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Elevation in viral entry genes 
and innate immunity compromise 
underlying increased infectivity 
and severity of COVID‑19 in cancer 
patients
Jennifer Yin Yee Kwan1,2,11, Liang‑Tzung Lin3,4,11, Rachel Bell5,11, Jeffrey P. Bruce5, 
Christopher Richardson6,7, Trevor J. Pugh5,8 & Fei‑Fei Liu1,2,5,9,10*

Multiple studies have reported a doubling in risk of Coronavirus Disease-2019 (COVID-19) among 
cancer patients. Here, we examine the potential biological rationale behind this recurrent 
epidemiological observation. By leveraging large-scale genome-wide transcriptional data of normal 
and malignant tissues from adults and children, we found evidence of increased expression of 
SARS-CoV-2 viral entry genes in the cancer state, particularly in respiratory, gastrointestinal, and 
genitourinary tract tissues, with decreased expression in pediatric vs. adult samples. Additionally, 
by interrogating the temporal effects of radiotherapy on human peripheral blood mononuclear 
and mucosal cells, we observed important treatment-related alterations in host innate immunity, 
specifically type I interferon responses. Overall, cancers enhance expression of critical viral entry 
genes, and innate viral defenses can be dysregulated transiently during radiation treatments. These 
factors may contribute to the observed increased susceptibility to SARS-CoV-2 entry and severity of 
COVID-19 in cancer patients.

Currently, cancer patients comprise a greater than expected proportion of all patients who have Coronavirus 
Disease-2019 (COVID-19). Initial studies in Wuhan, China reported that approximately 1 in 14 hospitalized 
COVID-19 patients had cancer1. A subsequent nationwide analysis in China reported that 18 out of 1,590 
COVID-19 cases had a medical history of cancer, with an incidence of 1% compared to 0.29% in the general 
population2. Furthermore, the odds ratio of a cancer patient being infected compared to other members of the 
community has been reported to be 2.31 (95% CI 1.89–3.02)3. A systematic review and meta-analysis showed the 
pooled prevalence of cancer was 3.50% (95% CI 1.70–5.80) and pooled risk ratio for a cancer patient to develop 
severe disease to be 1.76 (95% CI 1.39–2.23) across 20 studies and 32,404 patients from the United States, United 
Kingdom, Italy, Singapore, Thailand, France, India, South Korea, as well as China4. These data are corroborated 
by our own institutional experience, whereby routine COVID testing for all cancer patients during March to 
June 2020 showed a positivity rate of 0.83% (29/3,491), on a background of 2,191 active COVID-19 cases in a 
metropolitan population of 2.9 M in Toronto, Canada (0.08%)5,6.

Characteristically, coronavirus (CoV) infection begins with viral entry that is mediated by the transmembrane 
spike (S) glycoprotein. This process entails (i) host cell receptor binding by the S1 subunit, and (ii) proteolytic 
cleavage to yield the activated S2 subunit, which mediates virus-cell fusion and entry at the endosomes7 (Fig. 1). 
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Similar to the closely related SARS-CoV, SARS-CoV-2, the novel coronavirus responsible for COVID-19, uses 
the angiotensin-converting enzyme 2 (ACE2) type I membrane protein as its primary receptor in cross-species 
and human-to-human transmission, which occurs primarily via respiratory droplets and contact7–12. In addi-
tion to the respiratory tract and lungs, human ACE2 is broadly expressed in many organs including the heart, 
kidney and intestine. This is consistent with non-respiratory symptoms in COVID-19 patients such as acute 
cardiac injury, renal failure, and diarrhea9,13–15. A risk map based on ACE2 expression has identified the respira-
tory tract, esophagus, lung, heart, kidney, ileum and bladder as highly vulnerable organs13. Specifically, there is 
enriched ACE2 expression in type II alveolar cells (AT2), myocardial cells, proximal tubules of the kidney, ileum 
and esophageal epithelial, and bladder urothelial cells13. In addition to ACE2, host cell serine protease trans-
membrane protease serine 2 (TMPRSS2) is also important for the S glycoprotein activation for fusion16. Unlike 
SARS-CoV, the SARS-CoV-2 spike protein contains a polybasic cleavage site at the S1/S2 junction, which can be 
cleaved by furin, leading to efficient cell-to-cell transmission, possibly increasing COVID-19 disease severity17. 
Other important host cell factors that contribute to SARS-CoV-2 entry include phosphatidylinositol 3-phosphate 
5-kinase (PIKfyve), lysosomal two pore channel subtype 2 (TPC2), and endosomal cysteine protease cathepsin L 
(CTSL)11. Overall, a number of factors facilitate entry of SARS-CoV-2 during COVID-19; amongst these, ACE2, 
TMPRSS2, and CTSL have been repeatedly identified as central viral entry factors, as summarized in Fig. 1.

Figure 1.   Routes of coronavirus entry. Severe acute respiratory syndrome coronavirus-2 (SARS-CoV-2) 
contains a transmembrane spike (S) glycoprotein, which is important for (i) host cell receptor binding by 
the S1 subunit, and (ii) subsequent S2 subunit activation via S protein proteolytic cleavage to mediate virus-
cell fusion and entry. There are two major routes of viral activation: Route A: When angiotensin-converting 
enzyme 2 (ACE2) and transmembrane protease serine 2 (TMPRSS2) are co-expressed on the host cell surface, 
SARS-CoV-2 will bind to ACE2 and become activated by TMPRSS2 via proteolytic cleavage to mediate viral-
cell fusion. Route B: If there is no surface expression of a protease, SARS-CoV-2 can undergo endocytosis, 
endosomal maturation (mediated by two pore channel subtype 2 (TPC2) and phosphatidylinositol 3-phosphate 
5-kinase (PIKfyve)), followed by cleavage with pH-dependent cysteine protease cathepsin L (CTSL). Figure 
created with BioRender.com.
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COVID-19 can range from asymptomatic and mild disease in most cases (~ 80%) to severe respiratory 
dysfunction and critical multi-organ failure (~ 20%), with an overall fatality rate of 2–3%18. COVID-19 can pro-
gress in patients through three stages, beginning with an initial 2- to 14-day incubation period, with or without 
detectable virus, during which time asymptomatic transmission can occur. The second stage consists of a non-
severe symptomatic period with detectable levels of virus19. Symptoms can be more evident, characterized by 
fever, fatigue, cough and shortness of breath, with many patients developing lymphopenia and pneumonia9,18. 
Initially, effective restriction of severe disease progression by the host relies primarily on innate immunity and 
the type I interferon (IFN) response that can be triggered by pathogen associated molecular patterns (PAMPs) 
recognition18. Type I IFN robustly activates antiviral defense via over 200 IFN-stimulated genes (ISGs), includ-
ing IFN-induced transmembrane protein 3 (IFITM3)20, MX dynamin like GTPase 1 (MX1)21, tripartite motif 
containing 25 (TRIM25)22, and SAM and HD domain containing deoxynucleoside triphosphate triphospho-
hydrolase 1 (SAMHD1)23,24, which suppress viral replication and/or spread, thereby promoting clearance of 
infected cells18,25,26. In contrast, the virus expresses proteins that can delay or inhibit the early type I IFN response. 
Deregulation of innate immunity can lead to a hyperinflammatory response with over-production of cytokines 
such as IL-2, IL-7, IL-10, G-CSF, IP-10, MCP-1, MIP-1A, and TNF-α18. Indeed, SARS-CoV-2 is sensitive to type 
I IFN pre-treatment in vitro27,28; however, it is found to produce low type I and III IFN responses in vivo in ferrets 
and COVID-19 patients28. COVID-19 patients exhibit increased production of neutrophils, increased levels of 
serum IL-6, C-reactive protein, and decreased numbers of lymphocytes, correlating with more severe disease 
requiring intensive care12,14,18. Cytokine storm induction is thought to drive disease progression into stage three, 
severe respiratory disease with viral sepsis, causing acute respiratory distress syndrome (ARDS), respiratory 
failure, and potentially multi-organ failure leading to death18,19.

Based on the recurrent trend of increased rates of infection and severity in oncology patients reported across 
multiple studies as well as our own experience, this paper leverages large-scale genome-wide transcriptional 
data of normal and malignant tissues from human adults and children to illustrate increased expression of viral 
entry genes in the cancer state, particularly in respiratory, gastrointestinal, and genitourinary tract tissues, as 
well as decreased expression in pediatric vs. adult samples. Additionally, by interrogating the effects of cancer 
radiotherapy and chemotherapy on human tissues, biological pathways of innate immunity are identified to be 
commonly dysregulated by both cancer treatments and COVID-19.

Results
ACE2, TMPRSS2, and CTSL expression varies across normal tissues of the human body.  RNA 
expression of three critical SARS-CoV-2 entry genes (ACE2, TMPRSS2, and CTSL) were analyzed across 20 
different normal tissues from the Genotype-Tissue Expression (GTEx) Portal29. Normal tissues spanned the 
human body from head to toe and covered all major organs and tissue types including the central nervous 
system, gastrointestinal tract, genitourinary tract, breast and gynecological organs, respiratory tract, endocrine 
system, muscle, skin, and blood. The mean expression in log2 (transcripts per million) of each viral entry gene 
was calculated for each tissue and ranked from highest to lowest (Fig. 2). The top expressing tissue for all three 
of the critical viral entry genes were observed in the normal genitourinary tract (testis for ACE2, prostate for 
TMPRSS2, and bladder for CTSL). Other high expressing tissues were observed in the gastrointestinal tract 
(colon, pancreas, stomach); of note, brain, muscle, and blood were among the lowest expressing tissues.

Figure 2.   RNA expression of ACE2, TMPRSS2, and CTSL in normal and malignant tissues. RNA expression 
of ACE2 (left), TMPRSS2 (middle), and CTSL (right) in 20 matched normal and malignant tissues from the 
Genotype-Tissue Expression Portal (GTEx, n = 4,744 Samples)29 and The Cancer Genome Atlas (TCGA, 
n = 9,026 Samples)30; respectively. The mean expression in log2 TPM (transcripts per million) was calculated 
for each tissue, then ranked based on each gene. Organ systems of interest are highlighted by colour: 
gastrointestinal tract (green), genitourinary tract (yellow), respiratory tract (red), and other organ systems 
(grey).
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Malignancy increases expression of viral entry genes.  Different cancer types were then examined 
for their association with expression of viral entry genes. RNA expression of ACE2, TMPRSS2, and CTSL were 
analyzed across 20 malignant tissues from The Cancer Genome Atlas (TCGA)30. The top cancers expressing 
ACE2 were from the gastrointestinal (colon, pancreas, stomach, and esophagus), and genitourinary tracts (kid-
ney) with each of these cancers having increased rank expression compared to their matched normal tissue 
counterparts (Fig. 2, Supplementary Table S1). The top cancers expressing TMPRSS2 were also from the gas-
trointestinal (colon, stomach, pancreas, and esophagus) and genitourinary (prostate) tracts. Four of these five 
cancer types were the same as the top expressing cancers for ACE2. CTSL expressing cancers had varied rank 
expression with skin, muscle, kidney, brain, and testis being the top expressing cancers. Of note, many of the top 
ranked normal tissues for CTSL expression were among the bottom-ranked malignant tissues for CTSL expres-
sion, and vice versa with cancer type having a large effect on CTSL tissue expression rank.

Pediatric tissues have lower expression of viral entry factors.  The most common childhood cancers 
are hematologic and central nervous system malignancies. ACE2, TMPRSS2, and CTSL expression were com-
pared in children (TARGET, n = 7 pediatric cancers) vs. adult tissues (TCGA dataset, n = 33 adult cancers)31,32. 
Indeed, all viral entry genes were observed to have significantly lower expression in pediatric compared to adult 
cancer types (Fig. 3; p < 0.001).

Sex and smoking alter expression of viral entry genes.  In the TCGA dataset, across 33 cancer types 
(n = 12,736), the sex annotations were also evaluated. There was consistent, significant upregulation of ACE2, 
TMPRSS2, and CTSL in males compared to females (Fig. 4a; p < 0.0001).

Notably, a number of the cancers included in this study have a strong association with smoking such as colon, 
lung, esophagus, bladder, and cervical cancers. Recall, all of these smoking-related cancers exhibited above 
average expression of ACE2 and TMPRSS2 amongst the 20 cancer types analyzed and the rank expression of 
ACE2 was increased in these malignant tissues compared to their normal tissue counterparts (Fig. 2). Smoking 
status TCGA annotations were available for 4 out of 5 smoking-related cancer sites, including lung, esophagus, 
bladder, and cervix for 873 samples. Within these data, smokers demonstrated significantly upregulated expres-
sion of CTSL (Fig. 4b). On further categorization of smoking by age, it was identified that this smoking-related 
increase in CTSL was most notable amongst the older patients i.e. for those aged 40–60 (p < 0.01), and > 60 years 
(p < 0.05) (Fig. 4c).

Radiotherapy transiently upregulates viral entry gene expression.  The impact of radiotherapy 
on expression of SARS-CoV-2 entry factors is currently unclear. Marcussen et al.33 had previously evaluated 
the effects of radiotherapy on oral mucosal tissues. As the oral cavity is the entry passage for both the gastroin-
testinal and respiratory tracts, it provides a clinically relevant site to interrogate viral entry. In the Marcussen 
et al.33 study, 5-mm biopsies of buccal mucosa were collected before, during (after day 7 of radiotherapy), and 
after radiotherapy (20 days post-radiotherapy) in eight patients with tonsillar squamous cell carcinoma. Using 
this publicly available data set (GSE103412), we investigated how radiation could modulate the expression of 
ACE2, TMPRSS2, and CTSL in these samples. Figure 5 outlines the temporal expression patterns of these three 
genes. There were consistent trends towards elevation of gene expression during radiotherapy for all viral entry 
genes (ACE2: p = 0.17; TMPRSS2: p = 0.34; CTSL: p = 0.008). Post-radiotherapy, there was a decrease of ACE2 and 
TMPRSS2 below baseline levels, but a trend towards persistent elevation of CTSL.

With the addition of oral chemotherapy to radiotherapy, similar results were observed. Snipstad et al.34 
(GSE15781) evaluated the RNA expression of nine patients’ rectal cancer tissue before and 4–6 weeks after pre-
operative chemoradiotherapy of 50 Gy in 25 fractions over 5 weeks with capecitabine 825 mg/m2 administered 
twice daily during radiotherapy. We investigated the expression of these same viral entry genes, and observed 
that 4–6 weeks after chemoradiotherapy, there was a reduction of ACE2 (p = 0.02) and TMPRSS2 (p = 0.01), but 
continued increase in CTSL expression (p = 0.006) (Fig. 6).

Radiotherapy transiently affects genes of host innate immunity.  In addition to reducing viral 
entry, bolstering host viral defenses to limit viral replication and tolerating infection are key to mitigating impact 
of COVID-19; these defenses are mediated by host immunity. In the aforementioned buccal mucosa data set 
(GSE103412), the researchers simultaneously collected peripheral blood mononuclear cells (PBMCs). Gene set 
enrichment analysis of COVID-19-related genes35 expressed by PBMCs demonstrated that radiotherapy medi-
ated significant downregulation across 153 GO and 3 KEGG pathways, including pathways for lymphocyte dif-
ferentiation and signaling (Supplementary Fig.  S1). Furthermore, eight of these pathways significantly over-
lapped with the 166 downregulated pathways during COVID-19 described by Xiong et al.35 (Supplementary 
Table S2). This highlights the potential dual targeting of radiation and COVID-19 infection on deregulating cell 
activation, recruitment of immune cells to sites of infection (via chemokine signaling), leading to weakened host 
defenses.

The impact of radiotherapy on mucosal immunity was further explored using the aforementioned GSE103412 
dataset. During radiotherapy, type I IFN antiviral gene expression transiently declined, but promptly recovered 
after radiotherapy. This is shown with SAMHD1 (p < 0.05), which is involved in suppression of viral replication 
(Supplementary Fig. S2). There was a similar pattern of response with IFITM3; however, changes in IFITM3, 
MX1, and TRIM25 were not significant.
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Figure 3.   ACE2, TMPRSS2, and CTSL expression in adult and pediatric malignancies. Comparison of median 
(a) ACE2, (b) TMPRSS2, and (c) CTSL expression from 7 pediatric cancer tissues from TARGET (n = 734), 
and 33 cancer tissues from The Cancer Genome Atlas (TCGA, n = 10,535) was conducted. Gene expression is 
expressed as log2-transformed function of TPM. ANOVA with Tukey’s test was performed for comparison of 
expression between studies. ***p < 0.001.
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Figure 4.   Effect of smoking and sex on ACE2, TMPRSS2, and CTSL expression. (a) Expression of ACE2 (left), 
TMPRSS2 (middle), and CTSL (right) in TCGA data for males and females for 33 cancer types (n = 12,736) with 
available annotations in TCGA. Wilcoxon signed rank tests were performed and significant differential expression 
between groups was labelled ****p < 0.0001 between males and females. (b) Expression of ACE2 (left), TMPRSS2 
(middle), and CTSL (right) in TCGA data for non-smokers and smokers with lung squamous cell carcinoma, lung 
adenocarcinoma, cervical cancer, bladder urothelial carcinoma or esophageal carcinoma (n = 873). Wilcoxon signed 
rank tests were performed and significant differential expression between groups was labelled. ***p < 0.001 between 
non-smokers and smokers. (c) Expression of ACE2 (left), TMPRSS2 (middle), and CTSL (right) in TCGA data for non-
smokers and smokers with lung squamous cell carcinoma, lung adenocarcinoma, cervical cancer, bladder urothelial 
carcinoma or esophageal carcinoma split into age groups: below 40 years (n = 68), between 40 and 60 years (n = 328), 
above 60 years (n = 477). Wilcoxon signed rank tests were performed and significant differential expression between 
groups was labelled *p < 0.05; **p < 0.01 between non-smokers and smokers.
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Role of chemotherapy on viral defenses.  We also assessed changes in RNA expression of PBMCs in 
response to cyclophosphamide chemotherapy, commonly used to treat both hematologic and solid malignan-
cies. In GSE3932436, cyclophosphamide was administered to one patient with T-cell prolymphocytic leukemia, 
one patient with plasma cell leukemia, and eight patients with multiple myeloma. Gene set enrichment analysis 
identified upregulation of 14 GO pathways including neutrophil activation and degranulation, as well as down-
regulation of two GO pathways related to viral replication and cell death, which were shared pathways stimu-
lated by both chemotherapy and COVID-19 infection (Supplementary Table S3, Figs. S3 and S4). Furthermore, 
functional analysis of all overlapping genes between chemotherapy treatment and COVID-19 further showed 
the shared upregulation of a number of pathways related to phagocytosis, innate viral defenses, type I IFN sign-
aling, tumor-necrosis factor signaling, and innate cellular proliferation (Fig. 7). There was also a downregula-
tion of regulatory pathways relating to DNA integrity, replication, and gene expression as well as regulation of 
lymphocyte stimulation (Fig. 8). Collectively, these data support the potential contributions of chemotherapy in 
targeting pathways deregulated during COVID-19 infection.

Correlation of expression of viral response genes and COVID‑19 severity.  Using CTSL as a 
marker for viral entry gene expression, it was compared to the expression of type I IFN antiviral response genes 
(IFITM3, MX1, SAMHD1, and TRIM25) in GSE157103, which includes a large transcriptomic dataset from 
hospitalized COVID-19 patients requiring non-ICU care (50), ICU-level care (50), as well as 26 control patients 
without COVID-19. With non-severe (non-ICU) COVID-19, there was increased expression of the viral entry 
gene (CTSL (p < 0.05)) and increased antiviral response genes (MX1 (p < 0.0001), SAMHD1 (p < 0.0001), TRIM25 
(p < 0.01), IFITM3 (ns)). During severe (ICU-level) COVID-19, three of the four antiviral response genes were 
no longer upregulated (Supplementary Fig. S5).

On further analysis, correlation between expression of viral entry genes and antiviral response genes was 
well-preserved during non-severe COVID-19, but was less prominent during severe COVID-19 (Supplementary 
Fig. S6). A multiple linear regression model was fitted to determine the statistical significance of the relationship 

Treatment Baseline During RT After RT

1

1

1

3

33

4

4

5

5

5

6

6

6

7

7

7

8

8

8

9

99

5.3

5.5

5.7

Baseline During RT After RT

AC
E

2 
E

xp
re

ss
io

n 
(L

og
2 I

nt
en

si
ty

 ) 

1

1

1

3

3

3

4

4

5

5

5

6

6

6

7

7

7

8

8

8

9

9
9

7.0

7.5

8.0

8.5

Baseline During RT After RT

TM
P

R
S

S
2 

E
xp

re
ss

io
n 

(L
og

2 I
nt

en
si

ty
 ) 

1

1

1

3

3

3

4

4

5

5

5

6

6

67

7

7

8

8

8

9

9

9

**

6.5

7.0

7.5

Baseline During RT After RT

C
TS

L 
E

xp
re

ss
io

n 
(L

og
2 I

nt
en

si
ty

 ) 

Figure 5.   Effects of radiotherapy on ACE2, TMPRSS2, and CTSL expression. Expression of ACE2 (left), 
TMPRSS2 (middle), and CTSL (right) in buccal mucosa before, during, and after radiotherapy (RT) among 8 
tonsillar squamous cell carcinoma patients from the GSE103412 data set. The probe intensity for each gene was 
log2 transformed and visualised for each treatment group to present normalized gene expression values. Paired 
t-tests were performed between adjacent time points and significant differential expression between groups was 
labelled. The numbers denote each of the 8 individual patient’s data points. Of note, patient #2′s data was not 
available for download from the Gene Expression Omnibus (GEO) database. **p < 0.01 between baseline and 
during radiotherapy.
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between viral entry gene CTSL and viral defense genes. For patients with COVID-19 who were not admitted to 
ICU, there was a statistically significant relationship between viral defense genes and CTSL expression, the four 
predictors (MX1, TRIM25 SAMHD1 and IFITM3) accounted for 65.56% of the variance (adjusted R2 = 0.656, 
p-value = 8.796–11). For patients with more severe symptoms (i.e. COVID-19 patients who were admitted to 
ICU), there was still a significant relationship between the four predictors and CTSL expression; however, these 
only accounted for 35.78% of the variance (adjusted R2 = 0.3578, p-value = 7.086–05). There was no significant 
association between viral response genes and viral entry genes in control patients who did not have COVID-19.

Finally, suppression of the viral response genes (MX1 (p < 0.05), SAMHD1 (p < 0.001), IFITM3 (ns)) occurred 
more in severe ventilation-associated COVID-19 cases compared to non-ventilated cases (Supplementary 
Fig. S7). Consistent with prior analysis (Supplementary Fig. S5) however, TRIM25 remains elevated in both 
severe ICU COVID-19 and ventilation-associated cases.

Correlation of gene and protein expression.  Next, we compared the similarity of gene and protein 
expressions of the viral entry factors. Unfortunately, expression of ACE2, TMPRSS2, and CTSL were not present 
in the reverse-phase protein arrays on The Cancer Genome Atlas (TCGA) database. However, immunohisto-
chemistry-based malignant expression of ACE2, TMPRSS2, and CTSL was present in the Human Protein Atlas 
(https​://www.prote​inatl​as.org/). Top expressing tissues were similar on gene and protein levels for ACE2 (colo-
rectal, kidney, pancreas, and stomach), TMPRSS2 (prostate and pancreatic cancers), and CTSL (renal and skin 
cancers) (Fig. 2 and Supplemental Fig. S8). Cancers with lower gene expression levels were undetectable at the 
protein level.
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Figure 6.   Effects of chemoradiotherapy on ACE2, TMPRSS2, and CTSL expression. Expression of ACE2 (left), 
TMPRSS2 (middle), and CTSL (right) in rectal tissue before and after chemoradiotherapy with 50 Gy in 25 
fractions over 5 weeks plus capecitabine 825 mg/m2 twice daily during radiotherapy from the GSE15781 data set 
(n = 9 patients). The probe intensity for each gene was log2 transformed and visualised for each treatment group 
to present normalized gene expression values. Paired t-tests were performed between time points and significant 
differential expression between groups was labelled. The numbers denote each of the 9 individual patient’s data 
points. *p < 0.05. **p < 0.01 between baseline and chemotherapy groups.
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Figure 7.   Functional analysis of upregulated genes during chemotherapy and COVID-19. Functional 
analysis using Cytoscape ClueGo App57–59 was performed on genes upregulated in peripheral mononuclear 
blood cells that are shared between chemotherapy treatment (GSE39324) and COVID-1935. The response to 
cyclophosphamide was analyzed in one patient with T-cell prolymphocytic leukemia, one patient with plasma 
cell leukemia, and eight patients with multiple myeloma. (a) Network of functional groups derived from 
ClueGO enrichment analysis showing 16 functional groups derived by Kappa statistics. The leading functional 
term for each group, defined by the term with the lowest adjusted p-value (Bonferonni step down method) 
within each cluster is coloured in bold. An overall q-value threshold of < 0.05 was used. Nodes are coloured 
by functional groups and the size of nodes are proportional to the q-value. (b) Bar chart of functional groups 
derived from ClueGO enrichment analysis. Terms are ordered by q-value, which is also presented on the upper 
y-axis; the q-value for each term is marked with a black circle. The lower x-axis defines the number of genes 
within each functional term. Terms are coloured by group, and the group is labelled to the right of each bar for 
clarity. The bar chart is also separated into 2 facets: GO Biological Process (top) and KEGG (bottom).
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Discussion
As the etiologic agent of the ongoing COVID-19 pandemic, SARS-CoV-2 is a novel coronavirus that first emerged 
in Wuhan City, Hubei province, China, in December 2019. In the eight months since the outbreak first began 
in China, SARS-CoV-2 has rapidly spread, affecting 191 countries and territories yielding over 54.8 million 
confirmed cases and 1.3 million deaths as of November 16, 202037.

ACE238, TMPRSS239, and cathepsins11,40 have been identified as key receptor and proteases interacting with 
the SARS-CoV-2 spike protein for viral entry, respectively. Thus far, expression of these genes has mostly been 
examined in the context of lung tissues41, identifying higher expression of ACE2 in lung alveolar type II cells13, 
and higher expression of TMPRSS241 and cathepsin42 within a subset of ACE2-positive cells. This supports the 
consistent observation that the respiratory tract is a primary site of entry for the SARS-related coronaviruses 
including SARS-CoV-2. Less is known however; regarding their expression in other normal and malignant tis-
sues that may also facilitate viral entry.

Recently, Zou et al.13 analyzed gene expression datasets to construct a risk map of tissues susceptible to 
SARS-CoV-2 infection based on ACE2 expression. Our analysis further examined the gene expression of criti-
cal SARS-CoV-2 entry factors that have been confirmed thus far, including ACE2, TMPRSS2, and CTSL, across 
20 normal tissues. Our data support the respiratory, gastrointestinal and genitourinary tracts as possible routes 
more susceptible to viral infection compared to other tissues (Fig. 2). Expression of these entry factors in gas-
trointestinal tissues, including the esophageal upper epithelial and gland cells as well as intestinal epithelial cells 
such as absorptive enterocytes of the ileum and colon, have similarly been corroborated by other groups42,43.

Compared to normal lung tissue, malignant lung tissue has been found to have elevated expression of ACE244. 
In our analysis, elevation of ACE2, TMPRSS2, and CTSL in cancer vs. normal tissue was observed in many of the 
tissues examined, including many non-respiratory tract tissues (Fig. 2). Our analysis supports the observations 
that respiratory (lung) and gastrointestinal (esophageal) malignancies have been the most frequent cancer types 
described for patients infected with SARS-CoV-2, comprising approximately 25% and 14% of infected patients, 
respectively45. It is noted however, that the rank expression of these viral entry genes did not always increase 
from the normal to malignant states. This separate regulation of the viral entry genes has also been cited in other 
literature44. Whether an increase in all genes is necessary for increased susceptibility in cancer patients remains 
an area requiring more investigation.

Subsequently, an analysis of the effects of patient factors such as age, sex, and smoking were examined in 
this current study. Specifically, we noted decreased expression of viral entry genes among pediatric compared 
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Figure 8.   Functional analysis of downregulated genes during chemotherapy and COVID-19. Functional 
analysis using Cytoscape ClueGo App57–59 was performed on genes differentially downregulated by peripheral 
mononuclear blood cells that are shared between chemotherapy treatment (GSE39324) and COVID-1935. The 
response to cyclophosphamide was analyzed in one patient with T-cell prolymphocytic leukemia, one patient 
with plasma cell leukemia, and eight patients with multiple myeloma (as in Fig. 7). (a) Network of functional 
groups derived from ClueGO enrichment analysis. There were 16 functional groups derived by Kappa statistics. 
The leading functional term for each group, defined by the term with the lowest adjusted p-value (Bonferonni 
step down method) within each cluster is coloured in bold. An overall q-value threshold of < 0.05 was used. 
Nodes are coloured by functional group, and the size of nodes are proportional to q-value. (b) Bar chart of 
functional groups derived from ClueGO enrichment analysis. Terms are ordered by q-value, which is also 
presented on the upper y-axis. The q-value for each term is marked with a black circle. The lower x-axis defines 
the number of genes within each functional term. Terms are coloured by group and the group is labelled to the 
right of each bar for clarity. The bar chart is also separated into 2 facets: GO Biological Process (top) and KEGG 
(bottom).
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to adult samples (Fig. 3), supporting previous observations of decreased susceptibility of COVID-19 amongst 
children46. We additionally noted that males exhibited greater expression of entry factors compared to females 
(Fig. 4a), which is consistent with sex differences in mortality from COVID-1947. Prior evidence also showed that 
smoking has been observed to upregulate ACE2 expression48, and has higher prevalence in cancer compared to 
non-cancer patients (22% vs. 7%)2. Our analysis additionally identified upregulation of CTSL expression with 
smoking, particularly prominent in those older than 40 years (Fig. 4b,c).

Additionally, our treatment analysis suggests transiently increased expression of viral entry genes during 
radiotherapy based on two datasets (GSE103412, GSE15781). In the radiotherapy alone dataset (GSE103412), 
samples were taken after day 7 of radiotherapy and 20 days post-radiotherapy. There was an early rise in gene 
expression (as early as day 7) and resolution of gene expression (as early as 20 days post-radiotherapy for ACE2/
TMPRSS2) (Fig. 5). In the chemoradiotherapy dataset (GSE15781), samples were obtained prior to treatment 
and 4–6 weeks post-treatment. The non-elevated levels of the ACE2/TMPRSS2 at 4–6 weeks post-treatment were 
consistent with the radiotherapy dataset as was the sustained elevation of CTSL (Fig. 6). Together, from these 
two datasets, it appears that ACE2/TMPRSS2 have transient elevation with cancer treatments that resolve in less 
than 20 days post-treatment, while CTSL exhibits a prolonged elevation at for at least 4–6 weeks post-treatment.

Furthermore, both radiotherapy and chemotherapy targeted pathways of innate immunity that are also dereg-
ulated in COVID-19. Mechanisms of resistance against viral infection include early non-specific responses, and 
late cell-mediated and humoral immune responses during the stage two acute disease (pneumonia) phase to 
allow recovery in COVID-19 patients49. In patients with active co-morbidities that induce an immunodeficient 
state however, their impaired immune system does not effectively combat the acute viral pneumonia, thereby 
predisposing progression into the stage three severe or critical COVID-1949. In this study, radiotherapy appears 
to be suppressing expression of some type I IFN response genes (Supplementary Fig. 2); type I IFN responses are 
required initially to limit the viral burden of disease50. Furthermore, leukopenia and lymphopenia, which have 
been consistently noted in 32% and 82% of SARS-CoV-2-infected cancer patients, respectively45. Conversely, 
chemotherapy (cyclophosphamide) stimulates neutrophil activation and degranulation (Supplementary Fig. 3), 
which have been noted to occur in the hyperinflammatory response of severe COVID-19 cases12,14,18. These 
data are consistent with studies that have demonstrated that SARS-CoV-2-infected cancer patients have more 
severe events if they had a recent history of treatment with chemotherapy, targeted therapy, radiotherapy, or 
immunotherapy45. Understanding how to modify the timing of radiation and chemotherapy to avoid exacerbating 
the innate immunity dysregulation observed with COVID-19 may be important to guide clinical management 
of cancer patients requiring treatment during active infection.

Limitations of this analysis should be noted however, as the variables collected in the radiotherapy, chemo-
therapy, and COVID-19 datasets are confined to the original study design with missing data on the baseline 
immune characteristics of the cancer patients in the former studies, and lack of cancer characteristics in the 
COVID-19 dataset. Ideally, a single prospective dataset of cancer patients with and without COVID-19 with 
temporal transcriptomic profiles of the patients before, during, and after radiotherapy/chemotherapy treatments 
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would be most useful in the future. Additionally, it is noted that gene-to-protein translation could not be validated 
for all tissue types, since these studies were limited by the number and types of antibodies used, as well as the 
number of available patient samples.

In our study, we explored the potential biological rationale behind increased COVID-19 among cancer 
patients using published literature and an analysis of large-scale genome-wide transcriptional data of normal 
and malignant tissues from human adults and children. Evidence supports a mechanistic relationship underly-
ing the increased infectivity and severity of COVID-19 in oncology patients based on increased viral entry and 
reduced host resistance. To mitigate risks, shortening treatment schedules or modifying the sequencing or tim-
ing of cancer treatments may be helpful if oncologically safe to do so. Close monitoring of infectious symptoms 
during treatment may also be warranted. We do note some recent reassuring reports, including one from the 
UK, that have not observed any immediate deleterious effects of chemotherapy on COVID-19 patients51. As the 
global experience with COVID-19 continues to accumulate, the community will collectively achieve a greater 
understanding of the interactions between cancer therapy with this novel disease. Continued investigation of 
the biology of this disease as well as larger, comprehensive epidemiological studies will be important to further 
elucidate the complex relationship between COVID-19 and patients with cancer.

Methods
Data collection.  The UCSC XenaTools platform52 was used to download gene expression data from TCGA, 
TARGET and GTEx. The UCSC XenaTools platform was also used to download clinical annotations for TCGA 
data. The GEOquery R package53 was used to download gene expression data along with associated clinical data 
from the GEO database for GSE103412 and GSE15781. Genes of interest, which were found to be previously 
differentially regulated in COVID-19, were obtained from the data sets along with differentially regulated GO 
and KEGG pathways. Further gene sets were obtained from previous chemotherapy-focused studies: a list of 
differentially expressed genes was obtained from (GSE3932436).

Statistical analysis: TCGA, GTEx and TARGET.  Data from GTEx and TCGA were log2 transformed. 
The cohorts from GTEx and TCGA were matched based on anatomical site, in total there were 20 sites. Mean 
log2 TPM expression of ACE2, TMPRSS2 and CTSL was calculated for each tissue for both databases. The tissues 
were then ranked using the R function rank, 1 being the highest expression, 20 the lowest. The ranks were visual-
ized using ggplot2. Wilcoxon signed rank tests were performed to compare ACE2, TMPRSS2 and CTSL expres-
sion for tissues of interest, normal tissues (GTEx) compared to cancerous tissues (TCGA). Overall expression of 
ACE, TMPRSS2, and CTSL was visualised for all tissues from TCGA and TARGET. Tukeys test was performed 
in R to determine significance.

Differential expression analysis.  The limma54 package was used to perform differential expression 
analysis on GSE103412 and GSE15781. Oral buccal mucosa data from GSE103412 was obtained for the initial 
analysis. Gene expression was visualised using ggplot2, depicting overall log2 probe intensity for all patients. 
Subsequent paired t-tests were performed on gene expression values for patients to determine whether gene 
expression was significantly impacted by treatment. For both GSE103412 and GSE15781, a linear model was fit 
for the 3 genes of interest using the limma package54 to calculate log2 fold change, the patient ID was used as a 
blocking factor, which accounts for within patient bias. Expression was compared between different time points 
(before, during, and after treatments). For the oral mucosa dataset, GSE103412, gene expression of ISGs (MX1, 
SAMHD1, IFITM3, and TRIM25) were also visualized using ggplot2, depicting overall log2 probe intensity for 
all patients, subsequent paired t-test were performed for on expression values and compared between different 
time points.

For comparative purposes, gene expression values for a large cohort, consisting of COVID-19 and control 
patients (GSE157103) were visualised using ggplot2. Patients were stratified into non-COVID-19 (n = 26), non-
ICU care COVID-19 patients (n = 50) and ICU-level care COVID-19 patients (n = 50). Subsequent Wilcoxon 
signed-rank tests were performed, and expression was compared between different groups. COVID-19 patients 
(n = 100) were also stratified into groups based on whether patients had been put on a mechanical ventilator 
(patients who had not been on mechanical ventilation (n = 58) and patients who had been on mechanical ven-
tilation (n = 42)). Next, a differential expression analysis was performed on the peripheral mononuclear blood 
cell data from GSE103412. The data was a subset for specific genes of interest detailed in Xiong et al.35 where 
there were 13,745 out of 39,189 genes that overlapped in the gene expression matrix. The makeContrasts limma 
function was used to determine contrasts between treatment groups. A linear model was then fit to the data, and 
the contrasts.fit function was applied to identify genes with significant differential expression between samples 
prior to radiation treatment, vs. samples during radiation treatment. The empirical Bayes variance moderation 
method was applied via the eBayes function; the output was moderated t-statistics. The number of differentially 
expressed genes was extracted via the topTable function and an adjusted p value threshold < 0.05 was set, from 
which there were 243 significantly differentially expressed genes. Fold change cut-offs of 1.5 and -1.5 were imple-
mented to determine up- and downregulated genes. In total, there were 65 significantly downregulated genes 
and 3 significantly upregulated genes that fit the criteria.

Enrichment analysis.  For GSE103412, enrichment analysis was performed on 65 significantly downregu-
lated genes using clusterprofiler55. The enrichGO and enrichKEGG functions was used to infer supressed GO 
and KEGG pathways in patients during radiation treatment vs. prior treatment. The Benjamin & Hochberg56 
adjusted p-value method was implemented, and a threshold of 0.05 was set, significantly supressed GO and 
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KEGG pathways were thus obtained. These pathways were merged with known coronavirus pathways35 using R 
to obtain overlapping GO pathways.

Enrichment analysis was also performed on genes that were differentially expressed in 1–2 days of treatment 
with chemotherapy (GSE39324)36 vs. prior treatment using clusterprofiler55. The enrichGO and enrichKEGG 
function was applied with the Benjamin & Hochberg56 method enforced (threshold 0.05). The output was merged 
with known COVID-19 pathways using R to identify overlapping upregulated and downregulated GO and 
KEGG pathways.

Hypergeometric tests were performed using the inbuilt R function phyper, to determine whether the overlap 
between differentially regulated pathways in radiotherapy and chemotherapy versus differentially regulated 
COVID-19 pathways was deemed significant.

Functional analysis.  Functional Analysis using Cytoscape ClueGO App57–59 was performed on the over-
lapping differentially expressed genes by peripheral blood mononuclear cells from chemotherapy-treated 
(GSE39324)36 and COVID-1935 datasets. 135 upregulated and 112 genes downregulated were uploaded sepa-
rately to ClueGO. The software uses Kappa statistics to link terms within a network, two-sided hypergeometric 
tests were used to define enrichment, the Bonferroni step down p value correction method was also imple-
mented with a q-value threshold of ≤ 0.05.

Sex analysis.  All TCGA annotations which contained gender status (male/female) were analyzed for 33 
cancer types (n = 12,736). Wilcoxon signed-rank tests were performed to determine the difference in expression 
for viral entry genes ACE2, TMPRSS2, and CTSL.

Smoking analysis.  TCGA data for five smoking related cancers (lung squamous cell carcinoma, lung 
adenocarcinoma, cervical cancer, bladder and esophageal) were extracted using the XenaTools platform, then 
filtered based on smoking status (n = 873). The remaining data consisted of two categories: ‘current smokers’ 
(smokers) or ‘lifelong non-smokers’ (non-smokers); values and definitions were obtained from the TCGA data 
dictionary (https​://cdebr​owser​.nci.nih.gov/cdebr​owser​Clien​t/cdeBr​owser​.html#/value​Domai​n). Analysis was 
further stratified by age. Wilcoxon signed-rank tests were performed to determine the difference in expression 
for viral entry genes ACE2, TMPRSS2 and CTSL.

Correlation analysis between viral response and viral entry gene CTSL.  For a large cohort of 
COVID-19 (n = 100) and non-COVID-19 patients (n = 26), patients were stratified into groups based on sever-
ity: ‘COVID-19-ICU’ (n = 50), ‘COVID-19-Non-ICU’ (n = 50) and ‘Non-COVID-19′ (n = 26). Spearman’s rank 
correlations were performed to determine the strength of the relationships between viral entry gene CTSL and 
viral response genes MX1, SAMHD1, IFITM3 and TRIM25. A multiple linear regression model was also fitted 
using the lm function in R to determine whether the relationship between viral defense genes and CTSL expres-
sion was statistically significant.

Protein analysis of viral entry genes.  Protein expression plots were exported from the human protein 
atlas (https​://www.prote​inatl​as.org/)60 to determine whether there is evidence of protein expression of viral entry 
genes. ACE2 was probed by two antibodies (HPA000288 and CAB026174), TMPRSS2 was probed by one anti-
body (HPA035787), and CTSL was probed by one antibody (CAB000459).

Data availability
All data is available on the University of California Santa Cruz (UCSC) Xena platform and the Gene Expression 
Omnibus (GEO) repository.

Received: 25 August 2020; Accepted: 3 December 2020

References
	 1.	 Wang, D. et al. Clinical characteristics of 138 hospitalized patients with 2019 novel coronavirus-infected pneumonia in Wuhan, 

China. JAMA J. Am. Med. Assoc. 323, 1061–1069 (2020).
	 2.	 Liang, W. et al. Cancer patients in SARS-CoV-2 infection: a nationwide analysis in China. Lancet Oncol. 21, 335–337 (2020).
	 3.	 Yu, J., Ouyang, W., Chua, M. L. K. & Xie, C. SARS-CoV-2 transmission in patients with cancer at a tertiary care hospital in Wuhan, 

China. JAMA Oncol. https​://doi.org/10.1001/jamao​ncol.2020.0980 (2020).
	 4.	 Ofori-Asenso, R. et al. Cancer is associated with severe disease in COVID-19 patients: a systematic review and meta-analysis. 

ecancermedicalscience 14 (2020).
	 5.	 How Ontario is responding to COVID-19 | Ontario.ca. https​://www.ontar​io.ca/page/how-ontar​io-is-respo​nding​-covid​-19#secti​

on-0. Accessed June 30th, 2020.
	 6.	 COVID-19: Status of Cases in Toronto – City of Toronto. https​://www.toron​to.ca/home/covid​-19/covid​-19-lates​t-city-of-toron​

to-news/covid​-19-statu​s-of-cases​-in-toron​to/. Accessed June 30th, 2020.
	 7.	 Walls, A. C. et al. Structure, function, and antigenicity of the SARS-CoV-2 spike glycoprotein. Cell 181, 281-292.e6 (2020).
	 8.	 Park, S. E. Epidemiology, virology, and clinical features of severe acute respiratory syndrome-coronavirus-2 (SARS-COV-2; Coro-

navirus Disease-19). Kor. J. Pediatr. 63, 119–124 (2020).
	 9.	 Jin, Y. et al. Virology, epidemiology, pathogenesis, and control of covid-19. Viruses 12 (2020).
	10.	 Wan, Y., Shang, J., Graham, R., Baric, R. S. & Li, F. Receptor recognition by the novel coronavirus from wuhan: an analysis based 

on decade-long structural studies of SARS coronavirus. J. Virol. 94 (2020).
	11.	 Ou, X. et al. Characterization of spike glycoprotein of SARS-CoV-2 on virus entry and its immune cross-reactivity with SARS-CoV. 

Nat. Commun. 11, 1–12 (2020).

https://cdebrowser.nci.nih.gov/cdebrowserClient/cdeBrowser.html#/valueDomain
https://www.proteinatlas.org/
https://doi.org/10.1001/jamaoncol.2020.0980
https://www.ontario.ca/page/how-ontario-is-responding-covid-19#section-0
https://www.ontario.ca/page/how-ontario-is-responding-covid-19#section-0
https://www.toronto.ca/home/covid-19/covid-19-latest-city-of-toronto-news/covid-19-status-of-cases-in-toronto/
https://www.toronto.ca/home/covid-19/covid-19-latest-city-of-toronto-news/covid-19-status-of-cases-in-toronto/


15

Vol.:(0123456789)

Scientific Reports |         (2021) 11:4533  | https://doi.org/10.1038/s41598-021-83366-y

www.nature.com/scientificreports/

	12.	 Zhou, P. et al. A pneumonia outbreak associated with a new coronavirus of probable bat origin. Nature 579, 270–273 (2020).
	13.	 Zou, X. et al. Single-cell RNA-seq data analysis on the receptor ACE2 expression reveals the potential risk of different human 

organs vulnerable to 2019-nCoV infection. Front. Med. https​://doi.org/10.1007/s1168​4-020-0754-0 (2020).
	14.	 Huang, C. et al. Clinical features of patients infected with 2019 novel coronavirus in Wuhan, China. Lancet 395, 497–506 (2020).
	15.	 Cheng, Y. et al. Kidney disease is associated with in-hospital death of patients with COVID-19. Kidney Int. 97, 829–838 (2020).
	16.	 Hoffmann, M. et al. SARS-CoV-2 cell entry depends on ACE2 and TMPRSS2 and is blocked by a clinically proven protease inhibi-

tor. Cell 181, 271-280.e8 (2020).
	17.	 Markus Hoffmann, H.K.-W.S.P. A multibasic cleavage site in the spike protein of SARS-CoV-2 is essential for infection of human 

lung cells. Cell Press https​://doi.org/10.1016/j.molce​l.2020.04.022 (2020).
	18.	 Prompetchara, E., Ketloy, C. & Palaga, T. Immune responses in COVID-19 and potential vaccines: lessons learned from SARS and 

MERS epidemic. Asian Pac. J. Allergy Immunol. 38, 1–9 (2020).
	19.	 Shi, Y. et al. COVID-19 infection: the perspectives on immune responses. Cell Death Differ. 27, 1451–1454 (2020).
	20.	 Spence, J. S. et al. IFITM3 directly engages and shuttles incoming virus particles to lysosomes. Nat. Chem. Biol. 15, 259–268 (2019).
	21.	 Bizzotto, J. et al. SARS-CoV-2 infection boosts MX1 antiviral effector in COVID-19 patients. iScience 23, 101585 (2020).
	22.	 Martín-Vicente, M., Medrano, L. M., Resino, S., García-Sastre, A. & Martínez, I. TRIM25 in the regulation of the antiviral innate 

immunity. Front. Immunol. 8, 1187 (2017).
	23.	 Chen, S. et al. SAMHD1 suppresses innate immune responses to viral infections and inflammatory stimuli by inhibiting the NF-κB 

and interferon pathways. Proc. Natl. Acad. Sci. USA 115, E3798–E3807 (2018).
	24.	 Majer, C., Schüssler, J. M. & König, R. Intertwined: SAMHD1 cellular functions, restriction, and viral evasion strategies. Med. 

Microbiol. Immunol. 208, 513–529 (2019).
	25.	 Li, G. et al. Coronavirus infections and immune responses. J. Med. Virol. 92, 424–432 (2020).
	26.	 Nikolich-Zugich, J. et al. SARS-CoV-2 and COVID-19 in older adults: what we may expect regarding pathogenesis, immune 

responses, and outcomes. GeroScience https​://doi.org/10.1007/s1135​7-020-00186​-0 (2020).
	27.	 Lokugamage, K. G., Hage, A., Schindewolf, C., Rajsbaum, R. & Menachery, V. D. SARS-CoV-2 is sensitive to type I interferon 

pretreatment. bioRxiv 21, 1–9 (2020).
	28.	 Blanco-Melo, D. et al. Imbalanced host response to SARS-CoV-2 drives development of COVID-19. Cell https​://doi.org/10.1016/j.

cell.2020.04.026 (2020).
	29.	 Aguet, F. et al. Genetic effects on gene expression across human tissues. Nature 550, 204–213 (2017).
	30.	 Hoadley, K. A. et al. Cell-of-origin patterns dominate the molecular classification of 10,000 tumors from 33 types of cancer. Cell 

173, 291-304.e6 (2018).
	31.	 Goldman, M. et al. The UCSC Xena platform for public and private cancer genomics data visualization and interpretation. bioRxiv 

https​://doi.org/10.1101/32647​0 (2019).
	32.	 Vivian, J. et al. Toil enables reproducible, open source, big biomedical data analyses. Nat. Biotechnol. 35, 314–316 (2017).
	33.	 Marcussen, M. et al. Oral mucosa tissue gene expression profiling before, during, and after radiation therapy for tonsil squamous 

cell carcinoma. PLoS One 13 (2018).
	34.	 Snipstad, K. et al. New specific molecular targets for radio-chemotherapy of rectal cancer. Mol. Oncol. 4, 52–64 (2010).
	35.	 Xiong, Y. et al. Transcriptomic characteristics of bronchoalveolar lavage fluid and peripheral blood mononuclear cells in COVID-

19 patients. Emerg. Microbes Infect. 9, 761–770 (2020).
	36.	 Moschella, F. et al. Cyclophosphamide induces a type I interferon-associated sterile inflammatory response signature in cancer 

patients’ blood cells: Implications for cancer chemoimmunotherapy. Clin. Cancer Res. 19, 4249–4261 (2013).
	37.	 Dong, E., Du, H. & Gardner, L. An interactive web-based dashboard to track COVID-19 in real time. Lancet. Infect. Dis https​://

doi.org/10.1016/S1473​-3099(20)30120​-1 (2020).
	38.	 Li, W. et al. Angiotensin-converting enzyme 2 is a functional receptor for the SARS coronavirus. Nature 426, 450–454 (2003).
	39.	 Glowacka, I. et al. Evidence that tmprss2 activates the severe acute respiratory syndrome coronavirus spike protein for membrane 

fusion and reduces viral control by the humoral immune response. J. Virol. 85, 4122–4134 (2011).
	40.	 Kawase, M., Shirato, K., Matsuyama, S. & Taguchi, F. Protease-mediated entry via the endosome of human coronavirus 229E. J. 

Virol. 83, 712–721 (2009).
	41.	 Lukassen, S. et al. SARS-CoV-2 receptor ACE2 and TMPRSS2 are primarily expressed in bronchial transient secretory cells. EMBO 

J. https​://doi.org/10.15252​/embj.20201​05114​ (2020).
	42.	 Sungnak, W. et al. SARS-CoV-2 entry factors are highly expressed in nasal epithelial cells together with innate immune genes. Nat. 

Med. https​://doi.org/10.1038/s4159​1-020-0868-6 (2020).
	43.	 Zhang, H. et al. Digestive system is a potential route of COVID-19: an analysis of single-cell coexpression pattern of key proteins 

in viral entry process. Gut https​://doi.org/10.1136/gutjn​l-2020-32095​3 (2020).
	44.	 Kong, Q. et al. Analysis of the susceptibility of lung cancer patients to SARS-CoV-2 infection. Mol. Cancer 19, 80 (2020).
	45.	 Zhang, L. et al. Clinical characteristics of COVID-19-infected cancer patients: A retrospective case study in three hospitals within 

Wuhan, China. Ann. Oncol. 0 (2020).
	46.	 Ralph, R. et al. 2019-nCoV (Wuhan virus), a novel Coronavirus: Human-to-human transmission, travel-related cases, and vaccine 

readiness. J. Infect. Dev. Ctries. 14, 3–17 (2020).
	47.	 Sharma, G., Volgman, A. S. & Michos, E. D. Sex differences in mortality from COVID-19 pandemic. JACC Case Rep. 2, 1407–1410 

(2020).
	48.	 Brake, S. J. et al. Smoking upregulates angiotensin-converting enzyme-2 receptor: a potential adhesion site for novel coronavirus 

SARS-CoV-2 (Covid-19). J. Clin. Med. 9, 841 (2020).
	49.	 Lin, L., Lu, L., Cao, W. & Li, T. Hypothesis for potential pathogenesis of SARS-CoV-2 infection—a review of immune changes in 

patients with viral pneumonia. Emerg. Microb. Infect. 9, 727–732 (2020).
	50.	 Schneider, D. S. & Ayres, J. S. Two ways to survive infection: what resistance and tolerance can teach us about treating infectious 

diseases. Nat. Rev. Immunol. 8, 889–895 (2008).
	51.	 Lee, L. Y. W. et al. COVID-19 mortality in patients with cancer on chemotherapy or other anticancer treatments: a prospective 

cohort study. Lancet 395, 1919–1926 (2020).
	52.	 Goldman, M. J. et al. Visualizing and interpreting cancer genomics data via the Xena platform. Nat. Biotechnol. 38, 675–678 (2020).
	53.	 Davis, S. & Meltzer, P. S. GEOquery: a bridge between the gene expression omnibus (GEO) and bioconductor. Bioinformatics 14, 

1846–1847 (2007).
	54.	 Ritchie, M. E. et al. Limma powers differential expression analyses for RNA-sequencing and microarray studies. Nucl. Acids Res. 

43, e47 (2015).
	55.	 Yu, G., Wang, L. G., Han, Y. & He, Q. Y. ClusterProfiler: an R package for comparing biological themes among gene clusters. Omi. 

A J. Integr. Biol. 16, 284–287 (2012).
	56.	 Benjamini, Y. & Hochberg, Y. Controlling the false discovery rate: a practical and powerful approach to multiple testing. J. R. Stat. 

Soc. Ser. B 57, 289–300 (1995).
	57.	 Bindea, G. et al. ClueGO: a cytoscape plug-in to decipher functionally grouped gene ontology and pathway annotation networks. 

Bioinformatics 25, 1091–1093 (2009).
	58.	 Bindea, G., Galon, J. & Mlecnik, B. CluePedia Cytoscape plugin: pathway insights using integrated experimental and in silico data. 

Bioinformatics 29, 661–663 (2013).

https://doi.org/10.1007/s11684-020-0754-0
https://doi.org/10.1016/j.molcel.2020.04.022
https://doi.org/10.1007/s11357-020-00186-0
https://doi.org/10.1016/j.cell.2020.04.026
https://doi.org/10.1016/j.cell.2020.04.026
https://doi.org/10.1101/326470
https://doi.org/10.1016/S1473-3099(20)30120-1
https://doi.org/10.1016/S1473-3099(20)30120-1
https://doi.org/10.15252/embj.2020105114
https://doi.org/10.1038/s41591-020-0868-6
https://doi.org/10.1136/gutjnl-2020-320953


16

Vol:.(1234567890)

Scientific Reports |         (2021) 11:4533  | https://doi.org/10.1038/s41598-021-83366-y

www.nature.com/scientificreports/

	59.	 Shannon, P. et al. Cytoscape: a software environment for integrated models of biomolecular interaction networks. Genome Res. 
13, 2498–2504 (2003).

	60.	 Pontén, F., Jirström, K. & Uhlen, M. The Human Protein Atlas - A tool for pathology. J. Pathol. 216, 387–393 (2008).

Acknowledgements
The authors would like to acknowledge Ms. Lisa Chong for generation of the manuscript figure using BioRen-
der. Funding for this work was provide by The Canadian Institutes of Health Research (#PJT – 153289, Vanier 
Canada Graduate Scholarship #415148), and The Peter and Shelagh Godsoe Chair in Radiation Medicine, Prin-
cess Margaret Cancer Centre, The Princess Margaret Cancer Foundation, and Ontario Ministry of Health. LTL 
is funded by the Ministry of Science and Technology of Taiwan (MOST107-2320-B-038-034-MY3). TJP holds 
the Canada Research Chair in Translational Genomics and is supported by the Princess Margaret Foundation 
Gattuso-Slaight Personalized Cancer Medicine Fund and a Senior Investigator Award from the Ontario Institute 
for Cancer Research.

Author contributions
All authors were involved in the conception and design of the study, data interpretation, as well as critical revision 
of the manuscript. R.B. and J.P.B. performed the data acquisition and analysis. J.Y.Y.K., L.T.L. and R.B. drafted 
the manuscript. All authors approved the manuscript for submission.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https​://doi.
org/10.1038/s4159​8-021-83366​-y.

Correspondence and requests for materials should be addressed to F.-F.L.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://creat​iveco​mmons​.org/licen​ses/by/4.0/.

© The Author(s) 2021

https://doi.org/10.1038/s41598-021-83366-y
https://doi.org/10.1038/s41598-021-83366-y
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Elevation in viral entry genes and innate immunity compromise underlying increased infectivity and severity of COVID-19 in cancer patients
	Results
	ACE2, TMPRSS2, and CTSL expression varies across normal tissues of the human body. 
	Malignancy increases expression of viral entry genes. 
	Pediatric tissues have lower expression of viral entry factors. 
	Sex and smoking alter expression of viral entry genes. 
	Radiotherapy transiently upregulates viral entry gene expression. 
	Radiotherapy transiently affects genes of host innate immunity. 
	Role of chemotherapy on viral defenses. 
	Correlation of expression of viral response genes and COVID-19 severity. 
	Correlation of gene and protein expression. 

	Discussion
	Methods
	Data collection. 
	Statistical analysis: TCGA, GTEx and TARGET. 
	Differential expression analysis. 
	Enrichment analysis. 
	Functional analysis. 
	Sex analysis. 
	Smoking analysis. 
	Correlation analysis between viral response and viral entry gene CTSL. 
	Protein analysis of viral entry genes. 

	References
	Acknowledgements


