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Abstract: The coronavirus disease 19 (COVID-19) is a global pandemic caused by severe acute
respiratory syndrome coronavirus 2 (SARS-CoV-2), which has a rapidly increasing prevalence and
has caused significant morbidity/mortality. Despite the availability of many vaccines that can offer
widespread immunization, it is also important to reach effective treatment for COVID-19 patients.
However, the development of novel drug therapeutics is usually a time-consuming and costly
process, and therefore, repositioning drugs that were previously approved for other purposes could
have a major impact on the fight against COVID-19. Here, we first identified lung-specific gene
regulatory/interaction subnetworks (COVID-19-related genes modules) enriched for COVID-19associated genes obtained from GWAS and text mining. We then screened the targets of 220 approved
drugs from DrugBank, obtained their drug-induced gene expression profiles in the LINCS database,
and constructed lung-specific drug-related gene modules. By applying an integrated network-based
approach to quantify the interactions of the COVID-19-related gene modules and drug-related gene
modules, we prioritized 13 approved drugs (e.g., alitretinoin, clocortolone, terazosin, doconexent,
and pergolide) that could potentially be repurposed for the treatment of COVID-19. These findings
provide important and timely insights into alternative therapeutic options that should be further
explored as COVID-19 continues to spread.
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1. Introduction
Over the course of the past two years, a novel acute respiratory disease, coronavirus
disease 2019 (COVID-19), has emerged as a global pandemic and resulted in significant
loss of human life. COVID-19 is caused by severe acute respiratory syndrome coronavirus
2 (SARS-CoV-2), a positive-stranded RNA virus [1] that shares 79% of its genome sequence
with severe acute respiratory syndrome coronavirus (SARS-CoV) [2,3]. SARS-CoV-2 is
highly transmissible, and the presence of many undocumented/asymptomatic individuals
has facilitated rapid viral spread [4]. Since the outbreak of the COVID-19 pandemic,
SARS-CoV-2 has infected over 245 million people and led to more than 4.9 million deaths
worldwide [5]. Although the majority of infected individuals do not suffer serious clinical
symptoms, a notable proportion (15–30%) of those hospitalized with COVID-19 will become
severely ill and have a significant mortality risk [6]. The burden of severe COVID-19 cases
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is especially large in the elderly, as well as those with chronic diseases such as obesity,
hypertension, diabetes, and cardiovascular diseases [7].
The danger of the pandemic has been exacerbated by the lack of effective therapeutics
for the treatment and prevention of the disease. Several leading vaccines developed
for COVID-19 are currently approved in several countries [8]; however, their efficacy to
generate immunity for SARS-CoV-2 in human populations remains to be seen, as the virus
continually mutates. A number of drugs have been approved or advanced into clinical trials
for COVID-19, but the therapeutic effect for severe COVID-19 cases is far from ideal and
requires further research. According to the COVID-19 Treatment Guidelines of America,
dexamethasone and remdesivir are the most well-recommended therapeutic approaches
that are currently available [9]. However, the various clinical trials of remdesivir have
reported contradictory results [10]. The latest such study, the World Health Organization
(WHO) solidarity trial, found that remdesivir has little or no beneficial effect in hospitalized
COVID-19 patients [11]. While dexamethasone is recommended for the treatment of
critically ill patients [12], this treatment could only moderately reduce mortality (summary
odds ratio, 0.66). Although some treatments are effective for COVID-19 patients, each has
some limitations [6]. Therefore, more effective and safer drugs are still urgently needed, as
the incidence of COVID-19 continues to rapidly increase.
Drug repurposing refers to the discovery of novel indications for previously approved
drugs without the need for de novo drug development [13]. It has become a promising technique for drug discovery, as it can drastically shorten the time and reduce the overall cost
of therapeutic development. There are several successful examples of drug repositioning,
including (1) dimethyl fumarate, originally approved for psoriasis, which was repurposed
to treat multiple sclerosis, and (2) sildenafil, developed for hypertension, which was repositioned to treat erectile dysfunction [14]. Drug repositioning for COVID-19 has become a
major focus of the current research in order to identify alternative therapeutic approaches
that are effective in the interim as novel drugs are being developed [13]. Network-based
drug repurposing approaches have been widely used to discover therapeutics for the
treatment of various human diseases [15].
In this study, we performed an integrative network-based drug repurposing analysis [16] to identify previously approved drugs that may be effective for COVID-19 intervention. We identified a number of drugs that may have therapeutic efficacy in COVID-19
patients that should be followed up in clinical trials and validation experiments.
2. Materials and Methods
2.1. Overview of the Computational Procedure
Our analytical workflow to repurpose drugs for COVID-19 is composed of five steps,
as shown in Figure 1. First, significant genes associated with COVID-19 were identified
from previous genome-wide association studies (GWAS) [17] and through text mining in
the literature (Figure 1, step 1). Second, we integrated the lung-specific transcriptional regulatory network [18] with the lung-specific human protein–protein interaction network [19]
to construct a lung-specific background network (Figure 1, step 2). Third, we screened
the approved drugs and their targets from DrugBank [20], along with drug-induced gene
expression profiles from the Library of Integrated Cellular Signatures (LINCS) [21], to construct drug-related gene modules (Figure 1, step 3). Fourth, we determined which network
modules in the lung-specific background network are enriched for COVID-19-associated
genes, termed lung-specific COVID-19 gene modules (Figure 1, step 4). Similarly, we
mapped drug targets/signature genes to the lung-specific background network to construct
lung-specific drug-related gene modules (Figure 1, step 4). Finally, to evaluate the potential
drug-induced effects on COVID-19 patients, a proximity score was calculated between the
lung-specific COVID-19 gene modules and the lung-specific drug-related gene modules
(Figure 1, step 5). The detailed approaches for each step are described below.
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search terms were the same as the MeSH terms above. Finally, the search objects were
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limited to humans. All of the PubMed abstracts were downloaded on 20 October 2020. We
extracted the genes mentioned in the downloaded PubMed abstracts with the R package
pubmed.mineR [26]. In the Open Targets Platform, we performed a disease search with
the keyword COVID-19 to identify the genes associated with COVID-19 (downloaded on
20 October 2020). COVID-19-related genes selected by text mining from both data sources
were abbreviated as “text mining genes” in the following.
To refine the list of COVID-19-related genes, we combined GWAS genes and text
mining genes using the following approach. First, we performed a gene set enrichment
analysis (GSEA) of the GWAS genes by using the online tool Enrichr [27]. Second, we
performed another GSEA by using both GWAS genes and text mining genes and selected
those genes that were included in the “significant pathways” as the filtered COVID-19associated genes (termed COVID-19 genes). The pathways/functional terms were obtained
from Biocarta, GO (Gene Ontology) biological processes, Humancyc, Kyoto Encyclopedia
of Genes and Genomes (KEGG), NCI-Nature, Panther, Reactome, and WikiPathways.
2.3. Construction of Lung-Specific Background Molecular Network
A lung-specific background network was constructed by integrating the lung-specific
transcriptional regulatory [18] and protein–protein interaction (PPI) networks. The lungspecific transcriptional regulatory network was obtained from FANTOM5 [28]. A cut-off
value of 0.15 for the edge weights was used to obtain reliable interactions. This value
was determined by considering the following three factors [16]: (a) there were no/few
nodes in the network with a weight over 0.5, (b) the threshold of edge weights smaller than
0.1 significantly increased the false positives, and (c) the threshold of 0.15 ensured that at
least 25% of the nodes in the regulatory network were also included in the PPI network.
The lung-specific PPI network was derived from the Human Reference Interactome
(HuRI) [19]. HuRI is a systematically generated human protein interactome map, which
includes more than 50,000 PPIs with high biophysical quality, as measured by a yeast twohybrid (Y2H) and verified in independent assays [19]. Based on the RNA-Seq expression
profiles of the lung tissue from the Genotype-Tissue Expression (GTEx) project [29], we
selected lung-related genes, which are genes with median TPM (Transcripts Per Million)
values ≥ 1 in the lung tissue. Previous studies have shown that disease-associated genes
and drug-targeted genes are expressed in diseased tissues [30,31]. To detect the diseaserelated and drug-related gene modules from the lung-specific background molecular
network (see Section 2.5), genes with a low expression in lung tissue (TPM < 1) were
removed.
Subsequently, the lung-specific regulatory and PPI networks were integrated into
a lung-specific background network, which is composed of the nodes and edges of the
lung-specific regulatory network and their first neighbors in the lung-specific PPI network.
2.4. Screening of Drug Information
All available drug information was downloaded from DrugBank [20] (version 5.1.7,
published date: 2 July 2020, obtained on 3 August 2020) and LINCS [21]. We extracted
the development stage, targets, and pharmacological actions for each drug. The drugs
were retained for subsequent analyses if they had an approved status, were included in the
lung-specific background network, and had a known pharmacological action (Figure 2).
Additionally, the gene expression profiles associated with drugs (top 100 upregulated and
top 100 downregulated genes) in special cell lines (HCC515: obtained from a lung tissue
of carcinoma sample) were obtained from RESTful API (https://clue.io/, accessed on
10 October 2020). If the special cell lines were treated with different drug concentrations,
we chose the concentrations with the highest strength parameters (distil_ss).
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Processes 2022, 10, 326

6 of 16

where T represents the drug-related module, S represents the COVID-19-related module,
and d (s,t) is the closest distance between nodes s and t. Normalizing this measurement
with the diameter of the lung-specific background network and considering the linear
transformation 1−dc, norm defines a score in [0,1]. To evaluate the biological function similarity between the drug- and COVID-19-related modules, we calculated a similarity score
in [0,1] using their GO annotation (biological processes) with the R package GoSemSim [35].
Summing the 1−dc, norm and biological function similarity results in the final score, which
takes values in [0,2]:

Closest(S, T) = (1 −
= Score in [0, 2]

1
|T |

∑t∈T mind(t, s)
s∈S

Diam(network)

) + Semantic similarity measure

(2)

We then constructed a reference score distribution of random drug-related modules to
assess the statistical significance of our results using the following strategy: (1) we selected
a random drug target protein in the same degree bin as the original target, (2) random druginduced gene expression profiles were selected, maintaining the same internal distances as
the original module in the lung-specific background network, and (3) random modules of
drugs were constructed using the shortest paths connecting the random target and drug
expression files in the lung-specific background network. We considered drugs with a score
larger than 95% of the reference distribution scores to be statistically significant [16]. A
higher proximity score indicates that the drug-related gene module is closer to the COVID19 gene module and/or the genes of the two modules have a higher similarity in biological
functions. Therefore, drugs with higher proximity scores are more likely candidates for
affecting the prognosis and outcome of COVID-19 patients.
3. Results
3.1. Identification of Genes Associated with COVID-19
GWAS has been commonly used to detect disease-associated genetic variants [37], and
GWAS-associated genes have been identified as drug targets in drug repurposing for complex diseases [38]. One hundred and forty-five significant SNPs (Supplementary Table S2)
associated with COVID-19 were selected from The COVID-19 Host Genetics Initiative
GWAS summary statistics. The fine-mapping analysis revealed nine SNPs with a high
probability of causality (rs17763537, rs75826707, rs35044562, rs951347446, rs912805253,
rs1131476, rs4238034, rs6517153, and rs2229207), which were annotated to 26 genes. We further obtained 265 PubMed abstract-derived genes and 265 Open Targets Platform-derived
genes for COVID-19 (Figure 3a and Supplementary Table S3). Among the 472 unique
COVID-19-associated genes derived from different data sources, 164 were significantly
enriched (FDR < 0.01) in 35 pathways/functional terms (Figure 4 and Supplementary Table S4). Several of these functional terms are related to viral infection, including the negative
regulation of viral genome replication (GO:0045071) and negative regulation of the viral
life cycle (GO:1903901). A number of other functional terms were related to the immune
system, such as the chemokine-related signaling pathway (e.g., inflammation mediated
by the chemokine and cytokine signaling pathways), cytokine-mediated signaling pathway (GO:0019221), and IFN-alpha signaling pathway. Chemokine signaling is essential
to coordinate cell migration in health and disease and is critical to specifically govern
cell positioning in space and time [39]. Cytokines play a critical role in immune function,
and the abnormal activation of cytokine pathways could impair tissue homeostasis and
amplify the inflammatory response. Additionally, the GSEA of the 164 genes was enriched
for disease genes that were associated with infections, virus diseases, and pneumonitis
(Figure 3b) based on DisGeNET [40].
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3.2. Lung-Specific COVID-19-Related Gene Modules
The lungs are the primary pathological organs of COVID-19, and pneumonia is the
most common complication in hospitalized COVID-19 patients [41]. Hence, we selected
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3.2. Lung-Specific COVID-19-Related Gene Modules
The lungs are the primary pathological organs of COVID-19, and pneumonia is the
most common complication in hospitalized COVID-19 patients [41]. Hence, we selected the
lung tissue as the most relevant tissue of COVID-19. The lung-specific background network
we constructed contained 3811 nodes and 11,960 edges (Figure 5a and Supplementary
Table S5), including 53 nodes that overlapped with the COVID-19 genes. Construction of
Processes 2022, 10, x FOR PEER REVIEWthe lung-specific background network could help to further identify COVID-19-related
9 of 17
functional modules. As studies suggest, gene function is closely associated with the tissue
and disease considered [42–44].

Figure 5. (a) The lung-specific background network. The different colors represented different
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ules. (b–d) The 3 COVID-19-related gene modules. Module red contains 903 genes, module blue
contains 24 genes, and module green contains 46 genes. The size of the nodes is correlated with their
contains 24 genes, and module green contains 46 genes. The size of the nodes is correlated with their
degree centrality in the network.
degree centrality in the network.
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module)
in the three
molecular
interaction network
[45-47].(Figure
In the 5b–d
lung-specific
backnetwork,
we detected
COVID-19-related
gene modules
and Supplemenground network, we detected three COVID-19-related gene modules (Figure 5b–d and
Supplementary Table S6). The KEGG and Reactome enrichment analyses of these COVID19-related gene modules highlighted a number of important biological pathways (Figure
6). The genes of module 1 were mainly enriched in pathways such as cytokine–cytokine
receptor interactions, the chemokine signaling pathway, and signaling by interleukins.
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tary Table S6). The KEGG and Reactome enrichment analyses of these COVID-19-related
gene modules highlighted a number of important biological pathways (Figure 6). The
genes of module 1 were mainly enriched in pathways such as cytokine–cytokine receptor
interactions, the chemokine signaling pathway, and signaling by interleukins. The genes of
module 2 were mainly enriched in pathways such as the NF-kappa B signaling pathway,
T17 cell differentiation, and signaling by interleukins. The genes of module 3 were mainly
enriched in pathways such as complement and coagulation cascades and regulation of the
Processes 2022, 10, x FOR PEER REVIEW
10 were
of 17 significantly
complement cascade. Additionally, we observed that the module 1 genes
enriched in Gene Ontology pathways related to morphogenesis and the development of
lung, heart, renal, gland, and vessel (Supplementary Figure S1), including epithelial tube
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SARS-CoV-2 is damaging to multiple organs [48,49], which is consistent with the outthe clinical setting. These findings support the relevance of the identified COVID-19 gene
comes observed in the clinical setting. These findings support the relevance of the identimodules, including the dysregulation or imbalance of immune cells and cytokines [50].
fied COVID-19 gene modules, including the dysregulation or imbalance of immune cells
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Figure
6. Functional
annotations
of the 3 of
COVID-19-related
gene modules.
(a) KEGG
and (b)
Figure
6. Functional
annotations
the 3 COVID-19-related
gene
modules.
(a)ReacKEGG and (b) Retome
pathway
enrichment
analyses
of
the
903
genes
in
module
1.
(c)
KEGG
and
(d)
Reactome
actome pathway enrichment analyses of the 903 genes in module 1. (c) KEGGpathand (d) Reactome
way enrichment analyses of the 20 genes in module 2. (e) KEGG and (f) Reactome pathway enrichpathway
enrichment
analyses
of
the
20
genes
in
module
2.
(e)
KEGG
and
(f)
Reactome
pathway
ment analysis of the 46 genes in module 3.

enrichment analysis of the 46 genes in module 3.
3.3. Drug Repurposing
To identify which drugs potentially act on the COVID-19-related gene modules, we
filtered 220 approved drugs from DrugBank and constructed drug-related gene modules.
By calculating the proximity scores [16] between the COVID-19-related gene modules and
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3.3. Drug Repurposing
To identify which drugs potentially act on the COVID-19-related gene modules, we
filtered 220 approved drugs from DrugBank and constructed drug-related gene modules.
By calculating the proximity scores [16] between the COVID-19-related gene modules and
drug-related gene modules, we identified 47 drugs (Supplementary Table S7) that may have
potential therapeutic value for COVID-19 patients. To select the most promising drugs that
can be repurposed to treat COVID-19, further filtration and optimization were performed
as follows. First, we excluded those drugs with serious side effects and contraindications
for COVID-19 patients, according to the information from the DrugCentral platform [52]
and DrugBank descriptions [20]. Second, among those drugs that had the same target,
we excluded some drugs that had a reverse pharmacological action compared to the
therapeutic drugs. For example, dexamethasone is an agonist of the NR3C1 receptor, and it
has a treatment effect for severe COVID-19 patients. Hence, we removed the drugs that
were antagonists/inhibitors of the NR3C1 receptor. After the filtration, we revealed 13
promising COVID-19 repurposing candidates with literature-reported antiviral or antiinflammation evidence (Table 1).
Table 1. Promising candidate drugs for COVID-19 treatment.
Drug IDs

Drug Name

Targets

Action

Score

Module

DB00523
DB00459
DB00755
DB00838
DB00223
DB00180
DB13867
DB00450
DB01162
DB00797
DB03756
DB03756
DB03756
DB01241
DB01241
DB01241
DB01186

alitretinoin
acitretin
tretinoin
clocortolone
diflorasone
flunisolide
fluticasone
droperidol
terazosin
tolazoline
doconexent
doconexent
doconexent
gemfibrozil
gemfibrozil
gemfibrozil
pergolide

RXRB
RARG
RARG
NR3C1
NR3C1
NR3C1
NR3C1
ADRA1A
ADRA1A
ADRA1A
PPARA
PPARA
PPARA
PPARA
PPARA
PPARA
DRD2

agonist
agonist
agonist
agonist
agonist
agonist
agonist
antagonist
antagonist
antagonist
ligand
ligand
ligand
agonist
agonist
agonist
agonist

1.731911
1.663944
1.754273
1.468
1.458
1.468551
1.45833
1.65669
1.660944
1.641605
1.674037
1.452954
1.470426
1.640439
1.444263
1.464193
1.500818

1
1
1
2
2
2
2
1
1
1
1
2
3
1
2
3
1

4. Discussion
In this study, we presented an integrative network-based analysis to rapidly identify
previously approved drugs that may potentially be repositioned for the treatment of
COVID-19. We identified 164 COVID-19 genes and three disease-related gene modules.
The GSEA of the disease genes and modules indicated that they have a high degree of
correlation with immune system functionality. Finally, we found 47 drugs that might
influence the outcome of COVID-19 patients and highlighted 13 of the most promising
candidates.
4.1. Retinoids
We identified three drugs (acitretin, alitretinoin, and tretinoin) belonging to the
retinoids that may benefit COVID-19 patients. Retinoids are a family of molecules related
to vitamin A, including retinyl-esters, all-trans-retinal, and all-trans-retinoic acid [53]. They
are commonly used to treat severe cystic acne, psoriasis, and other disorders of keratinization [20]. Many studies have indicated the immune-modulating effects of retinoids, such as
modulating T-cell activation [54], increasing the expression of interleukin-2 receptor and associated interferon (IFN)-γ levels [55]. Tretinoin and acitretin have been confirmed to inhibit
SARS-CoV-2 replication through high-throughput analysis [56]. Isotretinoin, a retinoid
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derivative of vitamin A, has also been advanced into clinical trials (NCT04361422 and
NCT04353180) of COVID-19. However, it is currently unclear how the retinoids inhibit
SARS-CoV-2 replication. Given that SARS-CoV and Middle East respiratory syndrome
coronavirus (MERS-CoV) can inhibit Type I interferon (IFN-I)-mediated antiviral responses,
some articles have suggested that retinoids may stimulate the secretion and potentiate the
effects of IFN-I to play an antiviral role in COVID-19 patients [57,58].
4.2. Glucocorticoids (GCs)
We found that four GCs (clocortolone, diflorasone, flunisolide, and fluticasone) may
influence the clinical outcomes of COVID-19 patients. GCs have been shown to play an
important role in anti-inflammatory and immunosuppressive activities, and GCs have been
widely used to treat autoimmune and inflammatory disorders [59]. Dexamethasone is a
GC that has been reported to decrease mortality and shorten the hospital stays of COVID19 patients who require mechanical ventilation or nonventilated oxygen therapy [60]. At
present, dexamethasone is the first and only drug that has been shown to improve the
survival rate of severe COVID-19 patients. However, the early use of GCs did not decrease
mortality or the need for mechanical ventilation of COVID-19 patients [61]. The success of
treatment with GCs may depend on the inflammation severity. GCs might help prevent the
alveolar/pulmonary damage induced by the cytokine and chemokine storm that occurs
in the most critically ill patients. Several studies have indicated that severe cases may
benefit from the treatment of GCs [62,63]. In addition to dexamethasone (the score of
dexamethasone was less than the 95 percentile of the reference distribution scores, so
we did not present it in our results), many other GCs have advanced into clinical trials,
such as methylprednisolone (NCT04263402), budesonide (NCT04355637), hydrocortisone
(NCT02735707), and prednisone (NCT04359511).
4.3. Alpha-1A Adrenergic Receptor Antagonists
We found three antagonists of the alpha-1 adrenergic receptor (droperidol, terazosin,
and tolazoline) that could be repurposed to treat COVID-19 patients. The alpha-1 adrenergic receptor antagonists are used to treat hypertension and symptomatic benign prostatic
hypertrophy by inhibiting smooth muscle contraction [20]. One previous study indicated
that the alpha-1A adrenergic receptor (α1-AR) is involved in the development of the cytokine storm [64]. In general, the cytokine storm is accompanied by a massive increase in
catecholamines [65]. Catecholamine excess stimulates immune cells to secrete an overabundance of interleukin 6 (IL-6) and other cytokines, which could result in tissue damage [64].
Therefore, blocking the catecholamine–cytokine axis may be effective to prevent tissue
damage caused by the cytokine storm. It has been reported that α1-AR antagonists help
mitigate the cytokine storm and reduce mortality in mice [65]. Additionally, the preprinted
results from a recent retrospective clinical group study revealed that α1-AR antagonists
could regulate immune responses and prevent COVID-19 patients from developing into
severe cases [66]. Based on these results, prazosin (NCT04365257) has been advanced into
clinical trials for COVID-19.
4.4. Peroxisome Proliferator-Activated Receptor Alpha (PPARα)-Related Drugs
We identified two drugs (doconexent and gemfibrozil) that might have anti-inflammatory
effects on COVID-19 patients via the activation of PPARα. PPARα is a member of the peroxisome proliferator-activated receptors (PPARs), which consists of three nuclear receptor
isoforms: PPARα, PPARδ, and PPARγ [67]. Previous studies have shown that PPARα
can repress inflammatory activity both in vitro and in vivo [68]. For instance, PPARα-free
mice showed a sustained inflammatory response stimulated by Leukotriene B4 (LTB4) or
arachidonic acid [69]. PPARα agonists could reduce the expression of acute-phase proteins
such as fibrinogen, C-reactive protein, and IL-6 [70].
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4.5. Dopamine Receptor D2 (DRD2)-Related Drugs
We identified pergolide, which may have a therapeutic effect on COVID-19, through
the activation of DRD2. DRD2 is a common target of antipsychotic drugs and Parkinson’s
disease medication [71], and its G protein-coupled receptor inhibits adenylyl cyclase activity. Additionally, DRD2 can modulate cytokine production, activation, and proliferation
in immune cells [72,73]. As a DRD2 agonist, dopamine, a potential anti-inflammatory
drug, significantly inhibits the expression of proinflammatory factors secreted by M1
macrophages [74]. According to a questionnaire-based study of COVID-19 patients, those
who received treatment with either amantadine or memantine (DRD2 agonist) did not
present any clinical manifestations [75]. These results indicate the protective effects of
adamantane by attenuating the manifestations of COVID-19 patients (the score of adamantane is less than the 95th percentile of the reference distribution scores, so we did not present
it in our results). Amantadine and memantine have also displayed moderate antiviral effects in models for the bovine coronavirus, mouse hepatitis virus, human coronavirus OC43,
and SARS-CoV [76]. Memantine has been reported to reduce SARS-CoV-2 virulence by
decreasing ACE2 receptor expression and reducing oxidative stress and inflammation [77].
In addition to the drugs discussed above, we also found a number of other approved
drugs that might be worthy to explore for treating COVID-19 patients (Supplementary
Table S7). Thalidomide is used for some immunological disorders, and recent research
suggests that thalidomide (NCT04273529) can be used to suppress the cytokine storm and
modulate immune functions in COVID-19 patients [78]. Fostamatinib has been approved
to treat chronic immune thrombocytopenia by inhibiting the spleen tyrosine kinase (SYK),
and it has been reported that fostamatinib (NCT04581954) may be a potent drug for the
treatment of acute lung injury (ALI) caused by SARS-CoV-2 [79]. Liothyronine is the active
form of thyroxine that is used to treat thyroid hypofunction and myxedema coma [20]. Due
to the protective effect in virally infected tissue and antiapoptotic action, triiodothyronine
(NCT04348513) has been used to treat critically ill COVID-19 patients in a clinical trial [80].
To demonstrate the reliability of our results, we conducted a systematic review of the
literature. Seventeen of the 47 drugs presented in our study are verified to have a positive
effect on SARS-CoV-2 by previous studies in vitro, in vivo, or clinical trials. The associated
references are presented in Supplementary Table S7.
While the network-based approach for drug repurposing has identified some potential
candidates in our study, there are still a few limitations to be considered. First, the analysis
was conducted using a tissue-level background network, but in the future, it may be
worthwhile to explore background networks at the cell level (such as endothelium or
immune cells). Second, some notable drugs were not prioritized in our results, such as
dexamethasone and adamantane. This is at least partially due to the limitations of networkbased proximity and semantic similarity due to the incompleteness of the current PPI
network and Gene Ontology annotation sets. Third, the SARS-CoV-2–host interactome was
not considered in the analysis. This may impede the identification of some effective drugs
that specifically block viral infection and suppress viral replication. Lastly, the identified
repurposing candidates still require prospective validation in vitro or in vivo to determine
if they are able to enhance the body’s antivirus immune function.
At present, despite great effort, many COVID-19 patients have succumbed to their
condition due to invalid treatment. The FDA-approved and clinically used drugs are
only partially effective for COVID-19 patients. Therefore, novel therapeutic strategies
still need to be explored. Previous studies have reported many different methods for
drug repurposing [81]. Due to the inconsistent input data and the calculation method,
different results will be obtained. However, there is no perfect approach to get the best
results [82]. Our study used different methods and data from previous drug repurposing
research of COVID-19, obtained some different results, and conducted literature verification.
Our research represents a significant step towards identifying novel, effective therapeutic
drugs. Our recommendations are immune-regulated drugs. Therefore, we suggest that
experimental validation of these recommended drugs in our study should preferably be
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performed in vivo rather than in vitro (absence of the immune system). It is our hope
that the drugs prioritized by this network-based computational approach will be further
explored in clinical trials to validate their efficacy and effectiveness.
Supplementary Materials: The following supporting information can be downloaded at https:
//www.mdpi.com/article/10.3390/pr10020326/s1, Supplementary Figure S1: Gene Ontology enrichment pathways of genes in module 1. Supplementary Table S1: Total 52 types of annotations used
with resources and descriptions. Supplementary Table S2: 145 SNPs were selected from the original
GWAS data at the genome-wide significance level. Supplementary Table S3: COVID-19 related genes
derived from 3 data sources. Supplementary Table S4: Significant pathways enriched for COVID-19
associated genes identified by GWAS. Supplementary Table S5: Lung-specific background network
of COVID-19. Supplementary Table S6: Genes included in the 3 COVID-19 related gene modules.
Supplementary Table S7: 46 approved drugs that could influence the outcome of COVID-19 patients.
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