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The inability of the adult heart to repair or regenerate is manifested in prevalent morbidity

and mortality related to myocardial infarction and heart failure. However, the cue to the

reactivation of cardiomyocyte proliferation in the adult remains largely unknown. In the

present study, three independent datasets were explored using bioinformatics analysis

methods to solve the problem. Our results revealed that atrium genes were upregulated

in response to the injury, which indicates the possible cell type withdraw and reinitiation

of proliferation capability. Our findings might provide an alternative viewpoint on the

cardiomyocyte regeneration or myocardial infarction.

Keywords: cardiac regeneration,myocardial infarction, bioinformatics analysis, cardiac atriumgenes, proliferation

signal

INTRODUCTION

Cardiovascular diseases (CVDs) have long been the leading cause of global mortality and are a
major contributor to reduced quality of life. To illustrate the molecular mechanism, basic research
scientists used the concept of cardiac hypertrophy to describe a certain stage during the progression
of various kinds of CVDs (1). They also designed experiments focusing on this phenotype to tackle
drug targets and jigsaw the protein pathways. With the advance of translational medicine, the new
perspective shifts to restore the capability of cardiomyocyte proliferation, which heralds the era of
regenerative medicine. The simplified research theme suggests that the cardiomyocyte loss is the
cause of CVD malfunction. Today, physician-scientists at the bench-side propose three strategies,
including cell-based therapy (2, 3), bioengineering methods (4, 5), and synthetic organogenesis
(6–8) to cure the diseases.

However, a major barrier against myocardial regeneration appears to be a cell-cycle arrest of
adult mammalian cardiomyocytes. Two models explain why cardiomyocytes stop dividing. One
theory is that mitosis of incessantly contractile cells is infeasible (9). Another theory is that neonatal
heart regeneration in mammals is simply a remnant of developmental programs that were lost after
birth (10, 11). On the other hand, accumulating evidence reveals another aspect of the story. The
first is that the enforced expression cell-cycle kinase can restore the cardiac regeneration capacity
(12). The second is the finding that the hypoxic cardiomyocyte is a rare population of proliferative
cardiomyocyte responsible for the cellular turnover during the adult stage (13). The entry point to
the proliferative phase remains unknown, and researchers around the world now use a wide variety
of animal models (14) to tackle the problem.

In the zebrafish model, differentiated atrial cardiomyocytes can transdifferentiate into
ventricular cardiomyocytes to contribute to cardiac ventricular regeneration (15). Another group
found that a subpopulation of cardiomyocytes that transiently express atrial myosin heavy chain
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(amhc) contributes to specific regions of the ventricle (16).
These findings suggest an unappreciated level of plasticity during
chamber formation. Therefore, we hypothesize that there might
be a kind of heart atrium progenitor cell that exists in the
mammalian system. The progenitor cell will hence play a role
in heart regeneration in response to injury stimuli. We designed
the following study using public data to explore the possibility
and revealed that heart regeneration came into being along with
the emergence of the so-called atriumization, the upregulation of
atrium specific genes.

METHODS

Data Sources
All three datasets used in the present study were downloaded
from Gene Expression Omnibus (GEO). The dataset GSE1479
is a benchmark set for early cardiac development and includes
seven developmental stages from stage 10.5 to stage 18.5.
At stage 10.5, the middle part of the mouse embryo, which
includes the heart, was subjected to expression analysis. From
embryonic day 11.5 on, embryonic hearts were isolated and
the ventricular from the atrial chambers were separated. The
GSE775 dataset is a time-series experiment design intended to

compare normal functioning left ventricles (lv) with infarcted
(ilv) and non-infarcted left ventricles (nilv). The original data
manual described in detail the tissue sampling protocols that they
sectioned the heart to three parts including Ilv, lv, and Nilv. Ilv
samples are taken from the mouse myocardial infarction zone.
Nilv samples are taken from the region above the infarction,
and the left ventricle (lv) samples mimic that region in a
sham mouse. In the traditional experiment design, the lv
samples are the control and used to capture the differentially
expressed genes. Both GSE1479 and GSE775 were released by
the CardioGenomics project (17). The GSE64403 was published
by Boyer’s lab on the subject of transcriptional reversion of
cardiac myocyte fate during mammalian cardiac regeneration
(18). Primary myocardial tissues sampled from neonatal mice
and murine hearts undergoing post-injury regeneration were
harvested according to the original description.

Collation of Atrium-Specific Genes
Atrium (specific) genes are highly expressed in the heart
atrium compared with these in the ventricle. Therefore, atrium
genes play important roles in chamber physiological function
or morphogenesis during heart development. GSE1479 is a
benchmark set for early cardiac development. From embryonic
day 11.5 on, embryonic hearts were isolated and separated to
the ventricular from the atrial chambers. In the bioinformatic
curation procedure, the microarray data from respective
chambers were pooled together to perform gene differential
expression analysis using limma package (19). The expression
value contrast above 1 (logFC > 1) and p-value above 0.001 were
chosen as the complete chamber specific genes. After filtering,
the hierarchical clustering was used to separate the atrium and
ventricle gene sets. Manual curation of chamber-specific genes
was undertaken to construct an independent evaluation set. This
step usually is to read the literature and garner the atrium genes,

the expression pattern of which at least is supported by Northern
blot analysis.

Source Code Management
The source code of the present project was deposited in the
GitHub [atriumization_source_code.R (20)]. The development
process tried to follow the etiquette of the reproducible
research (21).

Data Analysis Tools
Data were analyzed using the R/Bioconductor packages. Picture
and graph layout was generated by ggplot2 and cowplot
packages. Differential gene expression analysis was conducted
using limma if the data type is Affymetrix microarray, or
DESeq2 if the data is high-throughput sequencing. Gene Set
Enrichment Analysis (GSEA) is a computational method that
determines whether an a priori defined set of genes shows
statistically significant, concordant differences between two
biological states (22). This approach was conducted using
the ClusterProfiler package. DAVID analysis was called locally
using RDAVIDWebService to maintain code cleanness (23, 24).
Heatmap analysis was generated using the pheatmap package.
Principle component analysis results were generated using
the factoextra and FactoMineR packages. Most packages were
downloaded from Bioconductor or CRAN (25).

RESULTS

Atrium-Specific Genes Curated From the
Public Dataset
Principle component analysis (PCA) was performed to check
the data quality (GSE1479). The original experiment claimed
to monitor changes in gene expression related to heart
development and maturation. From embryonic day 11.5 on, the
expression profiling by array also reported the gene expression,
respectively, from the ventricular and atrial chambers. In the
present PCA results, components PC1 and PC2 can perfectly
separate these two events, cardiac maturation and chamber
differentiation, although the maturation as an independent
variable was partially collineared with chamber differentiation
(Figure 1A). Tominimize the cofounder of thematuration event,
the chamber-specific samples at different developmental stages
were pooled together and gene differential expression analysis
was performed to curate the chamber-specific genes, and then
hierarchical clustering was conducted to obtain these two groups.
After the above filtering, the atrium- and ventricle-specific gene
sets were generated accordingly. The atrium gene set included
189 genes each identified with a unique Entrez gene ID. The
ventricle gene set included 99 genes, and the ratio of atrium
and ventricle gene number is about 2:1 (Supplementary Table 1).
The chamber-specific set was then used in the next round of
PCA analysis, which resulted in the increased percentage of the
PC1 component, and about 70% variability can be explained
by the new PC1 (Figure 1B). In the atrium gene set, sarcolipin
(Sln, gene ID: 66402) was included, which is a hallmark of
heart atrium (26, 27). To further confirm these findings, a
panorama view by the DAVID functional analysis was performed
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FIGURE 1 | Curation of atrium-specific genes from the benchmark set GSE1479 (n = 36). The dataset is a microarray data of high quality generated by

CardioGenomics. The data-mining methods were used to find the chamber-specific genes from the developmental stages. (A) The principal component analysis was

performed to check the distribution of the atrium/ventricle groups in the experiment samples. Blue dots were samples from the atrium group. Yellow dots were

samples from the whole heart group at the early stages. Red dots were samples from the ventricle group. These three kinds of tissue sample groups from different

stages can be separated by the principal components PC1 and PC2. (B) After filtering the chamber-specific genes using the differential expression analysis and

hierarchical clustering, a PCA procedure using the updated dataset was performed and the corresponding scree plot was generated. The new PC1 can explain nearly

70% variability of the data. (C) The set of atrium genes was analyzed using clusterProfiler and (D) DAVID pipeline, respectively. The enriched GO Biological Process

(BP) annotation and the enriched term are consistent with our expectation, indicating that the chamber gene classification is of high accuracy.

(Figures 1C,D). GO terms “cardiac chamber morphogenesis”
and “heart morphogenesis” were enriched in the result. The
term “secretion” was enriched in protein function using DAVID
analysis, which was consistent with the previous observation that
the atrium is a secretory organ (28).

Expression of the Atrium Gene Set Was
Rekindled in Myocardial Infarction
Dataset GSE775 was reanalyzed using the above-defined set
for the atrium genes. This set includes spatiotemporal results
by the microarray design. The original study included the

time-serial samples, and the experiment also included three
myocardial regions (17). Reactivation of natriuretic peptide A
(Nppa) and smooth muscle actin alpha 2 (Acta2) is the golden
standard to assess the quality of the myocardial infarction model.
The increased expression of both indicated that the mouse
model is qualified for downstream analysis (Figures 2A,B).
Expression of the atrium hallmark gene Sln is not statistically
significant, however. The manual curated atrium genes plus
Nppa were plotted using the heat map. Only the heart stress
indicator, Nppa, was fluctuated with the time change. The
GSEA analysis using the defined atrium gene set was then
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FIGURE 2 | Using the atrium gene set in the myocardial infarction model (GSE775, n = 54) and the corresponding Gene Set Enrichment Analysis (GSEA) result. (A)

Natriuretic Peptide A (Nppa) as the golden heart hypertrophy marker was assayed at the whole time points, and the regression line was generated to show the

upregulation of Nppa. The upward of the regression line indicated that Nppa expression was positively associated with myocardial infarction procedure. (B) Actin

Alpha 2, Smooth Muscle (Acta2) as the alternative marker was used to corroborate the previous finding. Comparison of infarcted left ventricles (iIv) or non-infarcted left

ventricles (Nilv) with left ventricles (lv) is of statistical significance after multiple comparison adjustment by Bonferroni correction (data not shown). (C) A small group of

manually curated atrium genes was displayed alongside with Nppa. The wave-like expression pattern of Nppa is consistent with the previous reports. However, the

atrium genes were kept not fluctuating. The color scale bar at the left side of the heat map displays the raw log2-transformed expression value, ranging from 4.5 to

12.5. However, the raw value was not further scaled in a row or column direction. (D) The GSEA procedure was performed, and the result showed that the expression

level of the atrium dataset at stage week 1 was increased significantly (P = 0.00501).

performed to assess the phenotype change. The result showed
that the increased expression of atrium genes was of statistical
significance (Figure 2D).

Expression of the Atrium Gene Set Was
Enlightened in Heart Regeneration
Dataset GSE66403 was used as the biological and technique
replicate to infer the phenotype transformation during heart
regeneration (Figure 3). However, the new dataset is much more

sensitive as the RNA-seq has a more accurate measurement.
The chamber-specific gene set, which was manually curated
from the published literature, was used as an independent set
to deduce the phenotype change in the heat-map analysis. In
the myocardial infarction dataset, the expression of atrium and
ventricle genes was not altered. However, the GSEA analysis
indicated that the expression of atrium genes was increased.
The cell’s physiological character was atrium-cell-like instead of
ventricle-cell-like, while as an independent replicate in the heart
regeneration dataset, the expression of the atrium gene markers
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FIGURE 3 | The atrium gene expression pattern in GSE775 was replicated in an independent dataset GSE64403. (A) In the heart ventricle tissues, the independent

manually curated atrium genes were not significantly increased and the same were ventricle genes (n = 10). (B) The GSEA analysis result showed that the increased

expression pattern of the atrium gene set at day 7 was of statistical significance (P = 0.0262, n = 4). (C) The same group of chamber genes was analyzed in the

isolated heart cells, which did not include other lineage cells. The upregulated pattern in the heat map can be identified by observing the expression pattern of Sln,

Myl7, and Myl4 (n = 12). (D) The golden marker of the heart atrium, Sln was analyzed at day 7 and the expression level was compared between the surgical and

sham groups. The upregulated Sln expression was statistically significant (nbinomTest from DESeq package, P < 0.05, n = 6).

in the isolated ventricle cells was increased and statistically
significant. Particularly, the expression of Sln was significantly
increased (P < 0.05, Figure 3D).

RA Signaling Upstream of Patterning Was
Activated
To trace the upstream event, the retinoid acid pathway was
explored in both datasets. Retinoic acid (RA) is a vitamin A

metabolite that acts as a morphogen during body development.
The retinoid pathway was monitored in the present analysis
since it plays a role in cardiac chamber patterning. Aldh1a2 (also
named Radlh2), a component of the RA signaling, was activated
in the epicardium during zebrafish heart regeneration (29).
Aldh1a2 was increased in these two datasets. The expression of
Aldh1a2 in the infarction site compared with the ventricle sham
site or non-injury site was increased significantly at stages h.24
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FIGURE 4 | Multiple comparisons of aldehyde dehydrogenase family 1, subfamily A2 (Aldh1a2) expression among different groups in dataset GSE64403. (A) The

X-axis stands for the sampling stages at 1 h, 8 h, 24 h, 48 h, 1 week, and 8 weeks in an operated mouse (n = 54). Lv stands for the left ventricle. Ilv stands for the

infarcted and nilv is taken from the non-infarcted left ventricle. The results were obtained using Limma package, and P-values were adjusted using the

Benjamini–Hochberg (BH) method. (B) vAd was the mouse sample from the region of the adult ventricular myocardium. vD1S was the mouse sample from the region

of 1 day post-sham surgery ventricular myocardium. vD1R was the sample from the region of 1 day post-resection surgery ventricular myocardium. Expression of

Aldh1a2 from vD1R or vD1S was increased compared with that from vAd (Padj < 0.001, n = 6). The P-values were calculated using the nbinomTest method in the

DESeq package. The P-value adjustment was performed using the BH correction. (C) The graph summarized the inference of the present results, which hypothesized

that the initial immune response stimulates the developmental patterning events during heart injury. Thus, the phenomenon of the so-called atriumization is the proxy

for us to assess cardiac repair during heart regeneration or myocardial infarction.

and h.48, respectively (Figure 4A). However, in the regeneration
model, the expression ofAldh1a2was only significantly increased
in the surgery heart compared with the normal heart (Figure 4B).

DISCUSSIONS

We rigorously defined the atrium gene set, including the ventricle
gene set, using a benchmark dataset GSE1479. The myocardial
infarction (GSE775) and heart regeneration (GSE64403) datasets
were explored using data-mining methods. The results showed
that the expression of atrium genes was increased in the harvested
heart ventricle tissue. This observation can be explained by
three interpretations. One possible mechanism is ventricular-to-
atrial trans-differentiation, leading to the local increase of atrium
cells. The second is atrium-like progenitor cell proliferation.
The third may be the atrium cell migration from the heart
atrium.We cannot exclude the other possibility. The discovery of
this phenomenon is solely dependent on the reanalysis of these
public data.

Verification of chamber-specific cells requires three pieces of
evidence in the wet procedure. They include gene expression
patterns, electrophysiological properties, and calcium sparks (30,
31). In the present study, a predefined atrium set was used in
GSEA analysis, and an in facto atrium cell marker, Sln, was used to
assess the atrium lineage. Adolfo J. de Bold proposed that, based
upon the association ofNppawith the atrial-specific granules, the
heart was an endocrine organ (32). We also found in the present
unbiased bioinformatics approach that atrial cardiomyocytes
displayed a secretory phenotype (Figure 1D). The heart was
regarded as an endocrine organ 30 years ago, and secretome
profiling was also the hallmark during cardiomyogenesis (33).
The expression of Nppa was an early and specific marker for the
differentiating working myocardium of the atria and ventricles
of the developing heart (34). However, our statistical analysis
did not support Nppa as the hallmark of the atrium phenotype.
Instead, Nppa is an accurate marker in clinical investigation
of cardiovascular diseases. Two separated enhancers govern
independent response during development and disease (34).

Frontiers in Cardiovascular Medicine | www.frontiersin.org 6 November 2020 | Volume 7 | Article 575275

https://www.frontiersin.org/journals/cardiovascular-medicine
https://www.frontiersin.org
https://www.frontiersin.org/journals/cardiovascular-medicine#articles


Zhen The Cue to Heart Regeneration

Instead, a recent study revealed that Sln is the true lineage marker
of atrium cells and has a conserved expression pattern. Early
work showed that Sln was upregulated during development and
downregulated by cardiac hypertrophy (26). Thus, the expression
of Sln is a perfect inner lineage control in our study. We found
that the expression of Sln mRNA was detected selectively in the
atria and not in myocardial infarction.

We hypothesized that the expression of atrium genes would be
increased in response to cardiac damage (Figure 4C). Myocardial
infarction (MI) is permanent damage to the heart muscle. The
microarray data, GSE775, was then recruited to support our
hypothesis. This mouse dataset is a time-series study intended
to compare normal-functioning left ventricles (lv) with infarcted
(ilv) and non-infarcted left ventricles (nilv). To double-check the
quality of the dataset and analysis pipeline, the Nppa expression
was assayed as it is the golden standard of cardiac diseases.
Reactivation of ventricularNppa expression is part of a conserved
adaptive change of molecular phenotype in response to heart
failure which serves both diagnostic and potential therapeutic
options (35, 36). The expression levels of Nppa were regressed
across the whole time points and upregulated in the ilv or nilv
samples while that in lv sample (sham counterpart) was kept
the same.

To further confirm the finding that the myocardial infarction
model was successful, the expression of Acta2 was checked as
it is an alternative marker that was used to corroborate the
finding (37). The upregulation of both Nppa and Acta2 at
the early stages indicates that the mouse model truly exhibits
the disease progression. To monitor the expression level of
the atrium genes, Nppa and manually curated atrium genes
(26, 38, 39) were plotted in the same heat map. The wave-
like expression pattern of Nppa (Figure 2C) was consistent
with the previous analysis (Figure 2A). However, there was no
change in expression of the atrium genes. The Sln expression is
consistent with the previous finding that the expression in the
heart ventricle was not upregulated during cardiac hypertrophic
remodeling. The GSEA analysis was then undertaken to increase
the power to detect the trend of expression direction. The result
showed that the expression level of the atrium dataset was
increased significantly.

To further confirm our finding that the expression of the
atrium gene set was upregulated, the atrium gene expression
pattern was verified in an independent dataset GSE64403,
which utilized the deep-sequencing method and was a heart
regeneration model. In the heart ventricle tissues, the atrium
genes were not scientifically increased and the same were
ventricle genes (Figure 3A). GSEA analysis was conducted and
showed that the increased expression of atrium genes was of
statistical significance. However, the harvested ventricle tissues
included other cell lineages besides cardiac ventricle cells. To
exclude this variable and identify the true source, the same group
of chamber genes was analyzed in the isolated heart ventricle
cells. The increased expression pattern can be identified in the
authentic atrium markers, Sln, Myl7, and Myl4 (Figure 3C).
The golden marker of atrium lineage, Sln, was analyzed and
compared between the surgical and sham groups of day 1. The

upregulated Sln expression was statistically significant (P < 0.05).
In the present study, we examined the effects of development and
cardiac hypertrophy on the expression of SlnmRNA in the heart.
We found that the expression of Sln was detected selectively in
the atria. Furthermore, Sln was upregulated during development
and downregulated by cardiac hypertrophy (26).

To ask what the upstream event of atrium gene reactivation
is, multiple comparisons ofAldh1a2 expression between different
groups in data set GSE64403 were performed. An early
study in zebrafish revealed that the injured heart at the
epicardium exhibited increased expression of Radhl2 using
mRNA probe hybridization. The P-values were adjusted using
the nbinomTest method in the DESeq2 package. The vAd
sample was from the region of adult mouse ventricular
myocardium. The vD1S was from the region of 1-day post-
sham surgery ventricular myocardium. The vD1R was from the
region of 1-day post-sham post-resection surgery ventricular
myocardium. The expression of Aldh1a2 from vD1R or
vD1S was increased compared with that from vAd (Padj <

0.001). Hox genes and retinoid receptors were also checked,
and they were upregulated at different stages. These results
indicate that at the earliest stage of myocardial infarction
or heart regeneration, the immune response elicited the
patterning process to be reactivated through the retinoid acid
signaling pathway, which mirrors the developmental progress in
cardiac development.

Numerous studies proposed that heart regeneration was
reactivation of the development pathways (10). Nevertheless, this
conclusion is not based upon the quantitative data. We here
used the bioinformatic analysis to infer that the ventricle–atrium
trans-differentiation might occur during the heart regeneration
or myocardial infarction in the mouse model due to the
reactivation of the body patterning event.

CONCLUSIONS

The present approach using the public datasets and data-
mining methods indicates that the increased expression of
atrium-specific genes is the hallmark of local response to
heart injury. The so-called atriumization then reveals possible
phenotype transformation during heart regeneration. This
kind of gene expression upregulation suggests that the heart
ventricle cells prefer withdrawing their default physiological
character and might be guided by the morphogen signal
to turn into atrium-like cells. Here, the regression to the
atrium cell in the damaged heart ventricle region might be
the first step in response to local immune cue and possibly
the phenomenon of atavism. In this sense, the atrium cardiac
chamber is the default evolutionary appearance order (40).
The cell-level reprogramming might be the fundamental
mechanism of priming heart regeneration. Impediment
of the process probably results in cardiomyocyte loss,
leading to myocardial infarction or regeneration failure.
Our work is only based upon the public data and needs to
be addressed by wet verification. The preliminary results
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will shed light on the future investigation on regeneration
medicine, however.

DATA AVAILABILITY STATEMENT

Publicly available datasets were analyzed in this study. This data
can be found here: GSE775; GSE1479; GSE64403.

AUTHOR CONTRIBUTIONS

YZ is the sole author of the present work, which means
that he made the conception design, acquisition, analysis, or
interpretation of data for the work. He drafted the work and
revised it critically for important intellectual content. He was the
author that takes the responsibility for the final approval of the
version to be published. He is also accountable for all aspects of
the work in ensuring that questions related to the accuracy or
integrity of any part of the work are appropriately investigated

and resolved. All authors contributed to the article and approved
the submitted version.

FUNDING

This work was supported by the National Natural Science
Foundation of China (Grant number 31000644 to YZ) and China
Medical Board Grant (to YZ).

ACKNOWLEDGMENTS

This manuscript has been released as a pre-print at bioRxiv (41).

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fcvm.
2020.575275/full#supplementary-material

REFERENCES

1. Frey N, Olson EN. Cardiac hypertrophy: the good, the bad, and the ugly.Annu

Rev Physiol. (2003) 65:45–79. doi: 10.1146/annurev.physiol.65.092101.142243

2. Menasche P. Cell therapy trials for heart regeneration - lessons

learned and future directions. Nat Rev Cardiol. (2018) 15:659–71.

doi: 10.1038/s41569-018-0013-0

3. Finan A, Richard S. Stimulating endogenous cardiac repair. Front Cell Dev

Biol. (2015) 3:57. doi: 10.3389/fcell.2015.00057

4. Talebian S, Mehrali M, Taebnia N, Pennisi CP, Kadumudi FB, Foroughi J, et al.

Self-healing hydrogels: the next paradigm shift in tissue engineering? Adv Sci.

(2019) 6:1801664. doi: 10.1002/advs.201801664

5. Abraham WT, De Ferrari GM. Novel non-pharmacological

approaches to heart failure. J Cardiovasc Transl Res. (2014) 7:263–5.

doi: 10.1007/s12265-014-9557-5

6. Lee EJ, Kim DE, Azeloglu EU, Costa KD. Engineered cardiac organoid

chambers: toward a functional biological model ventricle. Tissue Eng Part A.

(2008) 14:215–25. doi: 10.1089/tea.2007.0351

7. Teague BP, Guye P, Weiss R. Synthetic morphogenesis. Cold Spring Harb

Perspect Biol. (2016) 8:a023929. doi: 10.1101/cshperspect.a023929

8. Kobayashi T, Yamaguchi T, Hamanaka S, Kato-Itoh M, Yamazaki Y,

Ibata M, et al. Generation of rat pancreas in mouse by interspecific

blastocyst injection of pluripotent stem cells. Cell. (2010) 142:787–99.

doi: 10.1016/j.cell.2010.07.039

9. Pasumarthi KB, Field LJ. Cardiomyocyte cell cycle regulation. Circ Res. (2002)

90:1044–54. doi: 10.1161/01.RES.0000020201.44772.67

10. Zhen YS, Wu Q, Xiao CL, Chang NN, Wang X, Lei L, et al. Overlapping

cardiac programs in heart development and regeneration. J Genet Genomics.

(2012) 39:443–9. doi: 10.1016/j.jgg.2012.07.005

11. Zhen YS, Hui RT, Xiong JW. [Recent progress in heart regeneration]. Yi

Chuan. (2011) 33:1159–63. doi: 10.3724/SP.J.1005.2011.01159

12. Pasumarthi KB, Nakajima H, Nakajima HO, Soonpaa MH, Field LJ.

Targeted expression of cyclin D2 results in cardiomyocyte DNA synthesis

and infarct regression in transgenic mice. Circ Res. (2005) 96:110–8.

doi: 10.1161/01.RES.0000152326.91223.4F

13. Kimura W, Xiao F, Canseco DC, Muralidhar S, Thet S, Zhang HM, et al.

Hypoxia fate mapping identifies cycling cardiomyocytes in the adult heart.

Nature. (2015) 523:226–30. doi: 10.1038/nature14582

14. Price EL, Vieira JM, Riley PR. Model organisms at the heart of regeneration.

Dis Model Mech. (2019) 12:dmm040691. doi: 10.1242/dmm.040691

15. Zhang R, Han P, Yang H, Ouyang K, Lee D, Lin YF, et al. In vivo cardiac

reprogramming contributes to zebrafish heart regeneration. Nature. (2013)

498:497–501. doi: 10.1038/nature12322

16. Foglia MJ, Cao J, Tornini VA, Poss KD. Multicolor mapping of

the cardiomyocyte proliferation dynamics that construct the atrium.

Development. (2016) 143:1688–96. doi: 10.1242/dev.136606

17. Tarnavski O, McMullen JR, Schinke M, Nie Q, Kong S, Izumo S. Mouse

cardiac surgery: comprehensive techniques for the generation of mouse

models of human diseases and their application for genomic studies.

Physiol Genomics. (2004) 16:349–60. doi: 10.1152/physiolgenomics.00041.

2003

18. O’Meara CC, Wamstad JA, Gladstone RA, Fomovsky GM, Butty VL,

Shrikumar A, et al. Transcriptional reversion of cardiac myocyte fate

during mammalian cardiac regeneration. Circ Res. (2015) 116:804–15.

doi: 10.1161/CIRCRESAHA.116.304269

19. Ritchie ME, Phipson B, Wu D, Hu Y, Law CW, Shi W, et al. limma powers

differential expression analyses for RNA-sequencing and microarray studies.

Nucleic Acids Res. (2015) 43:e47. doi: 10.1093/nar/gkv007

20. Zhen Y. Atriumization Source Code at GitHub. a5ba280 ed. GitHub (2020).

21. Zhen Y. Authentic Code in Wet Lab, Bridging Dry and Wet Partners. GitHub:

Hackathon-Driven Tutorial Development (2017).

22. 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)

102:15545–50. doi: 10.1073/pnas.0506580102

23. Fresno C, Fernandez EA. RDAVIDWebService: a versatile R interface to

DAVID. Bioinformatics. (2013) 29:2810–1. doi: 10.1093/bioinformatics/btt487

24. Huang da W, Sherman BT, Lempicki RA. Systematic and integrative analysis

of large gene lists using DAVID bioinformatics resources. Nat Protoc. (2009)

4:44–57. doi: 10.1038/nprot.2008.211

25. Sepulveda JL. Using R and bioconductor in clinical

genomics and transcriptomics. J Mol Diagn. (2020) 22:3–20.

doi: 10.1016/j.jmoldx.2019.08.006

26. Minamisawa S, Wang Y, Chen J, Ishikawa Y, Chien KR, Matsuoka

R. Atrial chamber-specific expression of sarcolipin is regulated during

development and hypertrophic remodeling. J Biol Chem. (2003) 278:9570–5.

doi: 10.1074/jbc.M213132200

27. Nakano H, Williams E, Hoshijima M, Sasaki M, Minamisawa S, Chien KR,

et al. Cardiac origin of smooth muscle cells in the inflow tract. J Mol Cell

Cardiol. (2011) 50:337–45. doi: 10.1016/j.yjmcc.2010.10.009

28. Ogawa T, de Bold AJ. The heart as an endocrine organ. Endocr Connect. (2014)

3:R31–44. doi: 10.1530/EC-14-0012

29. Lepilina A, Coon AN, Kikuchi K, Holdway JE, Roberts RW, Burns

CG, et al. A dynamic epicardial injury response supports progenitor

cell activity during zebrafish heart regeneration. Cell. (2006) 127:607–19.

doi: 10.1016/j.cell.2006.08.052

Frontiers in Cardiovascular Medicine | www.frontiersin.org 8 November 2020 | Volume 7 | Article 575275

https://www.frontiersin.org/articles/10.3389/fcvm.2020.575275/full#supplementary-material
https://doi.org/10.1146/annurev.physiol.65.092101.142243
https://doi.org/10.1038/s41569-018-0013-0
https://doi.org/10.3389/fcell.2015.00057
https://doi.org/10.1002/advs.201801664
https://doi.org/10.1007/s12265-014-9557-5
https://doi.org/10.1089/tea.2007.0351
https://doi.org/10.1101/cshperspect.a023929
https://doi.org/10.1016/j.cell.2010.07.039
https://doi.org/10.1161/01.RES.0000020201.44772.67
https://doi.org/10.1016/j.jgg.2012.07.005
https://doi.org/10.3724/SP.J.1005.2011.01159
https://doi.org/10.1161/01.RES.0000152326.91223.4F
https://doi.org/10.1038/nature14582
https://doi.org/10.1242/dmm.040691
https://doi.org/10.1038/nature12322
https://doi.org/10.1242/dev.136606
https://doi.org/10.1152/physiolgenomics.00041.2003
https://doi.org/10.1161/CIRCRESAHA.116.304269
https://doi.org/10.1093/nar/gkv007
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1093/bioinformatics/btt487
https://doi.org/10.1038/nprot.2008.211
https://doi.org/10.1016/j.jmoldx.2019.08.006
https://doi.org/10.1074/jbc.M213132200
https://doi.org/10.1016/j.yjmcc.2010.10.009
https://doi.org/10.1530/EC-14-0012
https://doi.org/10.1016/j.cell.2006.08.052
https://www.frontiersin.org/journals/cardiovascular-medicine
https://www.frontiersin.org
https://www.frontiersin.org/journals/cardiovascular-medicine#articles


Zhen The Cue to Heart Regeneration

30. Zhang Q, Jiang J, Han P, Yuan Q, Zhang J, Zhang X, et al. Direct

differentiation of atrial and ventricular myocytes from human embryonic

stem cells by alternating retinoid signals. Cell Res. (2011) 21:579–87.

doi: 10.1038/cr.2010.163

31. Lee JH, Protze SI, Laksman Z, Backx PH, Keller GM. Human pluripotent

stem cell-derived atrial and ventricular cardiomyocytes develop from

distinct mesoderm populations. Cell Stem Cell. (2017) 21:179–94 e4.

doi: 10.1016/j.stem.2017.07.003

32. de Bold AJ. Thirty years of research on atrial natriuretic factor: historical

background and emerging concepts. Can J Physiol Pharmacol. (2011) 89:527–

31. doi: 10.1139/y11-019

33. Robert AW, Pereira IT, Dallagiovanna B, Stimamiglio MA. Secretome

analysis performed during in vitro cardiac differentiation: discovering

the cardiac microenvironment. Front Cell Dev Biol. (2020) 8:49.

doi: 10.3389/fcell.2020.00049

34. Sergeeva IA, Hooijkaas IB, Ruijter JM, van der Made I, de Groot

NE, van de Werken HJ, et al. Identification of a regulatory domain

controlling the Nppa-Nppb gene cluster during heart development

and stress. Development. (2016) 143:2135–46. doi: 10.1242/dev.

132019

35. Maisel AS, Duran JM, Wettersten N. Natriuretic peptides in heart failure:

atrial and B-type natriuretic peptides. Heart Fail Clin. (2018) 14:13–25.

doi: 10.1016/j.hfc.2017.08.002

36. Houweling AC, van Borren MM, Moorman AF, Christoffels VM. Expression

and regulation of the atrial natriuretic factor encoding gene Nppa

during development and disease. Cardiovasc Res. (2005) 67:583–93.

doi: 10.1016/j.cardiores.2005.06.013

37. Black FM, Packer SE, Parker TG, Michael LH, Roberts R, Schwartz RJ,

et al. The vascular smooth muscle alpha-actin gene is reactivated during

cardiac hypertrophy provoked by load. J Clin Invest. (1991) 88:1581–8.

doi: 10.1172/JCI115470

38. Hartung H, Feldman B, Lovec H, Coulier F, Birnbaum D, Goldfarb

M. Murine FGF-12 and FGF-13: expression in embryonic nervous

system, connective tissue and heart. Mech Dev. (1997) 64:31–9.

doi: 10.1016/S0925-4773(97)00042-7

39. Hailstones D, Barton P, Chan-Thomas P, Sasse S, Sutherland C, Hardeman E,

et al. Differential regulation of the atrial isoforms of the myosin light chains

during striated muscle development. J Biol Chem. (1992) 267:23295–300.

40. Simoes-Costa MS, Vasconcelos M, Sampaio AC, Cravo RM, Linhares VL,

Hochgreb T, et al. The evolutionary origin of cardiac chambers. Dev Biol.

(2005) 277:1–15. doi: 10.1016/j.ydbio.2004.09.026

41. Zhen Y. Reactivation of atrium genes is a primer for heart infarction or

regeneration. bioRxiv [Preprint]. (2020). doi: 10.1101/2020.04.02.021030

Conflict of Interest: The author declares 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 © 2020 Zhen. 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 Cardiovascular Medicine | www.frontiersin.org 9 November 2020 | Volume 7 | Article 575275

https://doi.org/10.1038/cr.2010.163
https://doi.org/10.1016/j.stem.2017.07.003
https://doi.org/10.1139/y11-019
https://doi.org/10.3389/fcell.2020.00049
https://doi.org/10.1242/dev.132019
https://doi.org/10.1016/j.hfc.2017.08.002
https://doi.org/10.1016/j.cardiores.2005.06.013
https://doi.org/10.1172/JCI115470
https://doi.org/10.1016/S0925-4773(97)00042-7
https://doi.org/10.1016/j.ydbio.2004.09.026
https://doi.org/10.1101/2020.04.02.021030
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/cardiovascular-medicine
https://www.frontiersin.org
https://www.frontiersin.org/journals/cardiovascular-medicine#articles

	Reactivation of Atrium Genes Is a Primer for Heart Infarction or Regeneration
	Introduction
	Methods
	Data Sources
	Collation of Atrium-Specific Genes
	Source Code Management
	Data Analysis Tools

	Results
	Atrium-Specific Genes Curated From the Public Dataset
	Expression of the Atrium Gene Set Was Rekindled in Myocardial Infarction
	Expression of the Atrium Gene Set Was Enlightened in Heart Regeneration
	RA Signaling Upstream of Patterning Was Activated

	Discussions
	Conclusions
	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


