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Abstract 

Background:  Duodenal papilla carcinoma (DPC) is a rare malignancy of the gastrointestinal tract with high recur-
rence rate, and the pathogenesis of this highly malignant neoplasm is yet to be fully elucidated. This study aims to 
identify key genes to further understand the biology and pathogenesis underlying the molecular alterations driving 
DPC, which could be potential diagnostic or therapeutic targets.

Methods:  Tumor samples of three DPC patients were collected and integrating RNA-seq analysis of tumor tissues 
and matched normal tissues were performed to discover differentially expressed genes (DEGs). Gene Ontology (GO) 
and Kyoto Encyclopedia of Genes and Genomes (KEGG) enrichment analysis were carried out to understand the 
potential bio-functions of the DPC differentially expressed genes (DEGs). Protein–protein interaction (PPI) network 
was constructed for functional modules analysis and identification of hub genes. qRT-PCR of clinical samples was 
conducted to validate the expression level of the hub genes.

Results:  A total of 110 DEGs were identified from our RNA-seq data, GO and KEGG analyses showed that the DEGs 
were mainly enriched in multiple cancer-related functions and pathways, such as cell proliferation, IL-17signaling 
pathway, Jak-STAT signaling pathway, PPAR signaling pathway. The PPI network screened out five hub genes including 
IL-6, LCN2, FABP4, LEP and MMP1, which were identified as core genes in the network and the expression value were 
validated by qRT-PCR. The hub genes identified in this work were suggested to be potential therapeutic targets of 
DPC.

Discussion:  The current study may provide new insight into the exploration of DPC pathogenesis and the screened 
hub genes may serve as potential diagnostic indicator and novel therapeutic target.
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Background
Duodenal papilla carcinoma (DPC) is a rare malignancy 
of the gastrointestinal tract, composing only 1% of all 
digestive system cancers, with an ascending morbidity 

year by year [1, 2]. Standard pancreaticoduodenectomy 
is the predominant treatment for DPC, and 5 year post-
surgical survival rate was approximately 50% [3, 4]. 
However, even with radical surgery, the rate of metas-
tasis is still as high as 25–43% [5]. Furthermore, post-
operative complications of pancreaticoduodenectomy 
is up to 50%, and about1.78% patients need reopera-
tion due to severe complications [6, 7]. Current status 
in DPC diagnosis and treatment is still far from being 
satisfactory. Because of the scarcity of this disease, the 
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research about its underling mechanism is limited. The 
severe postoperative complications and high rate of 
metastasis urge us to investigate into novel therapeutic 
targets and prognostic markers for optimizing the post-
operative management. Thus, further understanding of 
the biology and pathogenesis underlying the molecular 
alterations driving DPC is mandatory.

Aberrant gene expression is a common theme of 
malignant diseases, corresponding mRNA alterations 
play pivotal roles in the formation and progress of 
human cancers [8]. The emergence of high-throughput 
sequencing technology allows investigators to detect 
a complete data of the mutational and transcriptional 
landscape of most tumors, which has improved the 
understanding of cancers on its molecular mecha-
nisms [9]. However, the low incidence and the scarce 
of satisfactory samples have dramatically limited our 
understanding of the biology of tumor formation and 
treatment in DPC. To date, it was demonstrated that 
aberrant gene expression and mutation are involved 
in carcinogenesis and progression of DPC, and several 
molecular have been recognized as prognostic mark-
ers and potential therapy targets. For instance, over 
expression of the Carcioembryonic Antigen (CEA) 
and CA19-9 is strongly associated with cell–cell rec-
ognition, proliferation, differentiation in DPC [7, 10]. 
Chemokine CXCL12 and its receptor CXCR4 are also 
reported to be involved in initiation, invasion, metas-
tasis and prognosis of DPC and even may provide new 
insight into the targeted therapy [11]. However, mecha-
nism underlying DPC which may provide personalized 
treatment strategies and prognostic markets is yet to be 
fully elucidated. At present, RNA-Seq technology com-
bined with bioinformatics analysis enable it a promis-
ing way to comprehensively explore the aberrations 
of mRNA expression across the formation and devel-
opment of DPC. Investigation into these genes could 
provide valuable information in understand disease 
mechanisms which can help to devise optimal treat-
ment and even predict disease relapse.

In the current study, we performed a complicated 
differential analysis of DPC, trying to identify differ-
entially expressed genes (DEGs) in DPC distinct from 
those in non-DPC by analyzing datasets obtained from 
the integrating RNA-seq data, and explore the potential 
bio-functions by Gene Ontology (GO) and Kyoto Ency-
clopedia of Genes and Genomes (KEGG) enrichment 
analyses. Moreover, the protein–protein interaction (PPI) 
network was mapped to identify the potential interac-
tions between the genes’ products. The current research 
may provide new insight into the understanding of DPC 
pathogenesis and the identified hub genes may serve as 
potential targets for diagnosis and treatment.

Materials and methods
Sample preparation and RNA‑seq
Three patients underwent radical resection of the pri-
mary tumor was included in this study and all samples 
were recognized as poorly-differentiated DPC by post-
operative pathology. DPC tissues and their adjacent nor-
mal tissues were collected for transcriptome sequencing 
analysis and immersed in a cold RNA storage solution 
(Ambion, USA) immediately after tumors were removed 
and stored at − 80 °C prior to RNA extraction. This study 
was in accordance with the Declaration of Helsinki, and 
all patients were informed about the sample detection 
and have signed a written informed consent before the 
surgery. Total RNA isolation for each cancer tissue and 
corresponding matched normal tissue was carried out 
using TRIZOL reagent (the RNeasy Mini Kit (Qiagen, 
Germany)) according to standard RNA extraction proto-
cols. An Agilent 2100 RNA Nano 6000 Assay Kit (Agilent 
Technologies, CA, USA) was used to qualify the integrity 
and concentration of total RNA. Later, all the specimens 
were sent to BGI (The Beijing Genomics Institute) Cor-
poration (Wuhan, China) for further RNA-seq detection 
and analysis via BGISEQ-500 sequencer.

Identification of DEGs
DEGs between DPC and non-DPC samples from the 
obtained data (RNA-seq dataset) were screened using R 
scripts, furthermore, only the data with |log2FC| ≥1 and 
Q value ≤0.05 were retained as meaningfully DEGs for 
further analysis. As a result, we identified 110 DEGs and 
the Dataset was presented in Additional file 1: Table S1.

GO analysis, enrichment, KEGG pathway analyses
To uncover the functional roles of the screened DEGs 
acquired by RNA-seq, we performed GO and KEGG 
enrichment analyses. Based on the DR.TOM system of 
BGI, the Gene Ontology (GO) enrichment analysis was 
performed concentrated on the terms biological pro-
cess (BP), cellular component (CC) and molecular func-
tion (MF) and the KEGG pathway analysis was carried 
out to determine the significant pathways of the DEGs. 
The threshold of the hypergeometric distribution test for 
default enrichment results was 0.05.

Protein–protein interaction (PPI) network analysis 
and identification of hub genes
To illustrate the protein–protein interaction (PPI) infor-
mation of the screened DEGs, we mapped the DEGs to 
the online tool-Search tool for the retrieval of interacting 
genes (STRING) database, and only interactions enjoyed 
a minimum required combined score > 0.4 were set as 
significant. Subsequently, the plug-in MCODE (version 
1.5, http://apps.cytos​cape.org/apps/mcode​) was carried 

http://apps.cytoscape.org/apps/mcode
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out to identify significant modules of the constructed 
network. Furthermore, the potential key genes were iden-
tified based on the PPI network.

Quantitative reverse transcriptional PCR (qRT‑PCR)
Total RNA of collected samples was isolated using the 
E.Z.N. ATotal RNA Kit I (Invitrogen) according to the 
protocol. Complementary DNA (cDNA) was synthesized 
subsequently by using the Prime Script RT Reagent Kit 
(Takara Bio, Japan). Real-time PCR was carried out on 
the ABI 7500 Touch RealTime PCR Detection System 
(ABI. USA) to measure the expression levels of selected 
hub genes using the comparative Ct method. Glyceralde-
hyde-3-phosphate dehydrogenase (GAPDH) was set as a 
normalization control. The sequences of primers are pre-
sented in Additional file 2: Table S2.

Results
DEGs associated with DPC
Paired differential gene expression by RNA-seq analy-
sis revealed that 110 genes were differentially expressed 
in the 3 pairs of samples. Among the selected DEGS, 
84 were upregulated genes and 26 were downregulated 
genes. Distributions heatmaps of 10 up- and down-regu-
lated DEGs are present in Fig. 1.

GO enrichment analyses of DEGs
To put further insight into the biological functions of 
the DEGs in human DPC, we performed GO annota-
tions and KEGG pathway enrichment analysis. GO 

analysis determined several significantly enriched 
terms, incorporating terms correlated with molecu-
lar function (BP), biological process (CC) and cellular 
component (MF) (Fig.  2a–c). For BP, DEGs were sig-
nificantly enriched in positive regulation of cell pro-
liferation, hormone metabolic process, cytoskeleton 
organization, anterior posterior pattern specification, 
proteolysis. For CC, the DEGs were mainly concerned 
with extracellular region, extracellular space, secretory 
granule, connexin complex and cell junction. Moreo-
ver, for category MF, the main functions of proteins 
encoded by the DEGs were peptidase activity, serine-
type endopeptidase activity, protein binding, hydrolase 
activity, serine-type peptidase activity.

KEGG pathway analysis
Pathway terms with prominent enrichment were figured 
out and DEGS were opt for the pathway category analy-
sis. It is noteworthy that multiple pathways associated 
with tumorigenesis were enriched, incorporating IL-
17signaling pathway, Jak-STAT signaling pathway, Blad-
der cancer, PPAR signaling pathway, Cytokine-cytokine 
receptor interaction, PI3K-Akt signaling pathway, Estro-
gen signaling pathway. In addition, the DEGs were also 
enriched in pancreatic secretion, cell cycle, protein diges-
tion and absorption and oxytocin signaling pathway 
(Fig. 2d).

Protein–protein interaction (PPI) network analysis 
and functional module analysis
In this study, we carried out a multi-step analysis to dis-
cover hub genes of DPC, and further investigated their 
potential biological functions. “Hub genes” are defined 
as core genes whose expression products are hubs in 
the PPI network. According to the PPI, five hub genes 
(IL6, LCN2, FABP4, MMP1 and LEP) were filtered out 
(Fig. 3). This network consists of convinced interactions 
from curated databases and those that were experimen-
tally determined. The direct or indirect function interac-
tion of proteins was visualized (Fig.  4a). Moreover, four 
functional modules were identified through clustering 
analysis carried out by Cytoscape plug-in MCODE from 
the whole network (Fig. 4b–e). And that, pathway enrich-
ment analyses for genes of the four modules showed that 
these modules were mostly involved in Jak-STAT signal-
ing pathway, PI3K-Akt signaling pathway, HIF-1 signal-
ing pathway, Pathways in cancer, p53 signaling pathway, 
Pancreatic secretion, Pancreas diseases, PPAR signaling 
pathway, Wnt signaling pathway, Hedgehog signaling 
pathway, AMPK signaling pathway, IL-17 signaling path-
way (Table 1).

Fig. 1  Heat map of the differentially expressed genes in three DPC 
samples
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Expression validation
To enhance the accuracy of the RNA-seq data, we 
validated the expression of hub genes in tumors 
and matched normal samples. As a result, the rela-
tive expression level of IL6, LEP, and FABP4 in DPC 

samples were significantly lower than in non-DPC 
samples (P < 0.05), and LCN2, MMP1 expression in 
DPC samples were significantly higher (P < 0.05). 
This result was consistent with the RNA-seq analysis. 
(Fig. 5).

Fig. 2  GO and KEGG pathway enrichment analyses for DEGs. a Chord plot of GO terms under BP category. b Chord plot of GO terms under MF 
category. c Chord plot of GO terms under CC category. d Dot plot of KEGG pathway enrichment analyses
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Discussion
Tumorigenesis is frequently accompanied by multiple 
genetic alterations at the transcription level [12]. High 
metastasis rate of DPC after radical resection has made 
it a worldwide public health problem. Scarcity of cases 
of this disease has greatly restricted the recognition of 
molecular mechanism underlying DPC initiation and 
progression, and then clinicians are not able to make an 
early diagnosis as well as design individualized treatment 
options, this is presumably due to lack of identification 
of specific biomarkers, either in genes or proteins. For-
tunately, RNA-seq technology has provided a possibility 
for elucidating the mechanism of tumor development at 
the mRNA level. The combination of bioinformatics and 
RNA-seq technology have generated a vast amount of 
gene expression profiles in tumors, and statistical analysis 
of the identified DEGs could shed light on pathogenesis, 
and therefore, indicating directions in clinical diagnosis, 
treatment and prognosis.

In the current cohort, 110 DEGs, including 84 upregu-
lated and 26 downregulated genes, were identified from 
the RNA-seq analysis results of DPC samples. GO and 
KEGG enrichment analyses revealed that the DEGs were 
predominately associated with multiple cancer-related 
functions and pathways, such as cell proliferation, IL-
17signaling pathway, Jak-STAT signaling pathway, PPAR 

signaling pathway, Cytokine-cytokine receptor interac-
tion and PI3K-Akt signaling pathway. The PPI network 
was constructed based on the STRING database and 
module analysis were carried out to further explore func-
tional sub-networks. As a result, IL-6, LCN2, FABP4, 
LEP, MMP1 were identified as core hub genes in the net-
work and potential therapeutic targets of DPC.

In our cohorts, five hub genes were identified to be asso-
ciated with a significant risk of DPC pathogenesis and pro-
gression. Among these genes, IL-6 has been identified as a 
hub gene of DPC. Interleukin-6 (IL-6) encodes a cytokine 
that is produced and secreted by various types of cells 
including almost all types of tumors which take an active 
part in proliferation and differentiation of malignant cell 
[13, 14]. In the tumor microenvironment, IL-6 are mostly 
secreted by tumor cells as well as tumor-associated mac-
rophages (TAMs), CD4 + T cells, myeloid-derived suppres-
sor cells (MDSCs) and fibroblasts which directly supports 
tumorigenesis [15]. Molecular evidence has demonstrated 
that inflammatory signaling pathways are upregulated in 
gastrointestinal neoplasms, especially NF-κB and IL-6 
[16]. In the prostate cancer, the IL-6–STAT3 signal path is 
involved in protecting against tumor progression via main-
taining an intact senescence-inducing ARF–MDM2–p53 
tumor suppressor axi [17]. Furthermore, aberrant IL-6 
expression is associated with aggressive tumor growth 

Fig.3  Top 5 hub genes in the PPI network
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and resistance to therapies in many types of cancer. In 
our study, IL-6 mRNA was down-regulated and IL-6 was 

identified to be a core gene of DPC. Therefore, IL-6 could 
be recommended as a potential target for DPC treatment.

Fig. 4  PPI network construction and functional module analysis. The whole PPI network (a). Network of functional module 1 (b). Network of 
functional module 2 (c). Network of functional module 3 (d). Network of functional module 4 (e)
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Lipocalin 2 (LCN2) is a secreted glycoprotein of lipoca-
lin superfamily that is an important innate immunity 
component against bacterial pathogens and various cel-
lular stress [18]. Abnormal expression of LCN2 plays an 
extremely important role in the epithelial-to-mesenchy-
mal transition process, angiogenesis, and cell migration 
and invasion in several cancers by involving multiple 
signaling pathways [19]. A lot of research has indicated 
that LCN2 is correlated with high-grade malignancy, 
relapse proneness, metastasis and poor prognosis in 
epithelial-derived tumors [20]. In our study, LCN2 was 
selected as critical genes and is significantly upregulated 
in DPC, which indicates that LCN2 may plays critical 
roles in initiation and progression of DPC. Combined 
with the previous studies, there is every reason to believe 
the tumor-promoter effects of LCN2 on DPC.

For hub gene FABP4, MMP1 and LEP, there have 
been few reports about their effect on DPC, this is 
probably because the small number of cases in the 

previous study. FABP4, also known as aFABP and aP2, 
is a low-molecular-weight protein that transports 
LCFAs and other hydrophobic ligands, which takes an 
active part in the interaction between tumor and adi-
pose tissue [21]. Furthermore, unregulated expression 
of FABP4 has been recognized as critical indicators 
of tumor initiation and progression [22]. MMP1 is an 
interstitial collagenase that is involved in the degrada-
tion and proteolytic process of the extracellular matrix. 
Previous evidence revealed that aberrant expression 
of MMP1could facilitate cell invasion by the mitogen-
activated protein kinase (MAPK) pathway [23]. LEP is 
derived from adipocytes which is mainly involved in 
cell energy balance that is considered as a contributor 
to the development of several gastrointestinal (GI) neo-
plasms. Since then, assessment of leptin as a modula-
tor of DPC is reasonable. In the current research, the 
aforementioned genes are differentially expressed in 
tumor samples of DPC, and their gene products play 
key roles in protein networks. Based on these findings, 
we speculate that these genes might play an important 
role in formation and progression of DPC.

The low incidence and difficulty in obtaining tissue 
samples greatly limits molecular biology researches into 
DPC pathogenesis. To the best of our knowledge, our 
research is the first attempt to carry out the combined 
transcriptomics and bioinformatic analysis on DPC. 
Directly RNA -seq of tumor sample and normal tissue 
sample from the same DPC individual provided relatively 
reliable and valid data of altered expression of numer-
ous genes at the mRNA level. However, our study has 
limitations. Firstly, since TCGA database does not pro-
vide transcription data for us to identify DPC samples 
from non-DPC ones, the survival analysis of the identi-
fied critical genes was not able to perform to recognize 
the relationship with prognosis. Therefore, even though 
this study contributes to the exploration of molecular 
mechanisms of screened genes, further detailed research 
is essential to elucidate their prognostic values on DPC. 
Secondly, correlations between core genes and clinico-
pathological indicators was not analyzed in this study 

Table 1  KEGG enrichment analysis of  top 4 modules 
identified from PPI network

Module KEGG Entry Description p value FDR

Module 1 hsa04630 Jak-STAT signaling 
pathway

8.56E−06 1.50E−08

hsa04151 PI3K-Akt signaling 
pathway

3.52E−03 2.93E−05

hsa04066 HIF-1 signaling pathway 2.77E−02 1.71E−04

hsa05200 Pathways in cancer 7.68E−03 3.81E−03

hsa04115 p53 signaling pathway 1.84E−02 1.29E−02

Module 2 hsa04972 Pancreatic secretion 4.30E−11 1.01E−11

Pancreas diseases 9.17E−04 6.39E−04

Module 3 hsa03320 PPAR signaling pathway 5.82E−05 2.83E−05

hsa04310 Wnt signaling pathway 2.51E−04 1.22E−04

hsa04340 Hedgehog signaling 
pathway

7.32E−03 5.10E−03

hsa04152 AMPK signaling 
pathway

1.84E−02 1.28E−02

Module 4 hsa04657 IL-17 signaling pathway 1.90E−02 1.33E−02
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Fig. 5  The expression of hub genes in DPC samples by RNA-seq (a) and the validation of hub genes expression in DPC and non-DPC clinical 
samples by qRT-PCR (b)
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due to the lack of clinical information of GEO samples. 
We will solve these deficiencies when we collect enough 
specimens of DPC.

Conclusion
In the current research, 110 DEGs between DPC and 
non-DPC were identified by bioinformatic analysis based 
on RNA-seq data from biological samples, and five hub 
genes (IL-6, LCN2, FABP4, MMP1, LEP) were screened 
out and validated. These genes are closely related to tum-
origenesis associated signaling pathways and may play 
critical roles in DPC progression and even postoperative 
metastasis. Our results may provide a novel understand-
ing of the pathogenesis of DPC, and the selected genes 
may be considered as potential therapeutic targets. Fur-
ther study is needed to investigate into the underlying 
mechanisms of their effect on DPC.

Supplementary Information
The online version contains supplementary material available at https​://doi.
org/10.1186/s1293​5-020-01709​-7.

 Additional file 1: Table S1. RNA-seq dataset about the 3 DPC patients. A 
total of 110 DEGs were identified incorporating 84 high-expressed genes 
and 26 low-expressed genes in DPC tissues compared to adjacent normal 
samples. 

Additional file 2: Table S2. The sequences of primers.

Acknowledgements
The authors are grateful for the support of Postdoctoral Research Project in 
Henan Province and Medical science and technology research project of 
Henan Provincial Department of health (201403177, 201701021).

Authors’ contributions
GY and DL contributed to the study conception and design. Material prepara-
tion, data collection and analysis were performed by GL, EX, SM. YY and YG 
carried out the Quantitative Reverse Transcriptional PCR (qRT-PCR). The first 
draft of the manuscript was written by YL. All authors read and approved the 
final manuscript.

Funding
Postdoctoral Research Project in Henan Province and Medical science and 
technology research project of Henan Provincial Department of health 
(201403177, 201701021).

Availability of data and materials
All data generated or analyzed during this study are included in this published 
article and its supplementary information files.

Ethics approval and consent to participate
Approval was obtained from the ethics committee of People’s Hospital of 
Zhengzhou University. The procedures used in this study adhere to the tenets 
of the Declaration of Helsinki. Informed consent was obtained from all indi-
vidual participants included in the study.

Consent for publication
Not applicable.

Competing interests
The authors declare that there are no conflicts of interest.

Author details
1 Department of Hepatobiliary Surgery, Henan Provincial People’s Hospital, 
Zhengzhou University People’s Hospital, Zhengzhou, China. 2 School of Clinical 
Medicine, Zhengzhou University, Zhengzhou, China. 3 School of Clinical Medi-
cine, Henan University, Kaifeng, China. 4 Department of Pharmacy, Zhongmou 
People’s Hospital, Zhengzhou, China. 

Received: 6 October 2020   Accepted: 7 December 2020

References
	1.	 Tsuji S, Itoi T, Sofuni A, Mukai S, Tonozuka R, Moriyasu F. Tips and tricks in 

endoscopic papillectomy of ampullary tumors: single-center experi-
ence with large case series (with videos). J Hepatobiliary Pancreat Sci. 
2015;22(6):E22–7.

	2.	 Coupland VH, Kocher HM, Berry DP, Allum W, Linklater KM, Konfortion J, 
et al. Incidence and survival for hepatic, pancreatic and biliary cancers in 
England between 1998 and 2007. Cancer Epidemiol. 2012;36(4):e207–14.

	3.	 Luchini C, Veronese N, Pea A, Sergi G, Manzato E, Nottegar A, et al. 
Extranodal extension in N1-adenocarcinoma of the pancreas and papilla 
of Vater: a systematic review and meta-analysis of its prognostic signifi-
cance. Eur J Gastroenterol Hepatol. 2016;28(2):205–9.

	4.	 Huang W, Xiong JJ, Wan MH, Szatmary P, Bharucha S, Gomatos I, et al. 
Meta-analysis of subtotal stomach-preserving pancreaticoduodenec-
tomy vs pylorus preserving pancreaticoduodenectomy. World J Gastro-
enterol. 2015;21(20):6361–73.

	5.	 Meijer LL, Strijker M, de Bakker JK, Toennaer JG, Zonderhuis BM, van der 
Vliet HJ, et al. Clinical outcomes of patients with duodenal adenocar-
cinoma and intestinal-type papilla of Vater adenocarcinoma. World J 
Gastrointesti Oncol. 2020;12(3):347–57.

	6.	 van Hilst J, de Rooij T, Bosscha K, Brinkman DJ, van Dieren S, Dijkgraaf MG, 
et al. Laparoscopic versus open pancreatoduodenectomy for pancreatic 
or periampullary tumours (LEOPARD-2): a multicentre, patient-blinded, 
randomised controlled phase 2/3 trial. Lancet Gastroenterol Hepatol. 
2019;4(3):199–207.

	7.	 Lian PL, Chang Y, Xu XC, Zhao Z, Wang XQ, Xu KS. Pancreaticoduodenec-
tomy for duodenal papilla carcinoma: A single-centre 9-year retrospec-
tive study of 112 patients with long-term follow-up. World J Gastroen-
terol. 2017;23(30):5579–88.

	8.	 Hahn SA, Schutte M, Hoque AT, Moskaluk CA, da Costa LT, Rozenblum E, 
et al. DPC4, a candidate tumor suppressor gene at human chromosome 
18q21.1. Science. 1996;271(5247):350–3.

	9.	 Jüschke C, Dohnal I, Pichler P, Harzer H, Swart R, Ammerer G, et al. 
Transcriptome and proteome quantification of a tumor model provides 
novel insights into post-transcriptional gene regulation. Genome Biol. 
2013;14(11):r133.

	10.	 Akdoğan M, Parlak E, Kayhan B, Balk M, Saydam G, Sahin B. Are serum and 
biliary carcinoembryonic antigen and carbohydrate antigen19-9 determi-
nations reliable for differentiation between benign and malignant biliary 
disease? Turk J Gastroenterol . 2003;14(3):181–4.

	11.	 McLoughlin RM, Jenkins BJ, Grail D, Williams AS, Fielding CA, Parker 
CR, et al. IL-6 trans-signaling via STAT3 directs T cell infiltration in acute 
inflammation. Proc Natl Acad Sci USA. 2005;102(27):9589–94.

	12.	 Hallajzadeh J, Maleki Dana P, Mobini M, Asemi Z, Mansournia MA, Sharifi 
M, et al. Targeting of oncogenic signaling pathways by berberine for 
treatment of colorectal cancer. Med Oncol. 2020;37(6):49.

	13.	 Ohno Y, Toyoshima Y, Yurino H, Monma N, Xiang H, Sumida K, et al. 
Lack of interleukin-6 in the tumor microenvironment augments type-1 
immunity and increases the efficacy of cancer immunotherapy. Cancer 
Sci. 2017;108(10):1959–66.

	14.	 Itoh H, Kadomatsu T, Tanoue H, Yugami M, Miyata K, Endo M, et al. 
TET2-dependent IL-6 induction mediated by the tumor microenvi-
ronment promotes tumor metastasis in osteosarcoma. Oncogene. 
2018;37(22):2903–20.

	15.	 Fisher DT, Appenheimer MM, Evans SS. The two faces of IL-6 in the tumor 
microenvironment. Semin Immunol. 2014;26(1):38–47.

	16.	 Cui G, Yuan A, Sun Z, Zheng W, Pang Z. IL-1β/IL-6 network in the tumor 
microenvironment of human colorectal cancer. Pathol Res Pract. 
2018;214(7):986–92.

https://doi.org/10.1186/s12935-020-01709-7
https://doi.org/10.1186/s12935-020-01709-7


Page 10 of 10Lu et al. Cancer Cell Int            (2021) 21:9 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	17.	 Pencik J, Schlederer M, Gruber W, Unger C, Walker SM, Chalaris A, et al. 
STAT3 regulated ARF expression suppresses prostate cancer metastasis. 
Nat Commun . 2015;6:7736.

	18.	 Moschen AR, Adolph TE, Gerner RR, Wieser V, Tilg H. Lipocalin-2: a master 
mediator of intestinal and metabolic inflammation. Trends Endocrinoland 
Metab. 2017;28(5):388–97.

	19.	 Lu Y, Dong B, Xu F, Xu Y, Pan J, Song J, et al. CXCL1-LCN2 paracrine axis 
promotes progression of prostate cancer via the Src activation and 
epithelial-mesenchymal transition. Cell Commun Signal. 2019;17(1):118.

	20.	 Cho H, Kim JH. Lipocalin2 expressions correlate significantly with tumor 
differentiation in epithelial ovarian cancer. J Histochem Cytochem . 
2009;57(5):513–21.

	21.	 Zhong CQ, Zhang XP, Ma N, Zhang EB, Li JJ, Jiang YB, et al. FABP4 sup-
presses proliferation and invasion of hepatocellular carcinoma cells and 

predicts a poor prognosis for hepatocellular carcinoma. Cancer Med. 
2018;7(6):2629–40.

	22.	 Nieman KM, Romero IL, Van Houten B, Lengyel E. Adipose tissue and adi-
pocytes support tumorigenesis and metastasis. Biochem Biophys Acta. 
2013;1831(10):1533–41.

	23.	 Anand M, Van Meter TE, Fillmore HL. Epidermal growth factor induces 
matrix metalloproteinase-1 (MMP-1) expression and invasion in glioma 
cell lines via the MAPK pathway. J Neurooncol. 2011;104(3):679–87.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Identification of critical pathways and potential therapeutic targets in poorly differentiated duodenal papilla adenocarcinoma
	Abstract 
	Background: 
	Methods: 
	Results: 
	Discussion: 

	Background
	Materials and methods
	Sample preparation and RNA-seq
	Identification of DEGs
	GO analysis, enrichment, KEGG pathway analyses
	Protein–protein interaction (PPI) network analysis and identification of hub genes
	Quantitative reverse transcriptional PCR (qRT-PCR)

	Results
	DEGs associated with DPC
	GO enrichment analyses of DEGs
	KEGG pathway analysis
	Protein–protein interaction (PPI) network analysis and functional module analysis
	Expression validation

	Discussion
	Conclusion
	Acknowledgements
	References




