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Abstract
Severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) is responsible for the pandemic
respiratory infectious disease COVID-19. However, clinical manifestations and outcomes differ
significantly among COVID-19 patients, ranging from asymptomatic to extremely severe, and it remains
unclear what drives these disparities. Here, we studied 159 sequentially enrolled hospitalized patients
with COVID-19-associated pneumonia from Brescia, Italy using the VirScan phage-display method to
characterize circulating antibodies binding to 96,179 viral peptides encoded by 1,276 strains of human
viruses. SARS-CoV-2 infection was associated with a marked increase in immune antibody repertoires
against many known pathogenic and non-pathogenic human viruses. This antiviral antibody response was
linked to longitudinal trajectories of disease severity and was further confirmed in additional 125
COVID-19 patients from the same geographical region in Northern Italy. By applying a
machine-learning-based strategy, a viral exposure signature predictive of COVID-19-related disease
severity linked to patient survival was developed and validated. These results provide a basis for
understanding the role of memory B-cell repertoire to viral epitopes in COVID-19-related symptoms and
suggest that a unique anti-viral antibody repertoire signature may be useful to define COVID-19 clinical
severity.

Introduction
Coronavirus disease-2019 (COVID-19) is a severe
acute respiratory disease caused by the infection of
SARS-CoV-2, which belongs to a group of virus es
with a positive-sense, single-stranded RNA genome,
similar to other known β-coronaviruses including

SARS-CoV (also known as SARS-CoV-1), MERS-CoV,
and other seasonal and less pathogenic coronaviruses
(e.g., HKU and OC43) [1-7]. SARS-CoV-2, discovered
in January 2020, is directly responsible for more than
115 million confirmed cases and 2.56 million deaths
https://www.ijbs.com
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globally, as of March 4, 2021. SARS-CoV-2 infection is
associated with a wide spectrum of clinical
manifestations that range from an asymptomatic
infection to lower respiratory tract involvement and
multifocal interstitial pneumonia, in some cases
progressing to severe hypoxic respiratory failure with
acute respiratory distress syndrome (ARDS),
multiorgan failure, and death [8]. The clinical course
and animal models of COVID-19 disease suggest a
biphasic trajectory initially dominated by innate and
early adaptive immune responses that can result in
viral clearance and clinical resolution, but in cases of
ineffective early responses, by a persistent and
dysregulated inflammatory response associated with
high morbidity and mortality. It is unclear, however,
why some patients are asymptomatic while others
develop severe symptoms. Among hospitalized
patients, older patients [9, 10] and cancer patients are
more likely to develop severe disease [11-13]. As
COVID-19-related severe clinical presentations are
associated with persistent viral shedding and
dysregulated inflammatory response, it is plausible
that ineffective host immune responses may
contribute to determine the severity of clinical
manifestations [14].
Viruses may affect human health by altering host
immunity, contributing to the pathogenesis of
inflammatory disorders such as autoimmune disease
and cancer [15-17]. Various human viruses may
interact with one another in the host and may alter a
host’s response to new infections and thereby affect
disease severity. It is known that viruses that persist
or are cleared in the host may leave unique molecular
footprints, known as viral epitope-specific reactive
antibodies, that can affect host susceptibility to other
infections, which may be a surrogate of disease
severity and progression. For example, prior infection
of human herpesvirus 5 (CMV) could improve
immune response to influenza [18]. The recent
identification of cross-reactive T cells to SARS-CoV-2
in unexposed individuals may provide a hint about a
possible impact of past exposure to seasonal
coronaviruses on COVID-19-related outcomes [19,
20]. Thus, the pattern and type of serological
responses to human viruses represent a unique
immunological, host-specific signature that provides
insight into the history of viral exposures, host
immunity of each individual, and disease onset.
We have recently employed a synthetic virome
technology, VirScan, to detect the exposure history to
most known human viruses [21]. VirScan implements
a phage display library that covers 96,179 viral
peptides that are each 56 residues in length tiling the
protein sequences with 28 residue overlaps, which
corresponds to 206 viral species and 1,276 human
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viral strains [22]. Using this technology, we developed
a viral exposure signature (VES) that could
discriminate liver cancer patients from at-risk or
healthy individuals and validated the results in a
longitudinal cohort with at-risk patients who had
long-term follow-up for liver cancer development
[21]. Remarkably, VES could predict cancer among
at-risk patients prior to a clinical diagnosis and
appeared clinically applicable for liver cancer
surveillance. In the present study, we show how
VirScan may provide a sensitive approach to identify
immunological footprints predictive of different
clinical outcomes of SARS-CoV-2 infection. With that
aim, we performed serological profiles of 284
hospitalized patients with pneumonia who were
suspected to be infected with SARS-CoV-2, as part of
the NIAID-NCI COVID-19 Consortium studies.

Results
Among 159 sequentially enrolled hospitalized
patients with pneumonia in Brescia, Italy in the
discovery cohort, 156 patients tested positive and 3
patients negative for the presence of SARS-CoV-2
infection by qRT-PCR and/or serology tests. In this
cohort, 73% of patients were male and the median age
was 60 years. Twelve patients were classified as
moderate, 19 as severe, and 128 as critical (Table 1).
Among the latter, 30 patients died during
hospitalization. We used version 2 of the VirScan
phage library to profile this cohort (Figure 1A), which
yielded on average 2 million single-end reads per
serum sample with mean mapped reads of 91%,
comparable to the Maryland (NCI-UMD) cohort
recently described [21]. Using replicates for setting up
the reproducibility threshold with built-in blank
replica for each plate as background controls, we
obtained 16,536 significantly enriched viral epitopes.
We detected antibodies reactive to a median of six
species of virus per sample, slightly lower than the
median of seven species of virus per sample found
among healthy individuals from the Baltimore area in
the United States [21]. Interestingly, while we found
antibodies reactive to a median of 9 viral epitopes per
sample in the Brescia cohort, there was an elevation of
total reactive antibodies to known viruses in
COVID-19 patients compared to non-COVID-19
patients, although it did not reach statistical
significance (Figure 1B). The prevalence of antibodies
reactive to the most common viruses, such as human
respiratory syncytial virus (HRSV), related to
respiratory tract infections, human herpesvirus 1
(HHV1), related to oral lesions and encephalitis,
human herpesvirus 4 (EBV), related to infectious
mononucleosis and human herpesvirus 5 (CMV), was
comparable between Brescia COVID-19 patients
https://www.ijbs.com
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(Figure 1C) and healthy individuals from Baltimore,
as well as other populations [21, 22]. Interestingly, we
observed some variations of antibodies for viral
compositions among moderate, severe, and critical
patients with a tendency of an increasing level of
antibodies reactive to unique viral epitopes
corresponding to disease severity (Figure 1C), and
this was confirmed by a quantitative analysis of the
total amount of antibodies reactive to viral epitopes
across clinical severity patient groups (Figure 1, D and
E). There was a statistically significant increase in
reactive antibodies with increasing severity in clinical
presentations. Noticeably, SARS-CoV antibodies were
detected in 27% of moderate patients but 53% of
severe patients and 49% of critical patients (Figure 1C,
Supplemental Table 1). The difference of viral
antibody composition and levels of antibodies
reactive to unique epitopes was comparatively small
when stratified by age and sex (Supplemental Figure
1, A-D). Similar results were also observed in a
validation cohort of 125 COVID-19 patients from
three hospitals in the region of Lombardy, Northern
Italy (Supplemental Figure 1E). Remarkably, the
levels of viral antibodies were significantly elevated in
patients in the acute phase of COVID-19 but declined
in convalescent patients (Supplemental Figure 1E).
Taken together, these results indicate that an
individual’s immune memory antibody repertoires
due to a history of viral exposure showed a marked
increase during acute SARS-CoV-2 infection.
Table 1. Clinical characteristics of hospitalized patients with
pneumonia from Italy
Clinical Variable
SARS-CoV-2 statusa - no.
(%)
Negative
Positive
Convalescent
No data
Sex - no. (%)
Male
Female
Age - median (range)
Location - no.
Brescia
Monza
Pavia
Sample time pointb - no.
T0
T1
T2
T3
T4
T5
Clinical Severityc - no.
Moderate
Severe
Critical
HIV status - no. (%)

Discovery
(Brescia)
(n=159)

Validation
(Brescia/Monza/Pavia)
(n=125)

p valuef
0.86g

3 (2)
156 (98)
0
0

2 (2)
114 (91)
6 (5)
3 (2)

116 (73)
43 (27)
60 (23-89)

84 (67)
41 (33)
63 (0.1-95)

159
0
0

60
31
34

159
76
41
22
0
0

125
62
27
12
5
3

12
19
128

56e
13
56

0.30

0.25g
NAh

0.74g

<0.001

0.31

Clinical Variable

Discovery
(Brescia)
(n=159)
7 (5)
152 (95)

Postitive
Negative
Immunodeficiencyd - no. (%)
Yes
23 (14)
No
136 (86)
Dexamethasone treatment - no. (%)
Yes
59 (37)
No
100 (63)
Outcome - no. (%)
Alive
129 (81)
Deceased
30 (19)
No data
0
Enrollment date
March 2020

Validation
(Brescia/Monza/Pavia)
(n=125)
2 (2)
123 (98)

p valuef

0.60
15 (12)
110 (88)
<0.001
10 (8)
115 (92)
0.01
111 (89)
11 (9)
3 (2)
Apr-May 2020

SARS-CoV-2 status was determined by quantitative real-time
reverse-transcriptase-polymerase-chain-reaction (qRT-PCR) assay of nasal and
pharyngeal swab specimens and/or by positive serology tests. bLongitudinal time
points of blood collection are indicated as T0 - T5. T0, the first blood collection; T5,
the last blood collection. cDefinition details in Materials and Methods. dIncluding
primary and secondary immunodeficiency. eModerate (n=56) combined 1
asymptomatic, 6 Convalescent, 21 mild and 28 moderate cases. fFisher's exact test,
unless specified. gUnpaired t-test. hNot available
a

Nearly 50% of COVID-19 patients from Brescia
had antibodies reactive to SARS-CoV peptides (Figure
1C, left panel). We also detected antibodies reactive to
peptides corresponding to several common
coronaviruses including NL63, 229E, HKU1 and
OC43, but their prevalence was low (7%, 4%, 2% and
1%, respectively). The levels of SARS-CoV positive
cases were unexpectedly high in Brescia patients,
given the fact that reactive antibodies to SARS-CoV
epitope sequences were hardly detectable in our
previous VirScan study of 899 Baltimore patients and
other populations, suggesting that the SARS-CoV
prevalence is extremely low in the general population
[21, 22]. Consistently, SARS-CoV reactivity could not
be detected in patients diagnosed with pneumonia
that tested negative for SARS-CoV-2 while its level
was high in COVID-19 patients, in both the discovery
cohort (Figure 2A) and the validation cohort
(Supplemental Figure 2A). Noticeably, SARS-CoV
reactivity was undetectable in 6 convalescent patients
in the validation cohort. We hypothesized that
SARS-CoV peptides used in the phage library may
detect SARS-CoV-2 cross-reactive antibodies. Upon
close examination of the VirScan phage library, we
found that it contained 80 epitope tiles corresponding
to the SARS-CoV sequence, namely 44 epitopes for the
spike protein, 15 epitopes for the nucleocapsid
protein, and 21 epitopes for 3a, 3b, 7a, and 9b proteins.
Among them, 4 peptides spanning the spike protein
sequence and 8 peptides spanning the nucleocapsid
protein showed strong reactive signals to COVID-19
positive patients (Figure 2B). Since SARS-CoV and
SARS-CoV-2 share a similar viral structure (Figure
2C) with an overall 79% genetic similarity, we
determined sequence similarities between SARS-CoV
epitopes used in the library and the newly identified
SARS-CoV-2 sequences.
https://www.ijbs.com
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Figure 1. Overview of viral exposure across Italian COVID-19 cohorts. (A) Discovery and validation workflow of our VirScan study. (B) Total number of unique
epitopes in non-COVID-19 and COVID-19 cases in the Brescia discovery cohort. (C) Viral prevalence (left), number of unique epitopes of moderate, severe, and critical groups
of patients (3 center panels) and composition of prevalence across patient groups (right) for 156 COVID-19 cases in the Brescia discovery cohort. (D) Antibody reactivity of all
epitopes detected in at least two cases. Rows represent epitopes and columns represent COVID-19 cases from the Brescia discovery cohort, where -log10 (p-value) was used
to quantify peptide enrichment. (E) Log-transformed total enrichment across all epitopes in the moderate, severe, and critical groups from the Brescia discovery cohort. For each
violin plot, the embedded box spans the interquartile range around the median (thick horizontal line), whereas the contour denotes the kernel density estimate of the
distribution. Box plots represent 25th to 75th percentiles and whiskers extend to 10th and 90th percentiles. P-values were determined with Student’s t-test.
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We found that reactive SARS-CoV epitope
sequences share a high homology to SARS-CoV-2,
especially in the regions predicted to be strongly
antigenic by the B-cell epitope prediction tool of the
Immune Epitope Database (http://tools.iedb.org)
(Figure 2, D-F). Thus, we concluded that VirScan’s
SARS-CoV peptides may be effectively used to detect
SARS-CoV-2 antibodies. We measured the antibody
epitope binding signal (EBS) to estimate the antibody
titer for each epitope recently described [23]. Similar
to an overall increase in the immune memory
antibody repertoire diversity to all known pathogenic
viruses corresponding to clinical severity, we found a
significant increase in levels of antibodies to the spike
protein, but not to the nucleocapsid protein, with
increased disease severity (Figure 2G). We also found
an increasing trend in antibody production to the
spike protein over time during hospitalization (Figure
2H). Consistently, a significant increase in antibodies
to the spike protein was found in patients requiring
intensive care unit (ICU) care compared with non-ICU
patients (Supplemental Figure 2B). However, no
statistical difference was observed for antibodies
against the nucleocapsid protein (Supplemental
Figure 2C). Moreover, levels of anti-Spike antibodies
did not correlate with mortality (Supplemental Figure
2D). To further validate the above finding, we
performed correlation analysis of antibody reactivity
against spike and nucleocapsid proteins between
VirScan and the luciferase immunoprecipitation
system (LIPS) that employs an immunoassay to detect
both linear and conformational antibodies against
full-length nucleocapsid and spike proteins [24]. We
found a significant concordance between VirScan and
LIPS (Supplemental Figure 2, E and F). In contrast,
there was no correlation between the total amount of
reactive antibodies detected by VirScan and the levels
of circulating immunoglobulin (Supplemental Figure
2, G and H). However, consistent with the results of
the discovery cohort, we found that the total amount
of antibodies reactive to all viral epitopes was
significantly elevated corresponding to the disease
severity among patients in the validation cohort
(Supplemental Figure 2I).
The above results suggest that an individual’s
immune memory antibody repertoires may be
modulated upon acute infection by SARS-CoV-2. To
further explore this hypothesis, we tracked the
longitudinal progression of EBS for individual
patients. Figure 3A shows the individual trajectories
over time for COVID-19 patients grouped by disease
severity (gray lines), which were generated from
discrete timepoints using LOESS regression. The
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average trajectory for each group (solid blue line) was
then fitted by linear regression (dashed blue line) to
extract the slope's value and standard error (shown in
the legend). While the rate of change of the moderate
and severe groups is almost flat (i.e. the slope is
consistent with zero after taking the standard error
into account), the critical group shows a significant
positive slope. Therefore, in addition to having an
increased EBS at baseline, COVID-19 patients in the
critical group display a characteristic overall increase
across the entire antibody repertoire over time.
Consistent with these observations, the EBS rate of
change among ICU patients is observed to be
significantly larger compared with that of non-ICU
patients (Supplemental Figure 3A) and, analogously,
the EBS slope among deceased patients appears
significantly larger than that of survivors
(Supplemental Figure 3B). Furthermore, similar
analyses of sex and age effects on the humoral
immune response of COVID-19 patients show that
both the total epitope enrichment at baseline
(Supplemental Figure 4, A and B) and the longitudinal
EBS progression (Supplemental Figure 4, C-F)
increase with age and are significantly higher among
males compared with female patients. In agreement
with well-established observations of older patients,
preferentially male, being more susceptible to severe
COVID-19 progression and death [9, 10, 25], our
findings solidify the emerging picture of disease
severity being robustly associated with an elevated,
non-specific humoral immune activation. The EBS
signal calculated across all epitopes (horizontal axis)
correlated with the EBS signal from the 785-840
epitope in the spike protein, the 141-196 epitope in the
nucleocapsid protein, and all available SARS-CoV
peptide sequences, respectively (Figure 3B). While, as
expected, restricting the EBS signal to one or a few
epitopes yields noisier measurements, we nonetheless
observe significant positive correlations with the
overall EBS across the cohort. The heatmap in Figure
3C shows in greater detail the integrated longitudinal
EBS progression from the three patient groups
(indicated by the color bar on the left), which
emphasizes
the
intriguing
complexity
and
heterogeneity of the COVID-19 time course.
To determine if virus-related memory antibody
repertoires could be used to define COVID-19 clinical
manifestations predictive of clinical outcomes, we
utilized a gradient boosting machine learning approach, XGBoost, to build a COVID-19-related virus
exposure signature (COVID-VES) corresponding to
the severity of patients’ conditions in the discovery
cohort, which follows a strategy used previously [21].

https://www.ijbs.com
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Figure 2. SARS-CoV epitope reactivity in moderate, severe, and critical cases from the Brescia discovery cohort. (A) Total reactivity of all SARS-CoV epitopes
in non-COVID and COVID-19 cases. Log transformation was applied. (B) Antibody reactivity of 85 SARS-CoV epitopes. Each row represents the significant peptide tiling
corresponding to spike protein (1-1255) and nucleocapsid protein (1-422). The color intensity of each cell corresponds to the scaled -log10(p value) measure of significance of
enrichment for a peptide in a sample. (C) Organization of SARS-CoV-2 genome encoding various viral proteins. (D) B-cell epitope prediction score for spike and nucleocapsid
based on the Immune Epitope Database and Analysis Resource (IEDB). (E-F) Sequence alignment of reactive peptides corresponding to spike (E) and nucleocapsid protein (F)
of SARS-CoV and SARS-CoV-2. Only peptide sequences in the phage library are shown. Residues with perfect match are capitalized. Predicted epitopes by IEDB are highlighted.
(G) Normalized EBS of spike (785-840, left) and nucleocapsid (141-196 right) proteins in moderate, severe, and critical patients. (H) Normalized EBS of spike (785-840, left) and
nucleocapsid (141-196 right) proteins in patients at different time points. In violin plots, boxes span the interquartile range; lines within boxes represent the median; the width
of violin plots indicates the kernel density of values. Box plots represent 25th to 75th percentiles and whiskers extend to 10th and 90th percentiles. P-values were determined with
Student’s t-test.
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Figure 3. Longitudinal progression of the normalized EBS across individuals from the Brescia discovery cohort. (A) Individual trajectories over time for patients
grouped by disease severity (gray lines), which were averaged (solid blue line) and fitted by linear regression (dashed blue line; slope and standard error shown in the legend).
Baseline refers to the first sample obtained after admission to the hospital. (B) Normalized EBS in SARS-CoV spike, nucleocapsid, and all SARS-CoV reactive proteins compared
against the normalized EBS across all VirScan epitopes. (C) Heatmap showing the longitudinal progression of individual patients integrated across all three patient groups by
disease severity. P-values were determined with Student’s t-test.
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We only included baseline samples (i.e., the first
sample available upon hospitalization) to search for
COVID-VES in order to minimize the potential
disturbance of serological responses due to either the
acute infection by SARS-CoV-2 or the length of
hospitalization. Patients with a moderate to severe
condition were compared to those with a critical
condition. A total of 100 iterations were performed by
applying the algorithm ROSE to generate balanced
classes; for each iteration, XGBoost with 10-fold cross
validation was found capable to significantly
discriminate moderate samples from critical samples
with area-under-the-curve (AUC) performance values
close to 1 during training and above 0.9 during
cross-validation
(Figure
4A).
The
resulting
COVID-VES signature consisted of 28 viral strains
that were selected in at least 50 of the 100 iterations.
All of these viral strains were positively associated
with patients with critical condition (Figure 4B). We
then tested if the resulting COVID-VES was
associated with overall survival by applying the
survival risk prediction algorithm successfully used in
previous studies [26, 27]. The survival risk prediction
based on 10-fold cross-validation predicted patients
into low- and high-risk groups with a significant
difference in survival, as shown in the Kaplan-Meier
plot (Figure 4C), yielding the log-rank P-value = 0.008.
The resulting cross-validated misclassification rates
were significantly lower than expected by chance
(permutation P-value=0.04 based on 100 random
permutations). The Cox proportional hazards
regression analysis was also stratified by several
clinical subgroups. COVID-VES risk was significantly
associated with overall survival within the ICU, older
(age ≥ 60 years), and male subcohorts (Figure 4D). The
small size of our cohort, however, did not allow us to
perform multivariable Cox regression analysis. To
further validate the clinical utility of our COVID-VES,
we performed survival risk prediction of this
signature in 113 patients with survival data from the
validation cohort. We found that COVID-VES was
able to discriminate high-risk and low-risk patients
with a significant difference in overall survival
(Figure 4, E and F).
As the demographic factors such as age and sex
could contribute to disease severity, we also examined
the age and sex distribution in the two risk groups
described in Figure 4C and E and found there were no
statistically significant differences between the two
risk groups (data not shown). These results suggest
that predicted risk differences are mainly driven by
the history of viral exposure rather than by differences
in demographic factors.
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As noticed above, one of the limitations of the
sequentially enrolled discovery cohort is that the
patient numbers in different clinical severity groups
are imbalanced, with only 12 moderate and 19 severe
but 128 critical patients, and only 3 COVID-19
negative patients. To ameliorate this limitation, we
combined the discovery and validation cohorts, thus
improving the balance across mild (n=22), moderate
(n=37), severe (n=31), and critical (n=172) COVID-19
positive patients. We also included 5 COVID-19
negative and 6 convalescent patients. There was a
statistically significant increase in total reactive
antibodies in COVID-19 positive patients correlated
with clinical severity and, moreover, statistically
significant increases in various strata of COVID-19
positive patients (namely, moderate, severe, and
critical) compared to convalescent patients for
COVID-19 (Figure 5). To further validate that the
elevated immune memory antibody repertoires were
modulated upon acute infection by SARS-CoV-2, we
compared COVID-19 patients to another cohort of
patients including 54 HIV-1-infected subjects on
antiretroviral therapy and 37 healthy control patients
enrolled at the NIH Clinical Center (Supplemental
Table 2) and profiled with VirScan concurrently with
COVID-19 patients. As shown in Figure 5, the
HIV-1-infected group did not show increased
antibody levels compared to its demographically
matched healthy control group. Both groups appear
to have total epitope enrichment levels significantly
lower than those of COVID-19 positive subjects
(Supplemental Table 3).
To further examine a potential bias of
COVID-VES due to an initial search based on
unbalanced numbers of patients with moderate and
critical conditions in the discovery cohort, we
performed XGBoost with ROSE on a combined
discovery and validation cohort. Using the same
feature selection criteria, we found 35 significant viral
strains that could discriminate mild/moderate from
critical cases (Supplemental Figure 5A-B). Most of
them overlapped with COVID-VES. Despite some
differences in the feature importance with the
XGBoost modeling, this alternative COVID-VES
showed good performance to capture the low- vs
high-risk overall survival differences of the stratified
cohort (log rank p<0.01; permutation p<0.01)
(Supplemental Figure 5C).

Discussion
Humoral immunity plays an important role in
antiviral response by producing antibodies against
various pathogens such as SARS-CoV-2, among
others, which may result in convalescence.

https://www.ijbs.com
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Figure 4. Development and validation of a viral exposure signature predictive of disease severity. (A) XGBoost with 10-fold cross validation for 100 iterations of
balanced input data generated by ROSE. Each iteration showing the AUC value of training and cross validation sets. (B) The COVID-VES signature consisted of 28 viral strains
that were selected in at least 50 of the 100 iterations predicted by XGBoost. (C and E) Survival risk predictions based on the COVID-VES signature in low- and high-risk patient
groups in the discovery (C) and validation (E) cohorts, respectively. Survival time was based on days since admission. (D and F) Results from Cox proportional hazards regression
analyses in the discovery (D) and validation (F) cohorts, respectively. Patients within each clinical group were classified into low- and high-risk categories based on the
COVID-VES, then Cox proportional hazards ratios were determined. ND, not determined. P-values were determined with Logrank and Student’s t-test. Error bars represent
95% confidential intervals.

https://www.ijbs.com

Int. J. Biol. Sci. 2022, Vol. 18

5600

Figure 5. Total epitope enrichment comparison in COVID-19 and HIV-1-infected patients. Log-transformed total enrichment across all epitopes in the combined
discovery and validation cohorts of COVID-19 patients from Northern Italy, and a cohort of HIV-1-infected (n=54) and healthy subjects (n=37) from NIH, USA. Significant
p-values (<0.05) from the pairwise comparison of all patient groups are shown in the right-hand side panel. Covid-Neg, Covid negative; Mod, Moderate; Sev, Severe; Crt, Critical;
Conv, Convalescent; Hlty, Healthy subjects. Box plots represent 25th to 75th percentiles and whiskers extend to 10th and 90th percentiles. P-values were determined with
Student’s t-test.

Using VirScan, we have determined the
exposure history of COVID-19 patients to most
known human viruses. Our findings suggest that the
dysregulation or imbalanced activation of humoral
immunity may be associated with poor COVID-19
outcomes. A surprising finding of this study is a
marked increase in the overall immune memory
antibody repertoire activity in COVID-19 patients
linked to the trajectories of disease severity. This
conclusion is supported by the following
observations. First, levels of total reactive antibodies
against unique epitopes of known viruses were much
higher in hospitalized COVID-19 patients than in
non-COVID-19 patients who were also hospitalized
due to pneumonia. Second, COVID-19 patients in
critical condition had much higher levels of reactive
antibodies to known viruses than those in severe or
moderate condition. These results suggest that
COVID-19 patients in critical condition may have a
uniquely different host immune response and
presumably a different host genetic background. This
view is consistent with a recent genome-wide
association study identifying a 3p21.31 gene cluster as
a genetic susceptibility locus in patients with
COVID-19 with respiratory failure [28] and with the
recent identification of monogenic defects of type I
interferon immunity in patients with critical
COVID-19 [29]. Third, longitudinal analysis revealed
that during their hospitalization, patients in critical
condition showed the highest elevation of reactive
antibodies to known viruses compared to patients in
severe or moderate condition. It appears that the
elevated immune memory antibody repertoire
activity is associated with poor clinical trajectories in
COVID-19 patients. Levels of antibodies against a

single linear epitope corresponding to SARS-CoV
spike protein with 100% homology to SARS-CoV-2
were also linked to trajectories of disease severity.
There was no significant difference in immune
memory antibody repertoires between older or
younger patients but a small difference between men
and women who had acute infections of SARS-CoV-2.
This is in contrast to the observations that both male
and older individuals are more likely to experience
severe COVID-19-related symptoms than female or
younger individuals [30]. Our data suggest that
SARS-CoV-2 may directly stimulate an individual’s
overall immune memory antibody repertoire activity.
These results are unexpected since humoral immunity
is thought to be very stable over time due to
long-lived plasma cells since long-term antibody
responses are critical for protective immunity against
pathogens [31-33]. Interestingly, a recent study
revealed that measles virus infection can diminish
preexisting antibodies that offer protection from other
pathogens, which may in turn create potential
vulnerability to future infections [23]. It appears that
COVID-19 acute infection and measles virus infection
may follow different molecular mechanisms to alter
humoral immune memory. Consistently, a recent
study demonstrated that COVID-19 infection is
associated with increased frequencies of proliferation
of memory B cell subsets but no changes in naïve
B-cell frequencies [34]. The ability of SARS-CoV-2 to
selectively promote proliferation of memory B cells
could explain our findings of a marked increase in an
overall immune memory antibody repertoire activity
linked to poor clinical trajectories of COVID-19
patients. Future studies will explore whether
dampening COVID-19-induced reactivation of
https://www.ijbs.com
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memory B cells may be a viable strategy to control the
clinical severity of COVID-19 patients. Encouraging
results were obtained with the use of dexamethasone
[35], a synthetic corticosteroid as a broad-spectrum
immunosuppressor that can affect both T cells and B
cells. Inhibition of Bruton tyrosine kinase, a regulator
of B-cell maturation [36], could be another viable
therapeutic strategy to improve clinical outcomes of
COVID-19 patients [37].
Autoimmune diseases are complex disorders
resulting from the failure of immunologic tolerance
leading to an immune response against the host
antigens. Autoimmune reactions signify an imbalance
between effector and regulatory immune responses
[38]. They may arise from a combination of genetic
and environmental factors. Viral infection is
considered as an environmental factor to trigger
autoimmune disease [39]. Examples of human viruses
that may precipitate autoimmune manifestations
include HHV-4 (EBV) and HHV-6 linked to multiple
sclerosis [40, 41], parvovirus B19 linked to rheumatoid
arthritis [42], and hepatitis C virus linked to
cryoglobulinemia [43]. Several recent studies suggest
a possible involvement of SARS-CoV-2 infection in
inducing autoimmune and autoinflammatory
manifestations such as multisystem inflammatory
syndrome in children (MIS-C) [44, 45]. It is plausible
that various clinical manifestations of COVID-19 may
be the result of SARS-CoV-2-induced autoimmunity.
While how COVID-19 induces autoimmunity remains
unclear, molecular mimicry has been suggested as a
plausible mechanism [39]. This mechanism suggests
the presence of similar antigens between viruses and
hosts to facilitate pathogens to avoid the host immune
response and is mainly mediated via a T-cell response
[39]. However, our results suggest that COVID-19
may affect B-cell repertoires as we observed a marked
elevation of memory antibodies to past history of viral
infection of most known viruses, regardless of viral
types. These results are consistent with the idea that
SARS-CoV-2 may directly activate memory B cells, a
concept supported by a recent observation that
COVID-19 infection is mainly associated with
increased frequencies of proliferation of memory
B-cell subsets and expansion of plasmablasts [34]. It is
possible that memory B cells are much more sensitive
than naïve B cells to SARS-CoV-2 and that patients
with activation of certain memory B cell subsets may
be more vulnerable to COVID-19-induced disease
severity. This could explain our finding that HCV
infection was seen exclusively in hospitalized Brescia
COVID-19 patients with a critical condition. Although
speculative, it will be interesting to determine if HCV
patients who have achieved a sustained virologic
response by anti-HCV therapy are still vulnerable for
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COVID-19-mediated disease severity. Additional
prospective studies with larger cohorts are warranted
to test these hypotheses.
VirScan is a powerful technique to profile the
humoral response induced by infectious diseases.
During the preparation and peer-review of this
manuscript, other studies using the VirScan
technology have been published showing consistent
findings. In one of these studies, Shrock et al [46]
updated the VirScan virome phage library including
SAS-CoV-2 epitopes which was used for serological
profiling of COVID-19 patient and pre-COVID-19 era
control sera. It showed that COVID-19 patients
mounted a strong antibody response to specific
regions of the spike and nucleocapsid proteins of
SARS-CoV-2, similar to the findings reported here.
Interestingly, this study revealed that serum samples
from COVID-19 patients also exhibited a significantly
higher level of reactivity to seasonal HCoV peptides
compared to pre-COVID-19 era controls, which is
speculated to be likely due to an anamnestic response
boosting B cell memory against HCoVs. In another
study, Zamecnik et al [47] introduced ReScan, a
modified version of VirScan, which combines
paper-based microarrays and programmable phage
display and was used to screen for and isolate the
most immunogenic peptides for SARS-CoV-2
antibody diagnostics. In excellent agreement to our
findings, this study isolated epitopes within the spike
and nucleocapsid proteins with a strong
immunogenic reactivity, which are the same as those
reported here.
In summary, by determining serological
responses to history of infection from most known
human viruses, we linked the activity of memory
antibody immune repertoires to clinical manifestations of COVID-19 patients. We developed a
COVID-19-related viral exposure signature as
serological biomarkers that may be useful to identify
COVID-19 patients who may progress to autoimmune
and autoinflammatory disease that may require
tailored treatments. The main limitations of this study
are the inclusion of only 284 COVID-19 patients with
imbalanced number of patients in the discovery
cohort and only a few SARS-CoV-2 negative acute
infectious pneumonia control patients. While we
observed a consistent and clear elevation of
individual immune memory antibody repertoires
linked to trajectories of disease severity over time,
there remains a substantial heterogeneity within each
patient group, which will require expanding our
analysis in the future to larger cohorts with
well-balanced severity groups controlled by
SARS-CoV-2 negative acute infectious pneumonia
control patients and increased time resolution in order
https://www.ijbs.com
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to gain a deeper understanding of the complex
interplay between host immunity and SARS-CoV-2
infection.

Methods
Study cohorts. Sera were prepared from blood
donated by patients admitted in hospitals in Italy due
to suspected COVID-19 since March 2020. We first
analyzed sequentially collected blood samples of 159
patients from Brescia, Italy in March 2020 when
Northern Italy was hit by the first wave of COVID-19,
as a discovery cohort. We then analyzed additionally
collected blood samples from 125 patients from
Brescia, Monza and Pavia, Italy from April to May
2020, when the stress on the healthcare system was
relieved, as an independent validation cohort.
Patients were classified into categories of
asymptomatic, mild, moderate, severe, and critical
according to clinical features (National Health
Commission & National Administration of
Traditional Chinese Medicine, 2020). Specific
definitions of clinical severity are: (1) Asymptomatic
(individual who tested positive by qRT-PCR but did
not develop symptoms); (2) Mild (modest symptoms
and no pneumonia); (3) Moderate (fever and
respiratory symptoms plus radiological evidence of
pneumonia; use of low-flow oxygen is still part of this
category but O2 saturation is >93% at rest); (4) Severe
(oxygen saturation at rest of 93% or lower OR
respirate rate >30/min OR PaO2 FiO2 <300 mmHg;
use of oxygen is still part of this category); (5) Critical
(any of the following: mechanical ventilation via
CPAP, BiPAP, intubation, or high-flow oxygen; septic
shock; organ damage requiring admission in the ICU);
(6) Convalescent (tested positive at the time of
hospital admission, then negative at the time of blood
sample collection). Patient clinical information and
eligibility were surveyed with the standard COVID-19
Human Genetic Effort Patient Screen form. Sera were
isolated from whole blood for analysis. Sera from
HIV-1-infected individuals on antiretroviral therapy
and from anonymous healthy blood donors were
collected after informed consent was obtained under
the NIH IRB-approved protocols NCT02081638 and
NCT00001846, respectively.
VirScan T7 phage epitope library. The sera samples
from enrolled patients were used to perform high
through-put phage-immunoprecipitation (Phage-IP;
VirScan) with a T7 phage library expressing epitopes
of humoral virome. We used the v2.0 epitope library
which consists of 96,179 viral peptides generated from
the human virome of all 1,276 known humoral virus
strains [22]. In this phage library, there are 3,663
epitopes from 16 species of coronaviruses, including
80 epitopes from SARS-CoV. The virome was tiled to
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56 aminoacid long epitopes with 28 aminoacid
overlaps. The epitope tiling was then cloned to a T7
phage library for displaying. Phage library was
amplified using BLT5403 E. coli strain with the plate
lysate method previously described [22]. The phage
library quality was assessed in two ways. First, it was
titrated with standard protocol to ensure the titer of
phage is about 1x1011pfu/mL. Second, a 10µl aliquot
of the amplified phage library was lysed by boiling at
95°C for 10 min followed by two steps of PCR to
amplify and index the cloned epitope sequences in the
phage genome. The constructed sequencing library
was then sequenced at the NCI CCR Frederick
Sequencing Facility. The phage library passed quality
control as a total coverage of more than 99.99% of the
designed epitopes was achieved. These sequencing
results also serve as input for downstream analysis of
phage-IP-seq.
Phage-IP-seq. Phage-IP was then performed using
collected sera samples and phage library as
previously described [21]. The day before phage-IP,
96-deep-well plates (BradTech, Catalog #EW07904-04) were blocked using bovine serum albumin
in TBST buffer. After overnight incubation, the
blocking buffer was aspirated and sera samples
containing 2 µg of total IgG were mixed with 2x1010
pfu T7 library in 1mL dilution buffer (20 mM
Tris-HCl, pH 8.0, 100 mM NaCl, 6 mM MgSO4)
supplemented with 50 µg/mL chloramphenicol and
50µg/mL kanamycin into the deep well plate, and
rotated at 4°C for 20 hours for the phage to form
complex with the antibodies from sera. Technical
duplicate plates were introduced during this step.
After overnight complex formation, 20 µl protein A
and 20 µl protein G Dynabeads (Thermo Fisher,
Catalog #10008D and #10009D) were added to each
well containing the phage and antibody complex, and
rotated for another 4 hours at 4°C. The finally formed
Dynabeads-antibody-phage complex was then
washed three times with washing buffer (50 mM
Tris-HCl, pH7.5, 150 mM NaCl, 0.1% NP-40) to
eliminate the non-specific binding. After wash, the
Dynabeads with antibody-phage complex were
suspended in 40 µl ultrapure water and transferred
into a 96-well PCR plate, followed by boiling at 95°C
for 10min to recover the phage genomic DNA. The
recovered phage genomic DNA was used as template
of first round PCR to amplify the epitope expressing
sequences. A second round PCR was employed to add
index barcode to the DNA product of first round PCR
of each sample well on the 96-well plate. The products
of second PCR were then pooled together and loaded
to a 2% agarose gel and target size fragment were cut
and recovered using a gel extraction kit (Qiagen,
Catalog #28704). With this, the DNA sequencing
https://www.ijbs.com
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library was successfully constructed. Recovered
sequencing library now contained barcoded DNA
fragments encoding viral epitopes that were
recognized by antibodies in the sera. This DNA
library was then sequenced the same way as phage
epitope library did, on an Illumina NextSeq 500
platform with 75bp single read, at NCI CCR Frederick
Sequencing Core Facility. A total of 200 million reads
per lane were obtained with an average of one million
reads per serum sample and minimum 90% mapping
rates were achieved.
Sequencing data processing and informatic epitope
score analysis. Raw data were demultiplexed with
BCL2FASTQ2 and converted to fastq format. The
fastq files were mapped to the virome library
sequence with Bowtie. To call hits, we first calculated
P-value of each epitope by fitting the observed
post-alignment read count abundance distribution of
phage-IP enriched epitopes in to a zero-inflated
Generalized Poisson null distribution regression
model. Then initial QC was performed by using
scatterplots of the -log10(P-values) and a sliding
window width of 0.005 from 0 to 2 across the axis of
one replicate. A threshold of -log10(P-value) was set
between 2.3 and 4.7 in both replicates based on
-log10(P-value) distribution to correct batch effect and
background noises. A hit was called to reference
epitope if present in both technical replicate samples.
Hits that were present in less than two sera samples or
more than three mock immunoprecipitation wells
were eliminated as background noise. The called
epitope hits were then grouped to the virus it is
derived. Another threshold was also used to
bioinformatically remove cross-reactive antibodies:
called viruses were sorted by total hits number in
descending order, and then iterate through each virus
in this order to remove any called epitope that shares
more than seven amino acids homology with epitopes
of previous virus in this list. All left epitopes and virus
are now used as specific signal of each sample. The
number of epitope hits of each virus after phage-IP
are summed and used as the so-called feature score of
each virus. As a complementary epitope binding
quantitation strategy and to overcome possible
limitations of the feature score calculation, we also
employed a recently developed strategy to calculate
z-scores, by comparing antibody-enriched libraries to
replicate negative controls (mock IPs). By determining
the observed abundance excess relative to the
background, divided by the background signal’s
standard deviation, and then converting to log scale,
we assessed the EBS.
Epitope abundance count and virus prevalence.
Epitopes with a feature score greater than one were
counted as unique epitopes. Any virus with more
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than one non-cross-reactive epitope detected is
counted as positive. Detected viruses are then counted
at strain level according to epitopes detected and
grouped to species level. Unique epitopes and
grouped detected virus species are then counted in
each sample to plot the unique epitope abundance
and virus prevalence. Number of detected SARS-CoV
epitope are extracted and used for heatmap plot and
subsequent analysis.
B-cell epitope antigenicity prediction. Sequences of
SARS-CoV spike and nucleocapsid proteins were
used for prediction of B-cell antigenicity with the
B-cell epitope prediction tool of the Immune Epitope
Database (http://tools.iedb.org). A B-cell antigenicity
score of 1-100 for each epitope was predicted by the
online software.
LIPS assays for measurement of SARS-CoV-2 spike
and nucleocapsid antibodies. Liquid-phase immunoassay technology, a luciferase immunoprecipitation
system (LIPS) assay was used to detect SARS-CoV-2
spike and nucleocapsid antibodies as previously
described [24]. Briefly, viral proteins fused to
light-emitting luciferase are immunoprecipitated with
patient serum. The SARS-CoV-2 nucleocapsid was
constructed in the standard pREN2 vector as a
C-terminal Renilla luciferase fusion protein and the
spike protein was generated as an N-terminal fusion
with the Gaussia luciferase in the pGAUS3 vector. The
nucleocapsid and spike protein-light emitting
plasmid constructs were then transfected into Cos1
cells and crude cell lysate were prepared 48 hour later.
For
antibody
measurement,
heat-inactivated
serum/plasma samples were diluted 1:10 in assay
buffer A (20 mM Tris-Cl, pH 7.5, 150 mM NaCl, 5 mM
MgCl2, and 1% Triton X-100), and 10 µL of the diluted
sample was then mixed with 1x107 light units (LU)
Cos1 crude cell lysate in 50 μL of buffer A. After
incubation for 1 hour, the mixture was transferred to a
microtiter filter plate containing protein A/G beads
and another 1-hour incubation. Microtiter plates
containing the beads were then washed 8 times with
buffer A and twice with phosphate-buffered saline to
remove unbound antigens. After the final wash,
coelenterazine substrate (Promega) was added to
detect the luciferase activity, and light units (LU) were
measured using a Berthold LB 960 Centro microplate
luminometer (Berthold Technologies).
Sequence alignment. Protein sequences of
SARS-CoV and SARS-CoV-2 are aligned with the EBI
Clustal Omega Multiple Sequence Alignment tool
(https://www.ebi.ac.uk/Tools/msa/clustalo/) and
NCBI BLASTP tool (https://blast.ncbi.nlm.nih.gov/).
Cosmetic labeling was made to highlight the region of
interest in the sequences.
Analysis of longitudinal EBS progression. The
https://www.ijbs.com
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normalized EBS signal across all epitopes was
analyzed longitudinally for all individuals with two
or more timepoints. For those with two timepoints,
the normalized EBS signal was linearly interpolated.
For those with more than two timepoints, data were
fitted using LOESS (Locally Estimated Scatterplot
Smoothing) regression. The fitted curves were then
averaged within patient groups. Linear regression
was performed on the averaged profiles to extract the
slope's value and standard error.
XGBoost regression of viral exposure signature. To
extract the viral exposure signature associated with
the clinical severity of COVID-19 patients, we
employed the open source software XGBoost, which
implements machine-learning algorithms under a
parallel gradient tree boosting framework. Since the
clinical severity classes were strongly imbalanced, we
preprocessed the datasets using the ROSE (v. 0.0-3) R
package, which stochastically generates balanced
samples according to a smoothed bootstrap approach.
By implementing ROSE, we generated 100 iterations
of balanced datasets consisting of moderate (n=70)
and critical (n=70) groups, which were subsequently
used for XGBoost regression. We used grid search
strategy in XGBoost to maximize the computed mean
AUC value. The AUC was generated with 10-fold
cross validation where 90% of samples were used for
training and the remaining 10% of samples were used
as independent validation. To avoid overfitting, we
set the early stop of model training to at least 20
rounds when no incremental improvement was
observed in the AUC. The data attributes such as
virus epitope expression and patient meta data were
assigned scores that indicate each attribute’s
importance in the construction of the boosted decision
trees, allowing features to be ranked and compared to
each other, and subsequently, feature importance
scores were averaged across all decision trees within
the model. The final output of XGBoost resulted then
in an Importance Score (Feature Importance) to each
feature (virus). This Importance Score quantifies the
improvement in accuracy brought by a feature to the
decision tree branches it is on during the tree boosting
and grid search process. The higher score, the more
importance of the feature (virus) to the module
prediction. With this optimized iteration model,
XGBoost conducted feature selection and output viral
exposure signatures consisting of 56 viruses, which
could discriminate the critical versus the moderate
group of COVID-19 patients across all 100 iterations.
Among the 56 viruses, 28 were the common viruses
that were predicted at least 50% of the 100 iterations.
VES-based survival prediction. We used the 28 viral
strain exposure signature (referred to as COVID-VES)
to predict survival in the Brescia cohort. The survival
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risk prediction tool of the BRB-ArrayTools Stable
Version 4.6.1 was used for survival analysis. Two risk
groups at median cut off were selected with 10-fold
cross validation method and 100 permutations were
performed. With a permutation P-value 0.03, the
output survival risk prediction of the 156 training
samples were then used for survival analysis for
different subgroups of the cohorts with GraphPad
Prism 8. Hazard ratio and 95% confidential interval
was used for forest plot of the different groups.
Statistics. Statistical differences and significances
between patient groups of moderate, severe and
critical are examined with XGBoost algorithm and
survival analyses were done with GraphPad Prism 8.
P-values were calculated with Student’s t-test or
log-rank t-test. All plot figures were generated with
GraphPad Prism 8, R3.5.3 or R3.5.1 based
BRB-ArrayTools Stable Version 4.6.1. All other
analyses were performed with GraphPad Prism 8 and
R 3.6.3. Comparison of different groups were
analyzed with Fisher’s exact tests and two-sided
Student’s t-tests.
Study Approval. De-identified blood samples
were obtained under protocol NP-4000 approved by
Comitato Etico Provinciale, Brescia, Italy; protocol
84/2020 COVID-STORM approved by the Ethics
Committee of the Italian National Institute of
Infectious Diseases “Lazzaro Spallanzani”; and
protocol 20200037677 approved by the IRB of
Fondazione IRCCCS Policlinico San Matteo, Pavia,
Italy. Protocols NCT02081638 and NCT00001846
approved by the IRB committee of the National
Institutes of Health, Bethesda, Maryland.

Supplementary Material
Supplementary figures and tables.
https://www.ijbs.com/v18p5591s1.pdf

Acknowledgements
We are grateful to all study participants, as well
as clinicians, nurses, and study coordinators who
helped with patient enrollment during the COVID-19
pandemic. We thank Bao Tran, Jyoti Shetty, and their
team for sequencing support. We also thank Stephen
Elledge for providing the VirScan phage library. This
work was supported in part by the Intramural
Research Programs of the Center for Cancer Research
of the National Cancer Institute (grant ZIA BC 011951
to XWW), the National Institute of Dental and
Craniofacial Research, the National Institute of
Allergy and Infectious Diseases (grant AI001270-01 to
LDN) and by Regione Lombardia, Italy (project
“Risposta immune in pazienti con COVID-19 e
comorbiditá” to LI). See Supplemental Acknowledgements for Consortium details.
https://www.ijbs.com

Int. J. Biol. Sci. 2022, Vol. 18
Author Contributions
LW and XWW developed the study concept. LI
and AS contributed patient samples and de-identified
metadata. LW performed phage-IP experiments. LW,
JC, LM, YZ and XWW performed bioinformatics
analysis and data interpretation. KD, AL, IS, HCS,
PDB, JIC and LDN performed additional data analysis
and provided overall clinical assessment. XWW wrote
the manuscript with the help from LW, JC, LM and
YZ. JC coordinated the study in the framework of the
NIAID-NCI COVID-19 Consortium. Co-first authors
were determined as LW involved all data analysis and
JC, LM, YZ are listed alphabetically according to last
name. Members of the NIAID-NCI COVID-19
Consortium helped with the organization of the
Consortium activities and assessment of clinical
metadata. All authors read, edited and approved the
manuscript.

Competing Interests
The authors have declared that no competing
interest exists.

References
1.
2.
3.
4.
5.

6.

7.

8.

9.
10.
11.
12.

13.

Zhu N, Zhang D, Wang W, Li X, Yang B, Song J, et al. A Novel
Coronavirus from Patients with Pneumonia in China, 2019. N Engl J
Med. 2020; 382: 727-33.
Lu R, Zhao X, Li J, Niu P, Yang B, Wu H, et al. Genomic characterisation
and epidemiology of 2019 novel coronavirus: implications for virus
origins and receptor binding. Lancet. 2020; 395: 565-74.
Wu F, Zhao S, Yu B, Chen YM, Wang W, Song ZG, et al. A new
coronavirus associated with human respiratory disease in China. Nature.
2020; 579: 265-9.
Zhou P, Yang XL, Wang XG, Hu B, Zhang L, Zhang W, et al. A
pneumonia outbreak associated with a new coronavirus of probable bat
origin. Nature. 2020; 579: 270-3.
Tian H, Liu Y, Li Y, Wu CH, Chen B, Kraemer MUG, et al. An
investigation of transmission control measures during the first 50 days of
the COVID-19 epidemic in China. Science (New York, NY). 2020; 368:
638-42.
Gorbalenya AE, Baker BC, Baric RS, de Groot RJ, Drosten C, Gulyaeva
AA, et al. The species Severe acute respiratory syndrome-related
coronavirus: classifying 2019-nCoV and naming it SARS-CoV-2. Nat
Microbiol. 2020; 5: 536-44.
Gussow AB, Auslander N, Faure G, Wolf YI, Zhang F, Koonin EV.
Genomic determinants of pathogenicity in SARS-CoV-2 and other
human coronaviruses. Proceedings of the National Academy of Sciences
of the United States of America. 2020; 117: 15193-9.
Wiersinga WJ, Rhodes A, Cheng AC, Peacock SJ, Prescott HC.
Pathophysiology, Transmission, Diagnosis, and Treatment of
Coronavirus Disease 2019 (COVID-19): A Review. JAMA. 2020; 324:
782-93.
Guan WJ, Ni ZY, Hu Y, Liang WH, Ou CQ, He JX, et al. Clinical
Characteristics of Coronavirus Disease 2019 in China. N Engl J Med.
2020; 382: 1708-20.
Goyal P, Choi JJ, Pinheiro LC, Schenck EJ, Chen R, Jabri A, et al. Clinical
Characteristics of Covid-19 in New York City. N Engl J Med. 2020.
Yu J, Ouyang W, Chua MLK, Xie C. SARS-CoV-2 Transmission in
Patients With Cancer at a Tertiary Care Hospital in Wuhan, China.
JAMA Oncol. 2020; 6: 1108-10.
Zhang L, Zhu F, Xie L, Wang C, Wang J, Chen R, et al. Clinical
characteristics of COVID-19-infected cancer patients: a retrospective case
study in three hospitals within Wuhan, China. Ann Oncol. 2020; 31:
894-901.
Kuderer NM, Choueiri TK, Shah DP, Shyr Y, Rubinstein SM, Rivera DR,
et al. Clinical impact of COVID-19 on patients with cancer (CCC19): a
cohort study. Lancet. 2020; 395: 1907-18.

5605
14. Li H, Liu L, Zhang D, Xu J, Dai H, Tang N, et al. SARS-CoV-2 and viral
sepsis: observations and hypotheses. Lancet. 2020; 395: 1517-20.
15. Cadwell K. The virome in host health and disease. Immunity. 2015; 42:
805-13.
16. Foxman EF, Iwasaki A. Genome-virome interactions: examining the role
of common viral infections in complex disease. Nat Rev Microbiol. 2011;
9: 254-64.
17. Plummer M, de Martel C, Vignat J, Ferlay J, Bray F, Franceschi S. Global
burden of cancers attributable to infections in 2012: a synthetic analysis.
Lancet Glob Health. 2016; 4: e609-16.
18. Furman D, Jojic V, Sharma S, Shen-Orr SS, Angel CJ, Onengut-Gumuscu
S, et al. Cytomegalovirus infection enhances the immune response to
influenza. Sci Transl Med. 2015; 7: 281ra43.
19. Braun J, Loyal L, Frentsch M, Wendisch D, Georg P, Kurth F, et al.
SARS-CoV-2-reactive T cells in healthy donors and patients with
COVID-19. Nature. 2020; 587: 270-4.
20. Grifoni A, Weiskopf D, Ramirez SI, Mateus J, Dan JM, Moderbacher CR,
et al. Targets of T Cell Responses to SARS-CoV-2 Coronavirus in
Humans with COVID-19 Disease and Unexposed Individuals. Cell. 2020;
181: 1489-501 e15.
21. Liu J, Tang W, Budhu A, Forgues M, Hernandez MO, Candia J, et al. A
Viral Exposure Signature Defines Early Onset of Hepatocellular
Carcinoma. Cell. 2020; 182: 317-28 e10.
22. Xu GJ, Kula T, Xu Q, Li MZ, Vernon SD, Ndung'u T, et al. Viral
immunology. Comprehensive serological profiling of human
populations using a synthetic human virome. Science (New York, NY).
2015; 348: aaa0698.
23. Mina MJ, Kula T, Leng Y, Li M, de Vries RD, Knip M, et al. Measles virus
infection diminishes preexisting antibodies that offer protection from
other pathogens. Science (New York, NY). 2019; 366: 599-606.
24. Burbelo PD, Riedo FX, Morishima C, Rawlings S, Smith D, Das S, et al.
Sensitivity in Detection of Antibodies to Nucleocapsid and Spike
Proteins of Severe Acute Respiratory Syndrome Coronavirus 2 in
Patients With Coronavirus Disease 2019. J Infect Dis. 2020; 222: 206-13.
25. Takahashi T, Ellingson MK, Wong P, Israelow B, Lucas C, Klein J, et al.
Sex differences in immune responses that underlie COVID-19 disease
outcomes. Nature. 2020; 588: 315-20.
26. Roessler S, Jia HL, Budhu A, Forgues M, Ye QH, Lee JS, et al. A unique
metastasis gene signature enables prediction of tumor relapse in
early-stage hepatocellular carcinoma patients. Cancer Research. 2010; 70:
10202-12.
27. Ma L, Hernandez MO, Zhao Y, Mehta M, Tran B, Kelly M, et al. Tumor
Cell Biodiversity Drives Microenvironmental Reprogramming in Liver
Cancer. Cancer Cell. 2019; 36: 418-30.e6.
28. Ellinghaus D, Degenhardt F, Bujanda L, Buti M, Albillos A, Invernizzi P,
et al. Genomewide Association Study of Severe Covid-19 with
Respiratory Failure. N Engl J Med. 2020; 383: 1522-34.
29. Zhang Q, Bastard P, Liu Z, Le Pen J, Moncada-Velez M, Chen J, et al.
Inborn errors of type I IFN immunity in patients with life-threatening
COVID-19. Science (New York, NY). 2020; 370: eabd4570.
30. Scully EP, Haverfield J, Ursin RL, Tannenbaum C, Klein SL. Considering
how biological sex impacts immune responses and COVID-19 outcomes.
Nat Rev Immunol. 2020.
31. Amanna IJ, Carlson NE, Slifka MK. Duration of humoral immunity to
common viral and vaccine antigens. N Engl J Med. 2007; 357: 1903-15.
32. Halliley JL, Tipton CM, Liesveld J, Rosenberg AF, Darce J, Gregoretti IV,
et al. Long-Lived Plasma Cells Are Contained within the
CD19(-)CD38(hi)CD138(+) Subset in Human Bone Marrow. Immunity.
2015; 43: 132-45.
33. Inoue T, Moran I, Shinnakasu R, Phan TG, Kurosaki T. Generation of
memory B cells and their reactivation. Immunol Rev. 2018; 283: 138-49.
34. Mathew D, Giles JR, Baxter AE, Oldridge DA, Greenplate AR, Wu JE, et
al. Deep immune profiling of COVID-19 patients reveals distinct
immunotypes with therapeutic implications. Science (New York, NY).
2020; 369: eabc8511.
35. Group RC, Horby P, Lim WS, Emberson JR, Mafham M, Bell JL, et al.
Dexamethasone in Hospitalized Patients with Covid-19. N Engl J Med.
2021; 384: 693-704.
36. Rip J, Van Der Ploeg EK, Hendriks RW, Corneth OBJ. The Role of
Bruton's Tyrosine Kinase in Immune Cell Signaling and Systemic
Autoimmunity. Crit Rev Immunol. 2018; 38: 17-62.
37. Roschewski M, Lionakis MS, Sharman JP, Roswarski J, Goy A, Monticelli
MA, et al. Inhibition of Bruton tyrosine kinase in patients with severe
COVID-19. Science Immunology. 2020; 5: eabd0110.
38. Rosenblum MD, Remedios KA, Abbas AK. Mechanisms of human
autoimmunity. J Clin Invest. 2015; 125: 2228-33.
39. Munz C, Lunemann JD, Getts MT, Miller SD. Antiviral immune
responses: triggers of or triggered by autoimmunity? Nat Rev Immunol.
2009; 9: 246-58.

https://www.ijbs.com

Int. J. Biol. Sci. 2022, Vol. 18

5606

40. Thacker EL, Mirzaei F, Ascherio A. Infectious mononucleosis and risk for
multiple sclerosis: a meta-analysis. Annals of neurology. 2006; 59:
499-503.
41. Soldan SS, Berti R, Salem N, Secchiero P, Flamand L, Calabresi PA, et al.
Association of human herpes virus 6 (HHV-6) with multiple sclerosis:
increased IgM response to HHV-6 early antigen and detection of serum
HHV-6 DNA. Nat Med. 1997; 3: 1394-7.
42. Takahashi Y, Murai C, Shibata S, Munakata Y, Ishii T, Ishii K, et al.
Human parvovirus B19 as a causative agent for rheumatoid arthritis.
Proceedings of the National Academy of Sciences of the United States of
America. 1998; 95: 8227-32.
43. Roccatello D, Saadoun D, Ramos-Casals M, Tzioufas AG, Fervenza FC,
Cacoub P, et al. Cryoglobulinaemia. Nat Rev Dis Primers. 2018; 4: 11.
44. Ehrenfeld M, Tincani A, Andreoli L, Cattalini M, Greenbaum A, Kanduc
D, et al. Covid-19 and autoimmunity. Autoimmun Rev. 2020; 19: 102597.
45. Galeotti C, Bayry J. Autoimmune and inflammatory diseases following
COVID-19. Nat Rev Rheumatol. 2020; 16: 413-4.
46. Shrock E, Fujimura E, Kula T, Timms RT, Lee IH, Leng Y, et al. Viral
epitope profiling of COVID-19 patients reveals cross-reactivity and
correlates of severity. Science (New York, NY). 2020; 370: eabd4250.
47. Zamecnik CR, Rajan JV, Yamauchi KA, Mann SA, Loudermilk RP, Sowa
GM, et al. ReScan, a Multiplex Diagnostic Pipeline, Pans Human Sera for
SARS-CoV-2 Antigens. Cell Rep Med. 2020; 1: 100123.

https://www.ijbs.com

