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Abstract 

Background Glioblastoma (GBM) is the most common malignant brain tumor and has “immunologically cold” 
features. Changing GBM to an “immunologically hot” tumor requires a strong trigger that induces initial immune 
responses in GBM. Allogeneic natural killer cells (NKCs) have gained considerable attention as promising immuno-
therapeutic tools against cancer, where gene-edited NKCs would result in effective anti-cancer treatment. The present 
study focused on the immune checkpoint molecule cytokine-inducible SH2-containing protein (CISH, or CIS) as a crit-
ical negative regulator in NKCs.

Methods The GBM tumor environment featured with immunological aspect was analyzed with Cancer immuno-
gram and GlioVis. We generated human primary CIS-deleted NKCs (NK dCIS) using clustered regularly interspaced 
short palindromic repeats/CRISPR-associated protein 9 (CRISPR/Cas9) with single guide RNA targeting genome sites 
on CIS coding exons. The genome-edited NKCs underwent microarray with differential expression analysis and gene 
set enrichment analysis (GSEA). The anti-GBM activity of the genome-edited NKCs was evaluated by apoptosis induc-
tion effects against allogeneic GBM cells and spheroids. We further detected in vivo antitumor effects using xenograft 
brain tumor mice.

Results We successfully induced human CIS-deleted NKCs (NK dCIS) by combining our specific human NKC expan-
sion method available for clinical application and genome editing technology. CIS gene-specific guide RNA/Cas9 pro-
tein complex suppressed CIS expression in the expanded NKCs with high expansion efficacy. Comprehensive gene 
expression analysis demonstrated increased expression of 265 genes and decreased expression of 86 genes in the NK 
dCIS. Gene set enrichment analysis revealed that the enriched genes were involved in NKC effector functions. Func-
tional analysis revealed that the NK dCIS had increased interferon (IFN)ɤ and tumor necrosis factor (TNF) production. 
CIS deletion enhanced NKC-mediated apoptosis induction against allogeneic GBM cells and spheroids. Intracranial 
administration of the allogeneic NKCs prolonged the overall survival of xenograft brain tumor mice. Furthermore, 
the NK dCIS extended the overall survival of the mice.
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Conclusion The findings demonstrated the successful induction of human primary NK dCIS with CRISPR/Cas9 
with efficient expansion. CIS deletion enhanced the NKC-mediated anti-tumor effects in allogeneic GBM and could be 
a promising immunotherapeutic alternative for patients with GBM.

Keywords Natural killer cell, Glioblastoma, CRISPR/Cas9, CIS, Peripheral blood

Introduction
The most frequent and aggressive brain tumor is glioblas-
toma (GBM), which was categorized as a grade IV astro-
cytoma (highest-grade and most malignant glioma) in 
the 2021 World Health Organization ordering of central 
nervous system tumors [1]. To date, the prevailing GBM 
treatment has been maximal safe resection; subsequently, 
adjuvant radiotherapy and temozolomide (a representa-
tive DNA-alkylating agent for glioma) chemotherapy are 
administered. Unfortunately, the median overall survival 
(mOS) of 15–17  months remains low. Furthermore, the 
rate of 5-year overall relative survival is 5.8% [2, 3]. The 
mOS was significantly improved (20.5 months) by includ-
ing tumor-treating fields in temozolomide chemotherapy 
[4]. Recently, a phase II trial of intratumoral oncolytic 
herpes virus G47Δ for residual or recurrent GBM yielded 
a good safety profile and favorable survival benefits [5]. 
Nonetheless, the poor prognosis of patients with GBM 
warrants more research into novel GBM treatment strat-
egies, which include immunotherapy.

Most immunotherapies primarily aim to obtain a 
tumor-specific immune response that selectively elimi-
nates cancer cells by activating T cells. T cell-based 
immunotherapy, e.g., chimeric antigen receptor (CAR) 
T cell therapies and checkpoint inhibitors, are typi-
cal immunotherapies that have been used in other solid 
tumors and hematologic malignancies [6–8]. Although 
there have been several studies on GBM immunothera-
pies, few effective strategies were discovered [9, 10]. 
Given their high cytotoxicity and T cell receptor/human 
leucocyte antigen (HLA)-unrestricted effector function, 
natural killer cells (NKCs) have become an encouraging 
alternative platform for T cell-based immunotherapy 
platform [11]. Immunotherapy based on NKCs exem-
plifies a cancer therapeutic approach that is unlike T 
cell-based therapies. Unlike T cells, NKCs use mul-
tiple activating and inhibitory receptors to recognize 
tumors that comprise heterogeneous cells even when 
major histocompatibility complex class I (MHC class I) 
molecules [human leukocyte antigen class I (HLA class 
I) in humans] are absent or reduced [12]. Early clini-
cal trials examined ex  vivo expanded autologous NKC 
adoptive transfer as a possible therapy for various can-
cers. Despite demonstrating low toxicity and eliciting a 
positive treatment response, the anti-tumor effect was 
restricted [13–15]. The main barrier in NKC adoptive 

transfer was functional inhibition due to self-recognition 
via the inhibitory killer cell immunoglobulin-like recep-
tors (KIRs) present on NKCs, which are equivalent to the 
presence of HLA class I on cancer cells. This recognition 
resulted in activation blockade [16]. Contrastingly, allo-
geneic NKCs have KIR/HLA class I mismatch and can 
attack cancer cells. Several clinical reports indicated that 
allogeneic NKCs might provoke regression in hemato-
logical malignancies, e.g., multiple myeloma and acute 
myeloid leukemia (AML) [17, 18]. A phase I trial partial 
report demonstrated complete remission in five of nine 
patients with refractory AML, and two patients exhib-
ited significant transient loss of leukemic cells, yielding a 
77.8% response rate [19]. This result was comparable to 
the initial US trial data of CD19-targeted CAR-T cells for 
treating juvenile acute lymphoblastic leukemia [20]. Dif-
fering from CAR-T therapy, these treatments were safe 
without causing significant toxicity, e.g., neurotoxicity, 
cytokine release syndrome (CRS), or graft-versus-host 
disease (GVHD). These findings indicated that alloge-
neic NKC-based immunotherapy could be promising for 
GBM.

In view of the strong immunosuppressive GBM 
tumor microenvironment (TME) [21, 22], further NKC 
alteration is required to devise a cure for GBM. We 
hypothesized that clustered regularly interspaced short 
palindromic repeats (CRISPR) and CRISPR-associated 
protein 9 (Cas9) targeting of intracellular inhibitory 
molecule (immune checkpoint molecule) was a means 
of improving allogeneic NKC-based immunotherapy 
for GBM, which is comparable to the method of block-
ing critical immune checkpoints. CRISPR/Cas9 disturbs 
the target gene via small RNAs that chaperone the Cas9 
DNA nuclease to the target site through base pairing; this 
approach is extremely specific and efficient to engineer 
and disrupt eukaryotic genomes [23, 24].

The suppressor of cytokine signaling (SOCS) protein 
(cytokine-inducible SH2-containing protein, CISH, or 
CIS) regulates NKC effector function negatively via the 
suppression of interleukin (IL)-2 and IL-15 signaling 
through the blockade of Janus kinase–signal transducer 
and transcription activator (JAK–STAT). The loss of CIS 
caused increased and extended JAK–STAT signaling in 
NKCs [25]. CRISPR/Cas9 targeting of CIS could release 
human NKC effector function and result in unparalleled 
anti-tumor effects against GBM.
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In clinical trials, NKCs were induced by deleting the 
CIS gene from umbilical cord blood cells and induced 
pluripotent stem cells and their anti-tumor effects in sev-
eral cancers were examined [26, 27]. Nevertheless, these 
induction methods are not widely available due to the 
long culture duration and complex culture techniques. 
An alternative method is to induce CIS-deleted NKCs 
from human peripheral blood. Rautela et al. deleted CIS 
from human primary NKCs to demonstrate that CIS 
regulated human NKC effector functions [28]. However, 
another group that performed CRISPR/Cas-mediated 
CIS knockout in primary human NKCs did not report 
enhanced anti-tumor activity [29]. The effect of deleting 
CIS in primary human NKCs remains contentious and 
only partly clarified. We consider the efficiency of expan-
sion in both reports low and that it did not reach clinical 
application level. Furthermore, the detailed and accurate 
characterization of human primary CIS-deleted NKCs 
(NK dCIS) against GBM has not been described in vitro 
and in  vivo. Previously, we established a unique tech-
nique to efficiently expand highly purified NKCs from 
human peripheral blood [30]. A combination of the NKC 
expansion approach and CRISPR/Cas9 would enable the 
obtainment of abundant clinically applicable NK dCIS 
and facilitate comprehensive and precise characterization 
against GBM.

In the present study, NK dCIS were induced from 
human peripheral blood ex  vivo with CRISPR/Cas9-
based genome editing and their anti-tumor effects in 
allogeneic GBM were evaluated.

Materials and methods
Ethics
This Ethics Committee of Nara Medical University 
approved this study (No. 1058). The study was conducted 
according to university guidelines. All procedures that 
involved human participants were conducted according 
to institutional and/or national research committee ethi-
cal standards and the 1964 Declaration of Helsinki and its 
subsequent alterations or equivalent ethical standards. 
All healthy volunteers in this study provided informed 
consent in accordance with Declaration of Helsinki 
tenets.

Cancer immunogram and GlioVis
The cancer immunogram is used for illustrating the con-
dition of several simultaneous parameters that affect the 
interaction between a cancer and the immune system. 
The proposed immunogram is a radar plot where each 
axis acts as a scale to enumerate parameters (immu-
nosuppressive regulators, immune cell infiltration and 
so on. Our immunogram analysis results of 9417 RNA-
seq data from 9362 patients with 29 different solid 

cancers in The Cancer Genome Atlas (TCGA) dataset 
were obtained from the RNA sequencing (RNA-seq)-
based Cancer Immunogram Web (https:// yamas hige33. 
shiny apps. io/ immun ogram/). Subgroups of patients with 
each cancer type or the entire TCGA cohort were nor-
malized [31].

Characteristic immune cell marker (CD3, CD20, 
NKp46, CD11b, CD11c, TMEM) expression patterns in 
glioma were detected by examining glioma RNA-seq data 
from TCGA Database in the GlioVis data portal (http:// 
gliov is. bioin fo. cnio. es/) [32].

Cell lines
We obtained the human GBM cell lines U87MG from 
American Type Culture Collection (Manassas, VA, USA). 
We obtained the T98G and U251MG GBM cells from 
RIKEN BioResource Center (Tsukuba, Japan) and JCRB 
Cell Bank (Osaka, Japan), respectively. The cell lines were 
authenticated and tested as mycoplasma-free. We main-
tained the cells in Dulbecco’s modified Eagle’s medium 
(DMEM; Life Technologies, Carlsbad, CA, USA) con-
taining 100  µg/ml streptomycin, 100 U/ml penicillin 
(Thermo Fisher Scientific, Waltham, MA, USA), and 10% 
heat-inactivated fetal bovine serum (FBS; MP Biomedi-
cals, Tokyo, Japan) at 37  °C in a humidified atmosphere 
with 5%  CO2.

Single guide RNAs
We prepared two single guide RNAs (sgRNAs) targeting 
the exon 3 or 4 regions of the human CIS gene located 
on 3q13.31 according to the manufacturer’s instruc-
tions (IDT, Coralville, IA, USA, https:// sg. idtdna. com/ 
site/ order/ desig ntool/ index/ CRISPR_ PREDE SIGN). 
We selected targets with high on-target potential values 
(> 60%) and low off-target risk values (> 80%) as calcu-
lated by the IDT algorithm. Subsequently, we selected 
the targets that did not contain any exon regions in the 
top 10 rankings of off-target predictions by the IDT 
algorithm. The CIS exon 3 and 4 target sequences were 
as follows: CTC ACC AGA TTC CCG AAG GTTGG  and 
CGT ACT AAG AAC GTG CCT TCTGG , respectively. The 
underlined sections indicate the protospacer adjacent 
motif (PAM) sequence.

The negative control sgRNA was obtained from IDT. 
The sgRNA sequence is as follows: rCrGrUrUrArArUr-
CrGrCrGrUrArUrArArUrArCrGrGrUrUrUrUrArGrAr-
GrCrUrArUrGrCrU.

Induction of NK dCIS
The highly purified human NKCs were expanded as previ-
ously described [30]. Peripheral blood mononuclear cells 
(PBMCs) were obtained from 16 mL heparinized periph-
eral blood from three healthy male volunteers (51, 47, and 

https://yamashige33.shinyapps.io/immunogram/
https://yamashige33.shinyapps.io/immunogram/
http://gliovis.bioinfo.cnio.es/
http://gliovis.bioinfo.cnio.es/
https://sg.idtdna.com/site/order/designtool/index/CRISPR_PREDESIGN
https://sg.idtdna.com/site/order/designtool/index/CRISPR_PREDESIGN
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43 years old). The PBMC CD3 fraction was depleted using 
RosetteSep™ Human CD3 Depletion Cocktail (STEM-
CELL Technologies, Vancouver, Canada). The CD3-
depleted PBMCs  (107 cells) were placed for 7 days in a T25 
culture flask (Corning, Steuben, NY, USA) that contained 
10  mL AIM-V medium (Life Technologies) with supple-
mentation of 50 ng/mL recombinant human IL-18 (rhIL-
18, Medical & Biological Laboratories Co., Ltd., Nagoya, 
Japan), 10% autologous plasma, and 3000  IU/mL rhIL-2 
(Novartis, Basel, Switzerland) at 37  °C in a humidified 
atmosphere with 5%  CO2. The AIM-V medium containing 
3000 IU/mL rhIL-2 was refilled as required.

Genome editing was conducted as previously described 
with minor modifications [33]. Expanded NKCs (3 ×  106) 
were electroporated to ribonucleoprotein (RNP) com-
plexes [targeted sgRNA/transactivation CRISPR RNA 
(tracrRNA) and recombinant Cas9 (IDT)] using a Human 
NK Cell Nucleofector Kit (VPA-1005; Lonza, Basel, 
Switzerland) and electroporation program X-001. Sub-
sequently, we resuspended the cells in AIM-V medium 
with 10% autologous plasma and 3000 IU/mL rhIL-2 and 
placed them for 7  days in a 12-well plate (Corning) at 
37 °C in a humidified atmosphere with 5%  CO2.

Expansion ratios were determined by dividing the cell 
number at day 3, 5, and 7 post-electroporation by the cell 
number at day 1 post-electroporation.

Efficacy of CRISPR/Cas9 gene disruption
We harvested the genome-edited NKCs 7 days after elec-
troporation, extracted their DNA with a QIAamp DNA 
mini kit (Qiagen, Hilden, Germany) and performed 
T7 endonuclease 1 (T7E1) mismatch detection assays 
using an Alt-R Genome Editing Detection Kit (IDT) as 
described previously [33, 34]. We amplified the on- and 
off-target (OT and OF, respectively) sites and adjacent 
sequences from the genomic DNA with KOD FX enzyme 
solution (TOYOBO, Osaka, Japan). The PCR condi-
tions were as follows: one cycle at 94 °C for 2 min, then 
40 cycles at 98 °C for 10 s, 63 °C for 30 s, and 68 °C for 
30 s, and a final cycle at 68 °C for 7 min. We performed 
the PCR on a LifeECO thermal cycler (Bioer Technolo-
gies Co. Ltd., Hangzhou, China). The PCR primers were 
obtained from Thermo Fisher Scientific.

The subsequent PCR was performed on the LifeECO 
thermal cycler with the following cycling conditions: 95 °C 

for 5 min, decrease from 95 °C to 85 °C at a rate of 2 °C 
per second, decrease from 85 °C to 25 °C at a rate of 0.1 °C 
per second, then decreased to 4 °C. We digested the rehy-
bridized PCR products for 30  min with T7E1 and sepa-
rated them for 20 min on 2% agarose gel. We visualized 
the DNA under a UV transilluminator (FAS-IV, Nippon 
Genetics Co. Ltd., Tokyo, Japan). OF mutagenesis, which 
was predicted with a gene homology-based off-targeting 
potential checking system (IDT) was detected in the same 
manner. The PCR primers used to amplify the target locus 
are listed in Supplemental Materials and Methods 1.

Microarray‑based gene expression
We examined mock NKCs (NK mock) and NK dCIS gene 
expression (National Center for Biotechnology Informa-
tion Gene Expression Omnibus [NCBI GEO] accession 
no. GSE229085) using the Clariom™ S array and depos-
ited into NCBI GEO. We analyzed all CEL files using 
Transcriptome Analysis Console (TAC 4.1, Thermo 
Fisher Scientific). The mRNA signal intensity  (log2) was 
corrected by calculating the characteristic control signal 
values. Gene set enrichment analysis (GSEA) was per-
formed to establish whether a predefined set of genes 
differed statistically significantly between two biological 
states. We uploaded the microarray data to the GSEA 
website (https:// www. gsea- msigdb. org/ gsea/ index. jsp).

Antibody staining and flow cytometry
We stained the cells with the appropriate antibodies and 
fixed them for 1  h in 1% paraformaldehyde-containing 
phosphate-buffered saline (PBS) at 4  °C. We obtained 
the data using a BD FACSCalibur flow cytometer (BD 
Biosciences, San Jose, CA, USA) and analyzed it using 
FlowJo v10 (BD Biosciences). We determined CD107a 
expression with an IMMUNOCYTO CD107a Detection 
Kit (MBL, Nagoya, Japan) according to the instructions.

For intracellular cytokine staining, we stimulated the 
cells in a 96-well round-bottom plate with T98G GBM 
cells at 37  °C for 4  h, then incubated them for 5  h at 
37 °C with Protein Transport Inhibitor Cocktail (Thermo 
Fisher Scientific). Then, we fixed and permeabilized the 
cells with BD Cytofix/Cytoperm Kit (BD Biosciences) 
and incubated them for 30 min with anti-cytokine anti-
bodies on ice. Phosphorylation was detected with PerFix-
EXPOSE (Beckman Coulter, Brea, CA, USA) according 

(See figure on next page.)
Fig. 1 Immune cell-related gene expression in human GBM. a RNA-seq immunogram radar plots for human GBM. Five tumor immunity-related 
parameters were scored and plotted on the radar plot to depict the molecular immune profiles of the TME in 156 patients with GBM. Radar plot 
line colors denote each of the 156 samples. The radar plot consists of innate immunity (axis 1), T cell (axis 2), inhibitory molecules (axis 3), inhibitory 
cells (Treg, axis 4), and inhibitory cells (MDSC, axis 5). b NKp46, CD3, CD20, CD11b, CD11c, TMEM119, and GAPDH expression in GBM (n = 156 
samples) and nontumor tissue (n = 4 samples). The data were from TCGA-based GlioVis analysis. Data are the mean ± SD. Statistical differences were 
determined by the Kruskal–Wallis test. n.s.: not significant. c Kaplan–Meier curves based on NKp46, CD3, CD20, CD11b, CD11c, and TMEM119 high 
and low expression. The data were from TCGA-based GlioVis analysis

https://www.gsea-msigdb.org/gsea/index.jsp
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Fig. 1 (See legend on previous page.)
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to the instructions. The Supplementary Materials and 
Methods list the antibodies used for the flow cytometry.

Western blotting
NKCs  (106) were dissolved in RIPA Lysis and Extraction 
Buffer with Halt Protease Inhibitor Cocktail (Thermo 
Fisher Scientific) and sonicated by the ultrasound-
based Sonifier 250 homogenizer (Branson, Hannover, 
Germany) according to the manufacturer’s instruction. 
We mixed the whole cell lysate with 4 × Bolt LDS Sam-
ple Buffer (Thermo Fisher Scientific) and incubated it 
for 10 min at 70 °C. Subsequently, we performed 4–12% 
sodium dodecyl sulfate–polyacrylamide gel electropho-
resis using 5 µL (for glyceraldehyde-3-phosphate dehy-
drogenase [GAPDH]) to 40 µL (for CIS) lysate, then 
transferred the blots onto a PVDF membrane using the 
iBlot 2 Dry Blotting System (Thermo Fisher Scientific). 
We reacted the membranes at room temperature using 
iBind Automated Western Systems (Thermo Fisher Sci-
entific). The primary antibodies were rabbit polyclonal 
IgGs against CIS (1:500 dilution, clone D4D9, Cell 
Signaling, Danvers, MA, USA) and GAPDH (1:1000 
dilution, clone 14C10, Cell Signaling). The secondary 
antibody was horseradish peroxidase-conjugated anti-
rabbit IgG antibody (1:200 dilution, Cell Signaling). The 
blots were developed with SuperSignal West Pico PLUS 
Chemiluminescent Substrate (Thermo Fisher Scien-
tific). We determined the signal intensity with FUSION 
Solo and FUSION Solo 7S Edge (Vilber Bio Imaging, 
Paris, France).

Growth inhibition assays
We examined the inhibitory effects of the genome-
edited NKCs on GBM cells with xCELLigence RTCA 
(real-time cell analysis) S16 and DP instruments 
(ACEA Biosciences, San Diego, CA, USA). The RTCA 

instruments function based on the electronic imped-
ance reading from gold-plated sensor electrodes at the 
bottom of the adhesion and cytotoxicity plates (E-plate 
16; ACEA Biosciences). The electronic readings change 
as cells attach or detach from the surface electrodes 
and thereby produce a change in impedance that is cal-
culated via complex mathematical algorithms and plot-
ted as cell index values. The number of attached cells 
and the cell index value readout on the instrument are 
directly correlated, and vice versa. The normalized cell 
index demonstrates that a specific time (in this study, 
when NKCs were added) is selected and set by the soft-
ware as 1.0 and all values are depicted as a percentage 
of this. The cell index value variation for each sample 
well can be standardized by calculating the normalized 
cell index [35]. Cytotoxicity-mediated growth inhibi-
tory effects were tested as described previously [33, 34, 
36]. Briefly, we added 100 µL complete medium to each 
well on an E-plate 16 (ACEA Biosciences). We meas-
ured the background impedance at 37  °C in a humidi-
fied atmosphere with 5%  CO2. We seeded the GBM 
cells (2 ×  104 T98G, U251MG, U87MG cells/well) as 
the target (T) cells and recorded the impedance every 
5 min for 72 h. After 24 h, we added the genome-edited 
NKCs to each well as effector (E) cells in E:T cell ratios 
of 1:1. We analyzed the data using RTCA version 1.2 
(ACEA Biosciences) and calculated the relative growth 
inhibition as follows: (1 − normalized cell index of tar-
get cells co-cultured with each sample ÷ normalized cell 
index of target cells) × 100 (%).

Spheroid culture and CFSE‑based cytotoxic assay
We seeded the GBM cells (300–6000 cells/well) onto 
nonadherent V-bottom 96-well plates (PrimeSurface 96U, 
MS-9096 V, Sumitomo Bakelite, Tokyo, Japan) in DMEM 
supplemented with 10% FBS and cultured them at 37 °C 
in a humidified atmosphere with 5%  CO2 for 1 days. For 

Fig. 2 Design of sgRNAs targeting the CIS gene. a Schematic representation of the CIS gene. Orange arrows indicate sgRNA targeting sites. b OT 
(on target: top table) and OF (off target: bottom table) sequences of the CIS exon 3- and exon 4-targeting sgRNAs, respectively. Underlined letters 
in the target sequences indicate the protospacer adjacent motif (PAM) sequence. Red letters indicate sequences that differ from the target sgRNAs. 
c OT effects in the genome-edited NKCs. NKC genomic DNA was isolated and PCR was performed using primers flanking the OT region (Ex3 OT 
and Ex4 OT). The PCR product was reacted with T7E1. NK mock, NK dCIS ex3, and NK dCIS ex 4 indicate sgRNA/Cas9, CIS exon 3-targeting sgRNA/
Cas9, and CIS exon 4-targeting sgRNA/Cas9-electroplated NKC DNA, respectively. d OF detection by T7E1 assays. PCR was performed using primers 
flanking the OF region. OF sites were predicted by an off-targeting potential checking system based on a homology-based algorithm. The top two 
expected sites were analyzed. Left and right photos depict the CIS exon 3 and exon 4-targeting sgRNAs, respectively, in the genomic DNA of the NK 
mock and NK dCIS. e CIS protein expression in genome-edited NKCs expanded from human peripheral blood. Top and bottom blots depict CIS 
protein and GAPDH protein, respectively. NK dCIS ex 3 and NK dCIS ex 4 were electroporated to exon 3 and exon 4, respectively, of the CIS-targeting 
sgRNA, tracrRNA, and Cas9 complex (RNP) and cultured for 7 days (total, 14-day culture). f Representative graphs of RTCA-based growth inhibition 
assay. The X- and Y-axes represent the co-culture duration and normalized cell index, respectively. The black arrowhead indicates the start 
of the culture. Black, blue, green, and purple lines indicate target only, NK mock, NK dCIS ex 3, and NK dCIS ex 4, respectively. The NKC-to-T98G cell 
co-culture ratio was 1:1 (2 ×  104:2 × 10.4 per well). g Graphs depicting relative growth inhibition of genome-edited NKCs. The X- and Y-axes represent 
co-culture duration and relative growth inhibition effects, respectively. Blue, green, and purple lines indicate NK mock, NK dCIS ex 3, and NK 
dCIS exon 4, respectively. Data are the mean ± SD. Statistical differences were determined by two-way ANOVA following Tukey’s test. At least two 
independent experiments were performed. n = 6, ***P < 0.001

(See figure on next page.)
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Fig. 2 (See legend on previous page.)
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fluorescence microscopy analysis, we suspended 5 ×  105 
NKCs in 1  mL 1  µg/mL carboxyfluorescein diacetate 
succinimidyl ester (CFSE; Dojindo Laboratories, Kuma-
moto, Japan) and incubated them at 37 °C for 30 min. We 
co-cultured the spheroids derived from 300 T98G and 
U251MG cells for 24 h with 3 ×  103 CFSE-labeled NKCs 
and observed them under a BZ-X700 all-in-one fluores-
cence microscope (Keyence, Osaka, Japan). We detected 
the CFSE-labeled NKCs with the green fluorescent pro-
tein filter (OP-87765, Keyence). The cells within all 
spheroids were visualized by recording merged Z-stack 
images using the BZ-X700 quick full-focus function.

For the flow cytometry-based apoptosis assay, we co-
cultured 5 ×  103 cell-derived spheroids for 24  h with 
5 ×  104 CFSE-labeled NKCs. Subsequently, we centrifuged 
and detached the cells with StemPro Accutase Cell Dis-
sociation Reagent (Thermo Fisher Scientific) at 37  °C for 
60 min. Then, we stained the cells with an allophycocya-
nin (APC)-conjugated Annexin V Apoptosis Detection 
Kit as per the manufacturer’s instructions (BioLegend, 
San Diego, CA, USA). We detected apoptotic GBM cells 
with a BD FACSCalibur flow cytometer (BD Biosciences) 
and analyzed them using FlowJo v10 (BD Biosciences). 
To ensure that the analysis was accurate, we gated out the 
CFSE-positive fraction to assess GBM cell apoptosis.

In vivo orthotopic xenograft assays
We purchased 24 female non-obese diabetes/severe com-
bined immunodeficiency/gc null (NOG) mice (6  weeks 
old) from the Central Institute for Experimental Animals 
(Kanagawa, Japan). The Institute of Animal Care and 
Use Committee of Nara Medical University approved 
all animal experiments. We anesthetized the mice with 
inhalation of isoflurane mixed with air (induction, 2.5%; 
maintenance, 1.5%) and fixed them on a stereotaxic 
instrument for mice (SR-6  M-HT, Narishige, Tokyo, 
Japan). We infused the mice stereotactically with 2 µL 
native Hank’s buffered salt solution (HBSS) that con-
tained  105 U87MG cells into the right thalamus (2  mm 
lateral and 2 mm posterior from the bregma and 3 mm 

dorsoventral from the outer cranium border) with a 
Hamilton syringe (33 S-gauge needle) mounted on an 
infusion syringe pump (Harvard Apparatus, Holliston, 
MA, USA). The mice were randomly assigned to three 
intracranial infusion groups (n = 8 mice per group): nega-
tive background (NB, HBSS only), NK mock, and NK 
dCIS  (106 cells). The mice were directly infused intrac-
ranially with the cells and reagents prepared using the 
aforementioned settings and using the infusion syringe 
pump via the same burr hole used for implanting the 
U87MG cells. The infusion speed for both the U87MG 
cells and NKCs was 1 µL/min.

Histochemical analysis
We fixed the intracranial tumors in 10% neutral-buffered 
formalin, then embedded them in paraffin. We placed 
5-µm thick sections on glass slides and stained them 
with hematoxylin–eosin (HE). We captured photographs 
at × 40 and × 400 magnification using a BX-710 micro-
scope unit (Keyence). We performed the histochemical 
analyses using a BZ-X analyzer (Keyence).

Statistical analysis
We performed statistical analysis with GraphPad Prism 
8 (GraphPad Software, San Diego, CA, USA) and report 
the values as the mean ± SD or SEM. We determined the 
statistical significance of differences with the unpaired 
t-test, Mann–Whitney test, or one- or two-way analysis 
of variance (ANOVA), followed by Tukey’s or Sidak’s test. 
Statistical significance was accepted at P < 0.05. We esti-
mated survival in each group mated using the Kaplan–
Meier method, which encompassed the medians and OS 
rates. We determined the statistical significance of differ-
ences with log rank testing.

Results
Immunological feature in human GBM
The immunogram of 156 patients with GBM was 
obtained from TCGA-based Cancer Immunogram Web 
[31]. The immunogram ladder plot shapes depicted differ-
ent but distinct trends for each patient. Most GBM cases 

(See figure on next page.)
Fig. 3 CRISPR/Cas9 Induction of NK dCIS. a NKC morphology under an inverted microscope. Left and right photographs depict NK mock and NK 
dCIS edited by CIS exon 4-targeting sgRNA, respectively. Black bar = 100 µm. b CIS expression in genome-edited NKCs. The RNP-electroporated 
NKCs were collected from three independent experiments and western blotting was performed. Top: The 32- and 37-kDa bands indicate the CIS 
protein. Bottom: GAPDH. c The NKC expansion ratio at 3, 5, and 7 days after electroporation. Data are the mean ± SD (n = 17). The significance 
of differences was determined by one-way ANOVA followed by Tukey’s test. n.s.: not significant. **P < 0.01. Data are from at least two independent 
experiments. d (Top) Representative histograms showing enhanced phosphorylation of STAT5 (pSTAT5) and STAT3 (pSTAT3) in NK mock vs. NK 
dCIS. Blue, red, and gray represent NK dCIS, NK mock, and negative background (NB) cells, respectively. (Bottom) Graphs depicting the normalized 
mean fluorescence intensity (MFI). Red and blue bars represent NK mock and NK dCIS, respectively (bottom). Data are the mean ± SD, n = 4. The 
significance of differences was determined by the unpaired t-test. **P < 0.01. e (Top) Representative histograms depicting IL-2 receptor expression 
on genome-edited NKCs. Blue, red, and gray represent NK dCIS, NK mock, and NB cells, respectively. (Bottom) Normalized MFI. Blue and red bars 
indicate NK mock and NK dCIS, respectively. Data are the mean ± SD, n = 4. The significance of differences was determined by the unpaired t-test. 
n.s.: not significant, *P < 0.05, **P < 0.01. All data were obtained from at least two independent experiments
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had low T cell and innate immunity scores. Furthermore, 
the inhibitory molecule and inhibitory cell (MDSC; mye-
loid-derived suppressor cells) score was high but that for 
inhibitory cells (Treg; regulatory T cells) was low (Fig. 1a). 

MDSC and Treg are well-known as immunosuppres-
sive cells with distinct different origins and systems that 
inhibit immunoactivity in GBM. Therefore, these cells 
should be examined separately. To determine the immune 

Fig. 3 (See legend on previous page.)



Page 10 of 22Nakazawa et al. J Exp Clin Cancer Res          (2023) 42:205 

cell populations in GBM, NKp46 (NKC marker), CD3 (T 
cell marker), CD20 (B cell marker), CD11b (macrophage 
marker), CD11c (dendritic cell marker), TMEM119 
(transmembrane protein 119; microglia marker), and 
GAPDH (internal positive control marker) expression 
was analyzed with GlioVis RNA-seq data. CD11b, CD11c, 
and TMEM119 were highly expressed, while NKp46 
and CD20 expression was low and CD3 expression was 
relatively low and variable (Fig.  1b). These results indi-
cated that GBM tumors lacked effector cells (T cells and 
NKCs) and had an immunosuppressive microenviron-
ment based on the MDSC and microglia, which is known 
as an “immunologically cold” tumor feature. Moreover, 
the NKp46, CD3, CD20, CD11b, CD11c, and TMEM119 
expression levels did not predict OS in the GlioVis data-
base (Fig. 1c). These data suggested that a strong trigger is 
needed to induce an immune response in GBM.

Induction of human primary NK dCIS by CRISPR/Cas9 RNP
We designed two sgRNAs targeting exon 3 and 4 of the 
CIS gene (Fig. 2a). CD3-depleted PBMCs obtained from 
volunteer were cultured for 7  days. Then, RNPs were 
created by incubating the designed sgRNA and tracr-
RNA with recombinant Cas9 prior to electroporation 
and guided into the in  vitro expanded primary human 
NKCs. The NKCs were cultured for 7 days to allow suf-
ficient time for protein turnover. The predicted OT and 
OF effects were detected with a T7E1-based mutation 
detection assay on the RNP-electroporated NKCs on 
day 7 after electroporation. Figure  2b lists the OT and 
OF site sequences. The assays demonstrated that both 
sgRNAs cleaved the target gene region of CIS (Fig. 2c), 
which clearly demonstrated the OT effects. The OF sites 
were predicted with a homology-based off-targeting 
potential detection system in the CRISPR/Cas9 sys-
tem targeting exon 3 and 4 (Fig.  2b). The assays dem-
onstrated that both sgRNAs cleaved the target gene 
region, which did not show the OF effects as long as we 
tested (Fig. 2d).

Western blotting revealed that both sgRNAs depleted 
CIS expression almost completely (Fig. 2e). Therefore, the 
CRISPR/Cas9 genome editing method we established was 
effective for disrupting CIS on the primary human NKCs. 
The real-time cell growth inhibition assays revealed that 

the NK dCIS electroplated by the target sgRNAs for CIS 
exon 3 and 4 significantly inhibited the growth of T98G 
cells, an NK activity-sensitive cell line, as compared to 
the NK mock. Furthermore, the sgRNA targeting CIS 
exon 4 significantly inhibited T98G cell growth as com-
pared to that targeting exon 3 (Fig.  2f, g). These results 
indicated the successful induction of NK dCIS with two 
different CIS gene sgRNA target sites, and CIS deletion 
in the NKCs enhanced the growth inhibition of the NK 
activity-sensitive T98G cells. As the CIS exon 4-targeted 
sgRNA induced better inhibitory effects on GBM cells, it 
was selected for the subsequent experiments.

Characterization of NK dCIS
The NK dCIS were characterized in detail. The RNP 
electroporation and transduction demonstrated no 
morphological changes on day 7 after electroporation 
(Fig.  3a). CIS expression was almost completely inhib-
ited in the NK dCIS reproducibly (Fig.  3b) and the 
expansion ratio was increased in the NK dCIS as com-
pared to the NK mock (Fig. 3c). Additionally, our NKC 
expansion method consistently induced 2–4 ×  107 NKCs 
from 16 mL human peripheral blood over 7-day culture. 
CD3-depleted NKCs were amplified by approximately 10 
times following the additional 7-day culture after elec-
troporation. Ultimately, 16 mL peripheral blood yielded 
2–4 ×  108 genetically modified NKCs over 2 weeks. Flow 
cytometric analysis detected significantly increased 
STAT3 and STAT5 phosphorylation in the NK dCIS as 
compared to the NK mock (Fig.  3d). Expression analy-
sis demonstrated that the NK dCIS had significantly 
increased IL-2 receptor α expression but that IL-2 recep-
tor β and common ɤ receptor expression was not altered 
as compared to the NK mock (Fig. 3e).

Next, NK activating and inhibitory receptor expression 
on the NK dCIS was confirmed (Supplementary Fig. 1a). 
All NK receptors tested were highly or lowly expressed 
on the expanded NKCs. Specifically, PD-1 expression was 
extremely low. In the NK dCIS, NK activating receptors 
CD11a, DNAM-1, NKG2D NKp30, NKp46, and CD16 
were not altered, but NKp44 was slightly upregulated, 
while the NK inhibitory receptors PD1, TIM-3, TIGIT, 
CD96, NKG2A, and KIR were not altered but LAG-3 was 
slightly upregulated (Supplementary Fig. 1b).

Fig. 4 Comprehensive gene expression profiles of NK dCIS. a Upregulated (red) and downregulated (blue) genes in the NK dCIS. The purple region 
indicates unchanged genes. Fold change > 2 and > -2 and P < 0.05 indicated significant change. b Volcano plot analysis. Red and green dots indicate 
fold change > 2 and > -2, respectively, at P < 0.05. Genes with > tenfold change in expression are labeled. c Heatmap depicting genes with fold 
change > 5 or < -5 in NK dCIS as compared to NK mock with scaled intensity. Red and blue tones denote increased and decreased gene expression, 
respectively, as compared to the NK mock. d–i Heat maps representing genes clustered in cytotoxicity (d), inflammatory cytokine (e), immune 
suppression (f), chemokines (g), chemokine receptors (h), and anti-apoptosis (i) with scaled intensities under GOBP (Gene Ontology Biological 
Process). Red and blue tones denote increased and decreased gene expression, respectively, as compared to the NK mock. The significance 
of differences was determined by the t-test. n = 3, **P < 0.01. All data were from at least two independent experiments

(See figure on next page.)
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Comprehensive differential gene expression microarray 
analysis in NK dCIS
We performed microarray analysis as an unbiased 
approach to identify the altered gene expression that 
enhanced the functions of NK dCIS and transcriptionally 
compared NK mock and NK dCIS from 7-day culture after 
electroporation. In total, more than 20,800 genes were 
evaluated, where 265 and 86 genes in the NK dCIS were 
upregulated and downregulated, respectively (Fig. 4a). The 
volcano plot demonstrated that fold change > 10 in the 
expression of 17 genes: IFI44L (interferon [IFN]-induced 
protein 44-like), IFI27 (IFN, alpha-inducible protein 27), 
HHLA2 (HERV-H LTR-associating 2), HBEGF (hepa-
rin binding-epidermal growth factor-like growth factor), 
CDR1 (cerebellar degeneration-related 1), BATF3 (basic 
leucine zipper ATF-like transcription factor 3), IFIT1 
(IFN-induced protein with tetratricopeptide repeats 1), 
MX1 (MX dynamin-like GTPase 1), MX2, CDO1 (cysteine 
dioxygenase type 1), RSAD2 (radical S-adenosyl methio-
nine domain containing 2), LIF (leukemia inhibitory 
factor), CHAC1 (ChaC glutathione-specific gamma-glu-
tamylcyclotransferase 1), MYB (v-myb avian myeloblas-
tosis viral oncogene homolog), SLC26A4 (solute carrier 
family 26 (anion exchanger), member 4), CTH (cystathio-
nine gamma-lyase), SIX1 (SIX homeobox 1) (Fig. 4b). The 
heatmap depicts the genes with fold change > 5 or < -5 in 
the NK dCIS as compared to the NK mock with scaled 
intensity (Fig.  4c). IFI27, IFIT1, MX1, MX2, and RSAD2 
were significantly upregulated in the NK dCIS, which sug-
gested that deleting CIS in the expanded NKCs enhanced 
the expression of IFN-related genes.

Among the cytotoxicity-related genes, GZMB (gran-
zyme B) was upregulated and FASLG (Fas ligand), 
GZMM (granzyme M), and CXCR1 were down-
regulated in the NK dCIS. Among the inflammatory 
cytokines, IFNG (IFNɤ) IL1A, IL1B, and IL7 were 
upregulated in the NK dCIS. Among the immuno-
suppressive cytokines and related molecules, TGFB1 
(tumor growth factor β1), TGFBR2 (TGFB receptor 2), 
and TGFBR3 (TGFB receptor 3) were downregulated 
while IL13 and IL10 were upregulated in the NK dCIS. 
Among the chemokine genes, CCL3L3, CCL3, CXCL16, 
CCL18, CCL8, CCL2, and CXCL8 were upregulated 
and CCL11 and CCL28 were downregulated in the 
NK dCIS. Among the chemokine receptors, CXCR4, 
CCR1, and CCR6 were upregulated and CX3CR1 was 
downregulated in the NK dCIS. The expression of the 

anti-apoptosis genes was not altered in the NK dCIS 
(Fig. 4d–i).

The GSEA plots demonstrated the enrichment of effec-
tor functions (inflammatory response, allograft rejection, 
IFNα response, IFNɤ response, IL-6–JAK–STAT signal-
ing, IL-2–STAT5 signaling, mammalian target of rapa-
mycin [mTOR] complex 1 [mTORC1] signaling, tumor 
necrosis factor [TNFα] signaling via NFκB), gene repair-
related responses (UV response and the p53 pathway), 
apoptosis-related genes, and metabolic pathways (choles-
terol homeostasis-related genes). The glycolysis-related 
genes tended to be enriched but not significantly changed. 
Lastly, the genes for the unfolded protein response, a cel-
lular stress response mechanism activated when cells 
encounter an accumulation of unfolded or misfolded pro-
teins in the endoplasmic reticulum, were enriched (Fig. 5).

Above raw data of differential gene expression were 
shown in Supplemental data 1.

Functional characterization of NK dCIS on human 
allogeneic GBM cells in vitro
The functional aspects of the NK dCIS were character-
ized on allogeneic GBM cells in  vitro. RTCA-based 
growth inhibition assays revealed that the NK dCIS 
inhibited T98G, U251MG, and U87MG cell growth time-
dependently as compared to the NK mock (Fig. 6a). Fur-
thermore, NK dCIS derived from two different donors 
were successfully induced and enhanced NKC-mediated 
growth inhibition, suggesting no difference in these 
effects between donors (Supplementary Fig.  2). The 
annexin V-based flow cytometry apoptosis assays dem-
onstrated that the NK dCIS enhanced T98G, U251MG, 
and U87MG cell apoptosis as compared to the NK mock 
(Fig.  6b). These data indicated that apoptosis enhanced 
the growth inhibitory effects of the NK dCIS.

Cytokine production assays demonstrated that CIS dele-
tion in the NKCs enhanced IFNɤ and TNF production 
on allogeneic GBM cells. The NK dCIS had upregulated 
expression of the cytotoxicity marker CD107a (LAMP1: lys-
osomal-associated membrane protein 1) (Fig. 6c). The cyto-
toxic granules of the NK dCIS contained increased amounts 
of granzyme B, but perforin was unchanged (Fig. 6d).

Apoptosis induction effects of NK dCIS in GBM cell‑derived 
spheroids
We evaluated the apoptosis induction effect of the 
NKCs in GBM spheroids by flow cytometry to confirm 

(See figure on next page.)
Fig. 5 GSEA of NK dCIS. Representative GSEA plot depicting enrichment in IFNα response, IFNɤ response, unfolded protein response, inflammatory 
response, IL-6–JAK–STAT signaling, IL-2–STAT5 signaling, p53 pathway, mTORC1 signaling, allograft rejection, UV response, TNFα signaling via NFκB, 
cholesterol homeostasis, apoptosis, glycolysis, and hypoxia. (Top) X-axis indicates NK dCIS-correlated genes (left) and NK mock-correlated genes 
(right), represented by bar code data. Y-axis indicates the enrichment score. Bottom: X- and Y-axes indicate the rank in ordered dataset and ranked 
list metrics, respectively. A false discovery rate q value < 0.05 indicated a significant difference
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Fig. 5 (See legend on previous page.)
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the enhanced cytotoxicity of the NK dCIS. Fluorescent 
microscopic analysis of NKC dynamics against GBM 
spheroids revealed that the NKCs accumulated around 
the spheroids, where the NK dCIS formed large clusters 
as compared to the NK mock (Fig. 7a). Annexin V-posi-
tive apoptotic cells in the GBM spheroids were analyzed 
by gating out the CD45-negative fractions. The NK mock 
and NK dCIS respectively induced 43.2–50.4% and 53.4–
57.8% annexin V-positive cells among the T98G cells 
and 17.8–21.8% and 31.9–38.5% annexin V-positive cells 
among the U251MG cells. The NK dCIS induced signifi-
cantly higher GBM spheroid apoptosis compared to the 
NK mock (Fig.  7b). The expression of CD2, 2B4 (NKC 
cell adhesion factors), and its ligand CD48 was evalu-
ated to confirm the formation of large cell clusters in the 
NKCs. CD48 expression was significantly upregulated in 
the NK dCIS, suggesting that CD48 might be involved in 
the formation of large cell clusters (Fig. 7c). These results 
supported the idea that disrupting CIS was crucial for 
enhancing NKC activity against GBM spheroids.

CIS deletion enhanced NKC anti‑tumor activity 
in the allogeneic brain tumor model
The mechanistic insights gained from the above studies 
suggested that deleting CIS from NKCs regulates NKC 
cytotoxic activity and therefore could provide a useful 
target for GBM immunotherapy. To evaluate the hypoth-
esis, we tested the anti-tumor effects of allogeneic NK 
dCIS in intracranial orthotopic xenografts derived from 
U87MG using NOG mice. U87MG cells were implanted 
into NOG mouse brains, followed by intracranial infu-
sion through the same burr hole used for U87MG 
implantation (Fig. 8a, b). The control NK mock group was 
significantly associated with longer survival time com-
pared to the NB group (mOS: 41.0  days vs. 56.5  days). 

The NK dCIS group exhibited prolonged OS compared 
to the NK mock group (mOS: 79.5  days) (Fig.  8c). The 
histochemical analysis revealed that the tumors from all 
groups exhibited human GBM histological features at the 
time of autopsy (Fig. 8d).

Discussion
Conventionally, adoptive immunotherapy using lym-
phokine-activated killer cells, which are patient-derived 
high-dose IL-2-stimulated PBMCs, presented the pos-
sibility of a new treatment for patients with malignant 
glioma, including GBM. However, the anti-tumor effect 
against GBM was limited due to the low purity and 
expansion efficacy of NKCs [37]. To resolve this issue, 
patient PBMCs were co-cultured with the irradiated 
human renal cell carcinoma cell line HFWT and yielded 
high-purity NKCs with high expansion efficacy. Although 
the NKC-based immunotherapy was safe and partially 
effective in patients with recurrent malignant gliomas, 
the NKC expansion method was complicated and NKC 
purity varied between patients. Consequently, stable clin-
ical trials were challenging and only a small-scale clini-
cal trial was conducted [38]. We previously reported a 
feeder-free-based NKC expansion strategy that stably 
yielded therapeutic highly purified NKCs, which could 
be a promising therapy against GBM. However, the 
immunosuppressive GBM microenvironment, where 
few effector cells are present, might require an extremely 
strong trigger to induce an immune response for com-
plete cure. Clinical trials demonstrated that allogeneic 
primary NKCs from human peripheral blood were safe 
without causing significant toxicity, such as CRS, neu-
rotoxicity, or GVHD. Although allogeneic NKCs have 
potent anti-AML activity, their efficacy for treating solid 
tumors is limited [39–41]. Although our established NKC 

Fig. 6 CIS deletion enhances effector function of the expanded NKCs on allogeneic GBM cells. a (Top): Representative graphs of the RTCA-based 
growth inhibition assay. X- and Y-axes denote the co-culture duration and normalized cell index, respectively. The normalized cell index indicates 
which NKC addition time was selected and set by the software as 1.0, based on which all values are depicted as a percentage. Black arrowhead 
indicates the start of the culture. The target cells were T98G, U251MG, and U87MG cells. Black, red, and blue curves indicate target only, mock NKCs, 
NK dCIS, respectively. The effector (NKCs)-to-target cell (T98G, U251MG, U87MG) co-culture ratio was 1:1 (2 ×  104:2 ×  104 per well). (Bottom) Graphs 
depicting relative growth inhibition of NK dCIS. X- and Y-axes denote co-culture duration and relative growth inhibition effects, respectively. Red 
and blue bars indicate NK mock and NK dCIS, respectively. Data are the mean ± SD. Statistical differences were determined by two-way ANOVA 
followed by Tukey’s test. n = 5–10, **P < 0.01. b Flow cytometry-based apoptosis assay. The target cells were T98G, U251MG, and U87MG cells. The 
NKC-to-target cell co-culture ratio was 1:1. The co-culture spanned 24 h. (Left) Red and blue color maps indicate high and low density, respectively. 
(Top right) Histograms depict annexin V-positive cells gated by CD45-negative fractions. Gray, red, and blue histograms represent the control, NK 
mock, and NK dCIS, respectively. (Bottom right) Graphs illustrate the percentage of annexin V-positive cells. Statistical differences were determined 
by one-way ANOVA followed by Tukey’s test. n = 4–7, **P < 0.01. c Cytokine production assays and evaluation of CD107a expression in NKCs. The 
NKCs were co-cultured with T98G cells for 5 h. Representative red and blue color maps gated by the CD56-positive fraction denote high and low 
density, respectively. Y-axes denote CD56 positivity. X-axes denote IFNɤ (left), TNF (center), and CD107a (right) expression. (Top) Graphs denote 
IFNɤ (left), TNF (center), and CD107a (right) positivity. Red and blue bars indicate NK mock and NK dCIS, respectively. Data are the mean ± SD. 
Statistical differences were determined by the t-test or Mann–Whitney U test. n = 4–6, **P < 0.01. d Expression of cytotoxic granules in NKCs. (Top) 
Representative histograms gated by the CD56-positive fraction. Gray, red, and blue bars indicate control, NK mock, and NK dCIS, respectively. 
(Bottom) Graphs depict granzyme B and perforin expression in NKCs. Statistical differences were determined by the t-test or Mann–Whitney U test. 
n = 4, n.s.: not significant, **P < 0.01. At least two independent experiments were performed

(See figure on next page.)
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expansion method could be suitable for allogeneic NKC-
based immunotherapy, further modification is necessary 
to obtain the therapeutic benefit in solid tumors, includ-
ing GBM. A negative regulator of NKC function, CIS is a 
candidate for improving the anti-tumor effects of alloge-
neic NKCs in GBM.

A previously reported human primary NKC expansion 
system used irradiated autologous PBMCs [42]. In the 
past, human primary NKCs were expanded with various 
NKC expansion methods, which included co-culturing 
with the HFWT Wilms tumor cell line [38], gene-modified 
K562 leukemia cells [43], irradiated PBMCs [44], or using 
expanded T cells as feeder cells [14]. However, using feeder 
cells for NKC expansion is complex and susceptible to viral 
or bacterial infections, including mycoplasma. Although 
stimulation with OK432, a dead form of Streptococcus pyo-
genes, was reported, the system demonstrated inconsist-
ent expansion efficiency and purity [45, 46]. Furthermore, 
confirming sterility in this system is challenging because 
the presence of viable or dead bacteria cannot be accu-
rately determined during the culture process. Being able to 
safely and consistently expand numerous PBMC-derived 
NKCs without using feeder cells or dead bacteria could 
be the most advantageous approach for the clinical appli-
cation of NK dCIS-based immunotherapy for cancer. The 
NKC expansion system we established is capable of yield-
ing large numbers of highly purified NKCs without the use 
of feeder cells [30]. Moreover, this simple and sophisticated 
technology enabled us to produce a technology to induce 
a high amount of NK dCIS, which require more complex 
manipulations. In the present study, we used CRISPR/
Cas9 to successfully induce NK dCIS in combination with 
the NKC expansion system. We have genome-edited TIM3 
in human primary NKCs using this gene-editing technol-
ogy [33], and the expansion efficacy and gene disruption 
efficiency were comparable in the NK dCIS. In this study, 
 108 order NK dCIS were obtained from 16  mL human 
peripheral blood. We confirmed that the human primary 
NK dCIS demonstrated improved effector functions, 

(See figure on next page.)
Fig. 7 CIS deletion enhances apoptosis in GBM spheroids. a Fluorescent microscopic evaluation of T98G- and U251MG-derived spheroids 
co-cultured with NKCs. Scale bars = 100 μm. GBM cells (300 cells/well) were seeded onto nonadherent V-bottom 96-well plates for 1 day, 
co-cultured with 3 ×  103 CFSE-labeled NKCs, and observed under a BZ-X700 fluorescence microscope. The cells within all spheroids were visualized 
by recording merged Z-stack images using the BZ-X700 quick full-focus function. Phase contrast (top, Ph), FL1-based fluorescent (middle, FL1), 
and overlay (bottom, overlay) images are shown. b Flow cytometric analysis of the apoptosis of T98G- and U251MG-derived spheroids co-cultured 
with NKCs. The spheroids (5 ×  103) were co-cultured for 24 h with 5 ×  104 CFSE-labeled NKCs. Subsequently, the cells were centrifuged and detached 
with Accutase, then stained with APC-conjugated annexin V. Apoptotic GBM cells were detected with a flow cytometer. To ensure that the analysis 
was accurate, the CFSE-positive fraction was gated out to assess GBM cell apoptosis. (Left) Flow cytometry-based apoptosis assay of T98G (top) 
and U251MG cells (bottom). Red and blue color maps indicate high and low density, respectively. (Middle) Histograms negatively fractionated 
by FL-1-positive cells (CFSE) depict annexin V-positive cells. X-axis denotes APC-conjugated annexin V. (Right) Graphs indicate the percentage 
of annexin V-positive GBM cells. Data are the mean ± SD of four experiments. Statistical differences were determined by two-way ANOVA followed 
by Tukey’s test. *P < 0.05, **P < 0.01. c Adhesion molecule expression in NKCs. (Left) Histograms depict CD2, 2B4, and CD48. CD2 and 2B4 are CD48 
ligands. Gray, red, and blue histograms represent the control, NK mock, and NK dCIS, respectively. (Right) Graph depicts normalized MFI. Red 
and blue bars indicate NK mock and NK dCIS, respectively. Data are the mean ± SD of five experiments. Statistical differences were determined 
by the t-test. n.s.: not significant, *P < 0.05, **P < 0.01. At least two independent experiments were performed

including cytokine production and cytotoxicity. Although 
Rautela et al. reported on human NK dCIS and evaluated 
their cytotoxicity and in  vivo persistence [28], the NKCs 
they expanded were purified from PBMCs and expanded 
over 3 days by IL-2 before electroporation was performed. 
Although they did not describe the NKC expansion effi-
cacy, our NKC culture technique had a higher expansion 
rate than theirs. Therefore, we were able to obtain large 
amounts of NK dCIS and confirm detailed characteristics, 
including comprehensive gene expression analysis and the 
anti-tumor effect against GBM ex vivo and in vivo. To our 
knowledge, this is the first report of NK dCIS exerting anti-
tumor effects on GBM ex  vivo and in  vivo via apoptosis 
induction.

In this study, microarray analysis was performed to ana-
lyze in detail the changes caused by knocking out the CIS 
gene. The mRNA expression of the receptors and cytotoxic 
granules whose protein expression was obtained by flow 
cytometric analysis are depicted in Supplemental Fig.  5. 
The IL-2RA, LAG-3, and GZMB protein and mRNA levels 
were upregulated, while NKp44 protein levels were slightly 
upregulated whereas its mRNA expression was stable. The 
mRNA and protein levels of the remaining 14 genes were 
mostly stable. The possible reason for the NKp44 mis-
match result was the indirectly increased transcription effi-
ciency due to the increased CIS expression. These results 
indicated good validation of the comprehensive gene 
expression analysis in the present study. Differential gene 
expression analysis revealed that CIS deletion regulated 
small-scale gene expression and GSEA revealed that the 
genes associated with IFNα response, IFNɤ response, IL-6–
JAK–STAT signaling, IL-2–STAT5 signaling, mTORC1 
signaling, and TNFα signaling via NFκB were involved 
in CIS deletion in the NKCs. Cellular metabolism is now 
recognized as vital in regulating immune cell function and 
differentiation [47–50]. Immune cells undergo dynamic 
metabolic shifts to support their activity, and recent studies 
demonstrated that this is specifically true in NKC function 
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[51, 52]. For example, IFNɤ production via NK receptor 
activation requires glucose-driven oxidative phosphoryla-
tion [53]. Another study reported that mTORC1, a key 
cellular metabolism regulator, was robustly stimulated in 
activated NKCs and required for IFNɤ production [54]. 
mTOR is activated by IL-15 and is essential for IL-15-medi-
ated NKC proliferation during development and activation 
[48, 55]. Additionally, both aberrant glucose metabolism 
[56] and lipid accumulation [57] in NKCs lead to dysfunc-
tion. Here, we confirmed that deleting CIS in human pri-
mary NKCs improved their effector functions via STAT3/5 
phosphorylation, which might involve mTORC1 and p53 
signaling. Furthermore, CIS deletion in the NKCs involved 
cholesterol metabolism and tended to involve glycolysis. 
Our results supported previous findings of CIS function in 
human NKCs.

GSEA demonstrated that the unfolded protein 
response-related genes were enriched in the NK dCIS. 
Endoplasmic reticulum stress occurs with endoplasmic 
reticulum lumen accumulation of proteins with abnormal 
higher-order structures or that are not normally modi-
fied, i.e., unfolded proteins. Such proteins are caused by 
various physiological stresses, such as calcium depletion 
in the endoplasmic reticulum, cellular oxidative stress, 
the expression of mutant proteins, and low-glucose or 
hypoxic conditions [58, 59]. As endoplasmic reticulum 
stress can damage cells, cells have a system to avoid it 
[60–62] via three cellular responses: 1) inhibiting mRNA 
translation to prevent new proteins from being trans-
ported into the endoplasmic reticulum [63]. 2) Inducing 
the transcription of endoplasmic reticulum molecular 
chaperones to increase protein folding efficiency [64, 65]. 
3) Activating endoplasmic reticulum-associated deg-
radation to degrade the unfolded proteins [66, 67]. We 
hypothesized that this intracellular mechanism occurs 
in the NK dCIS. Therefore, we examined CIS mRNA 
expression in the genome-edited NKCs and determined 
that deleting CIS significantly but weakly inhibited CIS 
mRNA expression in the NKCs despite the complete 
inhibition of CIS protein expression (Fig. 3b, Supplemen-
tary Fig.  3). These accumulating findings suggested that 
abnormal proteins could degrade in the endoplasmic 
reticulum of NK dCIS.

Deleting CIS the in NKCs elicited anti-tumor effects in 
ex vivo GBM spheroids and an in vivo xenograft model. 

Comparison of the two models revealed that the apop-
tosis-inducing effect on the spheroids was weaker than 
the in  vivo anti-tumor effect on the xenograft mouse 
model. It is possible that the spheroids were only a mass 
of GBM cells and the NKCs could not penetrate the inte-
rior of the cell cluster and did not attack the inner cells 
directly, which would weaken the effect of the NK dCIS. 
Furthermore, the anti-tumor effect on the spheroids 
was evaluated only 24 h after co-culture. Therefore, it is 
unsurprising that the survival prolongation effects in the 
xenograft model and the apoptosis induction effect in the 
spheroids did not completely match.

In clinical application, NK dCIS are intended for intra-
tumor administration, with as much tumor removed as 
possible after surgery. In the animal experiments, the 
NKCs were administered 7  days post-transplantation. It 
was confirmed that the NK dCIS extended the OS in the 
mice by approximately twofold as compared to the group 
that received no NKCs. However, the NK dCIS did not 
lead to a radical cure. Nevertheless, unlike NOG mice, 
immune cells exist in humans in vivo. NK dCIS injected 
into the brain could attract other immune cells to the 
brain. For example, NK dCIS recruit conventional type 
1 dendritic cells (cDC1) by secreting the chemokines 
CCL5 and XCL1 [68]. CD4 T cells are primed by cDC1 
and activate systemic immunity [69]. This response may 
exert a greater anti-tumor effect on GBM than initially 
assumed and allow checkpoint antibodies that primarily 
target T cells to exert their effects.

Pierre-Louis Bernard and colleagues conducted an 
excellent study on the role of CIS in NKCs. They reported 
that inhibiting CIS in mouse NKCs enhanced their pro-
liferation, functions, and activation of important path-
ways. When CIS was absent from the living organism, 
NKCs infiltrated tumors more effectively, improved their 
ability to kill cancer cells, and reduced exhaustion. Con-
sequently, primary tumor growth and cancer spread to 
other parts of the body were significantly impeded in 
the animal models. Furthermore, they combined lenti-
viral pseudotype and the CRISPRi-dCas9 tool to target 
CIS in a human leukemic NKC line (NK-92) and pri-
mary NKCs, which resulted in improved cell function-
ality. These findings validated CIS as a promising target 
to enhance NKC immunotherapy [70]. However, their 
experiments were mainly conducted in mice, and only 

Fig. 8 NK dCIS prolong overall survival in an allogeneic xenograft brain tumor model. a Photo depicts injection of U87MG cells into NOG mouse 
brain. b Schematic of the experimental design. c Graph depicting the Kaplan–Meier curve. Blue, red, and green lines represent the NB (n = 8; 
HBSS/2 µL), NK mock (n = 8; 1 ×  106 NK mock/2 µL), and NK dCIS (n = 8; 1 ×  106 NK dCIS/2 µL), respectively. Survival in each group was estimated 
using the Kaplan–Meier curve method. The statistical significance of differences was determined using the log rank test. ***P < 0.001, **P < 0.01, 
***P < 0.05. d Photo of HE staining. Top and bottom images depict × 40 and × 400 magnification, respectively. Representative histocytological 
features at the time of autopsy of NB (left), NK mock (center), and NK dCIS (right) tumors are shown. Black squares in × 40 photos indicate the area 
observed under × 400 magnification

(See figure on next page.)
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NK receptor-stimulated signaling has been described for 
primary human NKCs.

As gene transfer to human NKCs via lentivirus is 
extremely inefficient, it yielded what we considered a low 
amount of dCIS primary human NKCs. Furthermore, 
when considering future clinical applications, they used 
feeder cells (EBV-LCL) to culture primary human NKCs, 
which are difficult to handle and unsuitable for clinical 
applications. In the present study, we were able to pre-
pare 2–4 ×  108 NK dCIS from 16  mL human blood in 
2 weeks using the feeder-free NKC culture technique we 
established and RNP electroporation. This approach ena-
bled more detailed in vitro, ex vivo, and in vivo analyses 
of dCIS human primary NKCs, and specifically revealed 
anti-tumor effects on GBM. These results indicated that 
clinical trials using not only NK dCIS but also other 
checkpoint molecule-knockout NKCs for GBM would be 
feasible using our technology.

In this study, we evaluated the anti-tumor effect of allo-
geneic NKCs in GBM. In a clinical trial of GBM, NK dCIS 
could be induced from healthy human blood and stocked 
in advance, which would facilitate stable clinical studies. 
Furthermore, the survival period can be prolonged by 
increasing the number of times the NKCs are adminis-
tered. Overall, NK dCIS are a highly feasible and effective 
GBM treatment. A limitation of the present study was 
that in the in vivo model, pathological sections were pre-
pared after death to confirm the presence of NKCs, but 
the presence of NKCs was not confirmed. NKCs prob-
ably do not survive long in brain tumors, and considering 
the time of tumor formation, it would be difficult to con-
firm the presence of NKCs with the present experimental 
scheme. Therefore, it is necessary to increase the number 
of doses and analyze the presence of NKCs in the tumor 
during tumor formation.

Conclusion
In conclusion, we successfully induced NK dCIS using 
CRISPR/Cas9 with efficient expansion. CIS deletion 
enhanced the NKC-mediated anti-tumor effects in allo-
geneic GBM. Therefore, allogeneic NK dCIS could be a 
promising immunotherapeutic alternative for patients 
with GBM.
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Additional file 3: Supplementary Fig. 1. Effect of CIS deletion on NKC 
receptor expression on the expanded NKCs. a Representative histogram 
of NK mock and NK dCIS analyzed by flow cytometry for NK activating 
and inhibitory receptors. Seven representative activating and inhibitory 

receptors are shown. The histograms were gated by the CD56-positive 
fraction. Blue, red, and gray histograms represent NK dCIS, NK mock, and 
negative background (NB) cells, respectively. b Graph depicts normalized 
MFI. Blue and red bars indicate NK mock and NK dCIS, respectively. Data 
are the mean ± SD, n = 4. The significance of differences was determined 
by the t-test or Mann-Whitney U test. n.s.: not significant, *P< 0.05. Data 
are from at least two independent experiments. Supplementary Fig. 2. 
Induction of NK dCIS from two independent volunteers. (Left and right) 
NK dCIS data from Volunteer 1 and 2, respectively. (Top) Graph shows the 
NKC expansion ratio 3, 5, and 7 days after electroporation. Data are the 
mean ± SD (n = 5). The significance of differences was determined by 
one-way ANOVA followed by Tukey’s test. n.s.: not significant, **P <0.01, 
*P < 0.05. (Middle and bottom) Growth inhibition assays of NK mock and 
NK dCIS on T98G (middle) and U251MG cells (bottom). E:T ratios were 
0.5:1 and 1:1 (0.5 ×  106:1 ×  106 and 1 ×  106:1 ×  106), respectively. Red, 
pink, green, light blue, and dark blue lines indicate GBM cells only (E:T = 
0:1), NK mock (E:T = 0.5:1), NK dCIS (E:T = 0.5:1) NK mock (E:T = 1:1), and 
NK dCIS (E:T = 1:1), respectively. Data are the mean ± SD (n = 3–4). Sup‑
plementary Fig. 3. CIS mRNA expression in the CIS protein-deleted NKCs. 
Graph shows mRNA expression in the CIS protein-deleted NKCs extracted 
from microarray data. Blue and red graphs denote NK mock and NK dCIS, 
respectively. Data are the mean ± SD (n = 3). The significance of differ-
ences was determined by the t-test. *P< 0.05. Supplementary Fig. 4. The 
influence of CIS expression and OT/OF effects in NK dCIS 14 days after 
electroporation of CIS exon 4 targeting-RNP. a Western blot analysis of 
CIS protein expression (top) and GAPDH expression (bottom) in NK mock 
and NK dCIS 14 days after RNP electroporation. CIS protein position in 
electrophoresis is indicated at 32 and 37 kDa. b OT (top) and OF (bottom) 
effects in in NK mock and NK dCIS 14 days after RNA electroporation. Right 
lanes depict 100-bp marker DNA. Supplementary Fig. 5. Representative 
mRNA expression values in NK mock and NK dCIS obtained by Clariom™ 
S array microarray. The mRNA expression of the receptors and cytotoxic 
granules whose protein expression (in parentheses) was obtained by flow 
cytometric analysis are as follows: IL-2RA (CD25), IL2RB (CD122), IL2RG 
(CD123), GZMB (granzyme B), PFR1 (perforin), ITGAL (CD11a), CD226 
(DNAM-1), KLRK1 (NKG2D), NCR1 (NKp46), NCR2 (NKp44), NCR3 (NKp30), 
FCGR3A (CD16), PDCD1 (PD1), LAG3 (LAG3), HAVCR2 (TIM3), TIGIT (TIGIT), 
CD96 (CD96), and KLRC1 (NKG2A). The mRNA signal intensity  (log2) was 
corrected by calculating the characteristic control signal values. The 
significance of differences was determined by the t-test. n = 3, **P < 0.01. 
All data were from at least two independent experiments.

Acknowledgements
Not applicable.

Authors’ contributions
Conceptualization, design, guidance, methodology, investigation, data analy-
sis, and writing (original draft preparation, review, and editing): T.N. and T.M.; 
conceptualization and writing (review and editing): R.Mat. and T.T.; writing 
(review and editing): R.Mae., F.N., M.N., S.Y., I.N., Y.-S.P., T.I. and H.N. All authors 
made important contributions to the experiments.

Funding
This study was supported by JSPS KAKENHI (grant numbers: JP 22K09213 and 
22K16667).

Availability of data and materials
The datasets generated during the current study are available from the cor-
responding author upon reasonable request.

Declarations

Ethics approval and consent to participate
This Ethics Committee of Nara Medical University approved this study (No. 
1058). The study was conducted according to university guidelines. All proce-
dures that involved human participants were conducted according to insti-
tutional and/or national research committee ethical standards and the 1964 
Declaration of Helsinki and its subsequent alterations or equivalent ethical 

https://doi.org/10.1186/s13046-023-02770-6
https://doi.org/10.1186/s13046-023-02770-6


Page 21 of 22Nakazawa et al. J Exp Clin Cancer Res          (2023) 42:205  

standards. All healthy volunteers in this study provided informed consent in 
accordance with Declaration of Helsinki tenets.

Consent for publication
All authors have read and agreed to the published version of the manuscript.

Competing interests
T.N. and M.N. are employees of Grandsoul Research Institute for Immunology, 
Inc. and Clinic Grandsoul Nara, respectively. The other authors declare no 
conflicts of interest. There are no competing financial interests in relation to 
the work described.

Author details
1 Grandsoul Research Institute for Immunology, Inc, 8-1 Matsui, Uda, Nara 
634-8522, Japan. 2 Clinic Grandsoul Nara, Uda, Nara, Japan. 3 Department 
of Neurosurgery, Nara Medical University, Kashihara, Nara, Japan. 4 Department 
of Immunology, Nara Medical University, Kashihara, Nara 634-8522, Japan. 

Received: 8 May 2023   Accepted: 18 July 2023

References
 1. Louis DN, Perry A, Wesseling P, Brat DJ, Cree IA, Figarella-Branger D, et al. 

The 2021 WHO classification of tumors of the central nervous system: a 
summary. Neuro Oncol. 2021;23(8):1231–51.

 2. Stupp R, Mason WP, van den Bent MJ, Weller M, Fisher B, Taphoorn MJ, 
et al. Radiotherapy plus concomitant and adjuvant temozolomide for 
glioblastoma. N Engl J Med. 2005;352(10):987–96.

 3. Ostrom QT, Cote DJ, Ascha M, Kruchko C, Barnholtz-Sloan JS. Adult 
glioma incidence and survival by race or ethnicity in the United States 
From 2000 to 2014. JAMA Oncol. 2018;4(9):1254–62.

 4. Stupp R, Taillibert S, Kanner A, Read W, Steinberg D, Lhermitte B, et al. 
Effect of tumor-treating fields plus maintenance temozolomide vs main-
tenance temozolomide alone on survival in patients with glioblastoma: a 
randomized clinical trial. JAMA. 2017;318(23):2306–16.

 5. Todo T, Ito H, Ino Y, Ohtsu H, Ota Y, Shibahara J, et al. Intratumoral onco-
lytic herpes virus G47∆ for residual or recurrent glioblastoma: a phase 2 
trial. Nat Med. 2022;28(8):1630–9.

 6. Gandhi L, Rodriguez-Abreu D, Gadgeel S, Esteban E, Felip E, De Angelis 
F, et al. Pembrolizumab plus chemotherapy in metastatic non-small-cell 
lung cancer. N Engl J Med. 2018;378(22):2078–92.

 7. Larkin J, Chiarion-Sileni V, Gonzalez R, Grob JJ, Rutkowski P, Lao CD, 
et al. Five-year survival with combined nivolumab and ipilimumab in 
advanced melanoma. N Engl J Med. 2019;381(16):1535–46.

 8. Neelapu SS, Locke FL, Bartlett NL, Lekakis LJ, Miklos DB, Jacobson CA, 
et al. Axicabtagene ciloleucel CAR T-cell therapy in refractory large B-cell 
lymphoma. N Engl J Med. 2017;377(26):2531–44.

 9. Reardon DA, Brandes AA, Omuro A, Mulholland P, Lim M, Wick A, et al. 
Effect of nivolumab vs bevacizumab in patients with recurrent glioblas-
toma: the CheckMate 143 phase 3 randomized clinical trial. JAMA Oncol. 
2020;6(7):1003–10.

 10. Bagley SJ, Desai AS, Linette GP, June CH, O’Rourke DM. CAR T-cell therapy 
for glioblastoma: recent clinical advances and future challenges. Neuro 
Oncol. 2018;20(11):1429–38.

 11. Morimoto T, Nakazawa T, Maeoka R, Nakagawa I, Tsujimura T, Matsuda R. 
Natural Killer Cell-Based Immunotherapy against Glioblastoma. Int J Mol 
Sci. 2023;24(3):2111.

 12. Vivier E, Tomasello E, Baratin M, Walzer T, Ugolini S. Functions of natural 
killer cells. Nat Immunol. 2008;9(5):503–10.

 13. Parkhurst MR, Riley JP, Dudley ME, Rosenberg SA. Adoptive transfer of 
autologous natural killer cells leads to high levels of circulating natural 
killer cells but does not mediate tumor regression. Clin Cancer Res. 
2011;17(19):6287–97.

 14. Sakamoto N, Ishikawa T, Kokura S, Okayama T, Oka K, Ideno M, et al. Phase I 
clinical trial of autologous NK cell therapy using novel expansion method 
in patients with advanced digestive cancer. J Transl Med. 2015;13:277.

 15. Krause SW, Gastpar R, Andreesen R, Gross C, Ullrich H, Thonigs G, et al. 
Treatment of colon and lung cancer patients with ex vivo heat shock 

protein 70-peptide-activated, autologous natural killer cells: a clinical 
phase i trial. Clin Cancer Res. 2004;10(11):3699–707.

 16. Lanier LL. Up on the tightrope: natural killer cell activation and inhibition. 
Nat Immunol. 2008;9(5):495–502.

 17. Myers JA, Miller JS. Exploring the NK cell platform for cancer immuno-
therapy. Nat Rev Clin Oncol. 2021;18(2):85–100.

 18. Shimasaki N, Jain A, Campana D. NK cells for cancer immunotherapy. Nat 
Rev Drug Discov. 2020;19(3):200–18.

 19. Romee R, Rosario M, Berrien-Elliott MM, Wagner JA, Jewell BA, 
Schappe T, et al. Cytokine-induced memory-like natural killer cells 
exhibit enhanced responses against myeloid leukemia. Sci Transl Med. 
2016;8(357):357ra123.

 20. Maude SL, Teachey DT, Porter DL, Grupp SA. CD19-targeted chimeric 
antigen receptor T-cell therapy for acute lymphoblastic leukemia. Blood. 
2015;125(26):4017–23.

 21. Klemm F, Maas RR, Bowman RL, Kornete M, Soukup K, Nassiri S, et al. Inter-
rogation of the microenvironmental landscape in brain tumors reveals 
disease-specific alterations of immune cells. Cell. 2020;181(7):1643-60 
e17.

 22. Grabowski MM, Sankey EW, Ryan KJ, Chongsathidkiet P, Lorrey SJ, 
Wilkinson DS, et al. Immune suppression in gliomas. J Neurooncol. 
2021;151(1):3–12.

 23. Jinek M, Chylinski K, Fonfara I, Hauer M, Doudna JA, Charpentier E. A pro-
grammable dual-RNA-guided DNA endonuclease in adaptive bacterial 
immunity. Science. 2012;337(6096):816–21.

 24. Mali P, Esvelt KM, Church GM. Cas9 as a versatile tool for engineering biol-
ogy. Nat Methods. 2013;10(10):957–63.

 25. Delconte RB, Kolesnik TB, Dagley LF, Rautela J, Shi W, Putz EM, et al. CIS is 
a potent checkpoint in NK cell-mediated tumor immunity. Nat Immunol. 
2016;17(7):816–24.

 26. Zhu H, Blum RH, Bernareggi D, Ask EH, Wu Z, Hoel HJ, et al. Metabolic 
reprograming via deletion of CISH in human iPSC-derived NK cells 
promotes in vivo persistence and enhances anti-tumor activity. Cell Stem 
Cell. 2020;27(2):224-237.e6.

 27. Daher M, Basar R, Gokdemir E, Baran N, Uprety N, Nunez Cortes AK, et al. 
Targeting a cytokine checkpoint enhances the fitness of armored cord 
blood CAR-NK cells. Blood. 2021;137(5):624–36.

 28. Rautela J, Surgenor E, Huntington ND. Drug target validation in 
primary human natural killer cells using CRISPR RNP. J Leukoc Biol. 
2020;108(4):1397–408.

 29. Pomeroy EJ, Hunzeker JT, Kluesner MG, Lahr WS, Smeester BA, Crosby MR, 
et al. A genetically engineered primary human natural killer cell platform 
for cancer immunotherapy. Mol Ther. 2020;28(1):52–63.

 30. Tanaka Y, Nakazawa T, Nakamura M, Nishimura F, Matsuda R, Omoto K, 
et al. Ex vivo-expanded highly purified natural killer cells in combination 
with temozolomide induce antitumor effects in human glioblastoma 
cells in vitro. PLoS ONE. 2019;14(3):e0212455.

 31. Kobayashi Y, Kushihara Y, Saito N, Yamaguchi S, Kakimi K. A novel scoring 
method based on RNA-Seq immunograms describing individual cancer-
immunity interactions. Cancer Sci. 2020;111(11):4031–40.

 32. Bowman RL, Wang Q, Carro A, Verhaak RG, Squatrito M. GlioVis data portal 
for visualization and analysis of brain tumor expression datasets. Neuro 
Oncol. 2017;19(1):139–41.

 33. Morimoto T, Nakazawa T, Matsuda R, Nishimura F, Nakamura M, Yamada S, 
et al. CRISPR-Cas9-mediated TIM3 knockout in human natural killer cells 
enhances growth inhibitory effects on human glioma cells. Int J Mol Sci. 
2021;22(7):3489.

 34. Nakazawa T, Natsume A, Nishimura F, Morimoto T, Matsuda R, Nakamura 
M, et al. Effect of CRISPR/Cas9-mediated PD-1-disrupted primary human 
third-generation CAR-T cells targeting EGFRvIII on in vitro human glio-
blastoma cell growth. Cells. 2020;9(4):998.

 35. Roshan Moniri M, Young A, Reinheimer K, Rayat J, Dai LJ, Warnock 
GL. Dynamic assessment of cell viability, proliferation and migra-
tion using real time cell analyzer system (RTCA). Cytotechnology. 
2015;67(2):379–86.

 36. Nakazawa T, Morimoto T, Maeoka R, Matsuda R, Nakamura M, Nishimura 
F, et al. Establishment of an efficient ex vivo expansion strategy for 
human natural killer cells stimulated by defined cytokine cocktail and 
antibodies against natural killer cell activating receptors. Regen Ther. 
2022;21:185–91.



Page 22 of 22Nakazawa et al. J Exp Clin Cancer Res          (2023) 42:205 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 37. Barba D, Saris SC, Holder C, Rosenberg SA, Oldfield EH. Intratumoral 
LAK cell and interleukin-2 therapy of human gliomas. J Neurosurg. 
1989;70(2):175–82.

 38. Ishikawa E, Tsuboi K, Saijo K, Harada H, Takano S, Nose T, et al. Autologous 
natural killer cell therapy for human recurrent malignant glioma. Antican-
cer Res. 2004;24(3b):1861–71.

 39. Hodgins JJ, Khan ST, Park MM, Auer RC, Ardolino M. Killers 2.0: 
NK cell therapies at the forefront of cancer control. J Clin Invest. 
2019;129(9):3499–510.

 40. Miller JS, Lanier LL. Natural killer cells in cancer immunotherapy. Annu 
Rev Cancer Biol. 2019;3(1):77–103.

 41. Liang S, Xu K, Niu L, Wang X, Liang Y, Zhang M, et al. Comparison of 
autogeneic and allogeneic natural killer cells immunotherapy on 
the clinical outcome of recurrent breast cancer. Onco Targets Ther. 
2017;10:4273–81.

 42. Koh EK, Lee HR, Son WC, Park GY, Kim J, Bae JH, et al. Combinatorial 
immunotherapy with gemcitabine and ex vivo-expanded NK cells 
induces anti-tumor effects in pancreatic cancer. Sci Rep. 2023;13(1):7656.

 43. Imai C, Iwamoto S, Campana D. Genetic modification of primary natural 
killer cells overcomes inhibitory signals and induces specific killing of 
leukemic cells. Blood. 2005;106(1):376–83.

 44. Lee HR, Son CH, Koh EK, Bae JH, Kang CD, Yang K, et al. Expansion of 
cytotoxic natural killer cells using irradiated autologous peripheral blood 
mononuclear cells and anti-CD16 antibody. Sci Rep. 2017;7(1):11075.

 45. Deng X, Terunuma H, Nieda M, Xiao W, Nicol A. Synergistic cytotoxicity 
of ex vivo expanded natural killer cells in combination with mono-
clonal antibody drugs against cancer cells. Int Immunopharmacol. 
2012;14(4):593–605.

 46. Dewan MZ, Terunuma H, Toi M, Tanaka Y, Katano H, Deng X, et al. 
Potential role of natural killer cells in controlling growth and infiltra-
tion of AIDS-associated primary effusion lymphoma cells. Cancer Sci. 
2006;97(12):1381–7.

 47. Mah AY, Cooper MA. Metabolic regulation of natural killer cell IFN-gamma 
production. Crit Rev Immunol. 2016;36(2):131–47.

 48. Marcais A, Cherfils-Vicini J, Viant C, Degouve S, Viel S, Fenis A, et al. 
The metabolic checkpoint kinase mTOR is essential for IL-15 signal-
ing during the development and activation of NK cells. Nat Immunol. 
2014;15(8):749–57.

 49. O’Brien KL, Finlay DK. Immunometabolism and natural killer cell 
responses. Nat Rev Immunol. 2019;19(5):282–90.

 50. Pearce EL, Poffenberger MC, Chang CH, Jones RG. Fueling immu-
nity: insights into metabolism and lymphocyte function. Science. 
2013;342(6155):1242454.

 51. Geller MA, Cooley S, Judson PL, Ghebre R, Carson LF, Argenta PA, et al. 
A phase II study of allogeneic natural killer cell therapy to treat patients 
with recurrent ovarian and breast cancer. Cytotherapy. 2011;13(1):98–107.

 52. Kobayashi T, Mattarollo SR. Natural killer cell metabolism. Mol Immunol. 
2019;115:3–11.

 53. Keppel MP, Saucier N, Mah AY, Vogel TP, Cooper MA. Activation-specific 
metabolic requirements for NK Cell IFN-gamma production. J Immunol. 
2015;194(4):1954–62.

 54. Donnelly RP, Loftus RM, Keating SE, Liou KT, Biron CA, Gardiner CM, et al. 
mTORC1-dependent metabolic reprogramming is a prerequisite for NK 
cell effector function. J Immunol. 2014;193(9):4477–84.

 55. Mao Y, van Hoef V, Zhang X, Wennerberg E, Lorent J, Witt K, et al. IL-15 
activates mTOR and primes stress-activated gene expression leading to 
prolonged antitumor capacity of NK cells. Blood. 2016;128(11):1475–89.

 56. Cong J, Wang X, Zheng X, Wang D, Fu B, Sun R, et al. Dysfunction of natu-
ral killer cells by FBP1-induced inhibition of glycolysis during lung cancer 
progression. Cell Metab. 2018;28(2):243-55 e5.

 57. Michelet X, Dyck L, Hogan A, Loftus RM, Duquette D, Wei K, et al. Meta-
bolic reprogramming of natural killer cells in obesity limits antitumor 
responses. Nat Immunol. 2018;19(12):1330–40.

 58. Rutkowski DT, Kaufman RJ. A trip to the ER: coping with stress. Trends Cell 
Biol. 2004;14(1):20–8.

 59. Zhang K, Kaufman RJ. From endoplasmic-reticulum stress to the inflam-
matory response. Nature. 2008;454(7203):455–62.

 60. Schroder M, Kaufman RJ. ER stress and the unfolded protein response. 
Mutat Res. 2005;569(1–2):29–63.

 61. Ron D. Translational control in the endoplasmic reticulum stress response. 
J Clin Invest. 2002;110(10):1383–8.

 62. Kaufman RJ. Orchestrating the unfolded protein response in health and 
disease. J Clin Invest. 2002;110(10):1389–98.

 63. Harding HP, Novoa I, Zhang Y, Zeng H, Wek R, Schapira M, et al. Regulated 
translation initiation controls stress-induced gene expression in mam-
malian cells. Mol Cell. 2000;6(5):1099–108.

 64. Li M, Baumeister P, Roy B, Phan T, Foti D, Luo S, et al. ATF6 as a transcrip-
tion activator of the endoplasmic reticulum stress element: thapsigargin 
stress-induced changes and synergistic interactions with NF-Y and YY1. 
Mol Cell Biol. 2000;20(14):5096–106.

 65. Yoshida H, Haze K, Yanagi H, Yura T, Mori K. Identification of the cis-
acting endoplasmic reticulum stress response element responsible for 
transcriptional induction of mammalian glucose-regulated proteins. 
Involvement of basic leucine zipper transcription factors. J Biol Chem. 
1998;273(50):33741–9.

 66. Ng DT, Spear ED, Walter P. The unfolded protein response regulates 
multiple aspects of secretory and membrane protein biogenesis and 
endoplasmic reticulum quality control. J Cell Biol. 2000;150(1):77–88.

 67. Travers KJ, Patil CK, Wodicka L, Lockhart DJ, Weissman JS, Walter P. Func-
tional and genomic analyses reveal an essential coordination between 
the unfolded protein response and ER-associated degradation. Cell. 
2000;101(3):249–58.

 68. Bottcher JP, Bonavita E, Chakravarty P, Blees H, Cabeza-Cabrerizo M, 
Sammicheli S, et al. NK cells stimulate recruitment of cDC1 into the 
tumor microenvironment promoting cancer immune control. Cell. 
2018;172(5):1022–3714.

 69. Ferris ST, Durai V, Wu R, Theisen DJ, Ward JP, Bern MD, et al. cDC1 prime 
and are licensed by CD4(+) T cells to induce anti-tumour immunity. 
Nature. 2020;584(7822):624–9.

 70. Bernard PL, Delconte R, Pastor S, Laletin V, Costa Da Silva C, Goubard 
A, et al. Targeting CISH enhances natural cytotoxicity receptor signal-
ing and reduces NK cell exhaustion to improve solid tumor immunity. 
J Immunother Cancer. 2022;10(5):e004244. https:// doi. org/ 10. 1136/ 
jitc- 2021- 004244.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1136/jitc-2021-004244
https://doi.org/10.1136/jitc-2021-004244

	CIS deletion by CRISPRCas9 enhances human primary natural killer cell functions against allogeneic glioblastoma
	Abstract 
	Background 
	Methods 
	Results 
	Conclusion 

	Introduction
	Materials and methods
	Ethics
	Cancer immunogram and GlioVis
	Cell lines
	Single guide RNAs
	Induction of NK dCIS
	Efficacy of CRISPRCas9 gene disruption
	Microarray-based gene expression
	Antibody staining and flow cytometry

	Western blotting
	Growth inhibition assays
	Spheroid culture and CFSE-based cytotoxic assay
	In vivo orthotopic xenograft assays
	Histochemical analysis
	Statistical analysis

	Results
	Immunological feature in human GBM
	Induction of human primary NK dCIS by CRISPRCas9 RNP
	Characterization of NK dCIS
	Comprehensive differential gene expression microarray analysis in NK dCIS
	Functional characterization of NK dCIS on human allogeneic GBM cells in vitro
	Apoptosis induction effects of NK dCIS in GBM cell-derived spheroids
	CIS deletion enhanced NKC anti-tumor activity in the allogeneic brain tumor model

	Discussion
	Conclusion
	Anchor 33
	Acknowledgements
	References


