	Functional Annotation of the Heterogeneous Nuclear Ribonucleoprotein C Protein–Protein Interaction Network and Gene Set Enrichment Analysis
	Tissue Microarray Preparation and Immunohistochemistry of Heterogeneous Nuclear Ribonucleoprotein C
	Evaluation of Immunostaining
	Statistical Analysis

	Results
	Aberrant Heterogeneous Nuclear Ribonucleoprotein C Downregulation in Lung Adenocarcinoma
	Relationship Between Heterogeneous Nuclear Ribonucleoprotein C Expression and Clinicopathological Variables in Patients With Lung adenocarcinoma From The Cancer Genome Atlas
	Prognostic Analysis of Heterogeneous Nuclear Ribonucleoprotein C Using Kaplan–Meier Plotter and in the National Cancer Center of China Cohort
	Correlation Between Heterogeneous Nuclear Ribonucleoprotein C Expression and Clinicopathological Parameters in the National Cancer Center of China Cohort
	Gene Set Enrichment Analysis and Functional Annotation of an Heterogeneous Nuclear Ribonucleoprotein C Protein–Protein Interaction Network

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages false
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages false
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 300
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages false
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


