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Abstract

Introduction: Although most children experience minor symptoms from SARS-CoV-2 infection, some develop complications

including MIS-C. Neuroblastoma patients may be at higher-risk of infection. We hypothesized that ACE2, CD147, PPIA

and PPIB are poor-prognosis and SARS-CoV-2 infection biomarkers in neuroblastoma. Results: In-depth gene-expression-

dataset statistical analysis showed ACE2, CD147, PPIA and PPIB high-expression significantly associated with poor-prognosis

neuroblastomas with amplified MYCN, unfavourable-tumors and patients older than 18 months of age. Low-expression was

associated with the NTRK1-PTPN6-TP53 module, a good-prognostic marker. Conclusion: ACE2, CD147, PPIA and PPIB high

expression is associated with poor-prognosis neuroblastomas. These patients may be at higher-risk of SARS-CoV-2 infection.

1. INTRODUCTION

SARS-CoV-2 viral infection has resulted in a global pandemic1. Severe infection elicits a hyper-inflammatory
response and poses a risk to immunocompromised patients with pre-existing medical conditions2.There is a
need to understand the detrimental effects that SARS-CoV-2 has on neuroblastoma cancer patients.

Although most children experience minor symptoms from SARS-CoV-2 infection3, some develop neurological
complications including encephalopathy and seizures4, or the life threatening MIS-C3. Neuroblastoma pa-
tients could be at a greater risk of infection as their immunocompromised status, as a result of chemotherapy,
and specific molecular susceptibilities to the virus caused by cancer could increase infection risk3,6. Since
SARS-CoV-2 contagion will continue in the future, it is critical to determine whether neuroblastoma patients
are at higher-risk of infection.

Neuroblastomas are the most frequent neoplasms of infancy5. Patients are primarily diagnosed in the first 12
to 24 months of age5 .Long-term survival with high-risk-type tumors is poor. Prognosis depends upon patient
age and tumor biology5. Good-prognosis neuroblastomas (differentiated and favourable cytogenetics5,7),
express the NGF receptor-tyrosine-kinase NTRK17,8, whereas poor-prognosis tumors (poorly differentiated,
with SCA and MYCN-amplification7,8 ), express the neurotrophin receptor-tyrosine-kinase NTRK27,8. On
NGF-stimulation, NTRK1 is activated by tyrosine-phosphorylation8. This induces signalling promoting
neuroblastoma cell differentiation8. Neuroblastomas display high-cell heterogeneity, which is reflected in
their clinical presentation and poor outcomes5,7,8.

We have demonstrated that TP53 represses PTPN6 phosphatase expression resulting in NTRK1-activation9.
This type of NTRK1-activation is independently and significantly associated with 5-year RFS of children with
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neuroblastoma10 in the presence of MYCN-amplification, SCA and undifferentiated status10. This suggests
that the NTRK1-PTPN6-TP53 module could be a predictive good-prognosis neuroblastoma biomarker10.

ACE2, an enzyme belonging to RAS that cleaves Angiotensin I to Angiotensin II, behaves as the major
SARS-CoV-2 cell-entry-receptor by binding the SARS-CoV-2 S protein11. ACE2 expression is decreased
in breast-cancer and hepatocellular carcinoma12,13. Upregulation of the ACE2/Ang-(1-7)/Mas-axis in-
hibits breast-cancer cell-migration14. However, ACE2 upregulation is associated with poor-survival in lung-
adenocarcinoma15,16 and the ACE2/Ang-(1-7)/Mas-axis promotes migration and invasion of renal-carcinoma
cells17.Therefore suggesting that ACE2 plays a cancer specific role.

CD147, a cell-surface receptor18, interacts with SARS-CoV-2 S protein to mediate viral infection18. Loss
of CD147 inhibits increased SARS-CoV-2 viral load, and expression of CD147, in non-susceptible cells,
facilitates viral-entry19. In breast- and colorectal-cancer high CD147 expression is associated with poor
DFS19. CD147 is expressed in neuroblastoma exosomes20 and high levels are associated with undifferentiated
tumors21.

PPIA and PPIB peptidyl-prolyl-cis-trans-isomerases22, facilitate SARS-CoV viral-entry by interacting with
CD14723. They interact with SARS-CoV nsp-1and are incorporated into the viral capsid and then released,
enabling further virus binding to CD147 and subsequent infection of CD147-expressing cells23. They are
overexpressed in glioblastoma and non-small-cell lung carcinoma24. PPIA correlates with poor outcome in
gastric-cancer 24. PPIB promotes cell-proliferation and invasion in non-small-cell-lung-cancer25.

Our aim is to identify potential biomarkers that could be used as prognostic indicators and potential neu-
roblastoma treatment targets. We have hypothesised that ACE2, CD147, PPIA, and PPIB genes which
are involved in SARS-CoV-2 viral cell-entry are potential biomarkers for neuroblastoma and SARS-CoV-2
infection.

2. RESULTS

2.1 ACE2, CD147, PPIA and PPIB association with neuroblastoma EFS

To assess whether expression of ACE2, CD147, PPIA, or PPIB have prognostic value, three neuroblastoma
gene expression datasets were analysed. GEO database, accession number-GSE49711 with 498 samples
of Agilent customized oligonucleotide microarray data and GSE62564 Illumina HiSeq 2000 RNA-Seq data
from the same samples. TARGET, the third dataset, contains Affymetrix Exon-ST microarray data from 249
samples. Analysis was undertaken in 492 samples obtained from GSE49711 as those had MYCN amplification
data. Although GSE49711 was used for the main analysis, results were confirmed with GSE62564 and
TARGET datasets (Supplemental Methods). Clinical characteristics can be seen in Supplemental Table S1.

Multivariate analysis (Table 1) showed high and moderate ACE2 (HR= 1.48,P = 0.05 and HR= 1.58,
P = 0.03, respectively), high CD147 (HR= 2.13, P < 0.005), and moderate and high PPIA expression
(HR= 2.74, P < 0.005 and HR= 2.01,P < 0.005, respectively) independently associated with poor-survival.
Interestingly, removal of PPIA from the model demonstrated high PPIB expression significantly associated
with poor-outcome (HR= 1.80, P = 0.01) (Supplemental Table S2) suggesting that PPIB prognostic effects
rely on correlation with PPIA.

Multivariate analysis of samples stratified by MYCN amplification, age at diagnosis, tumor histology and the
NTRK1-PTPN6-TP53 module, showed that in the presence of MYCN amplification, moderate ACE2 (HR=
1.51, P = 0.04), high CD147 (HR= 1.97, P = 0.01) and high and moderate PPIA expression (HR= 2.30,P
< 0.005; HR= 1.85, P = 0.01) were significantly associated with poor-prognosis independent of MYCN
amplification (Supplemental Table S3). Analysis in patients younger and older than 18 months of age
showed moderate ACE2 (HR= 1.56, P = 0.03), high CD147 (HR= 1.99, P = 0.01) and high and moderate
PPIA expression (HR= 2.27, P< 0.005, HR= 1.8, P = 0.01) significantly associated with poor-survival
independent of age at diagnosis (Supplemental Table S4). Neuroblastomas are classified as differentiating or
undifferentiated5. Adjustment by tumor histology showed high and moderate PPIA expression significant
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associated with poor-survival independent of tumor histology (HR= 2.33,P < 0.005, HR= 1.65, P = 0.04)
(Supplemental table S5).

These results were supported by Kaplan-Meier analysis which demonstrated significant separation in survival
outcome between high, moderate and low expression of ACE2, CD147, PPIA or PPIB (Figure 1A-D).
Patients with high ACE2 expression had a 59.4% probability of 5-year EFS with a median-survival-time of
over 5-years, whereas low expression had a 73.3% probability of 5-year EFS with a median-survival-time of
over 5-years. For CD147 high levels had a 38.1% probability of 5-year EFS with a median-survival-time of
1.83 years, whereas with low expression the probability increased to 81.6% with a median-survival-time of
over 5-years. For PPIA and PPIB high expression had a 36.9% and 37.7%, respectively, survival probability
with a median-survival-time of 1.8 and 2.23 years, whereas with low expression survival increased to 82.6%
and 75.1%, with a median-survival-time of over 5-years.

Candidate gene expression was assessed in stratified groups with the independent t-test. MYCN amplified
samples (Figure 1E-H) and those from patients older than 18 months of age (Supplemental Figure S1) were
significantly associated with upregulation of ACE2, CD147, PPIA and PPIB. Similar results were obtained
for GEO datasets (Supplemental Tables S6 and S7). In TARGET, results remained significant for PPIA and
PPIB (Supplemental Tables S6 and S7). Unfavourable tumor histology was associated with upregulation
of CD147, PPIA, and PPIB (supplemental Figure S2) in both GEO datasets (Supplemental Table S8).
Significant association remained for PPIA and PPIB in TARGET (Supplemental Table S8).

2.2 ACE2, CD147, PPIA and PPIB association with NTRK1-PTPN6-TP53

To verify that samples expressing NTRK1-PTPN6-TP53 are indicative of good-prognosis10, EFS was de-
termined using Kaplan-Meier analysis (Supplemental Figure S3 A,B). It was estimated that patients with
NTRK1-PTPN6-TP53 presence had an 81.7% probability of 5-year EFS with a median-survival-time of over
5-years, whereas in its absence the probability of 5-year EFS was 56.2% with a median-survival-time of 3.4
years. Similar results were obtained with an independent t-test (Supplemental Figure S3 C,D). Therefore,
verifying association of the module with prolonged EFS10.

Multivariate analysis of ACE2, CD147, PPIA and PPIB in samples expressing NTRK1-PTPN6-TP53 showed
this module significantly associated with good-prognosis independent of ACE2, CD147, PPIA and PPIB ex-
pression (HR= 0.47, P =<0.005) (Supplemental Table S9). Similar results were obtained with an indepen-
dent t-test (Supplemental Figure S4). In GEO datasets, NTRK1-PTPN6-TP53 was significantly associated
with downregulation of ACE2, CD147, PPIA and PPIB and in TARGET for PPIA and PPIB (Supplemental
Table S10).

Stratification by SCA was not undertaken as only TARGET had information regarding SCA in the form of
59 samples. This low sample number was not statistically powerful to carry out the analysis.

3. DISCUSSION

Together, these results demonstrate that the SARS-CoV-2 viral-entry ACE2, CD147, PPIA and PPIB genes,
are upregulated and significantly associated with poor-prognosis neuroblastomas with MYCN amplification,
unfavourable histology and in patients older than 18 months of age. Moreover, their expression is downregu-
lated in tumors expressing NTRK1-PTPN6-TP53. This strongly suggests that poor-prognosis patients may
be at a higher-risk of SARS-CoV-2 infection when compared to those expressing NTRK1-PTPN6-TP53.

These findings are supported by our preliminary identification of enriched-gene-clusters and enriched-
pathways in prognosis-related clusters of neuroblastoma samples (using the TARGET dataset), with potential
to interact with SARS-CoV-2 proteins. Results showed that in potential poor-prognosis clusters PI3K-AKT-
mTOR signalling and CD147, PPIA, PPIB and NTRK1 could potentially be implicated in interactions with
the SARS-CoV NSP3 protein. NSP3 is of relevance as SARS-CoV NSP3 shares 94% sequence homology with
SARS-CoV-2 NSP326. NSP3 has immuno-evasive properties by inhibiting interferon signalling and prevent-
ing attack from the host’s immune system27. Interestingly, interferon signalling was prevalent in interactions
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seen in poor-prognosis S-type and Mesenchymal neuroblastoma cell lineages. However, this needs further
investigation due to the complex and heterogeneous nature of neuroblastoma.

These findings may have implications for patient care. CD147 participates in neuroblastoma tumor growth
and metastasis28. Inhibition of CD147 in glioblastoma reduces tumor cell-invasion29. Meplazumab, a biolog-
ical drug which blocks CD147 on the surface of Vero E6 cells and inhibits SARS-CoV-2 replication30, could
potentially treat SARS-CoV-2 infection and inhibit neuroblastoma growth.

Our results increase knowledge regarding neuroblastoma patient-risk to severe SARS-CoV-2 infection. Al-
though studies have analysed SARS-CoV-2 infection rates in paediatric cancer patients6, to date, none have
specifically focused on neuroblastoma. Moreover, given that treatment of high-risk neuroblastoma needs
further development, ACE2, CD147 and PPIA could be considered potential treatment targets.
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11.Hoffmann M, Kleine-Weber H, Schroeder S, Krüger et al. SARS-CoV-2 Cell Entry Depends on ACE2
and TMPRSS2 and Is Blocked by a Clinically Proven Protease Inhibitor. Cell 2020; 181: 271-280.e8.

12.Zhang Q, Lu S, Li T, Yu L, Zhang Y, et al. ACE2 inhibits breast cancer angiogenesis via suppressing
the VEGFa/VEGFR2/ERK pathway,J Exp Clin Cancer Res. 2019; 38: 173. doi: 10.1186/s13046-019-1156-5.

13.Ye G, Qin Y, Lu X, Xu X, S. Xu, et al. Pan The association of renin-angiotensin system genes with the
progression of hepatocellular carcinoma. Biochem. Biophys. Res. Commun. 2015; 459: 18–23.

14. Yu C, Downregulation of ACE2/Ang-(1–7)/Mas axis promotes breast cancer metastasis by enhancing
store-operated calcium entry.Cancer Lett. 2016; 376: 268–277.

4



P
os

te
d

on
31

J
an

20
24

—
T

h
e

co
p
y
ri

gh
t

h
ol

d
er

is
th

e
au

th
or

/f
u
n
d
er

.
A

ll
ri

gh
ts

re
se

rv
ed

.
N

o
re

u
se

w
it

h
ou

t
p

er
m

is
si

on
.

—
h
tt

p
s:

//
d
oi

.o
rg

/1
0.

22
54

1/
au

.1
70

66
60

00
.0

60
60

67
4/

v
1

—
T

h
is

is
a

p
re

p
ri

n
t

a
n
d

h
as

n
o
t

b
ee

n
p

ee
r-

re
v
ie

w
ed

.
D

a
ta

m
ay

b
e

p
re

li
m

in
a
ry

.

15. Feng Y, Overexpression of ACE2 produces antitumour effects via inhibition of angiogenesis and tumour
cell invasion in vivo and in vitro. Oncol. Rep. 2011; 26: 1157–1164.

16. Samad A, Jafar T, Rafi JH Identification of angiotensin-converting enzyme 2 (ACE2) protein as the
potential biomarker in SARS-CoV-2 infection-related lung cancer using computational analyses. Genomics
2020; 112: 4912–4923.

17. Xu J, Fan J, Wu F Huang Q The ACE2/Angiotensin-(1–7)/Mas Receptor Axis: Pleiotropic Roles in
Cancer. Front. Physiol. 2017; 8, https://doi.org/10.3389/fphys.2017.00276

18. Wang K, CD147-spike protein is a novel route for SARS-CoV-2 infection to host cells. Signal Transduct.
Target. Ther. 2020; 5: 1–10.

19. Bovenzi CD, Hamilton Tassone P, Johnson J, et al. Prognostic Indications of Elevated MCT4 and
CD147 across Cancer Types: A Meta-Analysis. BioMed Research International vol. 2015 e242437 htt-
ps://www.hindawi.com/journals/bmri/2015/242437/.

20.Marimpietri D, Petretto A, Raffaghello L, Pezzolo A, et al. Proteome Profiling of Neuroblastoma-Derived
Exosomes Reveal the Expression of Proteins Potentially Involved in Tumour Progression. PLOS ONE 8 ,
e75054 (2013). doi: 10.1371/journal.pone.0075054.

21.Garcia J, Faca V, Jarzembowski J, Zhang Q, Park J, Hanash S, Comprehensive Profiling of the Cell
Surface Proteome of Sy5Y Neuroblastoma Cells Yields a Subset of Proteins Associated with Tumour Diffe-
rentiation. J. Proteome Res. 2009; 8: 3791–3796.

22.Lavin PTM, Mc Gee MM. Cyclophilin function in Cancer; lessons from virus replication. 2016. Current
Molecular Pharmacology vol. 2015; 9: 148-64.

23. Chen Z, Mi L, Xu J, Yu J, Wang X, et al. Function of HAb18G/CD147 in Invasion of Host Cells by
Severe Acute Respiratory Syndrome Coronavirus. J. Infect. Dis. 2005; 191: 755–760.

24. Radzikowska U, Ding M, Tan G, Zhakparov D, et al. Disribution of ACE2, CD147, CD26, and other
SARS-CoV-2 associated molecules in tissues and immune cells in health and in asthma, COPD, obesity,
hypertension, and COVID-19 risk factors.Allergy 2020; 75: 2829 –2845.

25.Teng M-R, Huang J-A, Zhu, Z-T, Li H, Shen J-F, Chen Q, Cyclophilin B promotes cell proliferation,
migration, invasion and angiogenesis via regulating the STAT3 pathway in non-small cell lung cancer. Pathol.
Res. Pract. 2019; 215: 152417.

doi: 10.1016/j.prp.2019.04.009.

26. Yoshimoto FK, The Proteins of Severe Acute Respiratory Syndrome Coronavirus-2 (SARS CoV-2 or
n-COV19), the Cause of COVID-19. Protein J. 2020; 39: 198–216.

27. Astuti I, Ysrafil. Severe Acute Respiratory Syndrome Coronavirus 2 (SARS-CoV-2): An overview of
viral structure and host response. Diabetes Metab. Syndr. 2020; 14: 407–412.

28.Li Y, Xu J, Chen L, Zhong W-D, et al. HAb18G (CD147), a cancer-associated biomarker and its role in
cancer detection. Histopathology 2009; 54: 677–687.

29.Liang Q, Xiong H, Gao G, Xiong K, et al. Inhibition of basigin expression in glioblastoma cell line via
antisense RNA reduces tumour cell invasion and angiogenesis.Cancer Biol. Ther. 2005; 4: 759–762.

30. Bian H, Zheng Z-H, Wei D, Zhang Z. Meplazumab treats COVID-19 pneumonia: an open-labelled,
concurrent controlled add-on clinical trial. medRxiv (2020) doi:10.1101/2020.03.21.20040691.

Figure Legend

FIGURE 1 Kaplan-Meier survival curves and Box plots for 492 neuroblastoma samples ex-
pressing ACE2, CD147, PPIA, and PPIB
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For each gene analysed, samples were stratified into low, medium and high expression groups.

Kaplan-Meier curves were plotted for each group, and survival distributions curves were compared with the
log rank test. Samples with high expression of ACE2, CD147, PPIA or PPIB had significantly decreased
event free-survival (EFS) when compared to samples with low expression (Figure 1. A-D).

Samples were stratified into groups with and without MYCN amplification. Box plots were plotted for the two
groups using EFS data. Independent t-tests and log rank tests were used to determine significance (Figure
1. E-H).
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