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Microglial NLRP3-gasdermin D activation
impairs blood-brain barrier integrity
through interleukin-1β-independent
neutrophil chemotaxis upon peripheral
inflammation in mice

Sung-Hyun Yoon 1,7, Chae youn Kim 2,7, Eunju Lee 1,6, Changjun Lee 1,
Kyung-Seo Lee 1, Jaeho Lee 3, Hana Park 4, Bokeum Choi 1,
Inhwa Hwang 1, Junhan Kim 2, Tae-Gyun Kim 5, Junghyun Son 4,
Young-Min Hyun 3, Seunghee Hong 2 & Je-Wook Yu 1

Blood-brain barrier (BBB) disintegration is a key contributor to neuroin-
flammation; however, the biological processes governing BBB permeability
under physiological conditions remain unclear. Here, we investigate the role of
NLRP3 inflammasome in BBB disruption following peripheral inflammatory
challenges. Repeated intraperitoneal lipopolysaccharide administration cau-
ses NLRP3-dependent BBB permeabilization and myeloid cell infiltration into
the brain. Using amousemodel with cell-specific hyperactivation of NLRP3,we
identify microglial NLRP3 activation as essential for peripheral inflammation-
induced BBB disruption. Conversely, NLRP3 and microglial gasdermin D
(GSDMD) deficiency markedly attenuates lipopolysaccharide-induced BBB
breakdown. Notably, IL-1β is not required for NLRP3-GSDMD-mediated BBB
disruption. Instead, microglial NLRP3-GSDMD axis upregulates CXCL chemo-
kines and matrix metalloproteinases around BBB via producing GDF-15, pro-
moting the recruitment of CXCR2-containing neutrophils. Inhibition of
neutrophil infiltration and matrix metalloproteinase activity significantly
reduces NLRP3-mediated BBB impairment. Collectively, these findings reveal
the important role of NLRP3-driven chemokine production in BBB disin-
tegration, suggesting potential therapeutic targets to mitigate
neuroinflammation.

The blood-brain barrier (BBB) is a specialized vascular structure in the
brain consisting of multiple layers of endothelial cells, pericytes, and
astrocytes1. It physically separates the brain parenchyma from the
circulating blood, thereby preventing the entry of blood-borne toxic
substances and circulating immune cells2. However, the BBB facilitates

the selective transport of nutrients, ions, and water into the brain,
contributing to brain homeostasis3. Dysfunction of the BBB is solely
considered an outcome of various brain pathological conditions,
including ischemic stroke4. When the BBB is compromised, a notable
influx of circulating immune cells into the brain parenchyma occurs,
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leading to considerable inflammation5. Consequently, BBB disruption
can exacerbate the pathological conditions of neurological diseases
and is recognized as a potential risk factor for various neurodegen-
erative disorders6.

Maintaining BBB integrity is crucial for preserving brain function
homeostasis. Notably, BBB dysfunction is linked to vascular disorders
such as stroke andmultiple neurological disorders such as Parkinson’s
disease, Alzheimer’s disease, epilepsy, and brain tumors6–8. Further-
more, recent studies demonstrated that systemic or peripheral
inflammation resulting from COVID-199–11 or sepsis12 can impair BBB
integrity leading to the subsequent neuroinflammation13,14. However,
the precisemechanisms underlying the regulation of BBBpermeability
in response to various pathological conditions, including peripheral
inflammation, remain largely unknown.

Upon sensing diverse infection- or tissue injury-derived factors,
NLRP3 triggers the assembly of inflammasome complex in the cytosol
of myeloid cells, which in turn induces the subsequent activation and
secretion of interleukin (IL)-1β, which plays a pivotal role in the initia-
tion and propagation of inflammation15,16. Of interest, deregulated
NLRP3 inflammasome activation significantly contributes to the
pathogenesis of multiple neurological diseases such as Alzheimer’s
and Parkinson’s diseases17–20. As such, NLRP3-driven neuroinflamma-
tion presents a potential target for alleviating degenerative neurolo-
gical disorder development21. However, the impact of the NLRP3
inflammasome on BBB integrity remains elusive. While several in vitro
studies have suggested that NLRP3 inflammasome activation or the
presence of IL-1β may affect tight junction protein expression in
endothelial cells22–24, it is imperative to investigate and validate the
potential in vivo impact of the NLRP3 inflammasome on BBB perme-
ability. Understanding the NLRP3-dependent BBB regulation will pro-
vide valuable insights into the crucial role of the NLRP3 inflammasome
in the neurodegenerative diseases.

As mentioned earlier, the regulation of BBB integrity under var-
ious physiological conditions remains unclear. Additionally, despite
the growing recognition of the significance of neuroinflammation in
the development of neurological diseases, the underlyingmechanisms
that initiate neuroinflammation remain poorly understood. Here, we
present evidence indicating the importance of NLRP3 inflammasome
activation in microglia for temporal disruption of the BBB in the con-
text of repetitive mild peripheral inflammation. Notably, our findings
also reveal that IL-1β, amajor productof inflammasomesignaling, does
not play a crucial role in peripheral inflammation-induced BBB dis-
ruption process.

Results
Peripheral LPS stimulation induces BBB disruption in an NLRP3-
dependent manner
To examine whether peripheral inflammation can alter the inflamma-
tory status within the brain, mice were given daily intraperitoneal
injection of a mild dose of lipopolysaccharide (LPS, 0.8mg/kg)
according to a previous study with some modification (Fig. 1a)25. A
single LPS administration (LPS ×1, 6 h post-injection) robustly
increased the levels of proinflammatory cytokines such as IL-1β and IL-
6 in the circulating blood, but not in the brain (Fig. 1b, c). In contrast,
repeated LPS administration with a 24 h-interval (LPS x2) did not sti-
mulate the production of proinflammatory cytokines in the blood,
indicating LPS tolerance26, but caused significant upregulation in IL-1β
and IL-6 levels in the brain (Fig. 1b, c; Supplementary Fig. 1a, b).

In this context, we assessed BBB permeability as measured by the
extravascular leakage of Evans blue, which was intravenously injected
1 h before euthanization. Similar to cytokine production, repeated LPS
stimulation, as opposed to single injection, led to a significant increase
in the leakage of Evans blue into the brain (Fig. 1d, e), while intravenous
Evans blue freely penetrated other organs regardless of LPS stimula-
tion (Fig. 1d). The LPS-induced increase in BBB permeability persisted

for 24 h (Fig. 1f; Supplementary Fig. 1c), but decreased from 48 h post-
LPS stimulation (Supplementary Fig. 1d). Additionally, there was no
sex-dependent effect on repeated LPS-induced cytokine production
and BBB disintegration in the brain. (Supplementary Fig. 1e, f). These
findings indicate that repeated peripheral inflammation can induce
temporary BBB disruption.

To explore whether peripheral LPS stimulation promotes inflam-
masome activation within the brain, we used an active caspase-1-
specific probe that emits fluorescenceonly upon the cleavage of active
caspase-127. Notably, repeated LPS stimulation, rather than a single
administration, led to robust caspase-1 activation in the brain, whereas
caspase-1 activation in the spleen or lung was detected even after a
single LPS injection (Fig. 1g). Supporting these findings, repeated LPS
injection caused IL-1β cleavage within the brain in an NLRP3-
dependent manner (Fig. 1h). In addition, Nlrp3-deficient mice exhib-
ited reduced production of pro-inflammatory cytokines in the brain in
response to peripheral LPS stimulation at the protein (Supplementary
Fig. 2a, b) and mRNA (Supplementary Fig. 2c, d) levels.

Along with these cytokine productions, the peripheral
inflammation-induced leakage of Evans blue into the brain was sig-
nificantly decreased in Nlrp3-deficient mice (Fig. 1i, j). To further verify
this NLRP3-dependent BBB disruption, we performed two-photon
intravital imaging to determine the leakage of Texas Red-labeled
dextran from blood vessels into the parenchymal region of the brain
(Fig. 1k). Repeated LPS stimulation caused a robust increase in dextran
fluorescence in the extravascular space (Fig. 1k), which was sig-
nificantly reduced in Nlrp3-deficient mice (Supplementary Fig. 2e;
Supplementary Video 1–3). Supporting this finding, we assessed the
extravascular leakage of sodium fluoride (NaF) for assaying BBB per-
meability. Consequently, LPS-inducedNaF leakage was also reduced in
Nlrp3-deficient mice (Fig. 1l). In addition to LPS stimulation, repetitive
intravenous injections of a cytokine cocktail containing IL-1β, TNF-α
and IL-6 induced BBB permeabilization, which was also NLRP3-
dependent (Fig. 1m). These results demonstrate that repeated per-
ipheral inflammation impairs BBB integrity in an NLRP3-dependent
manner.

Peripheral LPS stimulation induces circulating immune cell
infiltration into the brain and brain-resident glial cell activation
in an NLRP3-dependent manner
Given that BBB disruption can lead to subsequent infiltration of cir-
culating immune cells into the brain parenchymal region, we analyzed
the population of brain immune cells using flow cytometry (Supple-
mentary Fig. 3a). Repeated LPS stimulation, unlike a single injection,
significantly increased CD45+ total immune cells and CD45hiCD11bhi

brain-infiltrating myeloid cells (Fig. 2a–d), including neutrophils and
monocytes (Supplementary Fig. 3b, c). In contrast, the number of
brain-resident microglia (CD45intCD11bint) was unaffected by single or
repeated LPS stimulation (Supplementary Fig. 3d). Consistent with
BBB permeability, NLRP3 deficiency significantly reduced the periph-
eral LPS-induced increase in total brain immune and brain-infiltrating
myeloid cells (Fig. 2e–g; Supplementary Fig. 3e). Additionally, two-
photon intravital imaging revealed that repeated LPS stimulation
promoted theNLRP3-dependent escape of LysM+ neutrophils from the
vessels into the brain parenchymal regions (Fig. 2h; Supplementary
Video 4–6). However, peripheral LPS stimulation did not alter the
number of microglia, regardless of NLRP3 presence (Fig. 2i). We then
evaluated the effect of the time interval between LPS priming and 2nd

LPS stimulation. Notably, unlike the 24 h interval, after 48 h of LPS
priming, the 2nd LPS stimulation did not induce significantmyeloid cell
infiltration into the brain (Fig. 2j, k; Supplementary Fig. 4), indicating
that the LPS priming effect might be transient in terms of BBB
permeability.

We further assessed the changes in brain-resident glial cells in the
hippocampal regions of wild-type (WT) and Nlrp3-deficient mice using
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Fig. 1 | Repeated peripheral LPS stimulation induces NLRP3-dependent blood-
brain barrier disruption. a Experimental scheme for LPS-induced brain inflam-
mation inmice. b, cQuantification of IL-1β and IL-6 in the serum and brain extracts
of mice administered with PBS or LPS (0.8mg/kg) at 6 h post last injection. LPS x1,
single injection; LPS x2, two consecutive injections with 24 h-interval. (b n = 6 (PBS,
LPSx2), 5 (LPSx1); c serum, n = 4 (PBS, LPSx2), 3 (LPSx1), brain, n = 6 mice per
group). d, e Representative organ images and quantification of Evans blue in the
brain of mice injected with PBS or LPS at 6 h post last injection. Scale bars, 0.5 cm.
Evans blue was intravenously injected 1 h before sacrifice. (n = 4 (PBS), 7 (LPSx1), 8
(LPSx2)). fQuantificationof Evans blue in the brain tissue at 3−24h post second LPS
injection. (n = 4 (PBS, 3, 6, 24 h), 9 (9h), 8 (12 h)). g Ex vivo imaging of active
caspase-1 in the various tissues of mice injected with PBS or LPS and caspase-1-
activatableprobeat6 hpost last LPS injection.hRepresentative immunoblots from
brain tissue extracts ofwild-type (WT) andNLRP3 knockout (KO)mice injectedwith

PBSorLPS at6 hpost last injection. i, jQuantificationof Evans blue extravasationor
representative images in the brain tissue of PBS- or LPS-injected WT (n = 5 (PBS), 7
(LPSx2)) and Nlrp3−/− (n = 9) mice. Scale bars, 0.5 cm. k Experimental scheme and
representative images of two-photon intravital imaging of cerebral cortex of mice
at 24h post last PBS or LPS injection. Texas Red-dextran (10 kD) was intravenously
injected before sacrifice. White arrows indicate the leakage of intravenous dextran.
Scale bars, 50 μm. lQuantification of NaF extravasation in the brain tissue ofWT or
Nlrp3 −/− mice upon PBS or two consecutive LPS injections. (n = 5).mQuantification
of Evans blue in the brain tissue of mice given multiple intravenous injection with
PBS or cytokine cocktail (IL-1β 10 µg/kg + IL-6 35 µg/kg +TNFα 35 µg/kg). (n = 4)
Error bars, s.e.m. One-way ANOVA with Dunnett post hoc test (b, c, e, f) and two-
way ANOVA with Bonferroni post hoc test (i, l, m). Source data are provided as a
Source Data file.
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immunofluorescence staining with antibodies targeting astrocyte-
specific GFAP and microglia-specific Iba1 (Fig. 2l). Repeated LPS sti-
mulation resulted in a marked increase in the intensity and number of
astrocytes in WTmice, which was significantly reduced in the absence
of NLRP3 (Fig. 2m, n). In contrast, peripheral LPS stimulation enhanced
the intensity of microglia in the WT mouse brain in an NLRP3-

dependent manner without affecting the number of microglia
(Fig. 2o, p). Repeated LPS stimulation induced significant morpholo-
gical changes in microglia into their active form, as determined by an
increase in soma volume and a decrease in total length (Supplemen-
tary Fig. 5a–c), which were significantly reversed by MCC950, a well-
known NLRP3-specific inhibitor. These observations indicate that
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NLRP3 inflammasome is important for the peripheral inflammation-
induced activation of brain-resident glial cells.

Peripheral LPS stimulation-induced BBB disruption is IL-1
receptor signaling-independent
Next, we examined whether inhibition of NLRP3 inflammasome sig-
naling could reduce peripheral LPS-induced BBB disruption (Fig. 3a).
MCC950, also known as Cytokine release inhibitory drug 3 (CRID3) or
CP-456773, was used to block NLRP3 activation (Supplementary
Fig. 6a). Intraperitoneal injection of MCC950 resulted in the presence
ofMCC950 inbrain tissues (Supplementary Fig. 6b–d).We also used an
IL-1 receptor antagonist (IL-1RA) to inhibit IL-1β signaling (Supple-
mentary Fig. 6e), a major effector molecule of inflammasome
response. Notably, MCC950 effectively attenuated repeated LPS-
induced Evans blue leakage (Fig. 3b, c). However, IL-1RA failed to
inhibit BBB disruption (Fig. 3c). Consistently, IL-1RA did not block
peripheral LPS-induced myeloid cell infiltration into the brain, while
MCC950 exhibited notable protection that did not reach statistical
significance (Fig. 3d–f; Supplementary Fig. 7a, b). These results suggest
that IL-1β is not required for the disruption of BBB inducedby repeated
peripheral inflammation, despite the fact that IL-1β is themainproduct
of NLRP3 inflammasome activation. To further verify the IL-1β-
independent BBB disruption, we conducted a BBB permeability assay
in IL-1 receptor-deficient mice (Supplementary Fig. 8a). Consistent
with the results for IL-1RA, IL-1 receptor deficiency did not affect per-
ipheral LPS-induced Evans blue leakage (Fig. 3g, h) or the recruitment
of myeloid cells into the brain (Fig. 3i–k; Supplementary Fig. 8b). To
further support these findings, we assessed BBB permeability to
observe the leakage of Texas red-labeled dextran (70 kDa) from cir-
culation into the brain parenchymal region (Fig. 3l). Repeated LPS
stimulation led to a substantial increase in dextran fluorescence in the
hippocampal regionofmousebrain,whichwas significantly reduced in
Nlrp3-deficient mice (Fig. 3m). However, IL-1 receptor deficiency failed
to block peripheral LPS-induced dextran leakage (Fig. 3m). In addition
to IL-1β, IL-18 is another inflammasome-specific effector cytokine28.
However, the level of IL-18 in the brain was low and remained
unchanged by peripheral LPS stimulation regardless of NLRP3 pre-
sence (Fig. 3n).

To explain the mechanism underlying the NLRP3 inflammasome-
dependent BBB impairment beyond IL-1β or IL-18, we examined the
role of gasderminD (GSDMD), which is cleaved by active caspase-1 into
an N-GSDMD fragment. The N-GSDMD fragment forms a GSDMD pore
on the plasma membrane, which facilitates the secretion of IL-1β and
the pyroptosis of inflammasome-active cells29. Indeed, Gsdmd-defi-
cient bone marrow-derived macrophages failed to secret IL-1β despite
intracellular caspase-1 activation (Supplementary Fig. 9a). Notably,
GSDMD deficiency significantly attenuated peripheral LPS-induced
Evans blue (Fig. 3o; Supplementary Fig. 9b) and NaF (Supplementary
Fig. 9c) leakage, suggesting that the GSDMD-mediated release of

inflammatory mediators or subsequent pyroptosis is necessary for
peripheral inflammation-induced BBB disruption.

Microglial NLRP3-GSDMD activation is important for peripheral
inflammation-induced BBB disruption
To gain an insight into the mechanism underlying NLRP3-mediated
BBB impairment, we conducted a single cell RNA-sequencing (RNA-
seq) analysis on mouse brains, comparing WT and Nlrp3-deficient
conditions. Control groups were injected with PBS in WT and Nlrp3-
deficient mice. For the peripheral inflammation group, WT mice were
administered with single or repeated LPS injections, while NLRP3
knockout (KO) mice received repeated LPS injections. By performing
unsupervised clustering analysis of approximately 110,000 cells that
passed quality control, 16 clusters were identified in the Uniform
ManifoldApproximation andProjection (UMAP) followingbatcheffect
correction (Fig. 4a; Supplementary Fig. 10a, b).

Upon repeated LPS stimulation, the populationof neutrophils and
astrocyte 2 clusters increased substantially (Fig. 4b; Supplementary
Fig. 10c) within the brain. Importantly, this increase was NLRP3-
dependent (Fig. 4c, d). In contrast, repeated LPS injection reduced the
number of endothelial cells, specifically found only in the WT brains
(Fig. 4b, c). We then analyzed the expression of inflammasome com-
ponent proteins on a cluster basis. Notably, brain-resident microglia
and brain-infiltrating neutrophils or monocyte-derived macrophages
(Mo-Mac) exhibited relatively higher expression of inflammasome
components such as NLRP3, Asc (Pycard) and caspase-1, along with
inflammasome-associated effector molecules such as IL-1β and
GSDMD (Fig. 4e, f).

To investigate which specific cell type’s NLRP3 inflammasome
activity is crucial for peripheral LPS-induced BBB disruption, we gen-
erated tamoxifen-inducible cell-specific hyperactive NLRP3 mutant
(D301N)-expressing mice (Supplementary Fig. 11a)30. This mutant was
originally identified in patients with autoinflammatory diseases31 and is
considered a constitutive active form of NLRP3. Using the Cre-Lox
system, we first generated mice harboring hyperactive NLRP3 in
CX3CR1-expressing cells, such as monocytes and microglia, through
tamoxifen injection. Intriguingly, peripheral LPS-induced Evans blue
leakage increased significantly in CX3CR1-specific NLRP3 mutant-
expressing mice (Fig. 5a; Supplementary Fig. 11b), indicating the
importanceofNLRP3 inmicroglia andmonocytes. However, astrocyte-
specific expression of the NLRP3 hyperactive mutant did not affect
peripheral LPS-induced BBB disruption (Fig. 5b; Supplementary
Fig. 11c).

To further confirm the role of microglial NLRP3 activation in BBB
integrity,wegeneratedmiceharboring theNLRP3mutant inTMEM119-
expressing cells, which are more specific to microglia than CX3CR1
(Supplementary Fig. 11d–f). These TMEM119-specific NLRP3 (D301N)-
expressing mice exhibited exclusive expression of NLRP3 mutant
in microglia upon tamoxifen injection, but not in neutrophils or

Fig. 2 | Repeated LPS stimulation induces NLRP3-dependent myeloid cell
infiltration into brains and gliosis. a Experimental scheme for flow cytometric
analysis or immunohistochemistry of mice brain tissue upon PBS or LPS injection.
b Representative flow cytometric gating strategy to identify total immune cells,
microglia, brain-infiltrating myeloid cells, neutrophils (CD45hi, CD11bhi, Ly6Cint,
Ly6G+),monocytes (CD45hi, CD11bhi, Ly6C+, Ly6G-) in the brain. c, d Flow cytometric
analysis-based quantification of immune cells and brain-infiltratingmyeloid cells in
the brain tissue from PBS- or LPS-injected WT mice. (n = 6, PBS, LPSx2; 7, LPSx1).
e–g, i Quantification of immune cells, brain-infiltrating cells, neutrophils and
microglia (i) in the brain tissue of PBS- or repeated LPS-injected WT (n = 5, PBS; 6,
LPSx2) and Nlrp3−/− mice (n = 6, PBS; 7, LPSx2) by flow cytometric analysis.
h Representative images of extravascular neutrophils of control (LysM-GFP) and
NLRP3 KO (LysM-GFP;Nlrp3−/−) mice injected with PBS or repeated LPS at 24 h post
last LPS injection. Mice were i.v. injected with 70 kDa Texas Red-dextran before
sacrifice. Scale bar, 50 μm. j, k Quantification of brain-infiltrating cells and

neutrophils in the brain of PBS- or repeated LPS-administered WT mice by flow
cytometry. LPS interval represents the time gap between first and second LPS
injection. (n = 3, PBS; 7, 24 h; 6, 48h; 5, 72 h). lRepresentative immunofluorescence
images of hippocampal regions of PBS- or repeated LPS-injected WT and Nlrp3−/−

mice at 6 h post last injection. The brain coronal sections were stained with anti-
GFAP (green) and anti-Iba1 (red). DAPI represents nuclei signal (blue). Scale bars,
50 µm. Quantification of the mean fluorescence intensity of GFAP (m) and the cell
numbers of GFAP+ astrocytes (n) normalized by DAPI inWT and Nlrp3−/− mice upon
LPS injections. (m, n = 5 for KO-PBS, 6 for all other group;n, n = 5). Quantificationof
the mean fluorescence intensity of Iba1 (o) and the cell numbers of Iba1+ microglia
(p) normalizedbyDAPI inWTandNlrp3−/−miceuponLPS injections. (o,n = 5 forKO-
PBS, 6 for all other group; p, n = 5) Error bars, s.e.m. One-way ANOVAwith Dunnett
post hoc test (c, d, j, k) and two-way ANOVA with Bonferroni post hoc test
(e, f, g, i, m, n, o, p). Source data are provided as a Source Data file.
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monocytes (Supplementary Fig. 11g–i). Notably, NLRP3 (D301N)
expression in microglia led to a significant increase in the Evans blue
leakage by repeated LPS stimulation (Fig. 5c, d). Supporting this
observation, the subsequent infiltration of myeloid cells such as neu-
trophils into the brain was significantly increased in microglia-specific
NLRP3mutant-expressing mice in response to repeated LPS injections
(Fig. 5e, f; Supplementary Fig. 12a). In contrast, LPS-driven infiltration
of neutrophils into the lungs was not affected in TMEM119-specific
hyperactiveNLRP3-expressingmice (Supplementary Fig. 12b, c). These
findings indicate that TMEM119-dependent microglial expression of
NLRP3 (D301N) enhances peripheral inflammation-induced neutrophil

infiltration into the brain, but not into peripheral organs such as
the lungs.

To examine the potential role of microglial GSDMD-mediated
pyroptosis in NLRP3-dependent BBB impairment, we generated
microglia-specific (Tmem119-creER) Gsdmd-deficient mice (Supple-
mentary Fig. 13a). Notably, tamoxifen-induced GSDMD depletion in
microglia significantly reduced peripheral LPS-induced Evans blue
leakage (Fig. 5g; Supplementary Fig. 13b) and neutrophil infiltration
into the brain (Fig. 5h; Supplementary Fig. 14a). However, these
microglial Gsdmd-deficient mice exhibited comparable levels of mye-
loid cell infiltration (CD45hiCD11bhi) and showed increased neutrophil
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Fig. 3 | IL-1R signaling is not required for peripheral inflammation-inducedBBB
disruption and myeloid cell infiltration into brains. a Experimental scheme for
pretreatment of MCC950 or IL-1RA (10mg/kg) 30min before PBS or LPS injection.
b, c Representative images or quantification of Evans blue extravasation into the
brain in response to the repeated LPS injection into mice pretreated with MCC950
or IL-1RA. Scale bars, 0.5 cm. (n = 9, PBS, LPSx2; 6, MCC, IL-1RA group).
dRepresentative flowcytometric analysis depicting the population of immune cells
(CD45+) in the mouse brains stimulated as in b and c. e, f Flow cytometric analysis-
based quantification of brain-infiltrating myeloid cells and neutrophils in the brain
of PBS- or LPS-treated mice with MCC950 and IL-1RA pretreatment. (n = 7 for MCC
group; 5 for all other group).g,hQuantification and representative images of Evans
blue extravasations in WT and Il1r1−/− mice brain upon LPS injections. Scale bars,
0.5 cm. (n = 5, PBS, 9, LPSx2, WT; n = 6, PBS, 8, LPSx2, Il1r1−/−). i Representative flow
cytometric analysis of brain illustrating the population of immune cells (CD45+) in

theWT and Il1r1−/−mice upon repeated LPS injections. j, k Flow cytometric analysis-
based assessment of brain-infiltrating cells and neutrophils in the WT and Il1r1−/−

mice brain upon repeated LPS injections. (n = 5). l Representative immuno-
fluorescence images of brain hippocampal region from WT, Nlrp3−/−, and Il1r1−/−

mice upon repeated LPS stimulation, followed by Texas red-dextran injection 1 h
before sacrifice. DAPI represents nuclei signal (blue). Scale bars, 100 µm.
m Quantification of dextran fluorescence normalized by DAPI in the hippocampal
region of WT (n = 11), Nlrp3−/− (n = 7), and Il1r1−/− (n = 8) mice treated as in l.
nQuantificationof IL-18 in the brain extracts ofWT (n = 4, PBS; 5, LPSx2) andNlrp3−/
−mice (n = 5, PBS; 6, LPSx2) upon repeated LPS injections. oQuantification of Evans
blue deposition in the brain of WT (n = 3, PBS; 6, LPS x2) and Gsdmd−/− mice (n = 7,
PBS; 12, LPS x2) upon repeated LPS injections. Error bars, s.e.m. One-way ANOVA
withDunnett post hoc test (c, e, f,m) and two-wayANOVAwith Bonferroni post hoc
test (g, j, k, n, o). Source data are provided as a Source Data file.

Fig. 4 | Single-cell RNA sequencing analysis ofmouse brains following repeated
LPS stimulation. a UMAP plots of single-cell RNA sequencing data encompassing
105,838 genes, displaying a comprehensive single-cell mapof themouse brain. The
merged dataset incorporates samples from PBS- or LPS-injectedWT and NLRP3 KO
groups. The UMAP visualization delineates the intricate cellular landscape into 17
distinct and color-coded clusters. b Representation of cell cluster ratios in each
group relative to the WT-PBS group. Color intensity reflects the difference in ratio
between theWT-PBSgroup andeach respective group.cBarplotdepicting the log2

fold changes (log2FC) of each cell type when comparing the WT-LPS x2 group
versus the KO-LPS x2 group. Bars on the right side indicates an increase in the WT-
LPS x2group,while those on the left side signify an increase in theKO-LPS x2group.
dUMAPplots ofneutrophil clustersof PBS- or LPS-injectedWTandNLRP3KOmice.
e Heatmap illustrating the expression of inflammasome marker genes in each
cluster. Color intensity indicates scaled mean expression level. f VISION scoring of
inflammasomegenesonall cell clusterswithin all samples. The violin plot illustrates
the inflammasome score using genes derived from e.
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infiltration into the lungs following peripheral LPS injection, compared
to controlmice (Supplementary Fig. 14b, c). These results demonstrate
that repeated peripheral inflammation promotes BBB disruption via
activation of NLRP3-GSDMD signaling in microglia.

Peripheral inflammation induces NLRP3-dependent repro-
gramming in BBB-composing cells towards chemotaxis and
immune cell migration
To investigate inflammasome-driven alterations in BBB-comprising
cells, we performed differentially expressed genes (DEGs) analysis in

endothelial cells from WT and Nlrp3-deficient mouse brains. Upon
comparing theWT-PBS group with the WT-LPS x2 group, we observed
a significant increase in the expression of 1,644 genes by more than
two-fold in the LPS-stimulated group (Fig. 6a). Subsequently, we
compared the WT-LPS x2 and NLRP3 KO-LPS x2 groups, uncovering
314 genes exhibiting increased expression in the WT-LPS x2 group by
more than 1.4 times (Fig. 6a). Remarkably, 33 genes were found to
overlap between the two gene lists, displaying distinct and significant
expression in the WT-LPS x2 groups (Fig. 6b). This overlapped gene
lists from two comparisons are termed in NLRP3-LPS x2-specific or

Fig. 5 | Contribution of microglial NLRP3 inflammasome activation to periph-
eral LPS-inducedBBBdisruption. Summary of NLRP3 expression in Cx3cr1+ (a) or
Aldh1l1+ cells (b) and other cell types of control and NLRP3 mutant (D301N)-
expressing mice upon tamoxifen treatment (left panel). Quantification of Evans
blue extravasation in the tamoxifen-treated control (a, n = 3, PBS, 8, LPS x2;b, n = 3,
PBS, 5, LPS x2) and NLRP3 mutant (a, n = 3, PBS, 6, LPS x2; b, n = 3, PBS, 7, LPS x2)
mice brain upon PBS or repeated LPS injection (right panel). c Summary of NLRP3
expressions in Tmem119+ cells and other cell types of control and NLRP3 mutant
mice upon tamoxifen treatment (left panel). Quantification of Evans blue extra-
vasation (right panel) in the tamoxifen-treated control andmutantmice brain upon
PBS or repeated LPS injection. (n = 3, PBS, 11, LPS x2, control; n = 5, PBS, 13, LPS x2,
mutant).d Representative images of brain as in c. e Representative flow cytometric

analysis of brain illustrating the population of microglia and brain-infiltrating
myeloid cells (CD45hi CD11bhi) in the control andNLRP3mutant (Tmem119creER)mice
upon PBS or repeated LPS injections. Scale bars, 0.5 cm. f Quantification of brain-
infiltrating myeloid cells or neutrophils in e. (n = 4, PBS, 6, LPS x2, control; n = 6,
mutant). g Quantification of Evans blue depositions in the tamoxifen-treated con-
trol mice (Gsdmdflox/flox, n = 5) and microglia (MG)-specific Gsdmd−/− mice
(Tmem119creER/+;Gsdmdflox/flox, n = 3) upon repeated LPS injection.hQuantification of
neutrophils in the brain of control and MG-Gsdmd−/− mice upon repeated LPS
injection byflowcytometry. (n = 6) Error bars, s.e.m.Unpaired two-sidedStudent’s t
test (g, h) and two-way ANOVA with Bonferroni post hoc test (a–c, f). Source data
are provided as a Source Data file.
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NLRP3-specific DEGs. Gene ontology (GO) analysis of NLRP3-specific
upregulated genes in endothelial cells revealed their association with
myeloid cell migration and chemotaxis (Fig. 6c). Additionally, we
examined changes in the expression of major tight junction proteins
and adhesion molecules in endothelial cells. Transcriptomic analysis
showed that repeated LPS stimulation led to the upregulation and
downregulation of tight junction proteins (Fig. 6d), but no significant
differences between WT and Nlrp3-deficient mice were observed.
Moreover, peripheral LPS stimulation caused upregulation of most
adhesionmolecules in the endothelial cells; however, this upregulation
was independent of NLRP3 presence (Fig. 6e).

Similarly, we examined NLRP3-LPSx2-specific DEGs in pericytes
and identified 69 overlapping genes from two comparisons (Supple-
mentary Fig. 15a, b). GO analysis of NLRP3-LPSx2-specific DEGs in
pericytes also showed a strong association with chemotaxis and

migration of granulocytes such as neutrophils (Fig. 6f). In accordance
with these observations, GO analysis of 148 NLRP3-LPSx2-specific
genes in astrocytes (Supplementary Fig. 15c) indicated significant
changes related to the chemotaxis and cell migration (Fig. 6g; Sup-
plementary Fig. 15d, e). Intriguingly, NLRP3-specific DEGs in astrocytes
exhibited noticeable alterations in chemokine signaling and interferon
(IFN) response (Fig. 6g, h). Besides, repeated LPS stimulation induced
the expansion of astrocyte 2 subsets. (Fig. 6i; Supplementary Fig. 16a).
Many genes with increased expression specific to this astrocyte 2
cluster were related to type 1 IFN response (Fig. 6j; Supplementary
Fig. 16b). However, the expression levels of astrocyte endfoot genes,
critical for BBB integrity, were not significantly affected by the NLRP3
inflammasome in the astrocyte 2 cluster (Supplementary Fig. 16c).
We also explored potential NLRP3-dependent changes in
astrocyte-microglia communications, as microglia were the primary
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Fig. 6 | NLRP3 inflammasome leads to the reprogramming of BBB-composing
cells toward chemotaxis and cell migration. a Venn diagram illustrating the
number of genes specifically upregulated in brain endothelial cells following LPS
x2-treated versus PBS-treated group in WT mice (orange, fold change >2, p <0.05)
and genes upregulated in WT-LPS x2 versus KO-LPS x2 (blue, fold change >1.4,
p <0.05). b Heatmap presenting 20 genes notably upregulated in the WT LPS x2
group from a excluding unannotated genes. Color intensity indicates scaled mean
expression level. c Gene Ontology (GO) analysis results for 33 genes identified in
a, depicting enriched terms in GO Biological Processes (BP). Heatmap illustrating

the expression of major tight junction genes (d) or adhesion molecules (e) in the
brain endothelial cells of WT and Nlrp3-deficient mice following PBS or LPS sti-
mulations. Barplots illustrating WT LPS x2-specific terms identified in gene ontol-
ogy: f pericyte in GO BP, g astrocytes in GO Molecular Function (MF), and
h astrocytes in SigmaDB. These analysis utilized genes particularly increased in the
WT LPS x2 group compared to both theWT PBS and KO LPS x2 group. iUMAP plot
displaying astrocyte and astrocyte2 clusters in WT-PBS and WT-LPS x2 group.
j Violin plot showing the expression of top 10-upregulated genes in astrocyte 2
compared to astrocyte cluster. Bold denotes IFN-related or stimulated genes.
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inflammasome-active cells. Using NicheNet analysis under repeated
LPS-stimulated conditions, we observed 750 WT-specific interactions
between astrocytes (including astrocyte 2) and microglia, considering
astrocyte and astrocyte 2 as sender cells and microglia as receivers,
compared to only 109 interactions in the NLRP3 KO condition (Sup-
plementary Fig. 16d, e). Similarly, WT-specific signaling from astro-
cytes andmicroglia to astrocyte 2 reached 925 interactions, versus 108
in the NLRP3 KO mice. These results suggest that NLRP3 signaling
enhances astrocyte-microglia communication,whichmayplay a role in
NLRP3-mediated BBB permeability.

Given that microglial heterogeneity has been implicated in the
neurodegenerative diseases,we conducted sub-clustering ofmicroglia
and annotated them into 6 subclusters (Fig. 7a). Notably, interferon-
stimulated genes (ISGs) cluster exhibited specific increases in the LPS
x2 groups of WT mice (Supplementary Fig. 17a) and DEG analysis
revealed them to bemainly associated with IFN responses (Fig. 7b). To
further elucidate the differences between WT and NLRP3 KO in
microglia, we performed a trajectory analysis (Fig. 7c; Supplementary
Fig. 17b). The analysis identified a ‘homeostatic’ cluster as the starting
point and a ‘phagocytotic’ cluster as the ending point in all groups
(Fig. 7c, lower left). However, LPS x2 stimulation caused two additional
endpoints: an ISGs cluster (Fig. 7c, lower middle) and DAM1 (damage-
associated microglia1) cluster (Fig. 7c, lower right). Density analysis
using UMAP revealed a clear difference between WT and NLRP3 KO at
the LPS x2 level (Fig. 7d). In the WT-LPS x2 group, microglia reached
both ISG-high and DAM1 endpoints, while in the KO-LPS x2 group, the
trajectory halted midway (Fig. 7d). These results suggest that NLRP3
inflammasome activity drives microglia reprogramming toward ISG
and DAM1 phenotypes.

Next, we analyzed NLRP3-LPSx2-specific DEGs in the whole clus-
ters (Supplementary Data 1) and identified 30 genes that were speci-
fically upregulated in the WT-LPS x2 group (Fig. 7e; Supplementary
Fig. 18a). Most of the NLRP3-dependent upregulated genes in all
clusters were IFN-related genes or ISGs (Fig. 7f, bold). GO analysis of
NLRP3-specific genes also revealed a significant increase in type 1 IFN-
related genes (Supplementary Fig. 18b–d). We thus examined the
expression of IFN-β in brain extracts and observed NLRP3-specific
upregulation of Ifnb1 mRNA in the mouse brain 3 h after the 2nd LPS
stimulation (Supplementary Fig. 19a). Among the NLRP3-specific ISGs,
the expressionof theRsad2 gene, encoding viperin, wasupregulated in
the brains of WT mice (Supplementary Fig. 19b, c). However, Rsad2-
deficiency did not significantly attenuate the peripheral LPS-induced
myeloid cell infiltration into the brain (Fig. 7g, h; Supplementary
Fig. 20a). Additionally, interferon-α receptor 1 (Ifnar1)-deficient mice
exhibited no difference in BBB permeability at 6 h after 2nd LPS injec-
tion (Fig. 7i; Supplementary Fig. 20b, c). However, LPS-induced mye-
loid cell infiltrationwas significantly reduced in Ifnar1-deficientmice at
12 h post 2nd LPS injection (Fig. 7j; Supplementary Fig. 20d). These
results suggest that type 1 IFN signaling might be implicated down-
stream of the NLRP3 inflammasome, contributing to BBB disruption;
however, the detailed molecular targets remain to be resolved.

Microglial NLRP3-GSDMD axis facilitates neutrophil-specific
chemokines production in BBB-composing cells
NLRP3-specific DEG and GO analysis revealed that inflammasome
activation significantly altered the expression of genes related to
chemotaxis or chemokine signaling in the BBB. In this context, we
analyzed the chemokine transcriptome levels of all clusters in
response to LPS stimulation (Supplementary Fig. 21a). Several che-
mokines such as Cxcl5, Ccl20, and Cxcl3 mRNA were upregulated by
peripheral LPS stimulation only inNLRP3-expressingWTmice (Fig. 8a).
We also examined chemokine levels in BBB-comprising cells and
microglia (Supplementary Fig. 21b), and in endothelial cells (Fig. 8b;
Supplementary Fig. 21c), and noticed that some chemokines (Cxcl1,
Cxcl2, Cxcl3, Cxcl5 and Cxcl10) were commonly upregulated in an

NLRP3-dependent manner. In accordance with these transcriptomic
analyses, repeated LPS stimulation induced CXCL1 and CXCL2 pro-
duction in whole mouse brain extracts (Supplementary Fig. 21d, e).
Intriguingly, the production of these chemokines was significantly
decreased by NLRP3 or GSDMD deficiencies, but not by the deficiency
of the IL-1 receptor (Fig. 8c, d; Supplementary Fig. 21f, g). Consistent
with these observations,microglia-specific hyperactiveNLRP3mutant-
expressing mouse brains exhibited increased Cxcl1 mRNA expression
after repeated LPS stimulation (Fig. 8e). In contrast, microglia-specific
deletion of GSDMD significantly reduced repeated LPS-induced Cxcl1
and Cxcl2 mRNA production in the brain (Fig. 8f). These results col-
lectively indicate that the microglial NLRP3-GSDMD signaling is
important for peripheral inflammation-induced production of these
CXCL chemokines in the brain.

To gain an insight into howNLRP3-GSDMDactivation inmicroglia
triggers CXCL chemokine production, we performed mass
spectrometry-based bottom-up proteomics of culture supernatants
from WT and Gsdmd-deficient microglia (Fig. 8g). We first selected
candidates that showedmore than a 1.3-fold increase in the LPS + ATP-
treated group compared to the PBS-treated group. Next, we excluded
inflammasome-independent secreted proteins that exhibited more
than a 1.3-fold increase in ATP-treated group relative to the PBS group.
We then compared the WT-LPS +ATP group to the GSDMD KO-LPS +
ATP group and sorted the proteins based on this criterion. This ana-
lysis identified top 11 NLRP3-GSDMD-specific secreted proteins
(Fig. 8h). Among these, growth differentiation factor-15 (GDF-15) was
further validated through targeted mass spectrometry (Supplemen-
tary Fig. 22a). Intriguingly, repeated LPS injection led to a significant
increase in GDF-15 levels in brain tissue homogenates from wild-type
mice, but not in those from Nlrp3- or Gsdmd-deficient mice (Fig. 8i, j;
Supplementary Fig. 22b). Transcriptomic analysis further confirmed
considerable expression of Gdf-15 in microglia (Supplementary
Fig. 22c). To assess whether GDF-15 influences CXCL chemokine pro-
duction, we treatedmixed glial cultureswith recombinant GDF-15. This
treatment led to a robust increase in Cxcl1, Cxcl2 and Cxcl3 mRNA
levels (Fig. 8k) Supporting this finding, intravenous GDF-15 injections
significantly elevated CXCL1 and CXCL2 protein levels (Fig. 8l, m) and
mRNA expression (Supplementary Fig. 22d, e). Additionally, in mixed
glial cells, GDF-15 induced CXCL1 production in an NF-κB- or MEK-
dependent manner (Supplementary Fig 22f). These findings suggest
that NLRP3-GSDMDactivation promotes CXCL chemokine production
at the BBB by inducing GDF-15 secretion.

Neutrophil recruitment contributes to peripheral inflammation-
induced BBB disruption
Of notice, CXCL chemokine production was higher 3 h after 2nd LPS
stimulation than at 6 h (Fig. 8c, d). Additionally, time-dependent
experiments revealed that brain inflammasome activation was
observed from 3 h after the 2nd LPS treatment (Fig. 9a). Instead, mye-
loid cell infiltration was markedly increased 5 h after 2nd LPS stimula-
tion (Fig. 9b, c; Supplementary Fig. 23). These findings suggest that
inflammasome-dependent chemokine production may trigger the
recruitment of circulating neutrophils. We then examined the mRNA
expression of chemokine receptors in brain-infiltrated neutrophils and
found higher expression of Cxcr2 and Ccr1 (Fig. 9d). CXCR2 is specific
to NLRP3-dependent upregulated chemokines, such as CXCL1, CXCL2,
CXCL3 and CXCL532.

Cell-cell communication analysis in CXCL signaling using CellChat
revealed that a prevalent activation of the CXCL signaling pathway in
the WT-LPS x2 groups was evident compared to that in other groups
(Fig. 9e). In particular, CXCL1- and CXCL2-CXCR2 signaling-related
pathwayswereprominent in theWT-LPS x2 group, butmuch less in the
Nlrp3-deficient cells. These pathways influence the interactions of
neutrophils with endothelial cells, microglia, or pericyte in theWT-LPS
x2 group. These findings suggest that the interactionsmediated by the
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CXCL signaling between neutrophils and BBB cells are NLRP3-depen-
dent, unveiling the intricate role of NLRP3 inflammasome in mod-
ulating neutrophil recruitment and BBB integrity during inflammation.

Then, to examine whether the recruited neutrophils can con-
tribute to BBB disruption, we depleted neutrophils using anti-Ly6G

antibodies prior to LPS stimulation (Supplementary Fig. 24). Notably,
neutrophil ablation significantly reduced peripheral inflammation-
induced BBB disruption (Fig. 9f; Supplementary Fig. 25a). Accordingly,
neutrophil recruitment blockade by the CXCR2 antagonist SB225002
also significantly attenuated LPS-promoted BBB permeabilization

Fig. 7 | NLRP3 inflammasome-dependent upregulation of type 1 interferon-
related genes in microglia and all brain cell clusters. a UMAP plot displaying
6 subclusters of microglia. b Heatmap illustrating categories presenting specific
functional terms in microglia subclusters. c Trajectory analysis illustrating the
microglial fate directions between distanced cluster lineages. UMAP visualization is
color-coded to represent subclusters of microglia or outlining the trajectory from
homeostaticmicroglia to distinct subtypes in ISGs andDAM1.dUMAP visualization
depicting the density of microglia cells for each experimental group with density
values scaled between 0 and 1. e Venn diagram showing the number of genes
specifically increased in all clusters in WT LPS x2 group versus WT PBS group (fold
change >1.5, p <0.05) and versus KO LPS x2 group (fold change >1.5, p <0.05).

f Heatmap displaying NLRP3-specific increased 30 genes derived from e, with
unannotated genes excluded. g, h Quantification of brain-infiltrating myeloid cells
or neutrophils in the brain of repeated LPS-treatedWT and Rsad2-deficient mice at
6 h post last injection. (n = 8, WT; n = 9, Rsad2-deficient mice). i, j Quantification of
brain-infiltrating myeloid cells or total brain immune cells (CD45+) in the brain of
PBS- or repeated LPS-treated WT and Ifnar1-deficient mice at 6 h (i) or 12 h (j) post
last injection. (i, n = 3, PBS, 6, LPS x2; j, n = 5, PBS, 4, LPS x2). Color intensity indi-
cates scaled mean expression level (b, f). Error bars, s.e.m. Unpaired two-sided
Student’s t test (g, h, j) and two-way ANOVA with Bonferroni post hoc test (i).
Source data are provided as a Source Data file.
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(Fig. 9g; Supplementary Fig. 25b). In contrast, deficiency of CCR2,
essential for monocyte recruitment, did not affect BBB integrity in
response to repeated LPS stimulation (Fig. 9h; Supplementary
Fig. 25c). These findings indicate that inflammasome-dependent neu-
trophil recruitment into the blood vessels in the brain contributes to
BBB breakdown.

To investigate how resident microglia and recruited neutrophils
facilitate BBB breakdown, we examined expression of matrix metal-
loproteinases (MMPs), whichare crucial for BBBdisruption33,34, in brain
extracts. Notably, scRNA-seq analysis revealed that repeated LPS sti-
mulation increased the expression of some MMPs, such as MMP8 and

9, in an NLRP3-dependent manner (Fig. 10a; Supplementary Fig. 26a).
These NLRP3-dependent MMPs were highly expressed in neutrophils
(Fig. 10b; Supplementary Fig. 26b). Indeed, repeated LPS injection led
to a significant production of MMP9 protein in the brain tissue (Sup-
plementary Fig. 26c). As MMP production in the brain increased from
4h after 2nd LPS stimulation (Fig. 10c), cells other than neutrophils
might also produceMMPs in response to NLRP3 activation. Consistent
with the scRNA-seq data, MMP8 or MMP9 production was impaired in
the brain extracts of Nlrp3-deficient mice and of microglia-specific
Gsdmd-deficient mice (Fig. 10d–g) but not of Il1r-dericient mice upon
repeated LPS stimulation (Supplementary Fig. 26d).
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Moreover, microglia-specific gain-of-function NLRP3 mutant-
expressing mice exhibited increased Mmp9 mRNA expression in the
brain extracts upon repeated LPS stimulation compared to control
mice (Fig. 10h). Intriguingly, recombinant GDF-15 treatment sig-
nificantly increasedMMP9 protein levels (Supplementary Fig. 27a) and
Mmp8 or Mmp9 mRNA levels in the mixed glial cultures (Supplemen-
tary Fig. 27b, c), but much less in BMDMs or neutrophils (Supple-
mentary Fig. 27d–g). Additionally, the pan-MMP inhibitor Ilomastat
significantly reduced repeated LPS-induced BBB permeability, as
measured by Evans blue and NaF leakage (Fig. 10i–k). These results
demonstrate thatmicroglial NLRP3-drivenMMPsmayplay a key role in
BBB disruption.

Discussion
As compromised BBB integrity has been recognized as a significant
contributor to neuroinflammation and neurological disorders, under-
standing the cellular processes that control BBB permeability in con-
ditions other than stroke remains a challenge. Previous studies have
mainly focused on changes in endothelial cells by examining the
expression of tight junction proteins and adhesion molecules in in
vitro culture systems35,36. To address this limitation, we attempted to
elucidate the disruption of BBB integrity bydirectly observing changes
in brain-resident glial cells and brain-infiltrating immune cells within
the mouse brain in response to peripheral inflammation. We used
repeated intraperitoneal LPS injections to induce peripheral
inflammation-mediated BBB disruption. While some previous studies
have reported that single ormultiple LPS injections do not impair BBB
integrity in animal models37–39, many other studies have used LPS to
induce BBB disruption14,25,40. To validate our findings, we assessed BBB
permeability by measuring the extravascular leakage of various tra-
cers, including Evans blue, NaF and labeled dextran.

Aberrant NLRP3 inflammasome activation has been implicated in
the pathogenesis and progression of neurological disorders, including
Alzheimer’s and Parkinson’s diseases18,19,41. Although it is still elusive
how the deregulated activation of the NLRP3 inflammasome drives
neurodegeneration, IL-1β has been considered as a key effector
molecule for neurotoxicity and neuroinflammation following inflam-
masome activation42–44. In this context, IL-1β addition has been shown
to affect the expression levels of chemokines, adhesionmolecules, and
tight junction proteins in endothelial cells in vitro22,35. However, the
direct in vivo effect of inflammasome activation on BBB integrity has
not yet been explored in detail. Here, we found that NLRP3 inflam-
masome mediates peripheral inflammation-triggered BBB disruption,
but IL-1β is not required for this NLRP3-dependent BBB impairment.
Most importantly, IL-1R deficiency did not attenuate the repeated LPS-
induced increases inBBBpermeability andmyeloid cell infiltration into
the brain.

Using a cell-specific NLRP3 hyperactivationmodel, we identified
the important role of microglial NLRP3 inflammasome in transient

BBB disruption. Microglia-specific deletion of GSDMD further con-
firmed the importance of microglial NLRP3-GSDMD signaling axis in
this process. For microglia specific expression, we used Tmem119-
CreER mice, which are currently considered the most reliable
microglial marker. However, given recent findings that TMEM119 can
be expressed in certain peripheral cells like follicular dendritic cells45,
we validatedmicroglia specificity using Tmem119-GFP reporter mice.
It will be valuable to explore the role of NLRP3-GSDMD axis in other
cells during peripheral inflammation-driven BBB disruption in future
studies. Our scRNA-seq analysis also indicated that NLRP3 inflam-
masome activation is unlikely to occur in BBB-comprising non-mye-
loid cells such as astrocytes and endothelial cells. Supporting these
results, astrocyte-specific expression of hyperactive NLRP3 mutant
did not enhance the LPS-inducedBBBpermeabilization. Nonetheless,
our scRNA-seq analysis revealed significant gene expression changes
in astrocytes in response to NLRP3 activation. NicheNet analysis
further showed that astrocyte-microglia communication was mark-
edly enhanced by NLRP3 signaling. Given these findings, the role
of astrocytes in LPS-induced BBB disruption warrants further
investigation.

The implication of NLRP3 to BBB disruption during intracerebral
hemorrhage or stroke model has been proposed46–48; however, it
remains elusive how NLRP3 activation regulates BBB permeability. In
the present study, our data indicate that microglial GSDMD, rather
than IL-1R signaling, is necessary for the increased BBB permeability in
the context of repeated peripheral inflammation. Of notice, we iden-
tified GDF-15 as an NLRP3-GSDMD-dependent secreted protein from
microglia. Subsequently, microglial NLRP3-GSDMD activation leads to
the production of neutrophil CXCR2-specific chemokines in the BBB-
comprising cells possibly via secreting GDF-15. This microglial
inflammasome-dependent neutrophil-specific chemokine production
may facilitate the strong adhesion of circulating neutrophils to the
bloodvessels of the brain. Furthermore, both neutrophil depletion and
the CXCR2 blockade significantly reduce peripheral inflammation-
triggered BBB disruption. These observations suggest that NLRP3-
dependent CXCL production and the subsequent neutrophil recruit-
ment into brain vessels are critical phenomenon in the BBB disin-
tegration process (Supplementary Fig. 28).

In agreement with our findings, a recent study proposed a
potential role of CXCL1 for herpes simplex virus-1-triggered BBB
disruption49. Neutrophil infiltration is a major consequence of BBB
disruption in the brain pathological conditions. However, our results
further support that neutrophil recruitment into the blood vessel can
also function as a driver for BBB disruption. Considering that the
lifespan of vessel-recruited or brain-infiltrated neutrophils may be less
than two or three days, neutrophils may explain the transient BBB
disruption in response to LPS-driven peripheral inflammation. Thus,
we propose that neutrophil recruitment is a pivotal phenomenon for
the BBB disruption process.

Fig. 8 | Microglial NLRP3-GSDMD activation induces the production of Cxcr2-
specific chemokines via releasing GDF-15. a, b Heatmap illustrating the NLRP3-
dependent increased expression of chemokine genes across all groups in all clus-
ters or endothelial cells. Color intensity indicates scaled mean expression level.
c, dQuantification of mRNA levels of Cxcl1 and Cxcl2 in the whole brain extracts of
PBS- or repeated LPS-injected WT, Nlrp3−/−, Gsdmd−/−, and Il1r1−/− mice at 3 h or 6 h
after the last injection. (The number of biological replicates was presented in the
order of PBS, 3 h, 6 h; n = 3, 6, 5, WT; 4, 6, 4, Nlrp3−/−; 3, 4, 6, Gsdmd−/−; 4, 4, 6, Il1r1−/−

mice). e Quantification of brain mRNA level of Cxcl1 in control and Tmem119-
specific NLRP3 mutant (D301N)-expressing mice at 6 h post second LPS injection.
(n = 4). fQuantificationofbrainmRNA levels ofCxcl1 andCxcl2 in control (Gsdmdflox/

flox) and MG-Gsdmd−/− mice (Tmem119creER/+; Gsdmdflox/flox) upon PBS (n = 3) or repe-
ated LPS (n = 5) injection by flow cytometry. g Experimental scheme to isolate
secretome from microglia treated with LPS (0.25 μg/ml, 3 h) followed by ATP
treatment (2.5mM, 20min). h Heatmap illustrating the relative concentration of

target proteins in the culture supernatant from WT or Gsdmd−/− (KO) microglia
upon appropriate treatments as determined by mass spectrometric analysis. L + A
denotes LPS + ATP treatment as in g. Color intensity indicates relative abundances
of targeted proteins. i Quantification of Gdf15 mRNA levels in the brain tissues of
PBS- or repeated LPS-treated WT and Nlrp3−/− mice. (n = 4, WT-PBS; 7, all other
group). j Quantification of GDF15 protein levels in the brain tissues of PBS- or
repeated LPS-treated WT and Nlrp3−/−, Gsdmd−/− mice at 3 h after the last injection.
(n = 4). k Quantification of mRNA levels of multiple chemokines in the mixed
glial cultures untreated or treated with GDF-15 (100 ng/ml, 6 h). (n = 4).
l,mQuantificationofCXCL1 andCXCL2protein levels in the brain tissuesofmice at
6 h post intravenous injection with PBS or GDF-15 (2μg). (n = 4, PBS; 5, GDF-15).
Error bars, s.e.m. One-way ANOVA with Dunnett post hoc test (c, d), two-way
ANOVA with Bonferroni post hoc test (e, f, i, j) and unpaired two-sided Student’s t
test (k, l, m). Source data are provided as a Source Data file.
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Fig. 9 | Neutrophil recruitment contributes to BBB disruption following per-
ipheral inflammatory stimulation. a Representative immunoblots detecting pro-
IL-1β, IL-1β, andNLRP3 inbrain lysates ofWTmice atdifferent timepoints (0, 1 ~ 6 h)
after the second LPS injection. b, cQuantification of brain-infiltrating myeloid cells
or neutrophils in the brain of WT mice upon PBS or repeated LPS injection at
different time points by flow cytometry. (1 ~ 6 h post second LPS injection, n = 5,
PBS, 4 h; 6, 3 h; 4, all other group). d Violin plot showing chemokine receptor gene
expression in neutrophils of all groups. e Circle plot visualizing cell-cell commu-
nication in the CXCL signaling pathways for each experimental group. The plot
displays interactions among two cell types in the PBS group and 5 cell types (Endo
Endothelial cell, Peri Pericyte, AstroAstrocyte,MicroMicroglia, NeutroNeutrophil)

in the LPS x2 group. The width and color of arrows represent the probability of
interaction. fQuantificationof Evans bluedepositions in theWTmousebrains upon
repeated LPS injection pretreated with IgG (n = 4) or anti-Ly6G (n = 6) antibodies
(50μg, i.p.) 1 h before 1st LPS injection.gQuantification of Evans blue depositions in
theWTmouse brains upon repeated LPS injection in the presence of vehicle (n = 6)
or anti-CXCR2 antagonist SB225002 (n = 8) treatment (2mg/kg, i.p.).
h Quantification of Evans Blue extravasation into the brain followed by LPS injec-
tions in WT and Ccr2−/− mice. n = 5 (WT) or 3 (Ccr2−/−) mice. Error bars, s.e.m. One-
way ANOVA with Dunnett post hoc test (b, c) and unpaired two-sided Student’s
t test (f, g, h). Source data are provided as a Source Data file.
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Single cell-based transcriptome analysis revealed that NLRP3
inflammasome activation strongly induced the association of neu-
trophils with endothelial cells, microglia and pericytes via CXCL sig-
naling. Then, the brain-recruited neutrophils around BBB can
exacerbate BBB breakdown by releasing MMP8 or MMP9. Of interest,
our results demonstrated that peripheral inflammation-inducedMMPs
production in the brain is NLRP3-dependent. Moreover, the inhibition
of MMPs significantly reduced LPS-induced BBB disruption. Collec-
tively, these findings demonstrate that microglial NLRP3 inflamma-
some activation leads to the recruitment of neutrophil into the brain
and the production of MMPs, which contribute to the BBB disruption.
Given the emerging importance of NLRP3 in the brain pathology,
NLRP3-dependent BBB disintegration process may be a potent ther-
apeutic target for alleviating neuroinflammation-associated neurolo-
gical diseases.

Our scRNA-seq analysis revealed that type 1 IFN-related genes and
ISGs were specifically upregulated in an NLRP3-dependent manner.
However, it remains elusive how type 1 IFN signaling contributes to
BBB disruption. IFN signaling has been suggested to contribute to the
homeostasis of BBB integrity in certain contexts50,51. Therefore, it
remains to be further determined whether NLRP3-dependent type 1
IFN signaling may be implicated in BBB disruption during peripheral
inflammation.

Despite our findings on microglial NLRP3-dependent BBB dis-
ruption, we did not observe robust caspase-1 and GSDMD cleavage in
brain tissue immunoblots, although IL-1β cleavage was detected. This
discrepancy may be due to differences in antibody sensitivity or
insufficient stimulation from repeated intraperitoneal LPS injections,
which may not have provided a strong stimulus to induce detectable
caspase-1 cleavage. Stronger inflammasome-activating conditions

Fig. 10 | NLRP3-GSDMD-dependent upregulation ofmatrix metalloproteinases
and their contribution to BBB disruption. a Heatmap displaying diverse matrix
metalloproteinase (MMP) genes in the brain of all clusters of WT and NLRP3 KO
mice upon PBS or LPS injection. b Dot plot visualizing MMP signaling markers for
each cell cluster across all groups. c Quantification of brain Mmp9 mRNA levels in
theWTmice at 1 ~ 6 h post second LPS injection. (n = 3, PBS, 5 h; 4, all other group).
d, eQuantification ofMmp9 orMmp8mRNA levels in theWT and Nlrp3−/− mice at 3
or 6 h post second LPS injection. (d, n = 4; e, WT, n = 5 for PBS, 8 for 3 h, 3 for 6 h,
KO, n = 5 for PBS, 3 h, 4 for 6 h). f, g Quantification of MMP9 levels in the brain
extracts of WT and Nlrp3−/− (f) or microglia-specific Gsdmd−/− (g) mice at 6 h post
repeated LPS injection. (n = 5, f; n = 4, g). h Quantification of brain mRNA level of

Mmp9 in control and Tmem119-mutant mice (n = 5) upon PBS or single/repeated
LPS injection at 6 h post last injection. i Quantification of Evans bue extravasations
in themousebrains upon repeated LPS injections in thepresenceof vehicle orMMP
inhibitor Ilomastat (50mg/kg, i.p.) at 6 h post 2nd LPS injection. (n = 8, Veh, n = 7,
Ilomastat). jRepresentative images of Evans bue extravasations in themouse brains
following repeated LPS injections in the presence of Ilomastat treatment as in i.
Scale bars, 0.5 cm. k Quantification of NaF extravasations in brain tissues of mice
given repeated LPS injections in the presence of Ilomastat. (n = 4, Veh, n = 3, Ilo-
mastat) Error bars, s.e.m. One-way ANOVA with Dunnett post hoc test (c), two-way
ANOVA with Bonferroni post hoc test (d–f, h) and unpaired two-sided Student’s t
test (g, i, k). Source data are provided as a Source Data file.

Article https://doi.org/10.1038/s41467-025-56097-1

Nature Communications |          (2025) 16:699 15

www.nature.com/naturecommunications


might reveal such cleavage. Additionally, in our mass spectrometric
analysis of microglial secreted proteins, NLRP3-related proteins were
not detected under LPS + ATP stimulation. This limitation likely arises
from the bottom-up proteomics approach, which involves in-solution
proteolytic digestion and peptide fragment matching. Peptide frag-
ments from cleaved caspase-1 or IL-1β may not be accurately recog-
nized as these proteins. This technical limitation might prevent the
identification of cleaved caspase-1 or IL-1β as secreted proteins. Fur-
thermore, while we observed no significant sex-dependent differences
in LPS-induced brain inflammation phenotypes (Supplementary
Fig. 1e, f), most experiments were conducted usingmixed populations
of male and female mice. For the scRNA-sequencing analysis, each
sample was pooled from the brains of two male mice and one female
mouse, maintaining this ratio consistently across both the wild-type
and Nlrp3-deficient groups. However, due to the complexity of our
experimental design in the scRNA-seq analysis, the number of repli-
cates was limited to two per group, which represents a limitation of
this study.

In conclusion, we validated the critical role of NLRP3-GSDMD axis
in peripheral inflammation-driven BBB disruption and proposed a
potential effector mechanism of NLRP3 activation in this process.
However, themechanismby whichmicroglial NLRP3 is activated upon
repeated peripheral LPS stimulation remains unclear. Through our
scRNA-seq analysis, we observed a significant elevation of lipocalin-2
(LCN2), which is considered a potential inflammatory molecule, in the
brain. However, our in vitro mixed glial culture experiments revealed
that LCN2 is unlikely to activate NLRP3. The molecular mechanisms
underlying peripheral LPS-inducedmicroglialNLRP3 activation remain
to be clarified in future studies.

Methods
Mice
The protocols for animal experiments were approved by the Institu-
tional Ethical Committee of Yonsei University College of Medicine
(2020-0317). All experiments were performed in accordance with the
guidelines approved by the Institutional Ethical Committee. C57BL/6,
Nlrp3D301NneoR, Cx3cr1creERT, Tmem119creERT, Aldh1l1cre/ERT2, Il1r−/−, Gsdmd−/−

and Ccr2−/− micewere obtained from the Jackson Laboratory.Gsdmdflox/

flox mice were provided by the RIKEN BioResource Research Center.
Rsad2−/− mice were provided by Dr. Jun-Young Seo (Yonsei University).
LysM-GFPmice were provided byDr. Pilhan Kim (KAIST). Ifnar1−/− mice
were providedbyDr.HeungKyu Lee (KAIST). Allmiceweremaintained
under specific pathogen-free facility at the YonseiUniversityCollegeof
Medicine with temperature- and humidity-controlled conditions on a
12 h-12 h light-dark cycle. Eight- to twelve-week-old male or female
mice were used in the experiments. To generate cell-specific NLRP3
(D301N) mutant expression, Nlrp3D301NneoR mice harboring a loxP-
flanked neomycin resistance cassette (reverse orientation) in intron 2
and a point mutation in exon 3 of Nlrp3 were bred into Cx3cr1creERT,
Tmem119creERT, andAldh1l1cre/ERTmice.Micewere treatedwith tamoxifen
(75mg/kg) for five days to induce active Cre recombinase expression,
resulting in the excision of the neomycin resistance cassette and the
expression of NLRP3 (D301N) in Cx3cr1-, Tmem119-, and Aldh1l1-
specific cells. Gsdmdflox/flox mice were bred with Tmem119creERT mice to
generate microglia-specific Gsdmd-deficient mice. We analyzed the
potential sex-dependent effect on repeated LPS-induced BBB perme-
ability and found no significant differences. Most experiments were
conducted using mixed populations of male and female mice. The
number of male and female mice used in each experiment was pro-
vided in Source Data.

Mice treatment
To induce peripheral inflammation, mice were given intraperitoneal
injection with lipopolysaccharides (LPS, 0.8mg/kg) once or twice at

24 h intervals. Alternatively, mice were given intravenous injection
with cytokine cocktail of IL-1β (10 µg/kg), IL-6 (35 µg/kg) and TNFα
(35 µg/kg) three times at 6 h or 18 h intervals to induce peripheral
inflammation. To block NLRP3 inflammasome-mediated signaling,
mice were administered MCC950 (10mg/kg) or an IL-1 receptor
antagonist (10mg/kg) 30min prior to LPS injection. Mice were anes-
thetized with isoflurane, transcardially perfused with PBS (20ml), and
the brain tissues were isolated after removing olfactory regions,
brainstem, and meninges52. These whole brain tissues were used for
most experiments including BBB permeability assay, flow cytometric
analysis, immunoblotting, quantitative real-time PCR and enzyme-
linked immunosorbent assay.

BBB permeability assay
BBB integrity was assessed by measuring the extravascular leakage of
Evans blue, sodium fluoride and fluorescently-labeled dextran into
brain parenchyma. Mice were intravenously injected with Evans blue
(0.2mg/kg) or sodium fluoride (11mg/kg) via the tail vein. After 1 h,
under deep anesthesia with isoflurane, mice were perfused with PBS
and brain tissues were collected. For Evans blue quantification, brain
tissues were homogenized in saline using dounce grinder, extracted
with trichloroacetic acid, and fluorescence was measured at 620 nm
excitation/680 nm emission 680 nm using a Varioskan Flash 3001
microplate fluorometer (Thermo Fisher). Sodium fluoride was quan-
tified by homogenizing brain tissues in 1 % Triton-X 100 in PBS, and
fluorescence was measured at 492 nm excitation/525 nm emission.
BBB permeability was further evaluated by measuring the leakage of
Texas red-conjugated dextran (70 kDa). Dextran (1mg) was adminis-
tered via the tail vein 1 h before euthanization with isoflurane, and
brain tissue was analyzed using immunohistochemical analyses to
quantify dextran leakage.

Flow cytometry
Harvested brainswerehomogenized in RPMI-1640mediumcontaining
DNase I and collagenase IV using a Dounce homogenizer. The homo-
genates were filtered through a cell strainer (70μm), subjected to a
30% Percoll gradient to remove myelin debris, and a single-cell sus-
pension was used for flow cytometry analysis. The cells were stained
with fluorochrome-conjugated monoclonal antibodies against CD45
(BioLegend, 103116), CD11b (Invitrogen, 12-0112-82), Ly6C (Invitrogen,
53-5932-82), and Ly6G (Invitrogen, 17-9668-82). The dead cells were
excluded with 4′,6-diamidino-2-phenylindol (DAPI) (Invitrogen,
D1306) counterstaining. Analyses were performed using a FACSVerse
(BD Biosciences) and FlowJo software (TreeStar).

Immunohistochemistry
Mice were anesthetized with isoflurane and transcardially perfused
with PBS and 4% paraformaldehyde. The brain tissue was post-fixed
in 4% PFA overnight at 4 °C, and then placed in 30% sucrose until the
sample sank to the bottom for dehydration. The brain tissues were
embedded in OCT compound and coronally sectioned into 30 μm
thick slices using a Leica CM1860 cryostat. Brain sections were
permeabilized with 0.3% Triton X-100 for 30min and blocked with a
4% BSA solution for 1 h at room temperature (RT). The sections were
incubated with anti-GFAP (Invitrogen, PA1-10004, 1:2000) and anti-
Iba1 (Wako, 019-19741, 1:500) antibodies in 1% BSA overnight at 4 °C,
followed by secondary antibody staining for 3 h at RT. The sections
were labeled with DAPI to visualize the nuclei. The sections were
then mounted using mounting solution (Invitrogen, P36934) and
covered with a coverslip. Images were acquired using a confocal
microscope (LSM980, Carl Zeiss) and processed using Zen Blue
software. The mean fluorescence intensity (MFI), cell counts, and
microglial morphology were quantified using ImageJ software and
Imaris v.9.7.
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Two-photon intravital microscopy
For intravital imaging of the murine brain using a two-photon
microscope, the surgical procedure of cranial window implantation
was performed as described previously53. Briefly, the mice were
anesthetized with Zoletil and positioned on a customized stereo-
tactic stage atop a 37 °C heating pad (Live Cell Instruments). Hair was
removed from the frontal and parietal skull regions. A cranial window
was created using amicrodrill to forma circle of approximately 4mm
in the parietal bone of the skull. The exposed cerebral cortex was
then covered with a 5mm round cover glass using tissue glue. After
one hour for recovery, the mice were then intravenously (i.v.) injec-
ted with 10 kDa or 70 kDa Texas Red-dextran (500μg) and placed on
a custom-built microscopy platform for imaging. To track and
quantify vascular permeability, the post-capillary venules of the right
parietal cortex ofmice were imaged for over 20minwith 1μmoptical
sections. Images were analyzed using Volocity software (Perki-
nElmer). Vascular permeability was quantified as the intensity of
10 kDa Texas Red-tagged dextran observed outside the vessel sur-
face, as described previously14.

Ex vivo active caspase-1 detection
The Cy5.5- and BHQ-3 conjugated active caspase-1 probes were pro-
vided by Dr. Ju Hee Ryu (KIST). To detect active caspase-1 activity in
organs, the caspase-1-specific probe (100μg/ mouse) was i.v. admi-
nistered via tail vein 1 h before euthanization with isoflurane. For
ex vivo imaging, each organ was collected after transcardial perfusion
with PBS. Cy5.5 fluorescence, produced only in the presence of active
caspase-1, in the isolated organs was analyzed using an IVIS Spectrum
In Vivo imaging system (PerkinElmer).

Immunoblot analysis
Brain tissues were lysed in a buffer containing 20mM HEPES (pH 7.5),
0.5% Nonidet P-40, 50mM KCl, 150mM NaCl, 1.5mM MgCl2, 1mM
EGTA, and protease inhibitors. Soluble lysates were fractionated using
sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-
PAGE) and transferred to polyvinylidene fluoride (PVDF) membranes.
The membranes were then stained with appropriate primary and
horseradish peroxidase (HRP)-conjugated secondary antibodies. All
blots are representative images from at least three independent
experiments.

Reagents and antibodies
LPS (L3012), MCC950 (PZ0280), tamoxifen (T5648), sodium fluoride
(NaF, F6377), and Evans blue (E2129) were purchased from Sigma-
Aldrich. IL-1 receptor antagonist (cyt-203) was obtained from Pro-
Spec. Recombinant cytokines and proteins were purchased as fol-
lows: IL-1β (Thermo Fisher Scientific, 211-11B), IL-6 (Thermo Fisher
Scientific, 216-16), TNFα (Thermo Fisher Scientific, 315-01 A), and
GDF-15 (prospec, CYT-857). CXCR2 antagonist SB225002 (S7651) was
obtained from Selleckchem. MMP inhibitor Ilomastat (HY-15768) was
purchased from MedChemExpress. Texas red-conjugated dextran
(D1830, D1828) was purchased from Thermo Fisher Scientific. Cy3-
(712-165-050) and Alexa Fluor 488-conjugated (712-545-150) anti-rat
IgG antibodies were purchased from Jackson ImmunoResearch. Anti-
mouse caspase-1 (AG-20B-0042, 1:1000) and anti-NLRP3 (AG-20B-
0014, 1:1000) antibodies were obtained from AdipoGen. Anti-mouse
IL-1β antibody (AF-401-NA, 1:2000) was obtained from R&D Systems.
Anti-ASC (SC-22514-R, 1:500) and anti-β-actin (SC-47778, 1:500) was
purchased from Santa Cruz Biotechnology. Anti-GSDMD antibody
(209845, 1:1000) was obtained from Abcam. All flow cytometry
antibodies were validated in our laboratory based on the manu-
facturer’s websites. All immunohistochemistry antibodies were vali-
dated using the secondary antibodies alone control. All
immunoblotting antibodies were validated in each gene-specific
knockout bone marrow-derived macrophages.

Enzyme-linked immunosorbent assay (ELISA)
Whole blood samples were collected and centrifuged for serum iso-
lation, and the serum samples were diluted for ELISA. For brain tissue
lysates, the brain was homogenized in a buffer containing 10mM Tris-
Cl (pH 7.4), 2mM EDTA, 150mM NaCl, and protease inhibitors (TEN
buffer) using aDounce tissue grinder. The supernatants were collected
after centrifugation and subjected to Bradford assay for protein
quantification. The concentrations of IL-1β, IL-6, IL-18, CXCL1, CXCL2,
and MMP9 were measured using the ELISA DuoSets kit (R&D Systems)
according to the manufacturer’s instructions.

Quantification of mRNA
Total RNA was isolated from brain tissues using TRIzol reagent (Invi-
trogen), and then was reverse transcribed using the Reverse Tran-
scriptase primer mix (Takara). Quantitative real-time PCR was
performed using SYBR Premix Ex Taq (Takara) for comparative ana-
lysis of gene expression, in which Rn18s was amplified as the control
gene. Primers were as follows: 5’-GCC CAT CCT CTG TGA CTC AT-3’
and 5’-AGG CCA CAG GTA TTT TGT CG-3’ (Il1b); 5’-AGT TGC CTT CTT
GGG ACT GA-3’ and 5’-TCC ACG ATT TCC CAG AGA AC-3’ (Il6); 5’-GCT
GGG ATT CAC CTC AAG AA-3’ and 5’-TGG GGA CAC CTT TTAGCA TC-
3’ (Cxcl1); 5’-GTT TCT GGG GAG AGG GTG AG-3’ and 5’-TGT TCT ACT
CTCCTCGGTGC-3’ (Cxcl2); 5’- AGACCA TCCAGAGCT TGACG-3’ and
5’-GGA CTT GCC GCT CTT CAG TA-3’ (Cxcl3); 5’-TTC CTC AGT CAT
AGC CGC AA-3’ and 5’-TGG ATC CAG ACA GAC CTC CT-3’ (Cxcl5); 5’-
CCG AAG CAA ACA TCA CAT TCA-3’ and 5’-GGT CTA AAG GCT CCG
GGC T-3’ (Inos); 5’-CCA CCA GCA GAC AGT GTT TC-3’ and 5’-GAA GAT
CTC TGC TCG GAC CA-3’ (Ifnb1); 5’-CCT CTG CTT TCT AGT GAT GCC
G-3’ and 5’-CGT AAA CAC GGT CTT GCT CCT G-3’ (Irf7); 5’-CTT CAA
CGT GGA CGA AGA CA-3’ and 5’-ATT CAG GCA CCA AAC AGG AC-3’
(Rsad2); 5’- AGG TGT CCC AAA GAA GCT GT-3’ and 5’- ACA GAA GTG
CTTGAGGTGGT-3’ (Ccl2); 5’- GCCATAGTCTTCAAGACCAAGCTT-3’
and 5’- TGGCATCCTGGACCCACT T-3’ (Ccl11); 5’- CAA ACTGGGCAA
GGA GAT CTG-3’ and 5’- GGC CCA GGT GTT TCA TAT AAT TCT-3’
(Ccl13); 5’- GCA GAT CCC CAG AAA CTG AG-3’ and 5’- GGC ACC AGG
ACGTATGAGTT-3’ (Cx3cl1); 5’- TCGCCTGAAGACACTTCCAT-3’ and
5’- GCG CTG CAT CTC TTT AAG CT-3’ (Mmp8); 5’- CTT CTG GCG TGT
GAG TTT CCA-3’ and 5’- ACT GCA CGG TTG AAG CAA AGA-3’ (Mmp9);
5’- GAC ATC ACT AGG CCC CTG AA-3’ and 5’- TTC AAG AGT TGC CTG
CAC AG-3’ (Gdf-15); 5’-CGC GGT TCT ATT TTG TTG GT-3’ and 5’-AGT
CGG CAT CGT TTA TGG TC-3’ (Rn18s).

Cell cultures
Mouse brain mixed glial cells were prepared from the whole brains of
mousepups onpostnatal days 1–3 and cultured for threeweeks.Mixed
glial cells and microglia were cultured in Dulbecco’s Modified Eagle
Medium/Nutrient Mixture F-12 (DMEM/F12, 1:1) supplemented with
10% fetal bovine serum (FBS) and antibiotics. Murine bone marrow
cells were isolated from the femurs and tibias of mice and cultured in
L929-conditioned DMEM for 5 days to differentiate into bone-marrow-
derived macrophage (BMDMs)54. BMDMs were maintained in L929-
conditioned DMEM supplemented with 10% FBS and antibiotics.

Detection of MCC950 delivery into the brain
Mice were intraperitoneally injected with PBS or MCC950 (10mg/kg).
Six hours post injection, mouse brains were isolated as described
above, homogenized and lysed with RIPA buffer. Soluble lysates were
further extracted with MTBE and reconstituted in a solvent mixture of
formic acid and acetonitrile. A liquid chromatography-tandem mass
spectrometry (LC-MS/MS) method was developed for MCC950
detection using negative-mode electrospray ionization (ESI) with an
MCC950 standard. The analysis was performed using a ThermoFisher
VanquishUHPLCcoupled to aTSQAltismass spectrometer using aC18
column. Gradient elution was carried out using a mobile phase con-
sisting of 0.1% formic acid in deionized water and acetonitrile.
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Quantitative detection was achieved through multiple reaction mon-
itoring (MRM)with a transitionofm/z403→ 204, corresponding to the
loss of sodium (Na+) from MCC950 sodium (exact mass: 426.122).

Secretome analysis by mass spectrometry
To identify NLRP3-GSDMD-specific secreted proteins, WT and Gsdmd-
deficient microglia were isolated from the primary mixed glial cell
cultures by shaking (200 rpm, 4 h). Microglia were then treated with
LPS (0.25μg/ml, 3 h), followed by ATP treatment (2.5mM, 20min), or
treated with ATP alone. Cell-free supernatants from WT and Gsdmd-
deficient microglia were then analyzed by mass spectrometry. To
prepare proteins for digestion, each cell supernatant (140 µl) was
mixed with 100mM triethylammonium bicarbonate (TEAB) buffer
(60 µl, pH 8.5). Subsequently, the mixture was subjected to reduction
using 200mM Tris 2-carboxyethyl phosphine (TCEP) for 1 h at 55 °C,
followed by alkylation with 375mM iodoacetamide (IAA) for 30min in
the absence of light. Clean protein pellets were obtained by acetone
precipitation, reconstituted in 100mM TEAB buffer, and subjected to
trypsin digestion at 37 °C for 16 h. The resulting peptide mixture was
then labeled using the TMT 10plex™ isobaric mass tagging kit reagent
(Thermo Fisher Scientific) according to the manufacturer’s guidelines
for accurate relative quantification. After vacuum drying, the samples
were desalted using peptide desalting spin columns (Thermo Fisher
Scientific), followed by re-drying and suspension in 0.1% formic acid.
Analysis was performed using a Dionex Ultimate 3000 RSLC nano-
HPLC system coupled to an Orbitrap Q Exactive mass spectrometer
(Thermo Fisher Scientific). Quantification and normalization were
conducted with Proteome Discoverer 2.3 software (Thermo Fisher
Scientific).

Neutrophil depletion
For neutrophil depletion, mice were intraperitoneally injected with
anti-mouse Ly6G (Bio X Cell, BE0075-1) or control IgG (Bio X Cell,
BE0089) antibodies (50 µg/mouse) 1 h prior to the first LPS injection.
Mouse brain tissues were harvested 6 h after the second injection of
LPS. To confirm neutrophil depletion, blood samples were collected
6 h after the last LPS injection (LPS ×2), and the populations of neu-
trophils (CD45+, CD11b+, Ly6G+) andmonocytes (CD45+, CD11b+, Ly6C+,
Ly6G-) were analyzed using flow cytometry.

Single cell isolation for scRNA-sequencing
After transcardial perfusion, murine brain tissue was enzymatically
dissociated into single-cell suspensions using an Adult Brain Dis-
sociation Kit (130-107-677, Miltenyi Biotec) according to the manu-
facturer’s instructions. The dissociated samples were collected and
filtered through a 70μmcell strainer.Myelin debriswas removedusing
a debris removal solution, and red blood cell (RBC) lysis was per-
formed using an RBC removal solution. Hemispheres from three mice
(two male and one female) were pooled into one single replicate for
each group (PBS, LPS ×1, LPS ×2) of both WT and Nlrp3−/− mice.

Library preparation and single-cell transcriptomic analysis
Libraries were prepared using the chromium controller according to
the 10X chromium Next GEM Single Cell 3’ v3.1 protocol (CG000315).
Briefly, single-cell suspensions were diluted in nuclease-free water to
obtain samples with a cell count of 10,000. Equally counted cell sus-
pensions were loaded onto a chromium Next GEM chip. RNA tran-
scripts from single cells were barcoded and reverse-transcribed. After
processing, the products were purified and enriched using polymerase
chain reaction (PCR) to create the final cDNA library. The resulting
libraries were quantified using qPCR according to the qPCR Quantifi-
cation Protocol Guide and qualified using an Agilent Technologies
4200 TapeStation. The libraries were finally sequenced using the
HiSeq platform (Illumina) according to the read length specified in the
user guide.

Single-cell transcriptomics were analyzed using Cell Ranger
v7.1.0 (10x Genomics). Briefly, FASTQ files were generated by
demultiplexing the raw BCL files from the Illumina sequencing
instrument using the ‘cellrangermkfastq’ tool. Subsequently, the raw
FASTQ files underwent further processing with the ‘cellranger count’
tool. This step involved mapping to the mouse reference genome
(mm10-2020-A), quantifying gene expression using unique mole-
cular identifiers (UMIs), identifying cell clusters, and performing
differentially expressed gene (DEG) analysis. The final dataset was
generated by aggregating multiple independent samples using
“cellranger aggr.” The analysis was conducted using the Python
package, Scanpy. Cell clustering and UMAP analyses were performed
based on statistically significant principal components. DEGs
between the control and experimental groups were determined
using theWilcoxon rank-sum test, with the ‘-FindMarkers’ function in
Scanpy. The false discovery rate (FDR) was controlled using adjusted
p-values and Bonferroni corrections. Gene enrichment and func-
tional annotation analyses for the significant probe list were per-
formed using g:Profiler (https://biit.cs.ut.ee/gprofiler/).

Single cell RNA-sequencing analysis of the whole brain
transcriptome
Quality control and data analysis. The doublet removal process was
conducted on the dataset acquired using Scrublet software. Cells with
<500 unique transcripts were eliminated, and those with >20% of the
transcripts mapping to mitochondrial genes were filtered out. Cells
displaying a unique gene count of >8500 genes were considered out-
liers and discarded, resulting in the removal of 19,243 cells. Counts
data underwent log-normalization utilizing the pp.normalize function,
and were processed with pp.highly_variable_gene with the flavor
“seurat_v3” incorporating 2000 genes. The number of principal com-
ponents was set to 40 for the tl.umap function. Batch correction was
performed using the Harmony algorithm for each sample to reduce
batch effects between samples.

Identifying marker genes and evaluating cluster identity. To char-
acterize the clusters obtained from the Harmony-corrected object, we
conducted differential expression analysis between the clusters and
classified them based on putative marker gene expression. Gene set
scoring was performed using VISION scoring with the inflammasome
gene sets, as shown in Fig. 4e. We used the tl.rank_genes_groups
function to generate rankings for the DEGs in each cluster, followed by
comparisonwith the rest of the cells using theWilcoxonRank-sum test
corrected by the Benjamini–Hochberg correction. Visualization of
specific marker genes was achieved using a pl. matrix plot.

Gene-set enrichment analysis (GSEA). Gene set enrichment analysis
was conducted using Gprofiler-official version 1.0.055 and GSEApy.
Differential gene analysis was conducted using tl.rank_genes_groups
Wilcoxon Rank-sum tests with tie-correction, and the results were
presented as percentages. The reference datasets included Wiki-
Pathways_2019_Mouse, MSigDB_Hallmark_2020, Gene Ontology:
Biological Processes_2023, and Molecular Function_2023. Filtered
DEGs were obtained for endothelial cells, pericytes, astrocytes, and
microglia by comparingWT PBS vs. LPS ×2, with a p-value < 0.05, and
log-fold changes >1 were used (Log2FC = 2). When comparingWT LPS
×2 and NLRP3 KO type LPS ×2, DEGs were analyzed in astrocytes and
microglia using the same criteria. However, for endothelial cells,
DEGs were calculated with a p-value cutoff of 0.05 and a minimum
log2FC of 0.5. For pericytes, DEGs were calculated using a minimum
log2FC of 0.5. DEGs analysis of the entire cell population comparing
WT-PBS vs. LPS ×2 and WT-LPS ×2 vs. KO-LPS ×2 utilized parameters,
including a p-value cutoff of 0.05, a percent non-zero from reference
<50%, a percent non-zero group fraction >25%, and log fold chan-
ges >0.58.
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Microglia subset analysis. To analyze microglia-specific subsets, we
isolated the microglia clusters from the main dataset for focused
examination. After subsetting, we identified specific genemarkers and
evaluated their expression levels based on varying Leiden resolutions
(Leiden 1.7). This process yielded 10 distinct clusters. Each cluster was
annotated according to its unique gene marker profile. Through this
approach, we categorized themicroglia into 6 subclusters, providing a
more granular understanding of microglial diversity and functional
specialization within the dataset.

Cell-cell communication analysis. To explore intercellular commu-
nication networks, we used CellChat (v.1.6.1), a computational tool for
predicting ligand-receptor interactions. This analysis required two
primary inputs: the gene expression data of cells and the assigned cell
labels. Using these data, we created a CellChat object and applied
CellChatDB to calculate communication probabilities between cell
types. The results were organized into a data frame, generating figures
that highlight signaling pathways and intercellular interactions specific
to each condition.

To investigate upregulated interactions in astrocyte, astrocyte2,
and microglia under WT and NLRP3 KO LPS x2 conditions, we per-
formed ligand-receptor analysis using NicheNet (v2.1.5) on these cell
clusters. Differential gene expression analysis was conducted as
follows:
1. Intra-subset comparisons: Using pyDESeq2, we comparedWT and

N3KO LPS x2 conditions in scRNA-seq data.
2. Inter-subset comparisons: We applied the Scanpy tl.rank_gen-

es_groups function, using the ‘wilcoxon’ method with tie correc-
tion for single-cell level differential testing.

Gene sets forNicheNetwere selected using differential expression
criteria: adjusted P-value < 0.05, absolute log-fold change >log2(1.5),
and a within-group expression fraction >0.1. Condition-specific ligand-
receptor pairs were identified when both the prioritization score and
expression product fold-changes exceeded 4. The top 30 interactions,
based on expression product fold-change, revealed significant com-
munication pathways.

scFates for trajectory analysis. To analyze the trajectory within the
microglia, we initially subsetted this cell type and then computed the
principal component analysis representation of the data matrix using
the sc.pp.neighbors function. The neighborhood graph was then
embedded using UMAP via the tl.umap function after using the
sc.tl.diffmap function. By identifying connecting nodes between clus-
ters, we established a trajectorywithinmicroglial subclusters, defining
three overarching routes. DEG analysis was performed to identify the
specific marker genes for each trajectory route. The resulting marker
genes were visually represented using a pl. matrix plot. This compre-
hensive approach allowed us to delineate distinct routes within
microglia and characterize the uniquemolecular signatures associated
with each trajectory, thus providing valuable insights into the tran-
scriptional dynamics of microglial subclusters.

Statistical analysis
All values are expressed as the mean and standard error of the mean
(s.e.m.). Thenumber of animals in each experimental group is shown in
the legend of each figure. Data were analyzed using unpaired two-
tailed Student’s t test, one-way analysis of variance (ANOVA) followed
by Dunnett’s post hoc test, or two-way ANOVA with the Bonferroni
post hoc test. The level of statistical significance was set at P ≤0.05. All
statistical analyses were performed using GraphPad Prism 8.0.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
Single-cell RNA-sequencing data generated in this study have been
deposited in Gene Expression Omnibus (GEO) under accession num-
ber GSE263094. Based on this dataset, the differentially expressed
genes (DEGs) for each group has been provided in the Supplementary
Data 1. Mass spectrometry proteomics data generated in this study
have been deposited to the ProteomeXchange Consortium via the
PRIDE partner repository with the dataset identifier PXD051438. Any
additional data are available within the article and Supplementary
Information files. Source data are provided with this paper.
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