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Heat shock protein gp96 drives natural killer
cell maturation and anti-tumor immunity by
counteracting Trim28 to stabilize Eomes

Yuxiu Xu1,5, Xin Li 1,5 , Fang Cheng1,2, Bao Zhao3, Min Fang 1, Zihai Li 4 &
Songdong Meng 1,2

The maturation process of natural killer (NK) cells, which is regulated by
multiple transcription factors, determines their functionality, but few check-
points specifically targeting this process have been thoroughly studied. Here
we show that NK-specific deficiency of glucose-regulated protein 94 (gp96)
leads to decreased maturation of NK cells in mice. These gp96-deficient NK
cells exhibit undermined activation, cytotoxicity and IFN-γ production upon
stimulation, as well as weakened responses to IL-15 for NK cell maturation, in
vitro. In vivo, NK-specific gp96-deficient mice show increased tumor growth.
Mechanistically, we identify Eomes as the downstream transcription factor,
with gp96 binding to Trim28 to prevent Trim28-mediated ubiquitination and
degradation of Eomes. Our study thus suggests the gp96-Trim28-Eomes axis
to be an important regulator for NK cell maturation and cancer surveillance
in mice.

Natural killer (NK) cells are innate lymphocytes thatplay amajor role in
immune surveillance1–3. They develop and start the process of
maturation in the bone marrow and reach certain functional status
when they migrate to the peripheral and differentiate into the mature
status. The minimal cell population size and effector functions at the
single cell level are required to launch an efficient anti-tumor NK cell
response4. The expression of DX5 and Ly49 marks the maturation of
NK cells. The NK cell maturation process includes three main discrete
stages that can be discriminated by surface markers of CD11b and
CD27. CD11b-CD27+ (referred to as CD27+ single positive, CD27 SP) are
the lessmature NK cells and give rise to CD11b+CD27+ (double positive,
DP), which then differentiate into CD11b+CD27- (CD11b+ single positive,
CD11b SP) mature NK cells that also exist in the bone marrow5. In
addition, KLRG1+ NK cells are at a highly mature stage of maturation6.
Against tumor targets, mature NK cells (either DP or CD11b SP) are
more cytotoxic than immature NK cells and express a distinct set of
trafficking molecules that allow them to circulate in the blood7.
Impaired NK maturation compromises tumor surveillance8, while

enhanced NK cell maturation increases host resistance to tumor
growth9,10.

NK cell development and maturation are orchestrated by a net-
work of transcriptional factors (TFs)11. Among them, the transcription
factor Eomesodermin (Eomes) is critical for NK cell maturation by
supporting cell survival, resisting apoptosis, and promoting
proliferation12. Eomes is characteristic of its highly homologous T-box
DNA binding domains and a shared homology with T-bet, and large-
scale chromatin accessibility analysis across immune subtypes pre-
dicted a major role of T-box TFs in the regulation of NK-cell specific
enhancers13. Studies showed a strong correlation between Eomes and
perforin expression in CD8+ T cells14, suggesting the cytotoxic phe-
notype is driven by Eomes. Deleting Eomes in VAV1+ immune cells15 in
an inducible manner compromised NK cell development. Eomes
depletion in NKp46+ cells showed that Eomes was required to preserve
NK cell viability, especially at the CD27+CD11b+ stage, and that it was
essential for cytotoxicity but not for IFN-γ secretion13. However, how
Eomes itself is regulated remains unclear.
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Glucose-regulated protein 94, also known as gp96 or Hsp90B1, is
an endoplasmic reticulum (ER) resident member of the heat shock
protein 90 (Hsp90) family involved in protein homeostasis16. Gp96
functions as a master ER chaperone to direct folding, assembly,
maturation, or degradation of multiple cytoplasms and membrane
proteins that are involved in regulating immune response and pro-
moting cancer development, including EGFR (HER1)17, HER218, Toll-like
receptor19, integrins20, LRP6, GARP, and p5321. Depleting gp96 from
specific cells reveals that gp96 plays an important role in the devel-
opment and homeostasis of multiple immune cells, including reg-
ulatory T cells (Treg), B cells, CD4+ T cells, and dendritic cells20,22–24.

E3 ubiquitin ligase Trim28 is a member of the tripartite motif-
containing proteins (Trim) family that functions as a corepressor of
Kruppel-associated box zinc-finger factors25. Trim28 possesses a RING
domain, two cysteine/histidine-richmotifs called B-boxdomains, and a
coiled-coil domain. Trim28 can formMAGE-Trim28 E3 ubiquitin ligase
complexes in cancer to target tumor-suppressor proteins such as 5’
adenosine monophosphate-activated protein kinase (AMPK) and p53
for ubiquitination and proteasome degradation26,27.

In this study, we explore the effects of gp96 on NK cell develop-
ment, maturation and function by using NK-specific gp96 knockout
mice. Depletion of gp96 results in impaired NK maturation and anti-
tumor function. Our data further suggest that, under normal condi-
tion, the interaction between gp96 and Trim28 blocks the binding of
Trim28 to Eomes and protects Eomes from ubiquitination and degra-
dation for mediating downstream NK maturation. Our findings thus
uncover a ubiquitin/lysosome machinery for Eomes degradation
modulated by the gp96 regulatory network.

Results
NK-specific gp96 deficiency reduces NK cell maturation and
function
To investigate the role of gp96 in regulating NK cell development and
function, we generated Ncr1Cregp96fl/fl mice. These mice harbor a condi-
tional deletion of gp96, specifically in NKp46+ cells. Loss of gp96 protein
in NK cells was verified by western blotting (Fig. 1A). The gp96-deficient
mice contained significantly more NK cells in the spleen in the percen-
tage of NK cells among total CD45+ leukocytes, while NK cell percentage
is significantly reduced in peripheral lymph nodes (pLN) and bone
marrow (BM) (Fig. S1A). No such difference was observed in the liver.
Other immune cells, including CD3-CD19+ B cells, CD4+ T cells, CD8+

T cells, CD11b+Gr-1+ myeloid, and CD11c+ dendritic cells, display almost
the same frequency in gp96deficientmice as controlWTmice (Fig. S1B).

We assessed NK cell maturationmarkers and found that compared
to WT mice, a much higher proportion (~24.76 fold) of
CD3-CD122+NK1.1+DX5- immature NK cells (iNKs) and a significantly
decreased proportion (~25.33 fold) of CD3-CD122+NK1.1+DX5+mature NK
cells were observed in the spleen of gp96-deficient mice (Fig. 1B). We
observed that a subset of immature CD11b-CD27-(double negative, DN)
cells in DX5+ NK cells apparently emerged in gp96-deficient mice.
Compared to WT mice, gp96-deficient mice contained significantly
more immature CD11b-CD27- and less mature CD11b-CD27+ NK cells, and
fewer CD27+CD11b+ and CD11b+CD27- mature NK cells in spleen (Fig. 1B).
Similar results were observed for NK cells in the bone marrow (Fig. 1C).
Similar results were obtained between the analyses using CD3-NK1.1+

gate (Fig. S1C) and CD3-NK1.1+DX5+ gate, so DX5+ was used in an
upstreamgate. In addition, gp96-deficient NK cells expresseddecreased
maturation markers KLRG1, DX5 (Itga2), NKp46, and CD11b, both at the
protein (Fig. 1D) and mRNA (Fig. 1E) levels.

To rule out any effects of the Ncr1-iCre allele on expressions ofNK
maturation markers, Ncr1Cre mice were used to analyze the key read-
outs for flow cytometry. Ncr1Cre and gp96fl/fl mice showed similar
expression levels of the marker molecules (Fig. S1D) and percentages
of differentmaturation stages (Fig. S1E). Since NK and ILC1 sharemany
common characteristics in terms of surface markers, we further

analyzed ILC1 specificmarkers CD127 and CD49a expression in splenic
DX5- NK cells examine if the defined iNKs contained ILC1s. As can be
seen in Fig. S1F, G, a small fraction of cells expressed CD127 or CD49a,
indicating that aminor amount of ILC1swere inadvertently classified as
iNKs. However, there was no significant difference in the proportion of
CD127+ and CD49a+ cells in CD3-CD122+NK1.1+DX5- cells from Ncr1Cre,
gp96fl/fl andNcr1Cregp96fl/flmice, indicating that gp96KOhas noobvious
effect on ILC1s.

Mixed bone marrow chimeras were constructed to evaluate the
intrinsic effects of gp96 on NKmaturation. Bonemarrow cells isolated
from CD45.1 WT and CD45.2 gp96-/- deficient mice were mixed at a 1:1
ratio and then adoptively transferred into sublethally irradiated reci-
pient mice (Fig. 1F). The CD45.2+ cells had higher immature and lower
mature NK cell proportion than that from CD45.1+ cells (Fig. 1G, H).
These data collectively suggest that NK cell development in gp96mice
was blocked at the immature stage.

NK-specific gp96 knockout mice were more prone to tumor
development in vivo than WT mice, as evidenced by significantly
accelerated growth ofmurine LLC (Lewis lung carcinoma cell) (Fig. 2A)
and MC38 colon carcinoma tumors (Fig. 2B), as well as increased
endpoint MC38 tumor mass (Fig. 2C). These findings indicated that
NK-specific gp96 deficiency promotes tumor growth in vivo. More-
over, compared to WT mice, reduced tumor-infiltrating NK cells were
observed in MC38 tumors of gp96 KO mice (Fig. 2D–F), and these NK
cells expressed lower degranulation marker CD107a (Fig. 2G), indi-
cating a weakened cytotoxic function of tumor-infiltrating NK cells.
Similar results were observed in the B16F10melanomamodel of tumor
metastasis. Gp96 knockout mice exhibited more melanoma nodules
(Fig. 2H, I) and lower frequency of IFN-γ+ and CD107a+ NK cells in the
lung (Fig. 2G). We further tested the cytotoxic potential of gp96-
deficient murine NK cells. Directly ex vivo, gp96-deficient NK cells had
decreased cytotoxic activity against the prototypic YAC-1 target cells
compared to WT NK cells (Fig. 2K). Additionally, in vivo killing
experiments also demonstrated that the killing activity of NK cells
from gp96 knockout mice was lower (Fig. 2L).

Gp96 deficiency inhibits NK cell response to IL-15
To investigate the underlying mechanisms of gp96-mediated NK cell
development and cytotoxicity, we set out to study whether gp96
regulates the response of NK cells to IL-15, which plays a critical role in
NK cell maturation and effector functions28. Bone marrow cells of
gp96-deficient mice were cultured in the presence of IL-15 with/with-
out SCF. UnlikeWT cells, gp96–/– bone-marrow cells failed to efficiently
developmatureNK cells (Fig. 3A).Moreover, splenocytes fromWTand
gp96 KOmice were stimulated with different doses of IL-15 in vitro for
1 week. The frequency of the total NK cells among leukocytes was
moderately higher inWTmice than that in gp96 KOmice (Fig. 3B), and
notably, gp96 deficiency abrogated the increased effect of DX5+

matureNK cells by IL-15 treatment as seen inWTNK cells (Fig. 3C). Low
proportionofNK cells wasdetected fromsplenocytes even after 7 days
of culture without IL-15 (Fig. 3C), which may be due to stimulation of
trace amounts of autocrine IL-15 and other cytokines by splenocytes29.

IL-15 promotes NK cell development by activating several down-
stream signaling pathways, including the JAK-STAT5 and PI3K-ATK-
mTOR pathways9,28. Upon IL-15 stimulation, compared to WT cells,
gp96-deficient splenic NK cells showed abruptly decreased phos-
phorylation of STAT5, as well as p-S6, a reliable marker of mTOR
activation (Fig. 3D–F). Similarly, inhibition of gp96 with a specific
inhibitor in NK92 cells also decreased the activation of STAT5 and
mTOR (Fig. 3G, H).

Gp96-deficient NK cells have specific and shared transcriptome
signatures with Eomes-deficient cells
To further investigate the molecular characteristics of spleen NK cells
from Ncr1Cregp96fl/fl mice, we performed 10 × genomics scRNA-seq. A
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total of 15699 single NK cells (7349 WT and 8350 Ncr1Cregp96fl/fl NK
cells) were analyzed, and a mean of 1376 gene transcripts in WT and
1368 in Ncr1Cregp96fl/fl NK cells was detected. Unsupervised clustering
of all sequenced NK cells revealed six distinct clusters based on tran-
script signatures (Fig. 4A), with each cluster expressing unique gene
markers (Fig. 4B). NK cells from gp96–/– andWTmice exhibited distinct

cluster patterns (Fig. 4C and Fig. S2A). Of note, around 29% of the
gp96-/- NK cells were distributed in cluster 3, in comparison with only
3% ofWT cells. In contrast, cluster 4 contained 0.3% of gp96–/– and 18%
WT NK cells. These clusters displayed key features in gene expression
changes along NK cell maturation, including expressions of genes for
effector molecules (Gzmb and Prf1) and genes for maturationmarkers
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(CD11b/Itgam, Cma1 and Klrg1) and immature markers (Cd7, and
Xcl1)30 (Fig. 4D). Compared to cluster 3, cluster 4 exhibited higher
expressions of Itgam, Klrg1, Cma1 and Cd27.

Next, we traced cell fate and reconstructed cell lineage direction
using the RNA velocity approach. NKmaturation inWT cells followed a
single main branch (cluster 3/5 through 2 to cluster 0/1 and 4) without
significant division. By contrast, velocity analysis revealed a different
branch via cluster 3 through 4 to cluster 0/1 under gp96 knocking out
condition (Fig. 4E),which is speculated that cluster 3maybeblocked in
a relatively immature developmental stage. Since cluster 3 and cluster
4 are the different major clusters between WT and gp96 KO cells in
both cell number and maturation process (Fig. 4C, E, Fig. S2D), we
performed differential gene expression analysis among them. As seen
in Fig. 4F, natural killer-mediated cytotoxicity was significantly enri-
ched in cluster 4 (P.adj= 8.4 × 10−9) but not significantly enriched in
cluster 3 (P.adj = 0.076) by KEGG enrichment. Taken together, these
results showed thatNK-specific gp96deficiency reduces itsmaturation
and cytotoxic function.

To understand themolecularmechanismswhereby gp96 controls
NK cell differentiation, we analyzed the expression of key transcrip-
tional factors11,31 in NK lineage development in gp96-deficient vs. WT
NK cells. T-bet and Eomes play major roles in controlling NK cell
maturation and function11. Using the mouse model expressing endo-
genously tagged Eomes12, splenic NKs were isolated for ChIP analysis.
WT and Eomes-/- NK cells12 were performed for RNA-seq to identify
differentially expressed genes. Combination the ChIP-seq analysis with
RNA-seq results was used to identify direct Eomes target genes. The
overlap between Eomes-bound (ChIP-seq) and Eomes-regulated genes
(RNA-seq) was identified as direct Eomes target genes. Analysis of the
Eomes target genes revealed that the majority of upregulated tran-
scripts in Eomes knockout NK cells were also upregulated in gp96
depleted NK cells, and most of the downregulated transcripts were
downregulated simultaneously (Fig. 5A). By contrast, no such a trend
was seen in T-bet knockout NK cells (Fig. S3A). In addition, genes dif-
ferentially expressed between gp96 knockout and WT NK cells were
correlated to those of Eomes–/– and Eomes+ NK cells32 (Fig. 5B). There
was a significant decrease of Eomes levels in gp96-depleted NK cells
compared to wild-type cells, as determined by flow cytometry (Fig. 5C
andFig. S3B) andwesternblot analysis (Fig. 5D). Noobvious changesof
Id2 and T-bet were observed under gp96 deficiency (Fig. S3B). More-
over, overexpression of Eomes largely rescued the effect of gp96 KO
on DX5 expression in NK cells (Fig. 5E). These data indicate that gp96
may manipulate NK cell maturation mainly via Eomes.

Cellular gp96 binds to and protects Eomes from autophagy-
lysosome-mediated degradation
Flow cytometry analyses show that expressions of gp96 and Eomes
had a similar trend during NK maturation, which were high in
CD11b+CD27+, and then decreased in CD27- CD11b+ both in mouse
spleen NK cells (Fig. 6A) and human PBMC NK cells (Fig. S4A). A con-
focal microscopy analysis further showed that cytoplasm gp96 levels

were associated with NK maturation stages (Fig. 6B). The mRNA level
of Eomeswas not significantly reduced under gp96 depletion in sorted
splenic NK cells (Fig. S4B, C), indicating that gp96 affects Eomes
expression at the posttranscriptional level. Confocal microscopy
results showed that gp96 colocalized with Eomes dominantly in the
nucleus and minorly in cytosol but not in the ER of CD11b+CD27+ NK
cells (Fig. 6C–E, and Supplementary Movie 1, 3).

Next, we explored the mechanism of gp96 KO-induced Eomes
reduction. Depletion of gp96 in splenic NK cells and HEK293 cells
stably expressing Eomes caused a moderate decrease in Eomes
stability (Fig. 6F, Fig. S4D), whereas ectopic expression of gp96
caused an obvious increase in Eomes stability (Fig. 6G). Expression
of Eomes was mostly increased in the presence of a lysosome inhi-
bitor CQ, but not proteasome inhibitor MG132 in both primary NK
and HEK293 cells (Fig. 6H), suggesting lysosome mediated degra-
dation of Eomes. Moreover, the effect of gp96 on Eomes levels was
abolished in the absence of Atg5 (Fig. 6I, J), which plays a vital role in
autophagosome formation by promoting the conversion of LC3-I to
LC3-II33. Gp96 KO facilitated Lys 63-linked, but not Lys 48-linked,
polyubiquitin chains of Eomes protein (Fig. 6K, Fig. S4E) after
autophagy inhibition with Baf A1. Since autophagy receptors play an
essential role in selective autophagy as scaffolding proteins for
recognizing ubiquitinated substrates, we determined whether the
classical autophagy receptor SQSTM1 (P62) is involved in Eomes
degradation. We found that the SQSTM1 interacted with Eomes, and
the interaction was increased in the absence of gp96, and vice versa
(Fig. 6L, Fig. S4F). Taken together, our results show that gp96
inhibits Eomes polyubiquitin and the subsequent autophagy-
lysosome-mediated degradation.

Gp96 competes with E3 Ubiqutin Ligase Trim28 to interact
with Eomes
Next, we screened for E3 ubiquitin ligase(s) targeting Eomes for lyso-
some degradation using immunoprecipitation and MS (Fig. S5A).
Among the five candidate E3 ligases, silencing of Trim28markedly and
reproducibly led to upregulated protein expressionof Eomes (Fig. 7A),
and reduced Lys 63-linked, polyubiquitin chains of Eomes protein
(Fig. 7B). Conversely, ectopic expression of Trim28 led to decreased
Eomes protein stability in 293 cells (Fig. 7C).Moreover, overexpression
of Trim28 inprimary NK cells led to reduced Eomes levels (Fig. 7D) and
increased Lys 63-linked-polyubiquitin (Fig. 7E). Interaction of Trim28
and Eomes was also confirmed by co-immunoprecipitation (Fig. 7F).
We then dissected the potential Eomes-binding site (s) in Trim28 by
employing ZDOCK 3.0.2 (https://zdock.umassmed.edu/).

There are several potential amino acid residues (Glu58, Leu62,
His86, Ser87, and Val120) on the interface of the Trim28 Ring domain,
which may be involved in interaction with Eomes through hydrogen
bonds (Fig. 7G). We next mapped the Eomes-binding domain on
Trim28 by constructing Trim deletion mutants (Fig. S5B). The Ring
domain of Trim28 is essential for Eomes binding and E3 ubiquitin
ligase activity, as demonstrated by co-immunoprecipitation (Fig. S5C).

Fig. 1 | NK-specific gp96 deficiency reduces NK cell maturation. AWestern blot
of gp96 expression in splenic NK cells sorted fromWTandKOmice. Representative
flow cytometry plots showing the percentages of NKp (NK1.1-DX5-), iNK
(NK1.1+DX5-), mNK (NK1.1+DX5+) cells gated on CD3-CD122+ splenocytes (B) and
bone marrow (C) cells and representative flow cytometry plots showing the per-
centages of CD27-CD11b- (DN), CD27+CD11b- (CD27 SP), CD27+CD11b+ (DP), and
CD27-CD11b+ (CD11b SP) cells on gated NK1.1+DX5+ splenocytes (B) and bone mar-
row (C) cells fromWTandgp96-deficientmice. Thenumbers arepercentages of the
indicated quadrants among the gated cells.D Flow cytometry analysis of indicated
marker levels. E Expression of indicated markers as determined by RNA-seq. The
fold change indicates the difference in relative transcript expression between WT
compared with Ncr1Cregp96fl/fl mice. F–H The chimeric mouse model was produced

as in (F). Flow cytometry analysis of CD27 and CD11b on DX5+ NK cells fromCD45.1+

cells and CD45.2+ cells in the spleen (G) and bone marrow (H). The data are
representative of two independent experimentswith similar results. Dots represent
data from n = 5 mice/group. Mean± SD is shown. Statistical significance was
determined using two-tailed unpaired t test. *p < 0.05, **p < 0.01, ***p < 0.001,
****p < 0.0001. p values: (B) p =0.002 (NKp), p <0.0001 (iNK), p <0.0001 (mNK),
p <0.0001 (DN), p <0.0001 (CD27 SP), p <0.0001 (DP), p <0.0001 (CD11b SP), (C)
p =0.009 (NKp), p <0.0001 (iNK), p <0.0001 (mNK), p =0.0427 (DN), p <0.0001
(CD27 SP), p <0.0001 (DP), p <0.0001 (CD11b SP), (G)p <0.0001 (NKp),p <0.0001
(iNK), p <0.0001 (mNK), p <0.0001 (DN), p =0.0011 (CD27 SP), p =0.0002 (DP),
p <0.0001 (CD11b SP), (H) p =0.0281 (NKp), p <0.0001 (iNK), p <0.0001 (mNK),
p <0.0001 (DN), p =0.0002 (CD27 SP), p =0.0008 (DP), p <0.0001 (CD11b SP).
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Expression of a Trim28 mutant with deletion of the defective Ring
domain failed to downregulate Eomes expression (Fig. S5D). In keep-
ing with this observation, Trim28, but not Trim28 truncate, sig-
nificantly increased Lys 63-linked, polyubiquitin level of Eomes
(Fig. S5E). These results indicate that Trim28 interacted and ubiquiti-
nated Eomes protein by its Ring domain.

We then tested whether gp96 affected Trim28-mediated Eomes
ubiquitination. Overexpression of gp96 in 293 cells led to decreased
levels of Lys 63-linked-polyubiquitin of Eomes protein by Trim28,
whereas depletion of gp96 increased these levels (Fig. 7H, I). Ectopic
expression of gp96 hampered Trim28 binding to Eomes in HEK293
cells co-transfected with both Eomes and Trim28 (Fig. 7J). Increased
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binding of gp96 to Trim28 led to decreased interaction of Trim28with
Eomes in a dose-dependentmanner (Fig. S5F, G). In contrast, depletion
of gp96 promoted Trim28 binding to Eomes both in primary mouse
NK cells (Fig. 7K) andHEK293 cells transfectedwith Eomes and Trim28
(Fig. 7L). We further dissected the potential gp96-binding site(s) in
Trim28. Interestingly, the Ring domain of Trim28 is also essential for
gp96 binding, as evidenced by co-immunoprecipitation assay
(Fig. 7M). There are two potential amino acid residues (Leu85, Cys121)
involved in interaction with gp96 through hydrogen bonds on the
interfaceof the Trim28Ring domain, which is close in sequence to that
of Eomes (Pro52, Leu82, and Gln123), as predicted by ZDOCK using
Trim28Ringdomain (aa1-aa140) (Fig. 7N,O). These results suggest that
gp96 and Eomes compete for Trim28 binding at the Ring domain, thus
blocking Trim28-mediated ubiquitination and degradation of the
Eomes protein.

Finally, we determined the interaction sites among gp96, Trim28
and Eomes in NK cells. As can be seen in Fig. 6E, Fig. S6A, B, both super-
resolution immunofluorescence imaging and analysis of subcellular
fractions showed that gp96 is mainly localized in the ER, and a small
fraction of gp96 also exists in the cytosol and nucleus, which was con-
sistent to previous studies34,35. While Eomes and Trim28 mainly exist
within the nucleus, small amounts of themwere found to be distributed
in the cytosol. We therefore deduce that the interaction site among
these 3 molecules may be the nucleus or the cytosol. The colocalization
between Eomes and Trim28, or Trim28 and gp96 was confirmed in
CD11b+CD27+ NK cells (Fig. S6C). Colocalization assays showed that an
approximate 84 % of colocalization of gp96 and Trim28was observed in
cytosol as compared to 16% in nucleus using themask function of Imaris
(Fig. S6D and Supplementary Movie 2 and 4). Z-stack images also show
that only a small fraction of gp96 resides in cell nucleus relative to
cytosol that includes cytoplasm as well as ER (Fig. S6E). Interaction
between gp96, Eomes and Trim28 was further analyzed by immuno-
precipitation from cytosol, nucleus and total membrane (including the
ER and plasma membrane). As can be seen in Fig. S6F, interaction
between gp96 and Trim28 was detected primarily in cell cytosol. The
interaction between Eomes and gp96 (Fig. S6F) or Trim28 (Fig. S6G) was
detected primarily in cell nucleus. ZDOCK analysis revealed that the
binding site of gp96 in Eomes is at the interface (Arg296, Arg297,
Arg284, Ser303, Ser370, Asn459, Tyr464) of the cleft formed by three
helixes, and this partly overlaps with the binding site (Arg297, Gln438,
Tyr464) of Trim28 (Fig. S6H). This indicates that interaction of gp96
with Eomes may sterically hinder the binding of Trim28 to Eomes.

In addition, gp96 KO had no obvious impact on Trim28 localiza-
tion, but resulted in increased localization of Eomes in the cytosol
(Fig. S7), whichmaybedue to enhanced Eomes ubiquitination by gp96
KO and its subsequent translocation to the cytosol for autophagy-
lysosome-mediated degradation.

Discussion
NK cells are large granular lymphocytes that play an important role in
innate immunity. In the current study, we utilized Ncr1iCre mice36 to

generate NK cell conditional deletion of gp96. Using this cell-specific
approach, we found that gp96 acts inmultiple ways to regulate NK cell
development and function. By comparing the percentages of NK
(CD3-NK1.1+) in the spleen and bonemarrow of gp96WT and KOmice,
our study shows that gp96 deficiency in NK cells affects its location in
different organs. Compared to WT cells, gp96-deficient NK cells
showed less maturation in the spleen and bone marrow (Fig. 1). In
addition, gp96-deficient NK cells showed impaired killing function
both in vitro and in vivo (Fig. 2). Significantly higher non-maturation
markers (e.g., CD122, CD127) and lowermaturationmarkers (e.g., DX5,
NKp46) were observed in gp96 KO NK cells (Fig. 3). Also, the key
transcriptional factor Eomes was significantly decreased in gp96-
depleted NK cells. Finally, we showed that gp96might promote Eomes
expression by protecting them from ubiquitination and subsequent
lysosome-mediated degradation. These results show that gp96 plays a
critical role in NK cell development, maturation, and function via the
regulation of Eomes (Fig. 7N).

The NK cell maturation process relies heavily on IL-15 signaling to
support survival, stimulate proliferation, or antagonize apoptosis of
NK cells28. This process depends on the presence of transcription
factors T-bet, Eomes (Eomesodermin homolog), Nfil3, and Id2, among
others, to direct the differentiation and expression of effector
molecules11. Although the factors required for NK cell maturation have
been extensively investigated, few regulators specifically targeting
these transcriptional factors were reported. This study found that
molecular chaperon gp96, a previously reported regulator of innate
and adaptive immunity19,20,22, correlated with the NK cell maturation
process. We uncovered gp96 as a previously unidentified regulator in
NK cell maturation in mice by modulating Eomes protein stability.
Gp96 KO NK cells led to reduced STAT5 and S6 phosphorylation fol-
lowing ex vivo IL-15 stimulation (Fig. 3D–F). A significant reduction in
the protein levels of Eomes was observed in NK cells from Rptor cKO
mice37, which implies a possible regulation pathway among gp96 and
Eomes via IL-15-pSTAT5 signaling that regulates the development of
NK cells. In addition, we showed that gp96 expression also correlated
with human NK cell maturation stages as analyzed by flow cytometry
(Fig. S4A). These data suggest that human gp96 might have a similar
role as mouse gp96 in promoting NK cell maturation. Cellular gp96
expression is controlled mainly by heat shock transcription factors
(HSFs) and NF-кB, etc, and its differential expression is related to
development, stress responses, inflammation, and cancer38,39. The
exact regulatory pathway of gp96 expression and its impact on NK
development and function both in physiological and pathological
conditions deserves further investigation.

Eomes is critically important in a variety of different biological
processes, disruption of which can lead to various humandiseases40. It
plays a vital role in the driving development of NK cells from
CD27+CD11b− stage to the CD27+CD11b+ stage11,31. In addition, Eomes is
also required for induction of DX5 expression in NK cells15. We found
that gp96 KO resulted in an obviously decreased DX5+ mature NK cells
by flow cytometry analysis (Fig. 1B, C), and overexpression of Eomes

Fig. 2 | NK-specific gp96 deficiency reduces NK cell anti-tumor functions.
FemaleWT and KOmicewere subcutaneously inoculated with LLC (A) orMC38 (B)
tumor cells. Tumor sizewasmeasured every 2 days.C Endpoint tumormass inmice
30d after MC38 cell inoculation. T-distributed stochastic neighbor embedding
(tSNE) plots show the distribution of lymphocyte clusters in the spleen (D) and
tumor tissue (E) as determined by flow cytometry analysis. F The absolute number
of tumor-infiltrating NK cells from KO and WT mice as in (E). G Flow cytometry
analysis of the frequency of cells expressing CD107a among tumor-infiltrating NK
cells from MC38-bearing mice. H Representative lung nodules from WT and KO
mice 2 weeks after intravenous (i.v.) injection of 0.25 × 106 B16F10 melanoma cells.
I Hematoxylin and eosin (H&E) staining of lung sections from mice as in (H). Bar,
100μm. J Frequency of cells expressing CD107a or IFN-γ among tumor-infiltrating

NK cells frommice as in (H), analyzed 14d after challenge.K Assessment of natural
cytotoxicity of FACS-sorted splenic NK cells against YAC-1 target cells labeled with
CFSE. L Frequency and the absolute number of remaining CFSE-labeled YAC-1 cells
in the peritoneal cavities of KO and WT mice. CFSE-labeled YAC-1 cells were
intraperitoneally injected and evaluated 24h post-injection. The data are repre-
sentative of two independent experiments with similar results. Dots represent data
from n = 5 mice/group (A–C, F–J, K) and n = 3 mice/group (D, E). Mean ± SD is
shown. Statistical significance was determined using two-tailed unpaired t test.
*p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001. p values: (C) p =0.0106, (D)
p =0.0478 (macrophage), p =0.0114 (NK), (E) p =0.0016 (DC), p =0.0275 (NK), (F)
p =0.005, (G) p =0.0004, (H) p <0.0001, (J) p =0.0359 (CD107a+), p =0.0031 (IFN-
γ), (K) p =0.0236 (5:1), p =0.0065 (10:1), (L) p <0.0001.
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Fig. 3 | NK-specific gp96deficiencydecreasesNKcell response to IL-15.A In vitro
NK-cell differentiation from bone-marrow cells. Bone-marrow cells cultured with
SCF in the presence (upper panel) or absence (lower panel) of 10 ng/ml IL-15 were
subjected to the flowcytometric analysis. Frequencies of totalNK cells (B) andDX5+

NK cells (C) among splenocytes treated with the indicated dose of IL-15 for 7 d.
Primary NK cells were isolated and treated with 10ng/ml IL-15 for detection of
p-Stat5 (D) and p-S6 (F) levels. E Intracellular staining of p-Stat5 and Stat5 in splenic
NK cells (gated on CD3-NK1.1+) after being stimulated with IL-15 (10 ng/ml).
G,HNK92 cells were stimulated with IL-15 (10 ng/ml) after treatment with PU-WS13
or control. At indicated time points, cells were harvested and lysed, followed by

immunoblot using a phosphorylated (p)-Stat5, p-S6 antibody. The data are repre-
sentative of two independent experiments with similar results. Dots represent data
from n = 5mice/group.Mean± SD is shown. Statistical significancewas determined
using two-tailed unpaired t test. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001.p
values: (A) p =0.0003 (NKp, WT BM+ SCF vs WT BM+ SCF + IL-15), p =0.0168
(NKp, KO BM+ SCF vs KO BM+ SCF + IL-15), p =0.0005 (mNK, WT BM+ SCF vs KO
BM+SCF), p =0.0005 (mNK, WT BM+ SCF vs WT BM+ SCF + IL-15), p =0.0002
(mNK, WT BM+ SCF + IL-15 vs KO BM+ SCF + IL-15), (B) p =0.0052 (5 ng/ml),
p =0.0226 (10 ng/ml), p =0.0008 (20 ng/ml), (C) p =0.0004 (0 ng/ml), p <0.0001
(5 ng/ml), p <0.0001 (10 ng/ml), p <0.0001 (20 ng/ml), (F) p =0.0027.
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could largely rescue DX5 expression (Fig. 5E). This indicates that gp96
KO-mediated Eomes degradation led to DX5 downregulation. Simi-
larly, abruptly decreased NKp46 expression was observed in gp96 KO
mice, whichmay be also due to Eomes reduction by gp96KO as Eomes
maintains the expression of NKp46 during NK cell development15,41. In
addition, the significantly increased CD11b-CD27- subset in gp96-
deficientmicewas themost immatureNK cells, as this double-negative
NK subset transit through less mature CD11b-CD27+ to CD11b+CD27+

and CD11b+CD27- mature NK cells42. Meanwhile, knocking out gp96 in
mice showed a similar NK cell development pattern to that of Eomes
depletion, and specific and shared transcriptome signatures were
observed between gp96-deficient and Eomes-deficient NK cells. In
addition, analysis transcript signatures revealed that CD11b/Itgam and
CD27 expressions in overall are relatively lower in cluster 3 and higher
in cluster 4, in relative to other clusters (Fig. S2B). So there exits
apparent overlap between cluster 3 and CD11b-CD27- double-negative
NK cells, both of which were increased by gp96 KO. Sowere for cluster
4 and CD11b+CD27+ DP NK cells, both of which were decreased under
gp96 KO.

Therefore, wehypothesized that gp96, which acts as an important
molecular chaperon, regulates NK maturation by influencing Eomes
expression. Besides ER where gp96 majorly resides in, this chaperone
may also be partly present in the cytoplasm and nucleus to interact
with its client proteins34,43,44. Our data revealed that the E3 ubiquitin
ligase Trim28 interacted with and promoted Eomes degradation via a
selective autophagy-lysosomepathway.Moreover, in cell cytosol gp96
was found toprimarily bind toTrim28 (Fig. S6D, F), and could compete
for Eomes binding to Trim28, thereby protecting Eomes from Trim28-
mediated degradation. As nucleus gp96 only constitutes a small frac-
tion of the total cellular gp96 protein, and cytosolic gp96 includes
cytoplasm and ER gp96, there are only subtle differences between
total gp96 and cytosolic gp96 images, as indicated by arrows in
Fig. S6D, E. While in cell nucleus, gp96 dominantly associates with
Eomes (Fig. 6D, S6F), andmay sterically block the interaction of Eomes
and Trim28 (Fig. S6H). Indeed, increased cytosolic Eomes was
observed in gp96 KO NK cells, which may be due to increased Eomes
ubiquitination by Trim28 and subsequent translocation to the cytosol.
Our results provide new insight into understanding the regulatory

CBA
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E

Fig. 4 | High-throughput single-cell RNA-seq of NK cells reveals gp96–/– clusters
with distinct transcriptional signatures. A A t-Distributed Stochastic Neighbor
Embedding (tSNE) and graph visualization of the 15699 single NK cells defining 6
clusters. B Heatmap of marker genes in scRNA-seq clusters. Columns: single cells.
Rows: cluster marker genes. Representative genes that are differentially expressed
are on the left. C Cell number of Ncr1Cregp96fl/fl andWT NK cells within each cluster.
D Feature dot plot showing the relative expression levels of the indicated genes in

each cluster from (A). E Velocity analysis of the origin and direction of NK cell
maturation. Velocity fields were projected onto the t-SNE plot. F KEGG analysis of
DEGs for indicated clusters. Statistical significancewas determined using one-sided
Fisher’s Exact Test with adjustments for multiple comparisons typically using
methods like the Benjamini-Hochberg procedure. Selected KEGG terms with
adjusted P values <0.05 are shown.
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mechanism of Trim28-mediated Eomes ubiquitination that was
simultaneously affected by gp96 (Fig. 7P).

As gp96may regulate DX5 expression via Eomes, in current study
DX5+ was used as an upstream gate flow cytometry. However, much
less immatureCD11b-CD27- NK cells andmoreDP/CD11b+ SPmatureNK
cells in gp96 KO mice were observed by using CD3-NK1.1+DX5+ gate
than using CD3-NK1.1+ gate, as seen in Fig. 1B, S1C. This phenomenon
was not seen in WT mice. Thus, using DX5+ as an upstream gate may
miss certain types of NK cells that lose DX5 expression.

In summary, our findings demonstrate that gp96 as a chaperon is
involved in regulating NK maturation and cytotoxic function. We fur-
ther uncovered the mechanism of gp96-mediated increase of Eomes
protein expression in NK cells, in which cellular gp96 bound to the E3
ubiquitin ligase Trim28 and sterically blocked the interaction between
Trim28 and Eomes, thereby inhibiting Eomes ubiquitination and sub-
sequent autophagic degradation. Our study, therefore, provides a
avenue to target NK cells for viral clearance and tumor surveillance
based on gp96 expression and activity.

A B

ED

C

Fig. 5 | Effect of gp96 on Eomes expression in NK cells. A The fold changes
indicated the difference in relative transcript expression of Eomes-bound genes in
DX5+ splenic NK cells between WT compared with Ncr1Cregp96fl/fl mice, as deter-
mined by RNA-seq. Y-axis showed Log2 fold changes of WT vs. KO mice.
B Correlation analysis of Log2 fold changes of Eomes-targeted genes between
gp96–/– NK versus WT NK and Eomes–/– versus WT NK. C Flow cytometry analysis of
levels of Eomes between Ncr1Cregp96fl/fl and WT NK cells.DWestern blot analysis of
Eomes levels betweenNcr1Cregp96fl/fl andWTNK cells from spleen and bonemarrow

(BM). E Flow cytometry analysis of DX5+ NK cell percentage in WT or gp96 KO BM
hematopoietic stem cells infected with Eomes or control Lentiviral vector.
Mean ± SD of three replicates is shown. Statistical significance was determined
using two-tailed unpaired t test. *p < 0.05, ***p < 0.001, ****p < 0.0001.p values: (B)
p =0.0004, (C) p < 0.0001 (spleen), p = 0.0002 (BM), (D) p < 0.0001 (spleen),
p < 0.0001 (BM), (E) p = 0.0003 (WT-control vs KO-control), p = 0.0117 (KO-con-
trol vs KO-Eomes).
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Methods
Mice
Gp96fl/fl mice were provided by Professor Zihai Li (Ohio State Uni-
versity, United States of America)19. Ncr1iCre mice (Stock No. 110127)
were purchased from Biocytogen (Beijing, China). Gp96fl/fl mice were
crossed with Ncr1iCre mice to generate NK-specific gp96-deficient mice
(referred to as KOmice); age and sex-matched gp96fl/fl mice were used
as control (referred to as WTmice). Ncr1Cre mice were used to rule out

any effects of the Ncr1-iCre allele on the key readouts. CD45.1+ mice
have been described previously45. In all experiments, femalemicewere
used. All mice were 8 to 12 weeks old, had a B6 background, and were
housed in the specific pathogen-free facility at the Institute of Micro-
biology, Chinese Academy of Sciences. Euthanasia was performed by
the Carbon dioxide (CO2) inhalation or cervical dislocation method.
Animal studies were carried out according to the guidelines set forth
by the Institute of Microbiology, Chinese Academy of Sciences of
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Research Ethics Committee under the approved protocol numbers
PZIMCAS2011001.

Cell lines and plasmid construction
B16F10 cells from our laboratory were cultured in-house. The HEK293
cell line, NK92 human NK cell lines, MC38 colon cancer cells, and LLC
lung cancer cells were purchased from the Cell Resource Center,
Peking Union Medical College. The cell line was checked free of
mycoplasma contamination by PCR and culture. Its species’ origin was
confirmedwith PCR. The cell line’s identitywas authenticatedwith STR
profiling (FBI, CODIS). All the results can be viewed on the website
(http://cellresource.cn). B16F10 cells were cultured in RPMI 1640
medium with 10% fetal bovine serum (FBS), penicillin, and strepto-
mycin (100 IU/ml). HEK293, MC38, and LLC cells were cultured in
Dulbecco’s modified Eagle medium with 10% FBS, penicillin, and
streptomycin (100 IU/ml). NK92 cells were cultured in α-MEM with
12.5% FBS, 12.5%horse serum, penicillin, and streptomycin (100 IU/ml),
and IL-2 (10 ng/ml). All plasmids used in this paper were purchased by
iGene Biotechnology Co., Ltd.

Western blot and co-immunoprecipitation assay
The stimulated NK92 cells or sorted splenic NK cells were harvested,
and an equal number of cells were directly lysed. Primary and sec-
ondary antibodies used in western blot and were listed in Supple-
mentary Table 3. For endogenous Co-IP, cells were lysed with 0.25%
NP-40 lysis buffer (20mM Tris-HCl, 125mM NaCl, 5mM MgCl2,
0.2mM EDTA, 12% Glycerol, and 0.25% Nonidet P-40). Equal amounts
of total protein were incubated with indicated antibodies or normal
mouse IgG overnight at 4 °C, and then 40μl of protein A/G beads were
added for an additional 2 h of incubation. For exogenous Co-IP, anti-
HA beads (or anti-flag beads, or anti-myc beads) were added to equal
amounts of total protein and incubated for 3 h. Beadswere centrifuged
(800 rpm for 2min) and washed five times using wash buffer (20mM
Tris-HCl, 125mM NaCl, 5mM MgCl2, 0.2mM EDTA, and 0.1% Nonidet
P-40). The beads were heated at 100 °C for 10min before SDS-PAGE
and immunoblotting.

Cell fractionation
Cell fractions were harvested using Plasma Membrane Protein Isola-
tion and Cell Fractionation Kit (Invitrogen) following the manu-
facturer’s instructions. Fourtymicrogramsof proteinwere analyzed by
SDS-PAGE and western blot.

Immunostaining for confocal analysis
Murine NK cells were isolated from the spleen by magnetic cell
sorting using EasySep Mouse NK Cell Isolation Kit (Stemcell) fol-
lowing the manufacturer’s instructions. A total of 50-90% pure NK

cells were obtained using this procedure. Cells were then subse-
quently sorted into different subsets using a FACSAria Cell Sorter
(Becton–Dickinson, San Jose, USA). After 4% PFA fixation for 15min,
blocking (3% BSA in PBS) for 30min at RT was performed. Immu-
nostainings were performed after a permeabilization step with 0.05%
Triton X-100 for 30min. Primary antibodies were added to the cells
for one-hour incubation at RT. After washes with PBS, cells were
incubated with the appropriate secondary antibodies along with
Hoechst for 30min at RT. After washes with PBS, cells were observed
with a Leica SP8 laser scanning confocal microscope. The images and
relative quantification were processed using Imaris (ver 9.7.2).

Z-stack images of gp96 and Trim28 in whole cell, cytosol and
nucleus were generated by Imaris. Before analysis, a new surface for
nucleus was created using the Hoechst signal. Nucleic signal and
cytosol signal were obtained by the mask channel function in Imaris.
Signals retained in the cell nucleus are considered as nuclear gp96 or
Trim28, while signals outside the nucleus are regarded as cytosolic
gp96 or Trim28. The resulting images were processed by analyzing
colocalization, and the percentage of ROI colocalized for cytosol and
nucleus were obtained respectively. A total of 3 fields randomly were
selected and quantified in each assay. The 3D videos were provided in
the supplementary materials. Primary and secondary antibodies used
in immunofluorescence were listed in Supplementary Table 3.

In vivo ubiquitination assays
For the in vivo ubiquitination assay, HEK293 cells were co-transfected
with expressing plasmids encodingMyc-Eomes and Trim28. Cells were
grown overnight and treatedwith 20nMBafilomycin A1 (BafA1) for 4 h
before harvesting. Cell lysates were immunoprecipitated using anti-
Myc resin, followed byWestern blot analyses with ubiquitin, ubiquitin-
Lys 48-only or ubiquitin-Lys 63-only.

Flow cytometry
The spleen and LNs were collected and single-cell suspensions of
lymphocyteswere preparedbymechanical disruption in 1640medium
supplemented with 2% FBS. Peripheral blood mononuclear cells
(PBMC) were freshly isolated from healthy donors. Written informed
consent was obtained for each participant according to institutional
guidelines. All experiments were approved by the FifthMedical Center
of PLA General Hospital (permit number KY-2020-11-5-1). Single-cell
suspensions were stained with the appropriate monoclonal antibody
in phosphate-buffered saline containing 5% serum. To detect phos-
phorylated signaling proteins, NK cells were fixed with Phosflow Lyse/
Fix buffer, followed by permeabilization with Phosflow Perm buffer III
(BD) and staining with antibodies. All other intracellular proteins were
stained according to the manufacturer’s instructions using Foxp3/
Transcription Factor StainingBuffer Set Kit (eBioscience). Fortessa and

Fig. 6 | Gp96 inhibits autophagy-lysosome-mediated degradation of Eomes.
A Flow cytometry analysis of Eomes and gp96 levels among CD27 single positive,
double positive (DP), CD11b single positive NK cells in mouse spleen. Dots repre-
sent data from n = 5 mice/group. B Immunostaining of gp96 in spleen NK cells
sorted from WT mice. The mean fluorescence intensity of gp96 was analyzed by
Imaris 9.7. Bar, 10μm. C–E CD11b+CD27+ double positive NK cells were sorted from
WTmice and subsequently stained for nucleus (Hoechst), Eomes, gp96, Calregulin
and α-tubulin for confocal microscopy analysis. Scale bars, 3μm for original shots
(C–E) and 1μm formagnified views (C). Z-stack images of gp96 and Eomes inwhole
cell, cytosol and nucleus, respectively. Percentage of ROI colocalized for cytosol
and nucleus were obtained by Imaris. Percentages of colocalization of gp96 and
Trim28 in the nucleus and cytosol were calculated, respectively. Scale bars, 3μm.
Dots represent data from n = 3 fields. (D). FWestern blot analysis of Eomes levels in
spleenNKcells sorted fromWTandgp96KOmice. Cellswere treatedwith 50μg/ml
CHX for the indicated times. The band intensity at 0 h inWTNK cells was arbitrarily
taken as 1.0. G Western blot analysis of Eomes levels in 293 cells transfected with
Flag-gp96 or the empty vector. Cells were treated with 50μg/ml CHX for the

indicated times. The band intensity at 0 h in vector cells was arbitrarily taken as 1.0.
H 293 cells stably expressing Eomes (left) and NK cells from gp96 KO mice (right)
were treatedwith either 40 µMCQor 10 µMMG132 for 6 h and subjected towestern
blotting. I WT and Atg5 knockout 293 cells were transfected with His-Eomes and
Flag-gp96 or a control vector. Cells were lysed and subjected to western blotting.
J WT, Atg5 and gp96/Atg5 double knockout 293 cells were transfected with His-
Eomes and subjected to western blotting. K WT and gp96 knockout HEK293 cells
were transfected with His-Eomes. Cells were grown for 24h and treated with 20 nM
of BafA1 for 4 h, followed by IP-Western analyses. LWTand gp96knockout 293 cells
were co-transfectedwithHis-Eomes andGFP-P62.Cellswere then treated as (H) and
subjected to IP-Western analyses. The data are representative of two independent
experiments with similar results. Mean ± SD is shown. Statistical significance was
determined using two-tailed unpaired t test. *p < 0.05, **p < 0.01, ****p < 0.0001. p
values: (A) p < 0.0001 (Eomes, CD27 SP vs DP), p < 0.0001 (Eomes, DP vs CD11b
SP), p =0.0193 (gp96, CD27 SP vs DP), p =0.0391 (gp96, DP vs CD11b SP), (B)
p < 0.0001 (CD27 SP vs DP), p =0.0097 (DP vs CD11b SP).
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FACSAria III (BD Biosciences, San Diego, USA) were used for analysis
and cell sorting, with dead cells excluded by the LIVE/DEAD Fixable
Violet Dead Cell Stain Kit (Invitrogen, Carlsbad, USA). Primary anti-
bodies used in flow cytometry were listed in Supplementary Table 4.

RNA-seq and analysis
CD3-NK1.1+DX5+NK cells were sorted to a typical purity of >98%. RNA-seq
and bioinformatics analysis were conducted by Shanghai Biotechnology
Corporation.

Single-cell RNA sequencing and data processing
Freshly isolated splenocytes were stained with anti-CD3 (17A2), and
anti-NK1.1 (PK136) antibodies and NK cells were sorted to >99% purity

using a BD FACSAria™ III. Splenic NK cells pooled from three mice of
each indicated genotype were enriched by FACS for library prepara-
tion, and scRNA-seq was performed by Shanghai Biotechnology Cor-
poration. The final library pool was sequenced on the Illumina
NovaSeq 6000 instrument using 150-base pair paired-end reads. Raw
sequencing data were converted to FASTQ files and aligned to the
mouse genome reference sequence (GRCH38). The 10XGenomics Cell
Ranger (version 3.0.1) was used to demultiplex samples, process bar-
codes, and generate a digital gene-cell matrix from this data. The
output was then imported into the Seurat (version 3.1.5) R toolkit for
quality control and downstream analysis. The percentage of ribosome
genes is 0.326 and 0.438% in gp96fl/fl and Ncr1Cregp96fl/fl cells, respec-
tively. Cells with less than 200 genes and cells with above 20%
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mitochondrial genes were removed as low-quality cells. Cells with
abnormally high unique molecular identifiers or gene numbers were
also identified as putative doublets and removed. After quality control
and filtering steps, 7349 cells from gp96fl/fl mice and 8350 cells from
Ncr1Cregp96fl/fl mice were used for further analyses. The Louvain algo-
rithmwas used for the unsupervised computational analysis of scRNA-
seq data.

Generation of BM chimeras
To generate mixed BM chimeras, BM cells were isolated from the
femurs and tibias of CD45.1+WT and CD45.2+ Ncr1Cregp96fl/fl mice. WT
recipient mice (CD45.1+CD45.2+) were sub-lethally gamma-irradiated
(7 Gy) and intravenously transplanted with a mixture (1:1) of WT
(CD45.1) and KO (Ncr1Cregp96fl/fl) donor bone marrow cells (5 × 106). NK
cells were analyzed 8 weeks after reconstitution.

Cytolytic assays
For cytolytic assays against YAC-1 cells, CFSE–labeled YAC-1 cells were
coculturedwith effector cells (mouse splenic NK cells) at the indicated
effector:target (E:T) ratios for 4 hours. Next, cell mixtures were stained
with 7-AAD to calculate killing efficiency as the percentage of 7-AAD+

YAC-1 cells with flow cytometry. To determine NK cell cytotoxic
activity, 2 × 106 CFSE-labeled YAC-1 cells were intraperitoneally injec-
ted into WT and KO mice, respectively. Cells in the peritoneal cavity
were harvested, and CFSE-labeled YAC-1 cells were measured 24 h
post-injection.

Transfection of primary NK cells
Murine NK cells were sorted from the spleen using EasySep Mouse NK
Cell Isolation Kit (Stemcell) following the manufacturer’s instructions.
3 × 106 NK cellswereplaced into eachwell of a 12-well culture plate and
then transfected using Advanced DNA RNA Transfection Reagent
(ZETA LIFE, AD600025). 10μg plasmid was directly mixed with trans-
fection reagent according to 1:1 relationship, then use a pipette to blow
10-15 times to mix. After incubation at room temperature for 15min-
utes, the transfection complex was prepared. Add transfection com-
plex to the cell culture plate andmix gently, place in the CO2 incubator
and continue to culture. Cells were grown for 48 h, followed by IP-
Western analyses.

Isolation of progenitor stem cells and NK differentiation in vitro
Bone marrow cells were obtained from WT or KO mice. Progenitor
stem cells (PSCs) were enriched using an EasySep Mouse Progenitor
Stem Cell Negative Selection kit (StemCell Technologies, Canada).

Transduction was conducted immediately after the enrichment of
PSCs using the spin protocol. PSCs (0.3 × 106) were placed into each
well of a 48-well culture plate. After transduction, the virus-containing
supernatant was removed. The transduced PSCs were cultured in NK
differentiation conditioned medium46 RPMI 1640 supplemented with
10% FBS, 1% PSG, 1.6mmol/l 2-mercaptoethanol, 0.5 ng/ml of murine
IL-7, 30 ng/ml of stromal cell factor, and 50ng/ml FMS-related tyrosine
kinase 3 ligand. On day 3, after transduction, 0.5ml of freshmedia was
added. On day 5, cells were pelleted, old media was removed, and
cultured in 0.5ml of complete RPMI media containing 30 ng/ml of IL-
15. Onday 8, 0.5ml of freshmediawas added.Onday 10, oldmediawas
replaced with freshmedia containing 30ng/ml of IL-15 and 1000 U/ml
of IL-2. On day 14, differentiated NK cells were analyzed by flow
cytometry.

Virus production and transduction protocols
Bone marrow progenitor cells and primary NK cells were enriched by
magnetic cell sorting. The transduction of cells was performed in the
following protocol. Cells were pelleted at 400× g for 5min at room
temperature in 1.5ml screw-cap tubes and resuspended in 0.25ml of
viral supernatant (MOI = 10) in the presence of 8μg/ml of Polybrene
(Sigma, St. Louis, MO). Cells were incubated for 2 h at 37 °C and 5%
CO2. At the end of transduction, the virus-containing supernatant was
removed.

BM NK differentiation in vitro
Bonemarrow cells were cultured in RPMI1640medium containing 10%
fetal calf serum and 100 ng/ml stem-cell factor (SCF), with or without
50 ng/ml rIL15 (Genzyme). Flow cytometric and cytolytic analyseswere
done after culture for 10 days.

Tumor models
Single-cell suspension of MC38 colon cancer or LLC lung cancer cells
was injected subcutaneously into female WT or KO mice (2 × 105 cells
per mouse). Mice were euthanized on days 21 to 28 following tumor
injection for analysis of tumor-infiltrating lymphocytes. Tumor
volumes were monitored with a caliper and calculated using the for-
mula: V (inmm3) = 0.5 (ab2),where a is the longest diameter andb is the
shortest diameter.

All animal experiments were performed in strict accordance
with institutional guidelines on the handling of laboratory animals.
Mice were euthanized when the maximum tumor size (diameter:
2.0 cm) had been reached. The diameter of the tumor is measured
by a caliper. The health of the animals was monitored every other

Fig. 7 | Gp96 blocks Trim28-mediated Eomes degradation by completion with
Eomes for Trim28 binding. A, B HEK293 cells stably expressing Eomes were
transfected with siRNAs targeting indicated E3 ligases. Cells were then subjected to
western blotting (A). Cells were grown for 24h and treated with 20 nMof BafA1 for
4 h, followed by IP-Western analyses (B). C HEK293 cells stably expressing Eomes
were transfected with Trim28 or a control vector. Cells were treated with 50μg/ml
CHX for the time as indicated and were then subjected to western blotting.D Flow
cytometry analysis of Eomes levels inGFP- andGFP+ cell inprimaryNKcells infected
with Trim28 GFP lentiviral vector (MOI = 10). n = 3 biologically independent sam-
ples. Mean ± SD is shown. Primary NK cells transfected with Trim28 were treated
with 20nM of BafA1 for 4 h, followed by IP-Western analyses (E), or endogenous
Eomes protein was immunoprecipitated with a specific antibody for Eomes or
normal rabbit IgG, followed by immunoblotting (F). G The protein-protein inter-
action prediction tools-ZDOCK 3.0.2 was used to predict the interaction between
full-length Eomes (PDB ID: AF-O54839) and Trim28 (PDB ID: AF-Q62318). Blue
represents Trim28, and the green represents Eomes. H HEK293 cells transfected
with indicated plasmids were grown for 24 h and treated with 20nM of BafA1 for
4 h, followed by IP-Western analyses. I WT and gp96 knockout HEK293 cells were
transfectedwithHis-Eomes andHA-Trim28 plasmids. Cellswere grown for 24h and
treatedwith 20 nMof BafA1 for 4 h, followed by IP-Western analyses. JHEK293 cells

stably expressing Eomes were transfected with indicated plasmids. Cells were
grown for 24h, followed by IP-Western analyses.KWT and gp96 knockout HEK293
cells were transfected with His-Eomes and HA-Trim28 plasmids. Cells were grown
for 24h, followed by IP-Western analyses. L Primary NK cells from WT and gp96
knockout mice were sorted, and endogenous Eomes protein was immunoprecipi-
tated with a specific antibody for Eomes or normal rabbit IgG, followed by immu-
noblotting.M HEK293 cells stably expressing Flag-gp96 were transfected with
indicated plasmids. Cells were grown for 24 h, followed by IP-Western analyses.
N The protein-protein interaction prediction tools-ZDOCK 3.0.2 were used to
predict the interaction between Eomes (PDB ID: AF-O54839) and Trim28 (PDB ID:
AF-Q62318). Blue represents the Ring domain of Trim28, and the green represents
Eomes.O The protein-protein interaction prediction tools-ZDOCK 3.0.2 were used
to predict the interaction between gp96 (PDB ID: AF-P14625) and Trim28 (PDB ID:
AF-Q62318). Blue represents the Ring domain of Trim28, and the green represents
gp96. P A working model. The E3 ubiquitin ligase Trim28 targets Eomes for lyso-
somal degradation, resulting in the inhibition of NK development and function.
Gp96 binds to Trim28mainly in cytosol and Eomesmainly in nucleus, and protects
Eomes from Trim28-mediated degradation. The data are representative of two
independent experiments with similar results.
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day and there were no unexpected deaths. To minimized mice
suffering and distress, the only tumor was implanted in the sub-
cutaneous site in the flank on each animal. Criteria for early ter-
mination are listed as below: If the tumor meets the tumor size
limitations; If the tumor becomes ulcerated or necrotic; If the
animal’s ability to eat or drink is compromised; If the animal’s
ability to ambulate normally or breathe is impaired. Cervical dis-
location was applied in the study tominimized animal suffering and
distress.

Isolation of tumor-infiltrating lymphocytes
Tumor-infiltrating lymphocytes (TILs) were isolated by dissociating
tumor tissue in the presence of collagenase I (0.1% w/v, Sigma) and
DNase (0.005% w/v, Sigma) for 1 h before centrifugation on a dis-
continuous Percoll gradient (GE Healthcare). After centrifugation, the
white opaque layer at the interface between the two Percoll solutions,
mostly containing leukocytes, is collected. Isolated cells were then
used in various assays of NK cell function.

Intravenous lung metastasis assay
For lung experimental-metastasis studies, 2.5 × 105 B16F10 cells were
injected intravenously into WT or KO mice. The number of B16F10
melanoma surface nodules in the lungs of each mouse was counted.
Two weeks after the injection, lung tumor nodules were counted.

Quantification and statistical analysis
FACS data were collected and processed using FACS software (FlowJo,
version 10). GraphPad Prism 6 software was used to analyze data using
a two-tailed paired Student’s t test or two-way ANOVA. Data are
represented as mean ± SD. P < 0.05 were considered significant.

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

Data availability
The RNA-seq data generated in this study have been deposited in the
National Center for Biotechnology Information Sequence Read
Archive (NCBI SRA) under accession number PRJNA870662. The
scRNA-seq data generated in this study have been deposited in the
National Center for Biotechnology Information Sequence Read
Archive (NCBI SRA) under accession number PRJNA872215. Source
data are provided with this paper.

References
1. Swaminathan, S. et al. MYC functions as a switch for natural killer

cell-mediated immune surveillance of lymphoid malignancies. Nat
Commun 11, 2860 (2020).

2. Ichise, H. et al. Functional visualization ofNKcell-mediated killing of
metastatic single tumor cells. Elife 11, e76269 (2022).

3. Bjorkstrom, N. K., Strunz, B. & Ljunggren, H. G. Natural killer cells in
antiviral immunity. Nat. Rev. Immunol. 22, 112–123 (2022).

4. Bi, J. & Wang, X. Molecular regulation of NK cell maturation. Front.
Immunol. 11, 1945 (2020).

5. Kim, S. et al. In vivo developmental stages in murine natural killer
cell maturation. Nat. Immunol. 3, 523–528 (2002).

6. Huntington, N. D. et al. NK cell maturation and peripheral home-
ostasis is associated with KLRG1 up-regulation. J. Immunol. 178,
4764–4770 (2007).

7. Cichocki, F. et al. GSK3 inhibition drives maturation of NK cells and
enhances their antitumor activity. Cancer Res. 77,
5664–5675 (2017).

8. van Helden, M. J. et al. Terminal NK cell maturation is controlled by
concerted actions of T-bet and Zeb2 and is essential for melanoma
rejection. J. Exp. Med. 212, 2015–2025 (2015).

9. Bi, J. C. et al. TIPE2 is a checkpoint of natural killer cell maturation
and antitumor immunity. Sci. Adv. 7, eabi6515 (2021).

10. Song, H. et al. METTL3-mediatedm(6)A RNAmethylation promotes
the anti-tumour immunity of natural killer cells. Nat Commun 12,
5522 (2021).

11. Crinier, A., Narni-Mancinelli, E., Ugolini, S. & Vivier, E. SnapShot:
Natural killer cells. Cell 180, 1280–1280 e1281 (2020).

12. Zhang, J. et al. Sequential actions of EOMES and T-BET promote
stepwise maturation of natural killer cells. Nat Commun 12,
5446 (2021).

13. Wagner, J. A. et al. Stage-specific requirement for eomes inmature
NK cell homeostasis and cytotoxicity. Cell Rep. 31, 107720 (2020).

14. Pipkin, M. E. et al. Interleukin-2 and inflammation induce distinct
transcriptional programs that promote the differentiation of effec-
tor cytolytic T cells. Immunity 32, 79–90 (2010).

15. Gordon, S. M. et al. The transcription factors T-bet and Eomes
control key checkpoints of natural killer cell maturation. Immunity
36, 55–67 (2012).

16. Ansa-Addo, E. A. et al. Clients and oncogenic roles of molecular
Chaperone gp96/grp94. Curr. Top. Med. Chem. 16,
2765–2778 (2016).

17. Niu, M. M. et al. FBXL2 counteracts Grp94 to destabilize EGFR and
inhibit EGFR-driven NSCLC growth. Nat Commun 12, 5919 (2021).

18. Li, X. et al. Cell membrane gp96 facilitates HER2 dimerization and
serves as a novel target in breast cancer. Int. J. Cancer 137,
512–524 (2015).

19. Yang, Y. et al. Heat shock protein gp96 is a master chaperone for
toll-like receptors and is important in the innate function of mac-
rophages. Immunity 26, 215–226 (2007).

20. Staron,M. et al. gp96, anendoplasmic reticulummaster chaperone
for integrins and Toll-like receptors, selectively regulates early T
and B lymphopoiesis. Blood 115, 2380–2390 (2010).

21. Duan, X. F. et al. Molecular Chaperone GRP94/GP96 in cancers:
Oncogenesis and therapeutic target. Front. Oncol. 11,
629846 (2021).

22. Zhang, Y. L. et al. Molecular Chaperone GRP94/GP96 in cancers:
Oncogenesis and therapeutic. J. Clin. Invest. 125, 859–869 (2015).

23. Thaxton, J. E. et al. Modulation of endoplasmic reticulum stress
controls CD4(+) T-cell activation and antitumor function. Cancer
Immunol Res 5, 666–675 (2017).

24. Hua, Y. et al. Gut homeostasis and regulatory T cell induction
depend onmolecular chaperone gp96 in CD11c(+) cells. Sci. Rep. 7,
2171 (2017).

25. Ozato, K., Shin, D. M., Chang, T. H. & Morse, H. C. TRIM family
proteins and their emerging roles in innate immunity. Nat. Rev.
Immunol. 8, 849–860 (2008).

26. Doyle, J. M., Gao, J. L., Wang, J. W., Yang, M. J. & Potts, P. R. MAGE-
RING protein complexes comprise a family of E3 ubiquitin ligases.
Mol. Cell 39, 963–974 (2010).

27. Pineda, C. T. et al. Degradation of AMPK by a cancer-specific ubi-
quitin ligase. Cell 160, 715–728 (2015).

28. Wang, X. & Zhao, X. Y. Transcription factors associated with IL-15
cytokine signaling during NK cell development. Front. Immunol. 12,
610789 (2021).

29. Kadowaki, T. et al. Galectin-9prolongs the survival of septicmiceby
expanding Tim-3-expressing natural killer T cells and PDCA-1+
CD11c+ macrophages. Crit. Care 17, R284 (2013).

30. Chiossone, L. et al. Maturation of mouse NK cells is a 4-stage
developmental program. Blood 113, 5488–5496 (2009).

31. Crinier, A. et al. High-dimensional single-cell analysis identifies
organ-specific signatures and conservedNK cell subsets in humans
and mice. Immunity 49, 971–986 e975 (2018).

32. Daussy, C. et al. T-bet and Eomes instruct the development of two
distinct natural killer cell lineages in the liver and in the bone
marrow. J. Exp. Med. 211, 563–577 (2014).

Article https://doi.org/10.1038/s41467-024-45426-5

Nature Communications |         (2024) 15:1106 14

https://www.ncbi.nlm.nih.gov/sra/?term=PRJNA870662
https://www.ncbi.nlm.nih.gov/sra/?term=PRJNA872215


33. Li, H. et al. Atg5-mediated autophagydeficiency in proximal tubules
promotes cell cycle G2/M arrest and renal fibrosis. Autophagy 12,
1472–1486 (2016).

34. Wu, B. et al. Heat shock protein gp96 decreases p53 stability by
regulating Mdm2 E3 ligase activity in liver cancer. Cancer Lett 359,
325–334 (2015).

35. Guo, W. C. et al. Expression and its clinical significance of heat
shock protein gp96 in human osteosarcoma. Neoplasma 57,
62–67 (2010).

36. Narni-Mancinelli, E. et al. Fate mapping analysis of lymphoid cells
expressing the NKp46 cell surface receptor. Proc. Natl. Acad. Sci.
USA 108, 18324–18329 (2011).

37. Yang, C. et al. mTORC1 andmTORC2 differentially promote natural
killer cell development. Elife 7 (2018).

38. Fan, Q. et al. ATF4 (activating transcription factor 4) fromgrass carp
(Ctenopharyngodon idella) modulates the transcription initiation of
GRP78 and GRP94 in CIK cells. Fish Shellfish Immunol 38,
140–148 (2014).

39. Fan, H. et al. Increased expression of Gp96 by HBx-induced NF-
kappaB activation feedback enhances hepatitis B virus production.
PLoS One 8, e65588 (2013).

40. Raveney, B. J. E. et al. Involvement of cytotoxic Eomes-expressing
CD4(+) T cells in secondary progressive multiple sclerosis. Proc.
Natl. Acad. Sci. USA 118, e2021818118 (2021).

41. Wang, D. N. & Malarkannan, S. Transcriptional regulation of natural
killer cell development and functions. Cancers (Basel) 12,
1591 (2020).

42. Inngjerdingen, M., Kveberg, L. & Vaage, J. T. A Novel NKR-
P1B(bright) NK cell subset expresses an activated CD25(+)CX(3)
CR1(+)CD62L(-)CD11b(-)CD27(-) phenotype and is prevalent in
blood, liver, and gut-associated lymphoid organs of rats. J. Immu-
nol. 188, 2499–2508 (2012).

43. Yang, Y. & Li, Z. Roles of heat shock protein gp96 in the ER quality
control: Redundant or unique function? Mol. Cells 20,
173–182 (2005).

44. Wu, X. H. et al. Dynamic expression of rat heat shock protein gp96
and its gene during development of hepatocellular carcinoma.
Hepatobiliary Pancreat. Dis. Int. 6, 616-621 (2007).

45. Xu, Y. et al. Induction of Foxp3 and activation of Tregs by HSP gp96
for treatment of autoimmune diseases. iScience 24, 103445 (2021).

46. Williams, N. S., Kubota, A., Bennett, M., Kumar, V. & Takei, F. Clonal
analysis of NK cell development from bone marrow progenitors
in vitro: orderly acquisition of receptor gene expression. Eur. J.
Immunol 30, 2074–2082 (2000).

Acknowledgements
We would like to thank Tong Zhao for FACS sorting and technical help.
We thank Xiaolan Zhang for performing the confocal laser scanning
microscopy and SIM imaging. This work was supported by a grant from
National Key R&D Program of China (2022YFC2304203), the Strategic

Priority Research Program of the Chinese Academy of Sciences
(XDB29040000), the Industrial innovation team grant from Foshan
Industrial Technology Research Institute (2018HS), and grants from the
National Natural Science Foundation of China (81871297, 81903142 and
32070163), Foshan High-level Hospital construction DengFeng plan,
and Guangdong Province biomedical innovation platform construction
project tumor immunotherapy.

Author contributions
S.Meng andX. Li conceived theproject. Z. Li andM. Fang supervised the
project. X. Li and Y. Xu performed the experiments and analyzed the
data. F. Cheng andB. Zhao assistedwith theBioinformatics analysis. X. Li
and S. Meng wrote the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-024-45426-5.

Correspondence and requests formaterials should be addressed to Xin
Li or Songdong Meng.

Peer review information Nature Communications thanks Yasuaki
Tamura and the other anonymous reviewers for their contribution to the
peer review of this work. A peer review file is available.

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

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

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons licence, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons licence and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this licence, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2024

Article https://doi.org/10.1038/s41467-024-45426-5

Nature Communications |         (2024) 15:1106 15

https://doi.org/10.1038/s41467-024-45426-5
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Heat shock protein gp96 drives natural killer cell maturation and anti-tumor immunity by counteracting Trim28 to stabilize�Eomes
	Results
	NK-specific gp96 deficiency reduces NK cell maturation and function
	Gp96 deficiency inhibits NK cell response to IL-15
	Gp96-deficient NK cells have specific and shared transcriptome signatures with Eomes-deficient�cells
	Cellular gp96 binds to and protects Eomes from autophagy-lysosome-mediated degradation
	Gp96 competes with E3 Ubiqutin Ligase Trim28 to interact with�Eomes

	Discussion
	Methods
	Mice
	Cell lines and plasmid construction
	Western blot and co-immunoprecipitation�assay
	Cell fractionation
	Immunostaining for confocal analysis
	In vivo ubiquitination�assays
	Flow cytometry
	RNA-seq and analysis
	Single-cell RNA sequencing and data processing
	Generation of BM chimeras
	Cytolytic�assays
	Transfection of primary NK�cells
	Isolation of progenitor stem cells and NK differentiation in�vitro
	Virus production and transduction protocols
	BM NK differentiation in�vitro
	Tumor�models
	Isolation of tumor-infiltrating lymphocytes
	Intravenous lung metastasis�assay
	Quantification and statistical analysis
	Reporting summary

	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




