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Long non-coding RNAs (lncRNAs) are an emerging class of RNA species that may play 
a critical regulatory role in gene expression. However, the association between lncRNAs 
and atrial fibrillation (AF) is still not fully understood. In this study, we used RNA sequencing 
data to identify and quantify the both protein coding genes (PCGs) and lncRNAs. The high 
enrichment of these up-regulated genes in biological functions concerning response to 
virus and inflammatory response suggested that chronic viral infection may lead to activated 
inflammatory pathways, thereby alter the electrophysiology, structure, and autonomic 
remodeling of the atria. In contrast, the downregulated GO terms were related to the 
response to saccharides. To identify key lncRNAs involved in AF, we predicted lncRNAs 
regulating expression of the adjacent PCGs, and characterized biological function of the 
dysregulated lncRNAs. We found that two lncRNAs, ETF1P2, and AP001053.11, could 
interact with protein-coding genes (PCGs), which were implicated in AF. In conclusion, 
we identified key PCGs and lncRNAs, which may be implicated in AF, which not only 
improves our understanding of the roles of lncRNAs in AF, but also provides potentially 
functional lncRNAs for AF researchers. 
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INTRODUCTION

Atrial fibrillation (AF), one of the most common serious arrhythmia worldwide, whose extreme 
complications such as heart failure and embolic stroke are often of high risks and associated with 
increasing morbidity and mortality (Conen et al., 2011). Atrial remodeling, both electrical and 
structural, are important characteristics in AF (Li et al., 2017; Allessie et al., 2002). AF could bring 
permanent changes such as enlarged left and right atrial size. Moreover, increasing left atrial volume 
has been stated as a risk factor of cardioembolic stroke, and it is critical to interpret the mechanism 
behind this to improve the stroke prevention strategy.

The etiology of AF has not been fully elucidated as a varying range of factors would contribute 
to AF, such as family history, unhealthy lifestyle, high blood pressure and other diseases (Shi 
et al., 2013). With the development of next-generation sequencing technologies, non-coding 
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RNAs (ncRNAs) emerged as the epicenter for researchers to 
further explore the genetic cause behind AF. ncRNAs, which 
can be subdivided into small ncRNAs (< 200 nt) and long 
ncRNAs (lncRNAs), are not translated in proteins, but some 
of them are capable of regulating various cellular processes 
such as the expression of certain genes. Evidences have verified 
that many lncRNAs, often generated from transcriptional 
units, play a critical role in several cardiovascular diseases 
(Su et al., 2018), and it is of great importance to survey how 
they function in AF and how they are connected with atrial 
remodeling. Several researches are conducted to explore how 
lncRNAs acted as regulators in atrial electrical remodeling, 
revealing that TCONS_00075467 may help decrease AF 
vulnerability through suppressing the electrical remodeling (Li 
et al., 2017). Recent reports have also unveiled that lncRNAs 
can act as modulators of miRNA levels in various cardiac 
diseases (Greco et al., 2018). Also, inflammation and AF are 
confirmed to have a close relationship. Abundant inflammatory 
markers and higher ratios of neutrophil and lymphocyte are 
often observed in patients with AF (Hu et al., 2015), and AF 
subsequently triggers more inflammatory response, which in 
turns results in worsened conditions. Exploring active lncRNAs 
in inflammation would shed light on the prevention, diagnosis, 
and therapeutic strategies of AF, and help elucidate underlying 
mechanisms.

In the present study, we identified differentially expressed 
lncRNAs and mRNAs in patients with AF and predicted 
lncRNA function in a co-expression-based manner. Prediction 
of cis-acting lncRNAs and functional annotation of dysregulated 
lncRNAs screened out some critical lncRNAs implicated in 
AF, which not only improves our understanding of the roles of 
lncRNAs in AF, but also provides potentially functional lncRNAs 
for AF researchers. In addition, as evidence proves that a variety 
of inflammation-associated cytokines and chemokines are 
involved in the pathogenesis of AF (Schnabel et al., 2009), we 
further investigate whether our findings are related to cytokines 
and chemokines in certain aspects.

MATERIALS AND METHODS

Data Collection
We collected RNA sequencing data of 6 cases with AF and 
6 controls from Sequence Read Archive (SRA, https://www.
ncbi.nlm.nih.gov/sra) database (Leinonen et al., 2011) with an 
accession number SRP093226, which was provided by previous 
study (Yu et al., 2017). We uncompressed the SRA files by fastq-
dump with the option –split-files, which generated two paired 
fastq files.

Read Mapping and Gene Expression 
Quantification
For each sample, we first mapped the RNA-seq reads to UCSC 
hg19 human reference genome (www.genome.ucsc.edu) 
using hisat2 (Kim et al., 2015), and then sorted the SAM files 
by samtools. With the gene annotation from GENCODE v19 
(Harrow et al., 2012), the gene expression was estimated by 

the StringTie (Pertea et al., 2015) and ballgown pipeline. We 
considered genes with biotypes, including ‘processed_transcript’, 
‘pseudogene’, ‘lincRNA’, ‘3prime_overlapping_ncrna’, ‘antisense’, 
‘sense_intronic’, and ‘sense_overlapping’, as lncRNAs.

Differential Expression Analysis
The FPKM-based expression was used to identify 
differentially expressed genes. The gene expression values 
were first transformed to log2 (FPKM + 1), and then tested for 
differential expression by t test. The differentially expressed 
genes were identified with the thresholds of P-value <0.05 and 
fold change >2 or <1/2.

Gene Ontology Enrichment Analysis
The Gene Ontology (GO) enrichment analysis was implemented 
in R with clusterProfiler package (Yu et al., 2012), which used 
overrepresentation enrichment analysis (ORA) to identify 
enriched GO terms. The GO terms were deemed to be 
significantly enriched if the adjusted P < 0.05 and the gene count 
in each GO term was more than 3.

Functional Annotation of lncRNAs
The biological function of lncRNAs was annotated by 
overrepresentation enrichment analysis (ORA) of co-expressed 
protein-coding genes (PCGs). The PCGs were defined as 
co-expressed genes with a given lncRNA if the P < 0.0001 for the 
correlation coefficient test.

Identification of Cis-Acting lncRNAs
As the lncRNAs may regulate the expression levels of the 
corresponding adjacent PCGs by cis-acting manner, the cis-
acting lncRNAs were identified if the lncRNA and its adjacent 
PCGs (within one million base pairs) exhibit highly correlated 
expression (Pearson correlation coefficient > 0.5 or < −0.5).

RESULTS

RNA Sequencing Method Reveals Diverse 
RNAs in Both AF and Control Groups
The analysis of sequencing data with 6 AF patients and 6 
controls allowed us to identify 15,147 genes in total (FPKM > 1 
in at least one sample), which consisted of 29 RNA categories, 
including protein-coding genes (PCGs), pseudogenes, 
antisense RNAs and etc. (Figure 1A). The PCGs, pseudogenes, 
and antisense RNAs accounted for about 90% of the total 
identified RNAs. For each RNA category, the number of genes 
in AF was not observed to be higher or lower than that in 
control (Wilcoxon rank-sum test, P < 0.05). In addition, we 
also considered genes with seven specific biotypes as lncRNAs 
(See Material and Methods). Given a threshold of FPKM >1 in 
at least 25% samples (n = 3), we identified 9,233 PCGs, 2,213 
lncRNAs, and 961 other ncRNA genes, which were then used 
for downstream analysis (Figure 1B).
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FIGURE 1 | The overview of genes identified by RNA sequencing method. (A) The number of genes identified in each sample (FPKM > 1). The Wilcoxon rank-sum 
test P-values that compare the gene counts in AF with those in normal controls are listed on the left of the heat-map. (B) The pie chart displays the number of 
genes, including PCGs, lncRNAs, and other ncRNAs. 
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Identification of Dysregulated mRNAs and 
lncRNAs in AF
Differential expression analysis was conducted to identify 
dysregulated genes in AF using the gene expression profiles. 
Specifically, a total of 946 genes, including 327 up- and 619 down-
regulated genes, were differentially expressed in AF as compared 
with the healthy controls (t-test, P < 0.05 and fold change >2 
or <1/2, Figure 2A, Supplementary Table S1). To investigate the 
distinction of the dysregulated genes between AF and healthy 
controls, we performed hierarchical clustering analysis of the 
dysregulated gene expression profiles, and found that the samples 
with AF could be clearly distinguished from the healthy controls 
(Figure 2B), indicating that gene expression profiles between 
AF and healthy controls had marked differences. Among the 
dysregulated genes, the proportion of PCGs was significantly 
higher in the up-regulated genes than in the down-regulated genes 
(Figure 2C, 249/327 vs. 156/619, proportion test, P < 0.0001). In 
contrast, the proportion of lncRNAs was observed higher in the 
down-regulated genes than in the up-regulated genes (Figure 
2C, 315/619 vs. 63/327, proportion test, P < 0.0001).

Furthermore, we selected the top-five up- and down-regulated 
genes (Figure 2D), and found that the top-five up-regulated genes 
were all PCGs, while only one down-regulated gene encoded 
protein. Notably, three of the top-five upregulated genes, GIMAP8, 
TNFAIP8L2, and RNASEL, were involved in inflammatory 
response, suggesting that the dysregulation of inflammatory 
response may be the an important indicator for AF. On the other 
hand, the PTX3 had an antiangiogenic role, and its downregulation 
may lead to enhanced angiogenesis. In addition, lncRNAs, 
HOTAIRM1, RP11-262H14.1, and RP11-84A19.4, have been 
reported to be dysregulated in AF by previous studies (Yu et al., 
2017; Qian et al., 2019). These results indicated that differential 
expression analysis could uncover some key genes in AF.

Gene Ontology-Based Enrichment 
Analysis of the Dysregulated Genes
To investigate some key biological functions involved in AF, we 
performed overrepresentation enrichment analysis (ORA) on the 
up- and down-regulated genes, respectively. We found that the 
up-regulated genes were highly enriched in biological functions 
related to response to virus, such as defense response to virus, 
response to virus, viral life cycle, regulation of viral process, 
and regulation of viral life cycle, and related to inflammatory 
response, such as positive regulation of I-kappaB kinase/
NF-kappaB signaling, and regulation of chemotaxis (Figure 3A, 
adjusted P < 0.05). These results indicated that chronic viral 
infection may lead to activated inflammatory pathways, thereby 
alter the electrophysiology, structure, and autonomic remodeling 
of the atria (Chiang et al., 2013).

Among the down-regulated GO terms, biological functions 
related to the response to saccharides (Figure 3B), such as 
response to lipopolysaccharide, response to glucose, response 
to hexose, response to monosaccharide, and response to 
carbohydrate were significantly enriched by the down-regulated 
genes. Notably, the weakened response to glucose in blood may 
reduce the insulin level, thereby lead to hyperglycemia, which 

further demonstrate the close association between hyperglycemia 
and AF (Rigalleau et al., 2002).

Prediction of lncRNAs Regulating 
Expression of the Adjacent PCGs
It has been widely recognized that lncRNAs could regulate 
the expression of the adjacent PCGs by cis-acting manner 
(Kornienko et al., 2013). To identify these cis-acting lncRNAs, 
we first searched the adjacent dysregulated PCGs within one 
million base pairs for each dysregulated lncRNA, and found 
187 lncRNA-PCG pairs. The expression levels between the 
lncRNA and its corresponding PCGs were highly correlated 
(Figure 4A). Particularly, the expression levels of about half of 
the lncRNA-PCG pairs were negatively correlated, indicating 
that the lncRNAs may suppress the expression of the adjacent 
PCGs. With a threshold at Pearson correlation coefficient > 0.5 
or < −0.5, we identified 71 lncRNA-PCG pairs, composed of 58 
PCGs and 63 lncRNAs, with potential regulatory relationship 
(Supplementary Table S2). Among the cis-acting lncRNAs, we 
found that pseudogene (46%), antisense (34%), and lincRNA 
(11%) were the major categories (Figure 4B).

To identify key lncRNAs involved in regulating gene 
expression, we selected seven lncRNAs, AL021707.2, CTD-
2622I13.3, ETF1P2, RP11-4K3__A.5, RP11-95J11.1, ZNF137P, 
and H2AFZP1, that regulated multiple PCGs. Notably, we found 
that ETF1P2, a pseudogene locating within 7q36, was negatively 
correlated with two adjacent PCGs with similar functions, 
GIMAP2 and GIMAP4 (Figure 4C), which participated in the 
regulation of T helper cell differentiation (Filen et al., 2009), 
indicating that the pseudogene ETF1P2 may be the upstream 
regulator of T helper cell differentiation.

Functional Annotation of the Dysregulated 
lncRNAs by Co-Expressed PCGs
As co-expressed genes are more likely to be co-regulated, sharing 
similar functions, or involved in similar biological processes (Stuart 
et al., 2003), we predicted the function of lncRNAs by performing 
overrepresentation enrichment analysis on the co-expressed 
PCGs to identify enriched GO terms (Supplementary Table S3). 
We found that a large number of lncRNAs (n > 20) had the 
biological functions termed transcription corepressor activity, 
proximal promoter sequence-specific DNA binding, and RNA 
polymerase II proximal promoter sequence-specific DNA 
binding (Figure 5A). Specifically, 38 lncRNAs were characterized 
with transcription corepressor activity, and highly correlated 
with five PCGs (Pearson correlation coefficient > 0.5), SF1, 
MNT, NR1D1, SKI, DNAJB1, and YY1, with the same GO term 
(Figures 5B, C). In addition, we also found that one lncRNA, 
AP001053.11, may participate in inflammatory response related 
GO terms, such as chemokine binding, chemokine receptor 
activity, cytokine binding, and cytokine receptor activity 
(Figure 5D). Notably, three chemokine receptor, CX3CR1, CCR2, 
and CCR5, were highly correlated with AP001053.11 (Pearson 
correlation coefficient > 0.9), further suggesting a critical role of 
AP001053.11 in regulation of chemokine receptor activity.
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FIGURE 2 | The differentially expressed genes in AF. (A) The volcano plot displays the up-regulated (red dots) and down-regulated (blue dots) genes. (B) The heat-
map shows the scaled gene expression of dysregulated genes. (C) The number of PCGs, lncRNAs, and other ncRNAs in up-regulated, down-regulated, and all 
dysregulated genes. (D) The expression levels of the top-five up-regulated and down-regulated genes in AF and control.
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FIGURE 3 | The GO terms enriched by dysregulated genes. The GO terms enriched by up-regulated and down-regulated genes are displayed in (A) and (B), 
respectively. The more the gene count, the larger size the circle.
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DISCUSSION

LncRNAs are an emerging class of RNA species that may play 
a critical regulatory role in gene expression. LncRNAs can 
serve as diagnostic biomarkers or therapeutic targets for many 
diseases (Ishii et al., 2006; Chen et al., 2008; Chubb et al., 2008). 
However, the association between lncRNAs and AF is still not 
fully understood.

In this study, we used RNA sequencing data to identify 
and quantify the both PCGs and lncRNAs, and conducted 
differential expression analysis to identify dysregulated genes 
in AF. Specifically, a total of 946 genes, including 327 up- and 
619 down-regulated genes, were differentially expressed in 
AF as compared with the healthy controls (t-test, P <0.05 and 
fold change >2 or <1/2, Figure 2A, Supplementary Table S1). 
The hierarchical clustering analysis of those dysregulated gene 
expression profiles showed that the samples with AF could be 
clearly distinguished from the healthy controls (Figure  2B), 
indicating that gene expression profiles between AF and 
healthy controls had marked differences. Furthermore, we 
found that three of the top-five upregulated genes, GIMAP8, 
TNFAIP8L2, and RNASEL, were involved in inflammatory 

response, which was in accordance with the conclusion that 
the infiltration of immune cells and proteins that mediate 
inflammatory response in cardiac tissue and circulatory 
processes is associated with AF by previous studies (Yamashita 
et al., 2010; Harada et al., 2015). On the other hand, the PTX3 
had an antiangiogenic role, and its downregulation may lead 
to enhanced angiogenesis, which has been reported to be 
associated with AF (Berntsson et al., 2019).

To investigate some key biological functions involved in AF, 
we performed ORA on the dysregulated genes. The significant 
enrichment of these up-regulated genes in biological functions 
related to response to virus and inflammatory response 
suggested that chronic viral infection may lead to activated 
inflammatory pathways, thereby alter the electrophysiology, 
structure, and autonomic remodeling of the atria (Chiang et al., 
2013). In contrast, the downregulated GO terms were related to 
the response to saccharides (Figure 3B), which gave us a hint 
that the weakened response to glucose in blood may reduce the 
insulin level, thereby lead to hyperglycemia as previous study 
reported (Rigalleau et al., 2002).

To identify key lncRNAs involved in AF, we predicted lncRNA-
regulated expression of the adjacent PCGs, and characterized 

FIGURE 4 | The cis-acting lncRNA candidates involved in AF. (A) The density of the correlation coefficients between lncRNAs and the corresponding adjacent 
PCGs. (B) The distribution of RNA biotypes for the cis-acting lnRNA candidates. (C) The correlation coefficients between ETF1P2 and GIMAP2, and between 
ETF1P2 and GIMAP4.
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FIGURE 5 | The functional annotation of lncRNAs by co-expressed PCGs. (A) The overview of the GO terms for the annotation of dysregulated lncRNAs 
(FDR < 0.05). (B) The PCGs and lncRNAs involved in transcription corepressor activity. (C) The correlation coefficients between PCGs and lncRNAs involved 
in transcription corepressor activity. (D) The scatter plots display the correlation between AP001053.11 and one of three chemokine receptors, including 
CX3CR1, CCR2, and CCR5.
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biological function of the dysregulated lncRNAs. We found that 
ETF1P2, a pseudogene locating within 7q36, was negatively 
correlated with two adjacent PCGs with similar functions, GIMAP2 
and GIMAP4 (Figure 4C), which participated in regulation of T 
helper cell differentiation (Filen et al., 2009), indicating that the 
pseudogene ETF1P2 may be an upstream regulator of T helper 
cell differentiation. Moreover, we also found that one lncRNA, 
AP001053.11, may participate in inflammatory-response-related 
GO terms by co-expression-based functional annotation. Notably, 
three chemokine receptor, CX3CR1, CCR2, and CCR5, were highly 
correlated with AP001053.11 (Pearson correlation coefficient > 
0.9), further suggesting that AP001053.11 may be implicated in AF 
via the regulation of chemokine receptor activity.

In addition, there are also some limitations in this study. 
Firstly, more samples were needed to support our findings 
about the key lncRNAs. We will collect more samples with AF 
and healthy donors in the near future, which can overcome 
this limitation. Secondly, some experimental validation would 
be required for future verification of the functional lncRNAs. 
We hope to conduct further research with larger sample size, 
experimental validation and improved methodology for data 
analysis in the near future.

In conclusion, we have identified key PCGs and lncRNAs, 
which may be implicated in AF, which not only improves our 
understanding of the roles of lncRNAs in AF, but also provides 
potentially functional lncRNAs for AF researchers.

DATA AVAILABILITY STATEMENT

The datasets generated for this study can be found in the 
SRP093226.

AUTHOR CONTRIBUTIONS

Conception and design: D-MW, JL, G-QC, X-WH, Y-LZ; 
Administrative support: JL, G-QC, Y-LZ; Provision of study 
materials or patients: D-MW, S-HF, Z-HZ; Collection and assembly 
of data: D-MW, S-HF, XW, X-RH, SW, Y-JW, Z-FZ; Data analysis 
and interpretation: D-MW, QS, M-QL; Manuscript writing: All 
authors; Final approval of manuscript: All authors.

FUNDING

This work was supported by the Priority Academic Program 
Development of Jiangsu Higher Education Institutions 
(PAPD); the 2016 “333 Project” Award of Jiangsu Province, 
the 2013 “Qinglan Project” of the Young and Middle-aged 
Academic Leader of Jiangsu College and University, the 
National Natural Science Foundation of China (81871249, 
81571055, 81400902, 81271225, 81171012, and 30950031), the 
Major Fundamental Research Program of the Natural Science 
Foundation of the Jiangsu Higher Education Institutions of 
China (13KJA180001), and grants from the Cultivate National 
Science Fund for Distinguished Young Scholars of Jiangsu 
Normal University.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at: 
https://www.frontiersin.org/articles/10.3389/fgene.2019.00908/
full#supplementary-material

REFERENCES

Allessie, M., Ausma, J., and Schotten, U. (2002). Electrical, contractile and 
structural remodeling during atrial fibrillation. Cardiovasc. Res. 54 (2), 230–
246. doi: 10.1016/S0008-6363(02)00258-4

Berntsson, J., Smith, J. G., Johnson, L. S. B., Soderholm, M., Borne, Y., Melander, 
O., et al. (2019). Increased vascular endothelial growth factor D is associated 
with atrial fibrillation and ischaemic stroke. Heart 105 (7), 553–558. doi: 
10.1136/heartjnl-2018-313684

Chen, W. L., Lin, J. W., Huang, H. J., Wang, S. M., Su, M. T., Lee-Chen, G. J., et al. 
(2008). SCA8 mRNA expression suggests an antisense regulation of KLHL1 
and correlates to SCA8 pathology. Brain Res. 1233, 176–184. doi: 10.1016/j.
brainres.2008.07.096

Chiang, C. H., Huang, C. C., Chan, W. L., Huang, P. H., Chen, Y. C., Chen, T. J., et al. 
(2013). Herpes simplex virus infection and risk of atrial fibrillation: a nationwide 
study. Int. J. Cardiol. 164 (2), 201–204. doi: 10.1016/j.ijcard.2011.06.126

Chubb, J. E., Bradshaw, N. J., Soares, D. C., Porteous, D. J., and Millar, J. K. (2008). 
The DISC locus in psychiatric illness. Mol. Psychiatry 13 (1), 36–64. doi: 
10.1038/sj.mp.4002106

Conen, D., Chae, C. U., Glynn, R. J., Tedrow, U. B., Everett, B. M., Buring, J. E., 
et al. (2011). Risk of death and cardiovascular events in initially healthy women 
with new-onset atrial fibrillation. JAMA 305 (20), 2080–2087. doi: 10.1001/
jama.2011.659

Filen, J. J., Filen, S., Moulder, R., Tuomela, S., Ahlfors, H., West, A., et al. (2009). 
Quantitative proteomics reveals GIMAP family proteins 1 and 4 to be 
differentially regulated during human T helper cell differentiation. Mol. Cell 
Proteomics 8 (1), 32–44. doi: 10.1074/mcp.M800139-MCP200

Greco, S., Salgado Somoza, A., Devaux, Y., and Martelli, F. (2018). Long noncoding 
RNAs and cardiac disease. Antioxid. Redox Signal. 29 (9), 880–901. doi: 
10.1089/ars.2017.7126

Harada, M., Van Wagoner, D. R., and Nattel, S. (2015). Role of inflammation in 
atrial fibrillation pathophysiology and management. Circ. J. 79 (3), 495–502. 
doi: 10.1253/circj.CJ-15-0138

Harrow, J., Frankish, A., Gonzalez, J. M., Tapanari, E., Diekhans, M., Kokocinski, 
F., et al. (2012). GENCODE: the reference human genome annotation for The 
ENCODE Project. Genome Res. 22 (9), 1760–1774. doi: 10.1101/gr.135350.111

Hu, Y. F., Chen, Y. J., Lin, Y. J., and Chen, S. A. (2015). Inflammation and the 
pathogenesis of atrial fibrillation. Nat. Rev. Cardiol. 12 (4), 230–243. doi: 
10.1038/nrcardio.2015.2

Ishii, N., Ozaki, K., Sato, H., Mizuno, H., Saito, S., Takahashi, A., et al. (2006). 
Identification of a novel non-coding RNA, MIAT, that confers risk of myocardial 
infarction. J. Hum. Genet. 51 (12), 1087–1099. doi: 10.1007/s10038-006-0070-9

Kim, D., Langmead, B., and Salzberg, S. L. (2015). HISAT: a fast spliced 
aligner with low memory requirements. Nat. Methods 12 (4), 357–360. doi: 
10.1038/nmeth.3317

Kornienko, A. E., Guenzl, P. M., Barlow, D. P., and Pauler, F. M. (2013). Gene 
regulation by the act of long non-coding RNA transcription. BMC Biol. 11, 59. 
doi: 10.1186/1741-7007-11-59

Leinonen, R., Sugawara, H., Shumway, M., and International nucleotide sequence 
database C (2011). The sequence read archive. Nucleic Acids Res. 39 (Database 
issue), D19–D21. doi: 10.1093/nar/gkq1019

Li, Z., Wang, X., Wang, W., Du, J., Wei, J., Zhang, Y., et al. (2017). Altered long 
non-coding RNA expression profile in rabbit atria with atrial fibrillation: 
TCONS_00075467 modulates atrial electrical remodeling by sponging 

https://www.frontiersin.org/journals/genetics#articles
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fgene.2019.00908/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fgene.2019.00908/full#supplementary-material
https://doi.org/10.1016/S0008-6363(02)00258-4
https://doi.org/10.1136/heartjnl-2018-313684
https://doi.org/10.1016/j.brainres.2008.07.096
https://doi.org/10.1016/j.brainres.2008.07.096
https://doi.org/10.1016/j.ijcard.2011.06.126
https://doi.org/10.1038/sj.mp.4002106
https://doi.org/10.1001/jama.2011.659
https://doi.org/10.1001/jama.2011.659
https://doi.org/10.1074/mcp.M800139-MCP200
https://doi.org/10.1089/ars.2017.7126
https://doi.org/10.1253/circj.CJ-15-0138
https://doi.org/10.1101/gr.135350.111
https://doi.org/10.1038/nrcardio.2015.2
https://doi.org/10.1007/s10038-006-0070-9
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1186/1741-7007-11-59
https://doi.org/10.1093/nar/gkq1019


Key Biomarkers in Atrial FibrillationWu et al.

10 October 2019 | Volume 10 | Article 908Frontiers in Genetics | www.frontiersin.org

miR-328 to regulate CACNA1C. J. Mol. Cell Cardiol. 108, 73–85. doi: 10.1016/j.
yjmcc.2017.05.009

Pertea, M., Pertea, G. M., Antonescu, C. M., Chang, T. C., Mendell, J. T., and Salzberg, 
S. L. (2015). StringTie enables improved reconstruction of a transcriptome from 
RNA-seq reads. Nat. Biotechnol. 33 (3), 290–295. doi: 10.1038/nbt.3122

Qian, C., Li, H., Chang, D., Wei, B., and Wang, Y. (2019). Identification of 
functional lncRNAs in atrial fibrillation by integrative analysis of the lncRNA-
mRNA network based on competing endogenous RNAs hypothesis. J. Cell 
Physiol. 234 (7), 11620–11630. doi: 10.1002/jcp.27819

Rigalleau, V., Baillet, L., Hocini, M., and Gin, H. (2002). Atrial fibrillation can 
cause major hyperglycemia. Diabetes Metab. 28 (3), 239–240. 

Schnabel, R. B., Larson, M. G., Yamamoto, J. F., Kathiresan, S., Rong, J., Levy, D., 
et al. (2009). Relation of multiple inflammatory biomarkers to incident atrial 
fibrillation. Am. J. Cardiol. 104 (1), 92–96. doi: 10.1016/j.amjcard.2009.02.053

Shi, K. H., Tao, H., Yang, J. J., Wu, J. X., Xu, S. S., and Zhan, H. Y. (2013). Role of 
microRNAs in atrial fibrillation: new insights and perspectives. Cell Signal. 25 
(11), 2079–2084. doi: 10.1016/j.cellsig.2013.06.009

Stuart, J. M., Segal, E., Koller, D., and Kim, S. K. (2003). A gene-coexpression 
network for global discovery of conserved genetic modules. Science 302 (5643), 
249–255. doi: 10.1126/science.1087447

Su, Y., Li, L., Zhao, S., Yue, Y., and Yang, S. (2018). The long noncoding RNA 
expression profiles of paroxysmal atrial fibrillation identified by microarray 
analysis. Gene 642, 125–134. doi: 10.1016/j.gene.2017.11.025

Yamashita, T., Sekiguchi, A., Iwasaki, Y. K., Date, T., Sagara, K., Tanabe, H., 
et al. (2010). Recruitment of immune cells across atrial endocardium 
in human atrial fibrillation. Circ. J. 74 (2), 262–270. doi: 10.1253/circj.
CJ-09-0644

Yu, G., Wang, L. G., Han, Y., and He, Q. Y. (2012). clusterProfiler: an R package 
for comparing biological themes among gene clusters. OMICS 16 (5), 284–287. 
doi: 10.1089/omi.2011.0118

Yu, X. J., Zou, L. H., Jin, J. H., Xiao, F., Li, L., Liu, N., et al. (2017). Long noncoding 
RNAs and novel inflammatory genes determined by RNA sequencing in 
human lymphocytes are up-regulated in permanent atrial fibrillation. Am. J. 
Transl. Res. 9 (5), 2314–2326. 

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 © 2019 Wu, Zhou, Fan, Zheng, Wen, Han, Wang, Wang, Zhang, Shan, Li, 
Hu, Lu, Chen, Hong and Zheng. 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.

https://www.frontiersin.org/journals/genetics#articles
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://doi.org/10.1016/j.yjmcc.2017.05.009
https://doi.org/10.1016/j.yjmcc.2017.05.009
https://doi.org/10.1038/nbt.3122
https://doi.org/10.1002/jcp.27819
https://doi.org/10.1016/j.amjcard.2009.02.053
https://doi.org/10.1016/j.cellsig.2013.06.009
https://doi.org/10.1126/science.1087447
https://doi.org/10.1016/j.gene.2017.11.025
https://doi.org/10.1253/circj.CJ-09-0644
https://doi.org/10.1253/circj.CJ-09-0644
https://doi.org/10.1089/omi.2011.0118
http://creativecommons.org/licenses/by/4.0/

	Comprehensive RNA-Seq Data Analysis Identifies Key mRNAs and lncRNAs in Atrial Fibrillation
	Introduction
	Materials and Methods
	Data Collection
	Read Mapping and Gene Expression Quantification
	Differential Expression Analysis
	Gene Ontology Enrichment Analysis
	Functional Annotation of lncRNAs
	Identification of Cis-Acting lncRNAs

	Results
	RNA Sequencing Method Reveals Diverse RNAs in Both AF and Control Groups
	Identification of Dysregulated mRNAs and lncRNAs in AF
	Gene Ontology-Based Enrichment Analysis of the Dysregulated Genes
	Prediction of lncRNAs Regulating Expression of the Adjacent PCGs
	Functional Annotation of the Dysregulated lncRNAs by Co-Expressed PCGs

	Discussion
	Data Availability Statement
	Author Contributions
	Funding
	Supplementary Material
	References


