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Key Points

•Measurement of
NLRP3 inflammasome
activation in the blood
of patients reveals an
impaired immature
neutrophil response in
severe COVID-19.

• Inflammasome signa-
ture analysis in circulat-
ing myeloid cells allows
COVID-19 patients to
be stratified and pre-
dicts evolution.

Dysregulated immune response is the key factor leading to unfavorable coronavirus disease

2019 (COVID-19) outcome. Depending on the pathogen-associated molecular pattern, the

NLRP3 inflammasome can play a crucial role during innate immunity activation. To date,

studies describing the NLRP3 response during severe acute respiratory syndrome

coronavirus 2 infection in patients are lacking. We prospectively monitored caspase-1

activation levels in peripheral myeloid cells from healthy donors and patients with mild to

critical COVID-19. The caspase-1 activation potential in response to NLRP3 inflammasome

stimulation was opposed between nonclassical monocytes and CD66b1CD16dim

granulocytes in severe and critical COVID-19 patients. Unexpectedly, the CD66b1CD16dim

granulocytes had decreased nigericin-triggered caspase-1 activation potential associated

with an increased percentage of NLRP3 inflammasome impaired immature neutrophils and

a loss of eosinophils in the blood. In patients who recovered from COVID-19, nigericin-

triggered caspase-1 activation potential in CD66b1CD16dim cells was restored and the

proportion of immature neutrophils was similar to control. Here, we reveal that NLRP3

inflammasome activation potential differs among myeloid cells and could be used as

a biomarker of a COVID-19 patient’s evolution. This assay could be a useful tool to predict

patient outcome. This trial was registered at www.clinicaltrials.gov as #NCT04385017.

Introduction

Severe acute respiratory syndrome (SARS) coronavirus 2 (SARS-CoV-2) is a novel human coronavirus
that emerged in December 2019 in Wuhan, China.1 The virus is responsible for a contagious respiratory
illness named coronavirus disease 2019 (COVID-19), which can evolve into life-threatening SARS in
some cases.2 However, some patients infected by SARS-CoV-2 suffer from mild COVID-19 conditions,
reporting only slight cough and low-grade fever, and cases of even asymptomatic carriers have been
reported.2 As for most viral infections, it is very likely that the outcome of the infection is mainly governed
by the interplay between virus and host antiviral immunity.3,4 Innate immunity is the first line of defense
against pathogen invasion in naive patients. It plays an essential role in restricting viral replication and
activating adaptive immunity during the first stages of infection. Innate immune defects have been
involved in susceptibility to infection whereas activating mutations can cause autoinflammatory
diseases.5 Both innate and adaptive immunity work as a continuum that starts by an efficient detection of
the pathogen by the innate immune system.6 The innate immune detection system of viruses relies on
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pattern recognition receptors (PRRs). PRRs are conserved proteins
able to sense pathogen-associated molecular patterns specific to
microbes.7 Viral nucleic acids as well as viral proteins have been
shown to interplay with PRRs.8 Among the PRRs, inflammasomes
control the maturation of interleukin-1b (IL-1b) and IL-18 cyto-
kines.9 The NLRP3 inflammasome is the most extensively studied
and is activated by either pathogen-associated molecular patterns
or damage-associated molecular patterns. Among these triggers,
nigericin is a bacterial pore–forming toxin widely used as a specific
activator of the NLRP3 inflammasome. The stimulation of NLRP3 by
nigericin results in assembly of the inflammasome through re-
cruitment of the adaptor protein apoptosis-associated speck-like
protein containing a C-terminal caspase recruitment domain (ASC)
and the recruitment and activation of caspase-1, which has
proteolytic activity and allows the maturation of pro–IL-1b into
active IL-1b.

Recent studies suggest that the death of COVID-19 patients with
no medical history can be attributed to a cytokine storm that is
similar to what is observed during sepsis with excessive plasma IL-6
and IL-1b levels.10-12 Recent reports have suggested a potential
role of NLRP3 inflammasome during the COVID-19 cytokine storm,
and clinical evidence of NLRP3 inflammasome involvement during
COVID-19 is emerging.13-20 Furthermore, clinical trials have been
designed to dampen either the NLRP3 inflammasome or IL-1b
cytokine-dependent inflammation, but the knowledge concerning
NLRP3 inflammasome activation in COVID-19 patients is still
limited.

To address this point, we designed an assay to monitor NLRP3-
triggered caspase-1 activation in the whole blood of COVID-19
patients. Here, we used this assay to determine the innate immune
status of patients by identifying myeloid cell activation profiles and
propose these biomarkers as a tool to predict COVID-19 severity.

Methods

Study design and ethics

This prospective study was performed in the Emergency De-
partment, Infectious Diseases Department, and intensive care unit
(ICU) of the University Hospital of Nice (Nice, France) as well as in
the ICU of Cannes Hospital (Cannes, France) between May and
October 2020. A French ethics committee (Comité de Pro-
tection des Personnes NORD OUEST-1) approved the study
(national registration number 2020-00959-30). The study design
is summarized next.

All adult patients managed for COVID-19 in either institution were
eligible. COVID-19 diagnosis was confirmed by positive SARS-
CoV-2 reverse transcription–polymerase chain reaction on naso-
pharyngeal swab specimen. The exclusion criteria included
pregnancy, breastfeeding, bone marrow aplasia, or HIV infection
with a CD4 T-cell count ,200/mL. Eligible participants provided
written informed consent. When required during ICU management,
written informed consent was provided by the surrogate decision-
maker and confirmed later by patients themselves. The following
characteristics of patients were collected: sex, age, and comorbid-
ities; acquired, drug-induced, or congenital immunosuppression;
oxygen supply or mechanical ventilation; COVID-19 symptoms;
and complete blood cell count for hospitalized patients. COVID-
19 disease severity was classified according to World Health
Organization (WHO) guidelines.21 As daily arterial blood gas is not

performed outside of the ICU, we used the pulse oximetric
saturation in oxygen (SpO2)/fraction of inspired oxygen (FiO2) ratio
(SpO2/FiO2) to monitor respiratory dysfunction on the day of
inclusion and 48 hours later. When FiO2 could not be measured,
it was calculated as follows: (oxygen flows in liters per minute) 3
0.03 1 0.21.22 Unfavorable outcome was defined as death, ICU
transfer, or requirement of mechanical ventilation for patients
directedly admitted to the ICU. Blood samples from healthy donors
were used for comparison and characterization purposes. The
recovered COVID-19 patients analyzed were clinically cured and
were reanalyzed at a minimum of 29 days after inclusion (mean, 39
days). Blood samples from recovered patients followed the same
protocol. Informed consent was provided according to the Declara-
tion of Helsinki following the recommendations of an independent
scientific review board. The project has been validated by the
Etablissement Français du Sang, the French National Agency for
Blood Collection (13-PP-11/CCTIRS no. 14.266).

Statistical analysis

Statistical analysis of flow cytometry data was performed with a Mann-
Whitney nonparametric U test. Patient characteristics were analyzed
using the Fisher’s exact test, the x2 test, the unpaired Student t test,
or 1-way analysis of variance where appropriate. Single correlations
among SpO2/FiO2 ratio and flow cytometry data were evaluated with
the Spearman coefficient of correlation. The relationship between
SpO2/FiO2 ratio and flow cytometry data were checked by visual
inspection of scatterplots and outliers were controlled before the
analyses.

ELISAs

Plasma from healthy donors or COVID-19 patients was obtained
from the sodium citrate collection tubes used for flow cytometry
analysis and stored at280°C so that all samples could be analyzed
simultaneously. The cytokine levels in the plasma were determined
by enzyme-linked immunosorbent assay (ELISA) using human
Quantikine ELISA kits for IL-1b, IL-1RA, IL-18, and IL-18BPa
(R&D Systems) according to the manufacturer’s instructions.

Ex vivo stimulation of whole blood and flow cytometry

Whole-blood samples were obtained using sodium citrate collec-
tion tubes and analyzed 24 hours later. Peripheral blood was diluted
1/1 with RPMI 1640 medium and treated with 5 mM nigericin
(Invivogen) or vehicle for 30 minutes at 37°C under agitation
(500 rpm on Eppendorf ThermoMixer). Caspase-1 activation was
detected using the FAM-FLICA Caspase-1 Assay kit (Immuno-
Chemistry Technologies) according to the manufacturer’s instruc-
tions. Briefly, cells were incubated with the FAM-FLICA probe for
30 minutes at 37°C before being washed: 1 mL of RPMI 1640 was
added to dilute the nonbounded probe. Cell-surface markers were
stained for 10 minutes in the dark at room temperature using
the following recombinant antibodies (1/100; Miltenyi Biotec):
CD45-VioGreen (clone REA747), CD14–allophycocyanin (APC)–
Vio770 (clone REA599), CD66b–phycoerythrin (PE)–Vio770
(clone REA306), CD16-PE (clone REA423), CD15-APC (clone
VIMC6), CD10 APC-Vio770 (clone REA877), and Siglec-8 PE-
Vio615 (clone REA1045). Red blood cells were lysed using BD
Pharm Lyse buffer (BD Biosciences) according to the manufac-
turer’s instructions. Cells were fixed with 4% paraformaldehyde for
10 minutes. A minimum of 105 leukocytes (CD451) were recorded
per condition. Cells were analyzed using a MACSQuant 10 flow
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cytometer fromMiltenyi Biotec. Data were analyzed with FlowJo and
GraphPad Prism software. After single cells were gated and debris
excluded, peripheral blood mononuclear cells were identified as
CD451 cells. Monocytes and granulocytes were then gated as
CD141 and CD66b1 cells, respectively. The gating strategy used
in this study is represented in supplemental Figures 1 and 2.

Results

Patient recruitment

Sixty-six COVID-19 patients and 24 healthy donors were included
during the study period; their main clinical characteristics are
presented in supplemental Table 1. COVID-19 patients were
recruited upon SARS-CoV-21 reverse transcription–polymerase
chain reaction; healthy donors were negative for SARS-CoV-2
serological assays. Patients were classified into 4 groups (mild,
moderate, severe, and critical) in accordance with WHO
guidelines.21 None had any acquired, baseline drug-induced,
or congenital immunosuppression. Blood from 24 healthy donors
with a mean age of 62 years underwent the same assay at the same
time, parallel to COVID-19 patients. Eight patients were included
during their ICU stay whereas 4 patients included during their
management in our Infectious Diseases Ward were subsequently
admitted in ICU.

Steady-state caspase-1 activity in circulating

myeloid cells

The FAM-FLICA probe (FAM-YVAD-FMK) was previously shown to
be a powerful tool for monitoring inflammatory caspase-1 activation
in monocytes during bacterial infection.23 To determine caspase-1
activation levels in multiple blood myeloid cells of COVID-19
patients, we used the FAM-FLICA probe together with specific
extracellular immune cell markers (CD45, CD14, CD66b, and
CD16) in the blood of patients; analyses were performed by flow
cytometry (Figure 1; supplemental Figure 1).

Peripheral blood cells of healthy donors or COVID-19 patients
were analyzed for the expression of monocyte and granulocyte
surface markers and FAM-FLICA. To monitor caspase-1 activity
in monocytes from healthy donors or COVID-19 patients, we
first gated the CD451CD141 monocyte population, which
was subsequently subdivided into 3 subpopulations: classi-
cal monocytes (CD451CD14highCD162), intermediate mono-
cytes (CD451CD14highCD161), and nonclassical monocytes
(CD451CD14dimCD161) (Figure 1A; supplemental Figure 1).
At steady state, we did not observe a statistical difference in the
level of caspase-1 activation in any of these monocyte subsets in
COVID-19 patients compared with healthy donors (Figure 1B-D).

We next focused our analysis on 2 subpopulations of granulocytes:
CD66b1CD16high and CD66b1CD16dim (Figure 1E). CD66b1

CD16high cells of mild to moderate COVID-19 patients as well
as severe to critical COVID-19 patients showed decreased
caspase-1 activation compared with healthy controls (Figure 1F).
We measured lower caspase-1 activation in CD66b1CD16dim

granulocytes in the severe and critical forms of COVID-19 that
was not observed in mild cases (Figure 1G). CD66b1CD16dim

granulocytes of critical patients showed a twofold decrease in
basal caspase-1 activation relative to healthy controls (Figure 1G).
Consistent with previous reports and validating our cohort,10,24

we measured an increase of inflammasome-related cytokines IL-1b,

IL-1RA, IL-18, and IL-18BPa in the serum of COVID-19 patients,
which correlated with the severity (supplemental Figure 3). Thus,
our assay revealed specific regulations of caspase-1 activation in
different myeloid cell populations depending on the clinical
severity of COVID-19 patients.

Nigericin-triggered caspase-1 activation in circulating

myeloid cells

NLRP3 priming is critical for the activation of the inflammasome.25

To investigate whether myeloid cells could be primed to respond to
the SARS-CoV2 infection, we evaluated the activation potential of
the NLRP3 inflammasome in COVID-19 patients. To this aim, we
incubated 100 mL of blood samples with the NLRP3 trigger
nigericin without lipopolysaccharide, and caspase-1 activation was
monitored in myeloid innate immune cells of healthy donors and
COVID-19 patients. Monocytes are known to be important innate
immune effectors and thought to be key players during COVID-
19.15 We first investigated whether we could monitor the
monocyte-priming state by analyzing nigericin-triggered NLRP3
activation in monocytes (Figure 2). We observed increased
activation specifically in CD14dimCD161 nonclassical monocytes
isolated from severe to critical COVID-19 patients (Figure 2A-B).
Interestingly, this effect was inversely correlated with the decreased
number of these cells in severe to critical COVID-19 patients
(Figure 2C). In contrast, the nigericin-triggered NLRP3 activation
in intermediate and classical monocytes was found to be similar to
healthy donors and their number remained unchanged (Figure 2D-
I). These data reveal differences in the NLRP3 inflammasome–
priming state not only between healthy controls vs COVID-19
patients but also depending on the subpopulation and the
severity of COVID-19. Next, we investigated nigericin-triggered
NLRP3 activation in granulocytes (Figure 3). In contrast to
CD66b1CD16high granulocytes in which we observed in-
creased caspase-1 activation, we measured impaired response
to the NLRP3 inflammasome trigger in CD66b1CD16dim cells,
which is associated with the severity of symptoms (Figure 3A-E).
The proportion of CD66b1CD16high granulocytes was found to be
increased in correlation with the severity whereas the number of
CD66b1CD16dim granulocytes stayed similar in COVID-19
patients and in heathy donors. Importantly, CD66b1CD16dim cells
were found to exhibit a higher response to nigericin treatment in
both healthy donors and mild COVID-19 patients (Figure 3B,D,E).
Interestingly, CD66b1CD16dim granulocytes from healthy donors
displayed a fourfold increase in nigericin-triggered caspase-1
activation compared with those who were untreated (Figure 3D).
In contrast, we observed that the CD66b1CD16dim cell response to
nigericin was lost in severe and critical COVID-19 patients
(Figure 3B,D,E). We here identified different priming levels or
tolerance states of the NLRP3 inflammasome in myeloid cell
subpopulations that were specific to severe COVID-19 forms,
suggesting that this priming is a consequence of the viral infection.
The NLRP3 signature of CD66b1CD16dim was noteworthy due to
its potential value as a biomarker to stratify patients.

Caspase-1 activation in CD66b
1
CD16

dim
cells

after recovery

Next, we wondered whether the impaired response to nigericin in
CD66b1CD16dim cells was due to a preexisting susceptibility that
could be the cause of the symptom’s severity or rather a consequence
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of the infection. To address this question, after recovery, we
reanalyzed the blood of patients after a mean time of 39 days
following inclusion using the same settings (Figure 4). Our data
revealed that the CD66b1CD16dim cells of recovered patients had
a restored nigericin-triggered caspase-1 activation potential (Figure
4A-B). Although 1 patient (number 12) still presented low nigericin-
triggered caspase-1 activation (Figure 4B), both severe and critical
patients tested had recovered the capacity to respond to nigericin
treatment (Figure 4A-B). In addition, nonclassical CD14dimCD161

monocytes isolated from recovered severe to critical COVID-19
patients showed a capacity to respond to nigericin treatment that
was similar to controls (Figure 4C). The reversibility of nigericin-
triggered caspase-1 activation in CD66b1CD16dim granulocytes
and CD14dimCD161monocytes of recovered patients reinforced our
interest of this value as a biomarker of COVID-19 severity.

Identification of immature neutrophils as a severity

marker of COVID-19 patients

We further attempted to characterize the CD66b1CD16dim cells
impaired in the NLRP3 inflammasome response in the most severe

forms of COVID-19. We observed that these cells showed
differential CD45-expression levels, suggesting the presence of 2
different populations with a respective proportion depending on the
severity of COVID-19 (Figure 5A). Indeed, we found that CD45 is
highly expressed in the CD66b1CD16dim cells of healthy donors
and patients with mild cases of COVID-19 whereas, in patients with
severe and critical COVID-19, we observed low CD45 expression
(Figure 5A). CD66b1CD16dim cells could be either eosinophils or
immature neutrophils depending on their CD45-expression pattern.
To discriminate between these populations, we introduced the
CD15, Siglec-8, and CD10markers in our immunophenotyping panel
(supplemental Figures 1 and 2). Siglec-8 was used to identify
eosinophils, and CD15 and CD10 were used as markers of mature
neutrophils.26 In accordance with the CD66b1CD16dimCD45high cell
profile, we observed that the majority of Siglec-8–expressing
cells in healthy donors and their proportion decreased in severe
forms of COVID-19 (Figure 5B). In the same severe patients, we
observed an increased number of CD66b1CD16dimCD151CD102

immature neutrophils in accordance with the CD66b1CD16dimCD45dim

profile that we found increased in the severe forms (Figure 5C).
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Figure 1. Caspase-1 activation level in myeloid cells in the blood of COVID-19 patients. Whole peripheral blood cells of healthy donors or COVID-19 patients with

mild to critical symptoms were stained for active caspase-1 (detected using the FAM-FLICA probe) and for CD45, CD14, CD16, and CD66b markers. Cells were immunophe-

notyped by flow cytometry. Leukocytes were defined as CD451 and were analyzed for monocyte and granulocyte surface markers. (A-D) Monocytes were defined as CD141

and subpopulations were gated as indicated in panel A using CD14 and CD16 markers. The indicated monocyte subsets were analyzed for the mean fluorescence intensity

(MFI) of FAM-FLICA corresponding to the activation of caspase-1 (B-D). (E-G) Granulocytes were defined as CD66b1 and the different subsets were gated as indicated using

CD66b and CD16 markers (E). (F-G) The indicated granulocyte subsets were analyzed for the FAM-FLICA MFI. **P # .01.
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Figure 2. Nonclassical monocyte disappearance and increased nigericin-triggered caspase-1 activation in nonclassical monocytes are associated with

COVID-19 severity. Whole peripheral blood cells of healthy donors or COVID-19 patients were analyzed by flow cytometry using CD45, CD14, and CD16 markers. Whole

peripheral blood was treated with vehicle (control) or nigericin (5 mM) for 30 minutes and monocyte subsets were analyzed for FAM-FLICA MFI (caspase-1 activation) (A,D,G)

and nigericin-induced fold of FAM-FLICA MFI compared with control (B,E,H). Leukocytes were defined as CD451 (C,F,I) and the frequency of monocyte subsets among

leukocytes was analyzed: CD14dimCD161 nonclassical monocytes (C) CD14highCD162 classical monocytes (F) and CD14highCD161 intermediate monocytes (I). **P # .01;
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9 MARCH 2021 x VOLUME 5, NUMBER 5 INFLAMMASOME SIGNATURE IN SEVERE COVID-19 1527

D
ow

nloaded from
 http://ashpublications.net/bloodadvances/article-pdf/5/5/1523/1802010/advancesadv2020003918.pdf by guest on 29 M

ay 2024



Importantly, both eosinophils and immature neutrophils were
found to have impaired inflammasome activation in severe and
critical forms (Figure 5D-G). Critical patients who recovered

from COVID-19 showed a restored CD45 profile with a marked
disappearance of CD66b1CD16dimCD45dim cells (Figure 5H).
Interestingly, patient 12, found to have a low recovery rate in the
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nigericin-triggered caspase-1 response, still had a profile with
numerous CD66b1CD16dimCD45dim cells (Figure 5H).

Inflammasome myeloid cell response as a biomarker

of COVID-19 evolution

We here identified biological parameters significantly associated
with the level of disease severity at inclusion. The severity
biomarkers we identified as statistically robust were the decreased
number of nonclassical monocytes and the decreased nigericin-
triggered caspase-1 activation in CD66b1CD16dim granulocytes
(Figures 2C and 3B). We next evaluated whether these parameters
can be used as biomarkers to predict both the evolution of the
patient during the 2 days following inclusion and the final outcome.
The immediate evolution of the disease was evaluated by the
patient’s oxygen requirement, calculated by the SpO2/FiO2 ratio on
the day of inclusion (day 1) (Figure 6A-C) and 48 hours later (day 3)

(Figure 6D-F). For this purpose, only hospitalized patients were
included in this analysis. Both the decreased number of non-
classical monocytes (Figure 6A,D) and the nigericin-triggered
caspase-1 activation in CD66b1CD16dim granulocytes (Figure 6B,E)
correlate with the SpO2/FiO2 ratio at day 1 and day 3 after inclusion.
However, the correlation with the SpO2/FiO2 ratio was stronger
with our caspase-1–based score (C1B score) defined as: (the
percentage of CD14dimCD161 monocytes) 3 (fold FAM-FLICA
in CD66b1CD16dim granulocytes) (Figure 6C,F).

We thus investigated whether the biological values obtained at day
1 of inclusion could predict the final outcome. Unfavorable outcome
was defined as patient death, ICU transfer, or requirement of
mechanical ventilation for patients directly admitted to the ICU.
Taken alone, the decreased number of nonclassical monocytes was
significantly associated with the final outcome of the patients
(Figure 6G) and this association was statistically reinforced when
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the nigericin-triggered caspase-1 activation in CD66b1 CD16dim

granulocytes was used in the C1B score (Figure 6H-I).

In conclusion, we here described an assay that allows either the
monitoring of basal caspase-1 activation or the activation of the
NLRP3 inflammasome triggered by nigericin in blood myeloid cells
obtained from healthy donors and COVID-19 patients. This assay
allowed us to determine nonclassical monocytes as major NLRP3-
responsive myeloid cells specifically in severe forms of COVID-19.
Our results showed that the CD66b1CD16dim cells of COVID-19
patients were decreased both in the basal level of caspase-1
activation as well as in nigericin-triggered caspase-1 activation in
severe to critical patients. We show that patients who recovered

from COVID-19 had restored nigericin-triggered caspase-1 activa-
tion potential in CD66b1CD16dim cells. Finally, we specifically
identify the emergence of immature neutrophils that display a strong
defect of NLRP3 inflammasome activation in response to nigericin
in these patients. Importantly, we provide proof of concept that
caspase-1 and NLRP3 inflammasome monitoring in circulating
myeloid cells could be used to stratify COVID-19 patients and
predict their evolution.

Discussion

The involvement of inflammasomes controlling IL-1b maturation during
the COVID-19 cytokine storm is under extensive investigation, and
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drugs inhibiting inflammasomes are expected to dampen this
detrimental inflammation. Strategies directly targeting the inflam-
masome components or the IL-1b–signaling pathways are
currently being evaluated in clinical trials.3 Among them, the use
of IL-1R antagonist anakinra in COVID-19 patients has been
reported to reduce both mortality and ICU admission, providing
first evidence of the importance of this pathway during the COVID-
19 cytokine storm.27 Here, by using a probe that labels active
caspase-1, we investigated whether myeloid cells in the blood of
COVID-19 patients had modulated caspase-1 activation, a hall-
mark of inflammation, and whether this response is related to the
severity of COVID-19 symptoms.

Recent studies have shown increased NLRP3 inflammasome
activation in patients with severe COVID-19 by measuring
either the increased caspase-1 activity or pyroptotic cell death
in peripheral blood mononuclear cells.19,20 Here, we extended
this finding and precisely defined nonclassical monocytes of
COVID-19 patients as the NLRP3 inflammasome most re-
sponsive to myeloid cells. Indeed, our study revealed that both
basal and triggered inflammasome activation differ among
myeloid cell populations. We identified nonclassical mono-
cytes as a myeloid population with a COVID-19 severity
signature. Indeed, the nigericin-triggered NLRP3 inflamma-
some activation of nonclassical monocytes was increased in
severe forms. Our data indicated nonclassical monocytes as
the major NLRP3 inflammasome–responsive/primed cells in
COVID-19 patients and suggest that their decreased pro-
portion in severe forms may be a consequence of pyroptotic
cell death occurring downstream of caspase-1 activation. In
contrast, we measured lower basal caspase-1 activation in
granulocytes of COVID-19 patients. As a major result of our
study, we observed that the nigericin-triggered caspase-1
activation of CD66b1CD16dim granulocytes inversely corre-
lated with the severity of the symptoms of COVID-19 patients.
Here, our data indicated that, in severe and critical patients,
CD66b1CD16dim granulocytes are not able to respond to the
NLRP3 inflammasome stimulation. This result suggests that
CD66b1CD16dim granulocyte cells could be either exhausted
or paralyzed. Interestingly, paralysis of the NLRP3 inflamma-
some was previously observed in patients during sepsis.23

Another possibility to explain this absence of responsiveness
is that severe or critical COVID-19 patients exhibited a more
immature subset of neutrophils associated with an altered
response. Such a situation was previously observed during
sepsis: CD66b1CD16dim neutrophils are released from the
bone marrow and display less immune functionality.28 In-
terestingly, in severe and critical COVID-19 patients, we
identified the emergence of CD66b1CD16dimCD151CD102

immature neutrophils favoring this hypothesis, reinforcing the
parallel between the cytokine storm observed in the severe
forms of COVID-19 and that seen during sepsis. Recent
reports have indicated the increased number of immature
neutrophils in severe forms of COVID-19.29-31 Complement-
ing these studies, we here provide evidence for impaired
function of these cells in correlation with the severity of
COVID-19.

Strikingly, in patients who recovered from COVID-19, we found
that CD66b1CD16dim granulocytes had restored a normal re-
sponse to nigericin treatment. These data show that the tested

COVID-19 patients did not constitutively exhibit an NLRP3
inflammasome impairment; rather, this reduced response is
a consequence of SARS-CoV-2 infection. This observation is in
agreement with the occurrence of the NLRP3 inflammasome
transient paralysis observed during sepsis.23 Additionally, these
data suggest that bone marrow stem cells, responsible for
neutrophil generation, are not altered in recovered COVID-19
patients.

An interesting hypothesis that might explain the heterogeneous cell
response of the NLRP3 inflammasome is differential expression of
NLRP3 in COVID-19 patients. Supporting this hypothesis, single-
cell RNA-sequencing data comparing healthy donors to COVID-19
patients showed increased NLRP3 expression in monocytes.32,33

Further studies will be necessary to precisely investigate the
transcriptional regulation of inflammasome components with regard
to the different myeloid cell population and the severity of the
disease.

We here identified the C1B score by combining the parameters our
test determined as the most correlated with COVID-19 severity. The
analysis of these parameters allowed us to identify the C1B score.
For patients included in our cohort, we found that the C1B
score predicted the worsening of a patient’s clinical status in
the next 2 days as well as their final outcome, using a rapid flow
cytometry–based test requiring only 100 mL of blood. We
believe that the test should be validated in various conditions
and geographic areas for the strength of its prognosis value in
various contexts.

By monitoring caspase-1 activation directly in the myeloid
cells of COVID-19 patients, we provide first evidence of the
involvement of myeloid cells, caspase-1, and the NLRP3
inflammasome complex during COVID-19 disease. We believe
that our results will serve as a springboard for future de-
velopment of a clinical test to be used for personalized medicine
or to analyze biomarkers to predict COVID-19 severity. Such
a test would have an important impact on the management of
COVID-19 patient flow at hospitals during the pandemic period
and would be helpful in therapeutic decisions involving
immunomodulatory drugs.
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Hôpital l’Archet, 06204 Nice Cedex 3, France; e-mail: laurent.boyer@
univ-cotedazur.fr.

References

1. Li Q, Guan X, Wu P, et al. Early transmission dynamics in Wuhan, China, of novel coronavirus-infected pneumonia. N Engl J Med. 2020;382(13):
1199-1207.

2. Chan JF, Yuan S, Kok KH, et al. A familial cluster of pneumonia associated with the 2019 novel coronavirus indicating person-to-person transmission:
a study of a family cluster. Lancet. 2020;395(10223):514-523.

3. Jamilloux Y, Henry T, Belot A, et al. Should we stimulate or suppress immune responses in COVID-19? Cytokine and anti-cytokine interventions.
Autoimmun Rev. 2020;19(7):102567.

4. Vabret N, Britton GJ, Gruber C, et al; Sinai Immunology Review Project. Immunology of COVID-19: current state of the science. Immunity. 2020;52(6):
910-941.

5. Lamkanfi M, Dixit VM. Mechanisms and functions of inflammasomes. Cell. 2014;157(5):1013-1022.

6. Iwasaki A, Medzhitov R. Control of adaptive immunity by the innate immune system. Nat Immunol. 2015;16(4):343-353.

7. Medzhitov R. Approaching the asymptote: 20 years later. Immunity. 2009;30(6):766-775.

8. Takeuchi O, Akira S. Innate immunity to virus infection. Immunol Rev. 2009;227(1):75-86.

9. Chow KT, Gale M Jr., Loo YM. RIG-I and other RNA sensors in antiviral immunity. Annu Rev Immunol. 2018;36:667-694.

10. Huang C, Wang Y, Li X, et al. Clinical features of patients infected with 2019 novel coronavirus in Wuhan, China. Lancet. 2020;395(10223):497-506.

11. WenW, SuW, Tang H, et al. Immune cell profiling of COVID-19 patients in the recovery stage by single-cell sequencing [published correction appears in
Cell Discov. 2020;6:41]. Cell Discov. 2020;6:31.

12. Conti P, Ronconi G, Caraffa A, et al. Induction of pro-inflammatory cytokines (IL-1 and IL-6) and lung inflammation by coronavirus-19 (COVI-19 or
SARS-CoV-2): anti-inflammatory strategies. J Biol Regul Homeost Agents. 2020;34(2):327-331.

13. Vabret N, Samstein R, Fernandez N, Merad M; Sinai Immunology Review Project; Trainees; Faculty. Advancing scientific knowledge in times of
pandemics. Nat Rev Immunol. 2020;20(6):338.

14. Chen IY, Moriyama M, Chang MF, Ichinohe T. Severe acute respiratory syndrome coronavirus viroporin 3a activates the NLRP3 inflammasome. Front
Microbiol. 2019;10:50.

15. Merad M, Martin JC. Pathological inflammation in patients with COVID-19: a key role for monocytes and macrophages [published corrections appear in
Nat Rev Immunol. 2020;20(7):448]. Nat Rev Immunol. 2020;20(6):355-362.

16. Deftereos SG, Siasos G, Giannopoulos G, et al. The Greek study in the effects of colchicine in COvid-19 complications prevention (GRECCO-19 study):
rationale and study design. Hellenic J Cardiol. 2020;61(1):42-45.

17. Parisi V, Leosco D. Precision medicine in COVID-19: IL-1b a potential target. JACC Basic Transl Sci. 2020;5(5):543-544.

18. Cheong DHJ, Tan DWS, Wong FWS, Tran T. Anti-malarial drug, artemisinin and its derivatives for the treatment of respiratory diseases. Pharmacol Res.
2020;158:104901.
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