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The NK cell checkpoint NKG2A 
maintains expansion capacity 
of human NK cells
Meike Kaulfuss 1, Juliane Mietz 1, Astrid Fabri 1,2, Johannes vom Berg 3, Christian Münz 4 & 
Obinna Chijioke 1,5*

Human natural killer (NK) cells are cytotoxic effector cells that are increasingly harnessed in cancer 
immunotherapy. NKG2A/CD94 is an inhibitory receptor on NK cells that has established regulatory 
functions in the direct interaction with target cells when engaged with its ligand, the non-classical 
HLA class I molecule HLA-E. Here, we confirmed NKG2A as a checkpoint molecule in primary 
human NK cells and identified a novel role for NKG2A in maintaining NK cell expansion capacity by 
dampening both proliferative activity and excessive activation-induced cell death. Maintenance of NK 
cell expansion capacity might contribute to the preferential accumulation of human  NKG2A+ NK cells 
after hematopoietic cell transplantation and enrichment of functionally impaired NK cells in human 
cancers. Functional silencing of NKG2A for cancer immunotherapy is highly attractive but will need 
to consider that this might also lead to a reduced survival by driving activation-induced cell death in 
targeted NK cells.

Human natural killer (NK) cells have received renewed attention in clinical immuno-oncology, especially for use 
in adoptive cell  therapy1,2, most recently as engineered cytotoxic effector cells carrying chimeric antigen recep-
tors for the treatment of hematologic  cancers3. Advantages of targeting NK cells compared to T cells for cancer 
immunotherapy include their innate antitumor activity and, by demonstrating a remarkable safety  profile3,4, their 
potential as off-the-shelf product. However, adoptive transfer of non-engineered NK cell products or singular 
targeting of inhibitory receptors on endogenous NK cells by means of antagonistic antibodies have not yet yielded 
substantial clinical  benefit2. Therefore, a better understanding of NK cell biology seems critical to better harness 
and enhance the antitumor potential of these cytotoxic cells.

The surface molecule NKG2A complexed as a heterodimer with the non-signaling CD94 molecule is an 
invariant inhibitory NK cell receptor (hereafter referred to as NKG2A)5–7. NKG2A has established regulatory 
functions in the direct interaction of NK cells with target cells, limiting NK cell effector responses like cytotoxicity 
when engaged with its ligand, the non-classical HLA class I molecule HLA-E5. Importantly, overexpression of 
HLA-E has been reported in a wide range of human  cancers8 and has been associated with worse prognosis in 
colorectal cancer, non-small cell lung carcinoma and gynecological  cancers9–13. Blocking NKG2A or disruption 
of its ligand on cancer cells has been demonstrated to improve outcome of immunotherapy and thus, NKG2A 
has been considered an NK cell  checkpoint8,14–17. Furthermore, NKG2A is involved in NK cell  education18,19 
rendering  NKG2A+ NK cells more reactive towards transformed HLA class I negative target cells. Since in 
humans NKG2A is expressed by around half of blood NK  cells20, NKG2A with its low genetic diversity makes it 
an abundant and attractive target molecule for engineering of NK cells.

Here, we disrupted NKG2A via CRISPR gene editing and expanded engineered NK cells, which is needed 
to reach large enough numbers for therapeutic infusions. We adopted an ex vivo NK cell expansion protocol 
that has been used safely in clinical  trials3,21, based on a myeloid leukemic cell line expressing membrane bound 
IL-21 as irradiated feeder  cells22. Although expression of NKG2A has been associated with an immature NK 
cell phenotype that correlates with increased proliferative  capacity23, it remained unclear whether NKG2A is 
directly involved in NK cell expansion. By abrogating NKG2A at the genetic level, we validated the functional 
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involvement of NKG2A in NK cell cytotoxicity and provide evidence suggesting that NKG2A is required to 
maintain NK cell expansion.

Methods
Primary cells and cell lines. Peripheral blood mononuclear cells (PBMCs) were isolated from healthy 
donors with density gradient centrifugation (Ficoll Paque Premium, GE Healthcare, 17-5442-03). For the expan-
sion of  NKG2A+ and  NKG2A− NK cells, PBMCs were first depleted of T cells with anti-CD3 MicroBeads (Milte-
nyi, 130-050-101) and in a second step separated by using APC-conjugated anti-CD159a (Miltenyi, 130-113-
563) and anti-APC MicroBeads (Miltenyi, 130-090-855) according to the manufacturer’s instructions. Primary 
human NK cells were isolated from PBMCs using the human NK cell Isolation Kit (Miltenyi, 130-092-657) 
for negative selection of NK cells and the  autoMACS® Pro Separator according to manufacturer’s instructions. 
For expansion of NK cells, irradiated (130  Gy) K562mbIL21 feeder cells (kindly provided by Dr. Dean Lee, 
Nationwide Children’s Hospital, Columbus, United States) were added at a 1:2 ratio (lymphocyte to feeder cell 
ratio) on day 0 and at a 1:1 ratio every 7 days. Transformed autologous cells were manufactured from primary 
human B cells, isolated from PBMCs using anti-CD19 MicroBeads (Miltenyi, 130-050-301) according to the 
manufacturer’s protocol and infected with Epstein Barr Virus (EBV) B95-8 at an MOI of 0.1 for transformation, 
to generate lymphoblastoid cell lines (LCLs). Primary human NK cells were cultured in RPMI1640 medium 
(Gibco) supplemented with 10% fetal calf serum (FCS; Biochrom), 1% penicillin/streptomycin (1% P/S; Gibco) 
and 200 U/mL recombinant human IL-2 (PeproTech, 200-02). Medium was replaced every 2–3 days. K562 cells 
were obtained from ATCC. K562 cells, LCLs and K562mbIL21 cells were cultured in RPMI1640 medium sup-
plemented with 10% FCS and 1% P/S and passaged twice per week. Viability of the cells was assessed using 0.4% 
trypan blue solution (Gibco) at a 1:10 dilution.

Editing of NK cells. The NKG2A knockout (KO) from bulk  NKG2A+ NK cells and  NKG2A+KIR− NK cells 
was performed 7 days after start of the expansion using CRISPR gene editing. The KLRC1 targeting crRNA (ACT 
GCA GAG ATG GAT AAC CA) was designed in-house with  CRISPOR24 and purchased from Integrated DNA 
Technologies (IDT) as was the non-targeting control crRNA, the tracrRNA (IDT, 1072533) and Cas9 (Strepto-
coccus pyogenes) protein (IDT, 1081058). The formation of Cas9 ribonucleoproteins (RNPs) was performed as 
described by Roth et al.25 0.5 ×  106 NK cells were electroporated per well of a Nucleostrip™ with RNPs using the 
P3 Primary Cell 4D-Nucleofector™ X kit S (Lonza, V4XP-3032) according to the manufacturer’s instructions and 
pulsed with the code DK-100 using the 4D-Nucleofector™ (Lonza). NKG2A KO efficiency was determined 72 h 
after electroporation by flow cytometry.

Flow cytometry. For the detection of surface markers cells were stained for 20 min at 4 °C in PBS with 
the appropriate antibodies. For the detection of intracellular or intranuclear markers after surface staining the 
cells were fixed with the BD Cytofix/Cytoperm™ Fixation/Permeabilization Kit (BD, 554714) according to the 
manufacturer’s instructions and stained with the appropriate antibodies for 30 min at 4 °C. For the detection 
of dead cells, the samples were stained with Zombie Aqua™ (Biolegend, 423101). Samples were acquired on BD 
LSRFortessa™ Flow Cytometer (BD Biosciences) or BD FACSymphony 5L (BD Biosciences). To evaluate apop-
tosis, cells were stained with the surface markers first, then washed and stained with Annexin V (IQ products, 
IQP-120F) according to the manufacturer’s instructions. Cells were defined as apoptotic when being Annexin 
V positive and negative for the live/dead marker. The data was analyzed using FlowJo software (Tree Star). The 
following antibodies were used: anti-CD56 (BV650, HCD56, Biolegend, 318344), anti-CD16 (BV605, 3G8, Bio-
legend, 302040), anti-CD3 (BV711, OKT3, Biolegend, 317328), anti-CD3 (PerCP-Cy5.5, UCHT1, Biolegend, 
300430), anti-Ki67 (BV605, 16A8, Biolegend, 652413), anti-CD57 (PE-Dazzle-594, HNK1, Biolegend, 359620), 
anti-CD159a (FITC, REA110, Miltenyi, 130-113-565), anti-phosphorylated S6 ribosomal protein (PE-Cy7, Cell 
signaling, 34411S), anti-CD25 (APC-Cy7, BC96, Biolegend, 302614), anti-CD132 (PE, TUGh4, Biolegend, 
338606), anti-CD158a,h (APC, EB6B, Beckmann Coulter, A22332), anti-CD158b1/b2,j (APC, GL183, Beck-
mann Coulter, A22333), anti-CD158e (APC, DX9, R&D, FAB1225A-100), anti-CD159a (PE, Z199, Beckmann 
Coulter, IM2391U), anti-LILRB1 (PE-Cy7, HP-F1, Invitrogen/eBioscience, 25-5129-42), anti-phospho-STAT5-
Y694 (PerCP-eFluor710, SRBCZX, Invitrogen/eBioscience, 46-9010-42), anti-phospho-STAT3-Y705 (PE-Cy7, 
LUVNKLA, Invitrogen/eBioscience, 25-9033-42), anti-HLA-ABC (APC-Cy7, w6/32, Biolegend, 311426), anti-
HLA-E (APC, 3D12, Biolegend, 342606). For staining of pSTAT3 and pSTAT5, cells were fixed with the BD 
Pharmingen Transcription Factor Phospho Buffer Set (BD, 565575) following the manufacturer’s instructions.

Cytotoxicity assays. For cytotoxicity assays K562 cells or LCLs were labeled with PKH67 green (Sigma, 
MINI67-1KT) or PKH26 red fluorescent cell linker (Sigma, MINI26-1KT) according to the manufacturer’s pro-
tocol. Labeled target cells and primary cells were cocultured at different target:effector ratios (1:1, 1:5, 1:10, 1:20) 
for 4 h. Viability of the labeled target cells was determined by the addition of TO-PRO™-3 iodide (Invitrogen, 
T3605) immediately before acquisition.

FACS sort. NK cells were stained for CD3, CD56, NKG2A, KIR2DL1/DS1, KIR2DL2/L3/S2, KIR3DL1 and 
live/dead as described above. After selection for viable  CD3−CD56+ NK cells, subpopulations were sorted based 
on the expression of NKG2A (CD159a) and/or KIRs (KIR2DL1/DS1 (CD158a,h), KIR2DL2/L3/S2 (CD158b1/
b2,j), KIR3DL1 (CD158e)) using a FACSAria III cell sorter with BD FACS Diva Software (BD Biosciences), noz-
zle size 100 µm. Purity of the populations was confirmed after sorting by flow cytometric analysis.
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Statistical analysis. Statistical analysis was performed with GraphPad Prism Version 9.2.0 (283). Number 
of experimental repeats, donors and specific statistical tests are specified in the corresponding figure legends. p 
values of less than 0.05 were considered significant.

Ethics statement. All methods were carried out in accordance with relevant guidelines and regulations. 
Informed consent was obtained from all subjects. The use of blood from adult healthy donors was approved 
by and performed according to the cantonal ethical committee of Zürich, Switzerland (protocols KEK-StV-Nr. 
19/08 and 2019-00837).

Results
Knockout of the NK cell checkpoint NKG2A increases killing of transformed autologous 
cells. To determine whether the cytotoxic capacity of human NK cells (Fig.  S1 for gating strategy) could 
be increased by knocking out the inhibitory receptor NKG2A, PBMCs were isolated from healthy donors, 
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Figure 1.  Knockout of the NK cell checkpoint NKG2A increases NK cell killing of transformed autologous 
cells. (A) PBMCs were isolated from healthy donors, depleted of T cells and selected for  NKG2A+ cells by 
MACS. NKG2A was knocked out by nucleofection with Cas9 RNP complexes in enriched  NKG2A+ cells. (B) 
Frequency of NKG2A before and after knockout (KO). (C) Frequency of  CD3−CD56+ NK cells and (D) NKG2A 
expression in expanded  NKG2A+ and  NKG2AKO subpopulations. (E) Specific lysis of autologous cells (Epstein 
Barr virus transformed B lymphoblastoid cells) or (F) of K562 cells by expanded  NKG2A+ or  NKG2AKO NK 
cells at the indicated effector to target cell ratios (2way ANOVA, uncorrected Fisher’s LSD; shown is data from 2 
independent experiments with 2 donors and 2 technical replicates each).  N+,  NKG2A+ NK cells;  NKO,  NKG2AKO 
NK cells. Mean values ± SEM are shown, symbols represent single donors. Data in (B–D) includes 3 donors, 
significance by unpaired t-test. (B) ***p = 0.0005, (D) *p = 0.0476, (E) ***p = 0.0001, ****p < 0.0001.
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depleted of T cells by magnetic-activated cell sorting (MACS), then separated by the expression of NKG2A 
and the  NKG2A+ fraction selected (Fig. 1A). A crRNA targeting KLRC1, the gene encoding NKG2A located on 
chromosome 12 was designed in-house (Fig. S2A). Nucleofection of  NKG2A+ cells with Cas9 ribonucleopro-
tein (RNP) complexes led to an average reduction of NKG2A protein expression by 78% as assessed by surface 
staining (Fig. 1B and Fig. S2B). Before performing cytotoxicity assays, no significant difference was found in the 
proportion of NK cells among  NKG2A+ and  NKG2AKO populations (Fig. 1C) and NKG2A was still significantly 
reduced on  NKG2AKO NK cells after expansion (Fig. 1D and Fig. S2C). To determine the functional impact of 
the NKG2A knockout on NK cell cytotoxicity, expanded  NKG2A+ or  NKG2AKO NK cells were co-cultured for 
4 h with HLA class I positive autologous Epstein Barr virus transformed B lymphoblastoid cells at different effec-
tor to target cell ratios. Addition of  NKG2AKO NK cells resulted in significantly greater lysis of target cells than 
observed with addition  NKG2A+ NK cells (Fig. 1E). In contrast, this increased killing capacity of  NKG2AKO NK 
cells compared to  NKG2A+ NK cells was not detectable against K562 cells, a myelogenous leukemic cell line that 
is mostly HLA class I deficient and thus lacks the ligand for NKG2A (Fig. 1F). Together, these results demon-
strate at the genetic level that NKG2A functions as a checkpoint molecule in human NK cells with disruption of 
KLRC1 leading to increased cytotoxicity of engineered  NKG2AKO NK cells.

NKG2A− NK cells show a decreased fold expansion in vitro as compared to  NKG2A+ NK cells. In 
separate sets of experiments,  NKG2A− NK cells were isolated in parallel to  NKG2A+ NK cells (Fig. 2A). After 
selection by MACS, frequencies of  CD3−CD56+ NK cells were not significantly different between the  NKG2A+ 
subpopulation and the  NKG2A− subpopulation (Fig.  2B). NKG2A expression on  CD3−CD56+ NK cells was 
> 97% in the  NKG2A+ subpopulation and below 50% within NK cells of the  NKG2A− subpopulation (Fig. 2C). 
Furthermore, the percentages of  CD56dimCD16+ NK cells among sorted  NKG2A+ NK cells and  NKG2A− NK 
cells (Fig. 2D) as well as the percentages of  CD56brightCD16− NK cells did not differ significantly between the two 
NK cell fractions, although  CD56brightCD16− NK cells were rare among  NKG2A− NK cells (Fig. 2E). In contrast, 
the proportion of cells with KIR expression was almost threefold higher in  NKG2A− NK cells than in  NKG2A+ 
NK cells (Fig. 2F), while there was no significant difference in the expression of the inhibitory receptor LILRB1 
(Fig. 2G) or the terminal differentiation marker CD57 (Fig. 2H). Compared to  NKG2A+ NK cells,  NKG2A− 
NK cells showed a significantly lower fold bulk expansion over the course of 3 weeks (Fig. 2I, mean difference 
on day 22: 18.8-fold). Because of low NK cell frequencies in the starting population after MACS enrichment, 
NK cells were FACS sorted to high purity. Notably, the difference in expansion capacity was maintained in 
FACS sorted NK cells comparing NK cells after knocking out NKG2A via Cas9 RNPs and  NKG2A+ NK cells 
treated with nontargeting Cas9 RNPs (Fig. S2D). At the end of expansion, both  NKG2A+ and  NKG2A− MACS 
enriched subpopulations contained almost exclusively  CD3−CD56+ NK cells (Fig. 2J). However, the percentage 
of NKG2A expression increased to 80% in the  NKG2A− subpopulation, whereas it remained close to 100% in the 
 NKG2A+ subpopulation (Fig. 2K). While discrimination between  CD56dimCD16+ NK cells and  CD56brightCD16− 
NK cells was no longer possible due to upregulation of CD56 during expansion, the percentage of  CD16+ NK 
cells was similar in both  NKG2A+ and  NKG2A− NK cell fractions (Fig.  2L). In contrast, KIR expression in 
 NKG2A+ and  NKG2A− NK cells showed significant differences after expansion, which was higher in  NKG2A− 
NK cells (Fig. 2M), similar to the differences at baseline (Fig. 2F). Interestingly, the percentage  LILRB1+ NK cells 
and  CD57+ NK cells decreased to below 1% in both  NKG2A+ and  NKG2A− NK cell fractions after expansion 
(Fig. 2N,O). Thus,  NKG2A− NK cells display reduced expansion capacity when stimulated with IL-2 and irradi-
ated myeloid leukemic K562 feeder cells with membrane-bound IL-21 and maintain high KIR expression.

NKG2A− NK cells lacking KIR expression exhibit the lowest expansion capacity. Indeed, aside 
from NKG2A, killer cell immunoglobulin-like receptors (KIRs) are main regulators of NK cell responsiveness 
including NK cell education and, like NKG2A interact with HLA class I  molecules26. Importantly, expression of 
both HLA-E and HLA class I on feeder cells is strongly increased upon coculture with NK cells (Fig. S3). Since 
expanded  NKG2A− NK cells upregulated NKG2A (Fig. 2K) but retained KIR expression (Fig. 2M) and to explore 
whether NK cell expansion is influenced by NKG2A depending on KIRs, NK cells were MACS isolated from 
PBMCs by negative selection, and four different subpopulations based on the expression of NKG2A and KIRs 
were sorted using flow cytometry:  NKG2A+KIR−,  NKG2A+KIR+,  NKG2A−KIR+,  NKG2A−KIR− (Fig.  3A and 
Fig. S4A). The proportion of the different subsets varied among individuals, but the frequencies of the individual 
subpopulations were not significantly different across donors (Fig. 3B). There was no obvious difference in the 
proportion of  CD56dimCD16+ NK cells within the four subsets (Fig. 3C). However, whereas the  NKG2A+KIR− 
cell subset contained more  CD56brightCD16− NK cells than the  NKG2A−KIR+ cell subset, of note, by comparison, 
 CD56brightCD16− NK cells were at least equally abundant in the  NKG2A−KIR− cell subset and were not depleted 
(Fig. 3D). The intensity of LILRB1 was higher in NK cell subsets lacking NKG2A (Fig. 3E). Notably,  CD57+ NK 
cells were not enriched in the  NKG2A−KIR− cell subset (Fig. 3F). The four subsets were then expanded sepa-
rately over a course of 21 days. Compared to all other subsets, the double negative  NKG2A−KIR− NK cell subset 
showed the lowest capacity of bulk expansion (Fig. 3G) with log-fold differences at day 21 compared to the 
 NKG2A+KIR− subset (mean difference: 276.7-fold), the  NKG2A+KIR+ subset (mean difference: 211.1-fold) and 
the  NKG2A−KIR+ subset (mean difference: 311.5-fold). Likewise, expansion capacity with fold-expansion cor-
responding to initially sorted phenotype showed a similar deficit in the  NKG2A−KIR− NK cell subset (Fig. S5A). 
No significant differences in LILRB1 intensity at day 13 (Fig. 3H) or day 20 (Fig. 3I) were observed between 
expanding NK cell subsets after sort, although intensity tended to be higher in NK cell subsets lacking NKG2A. 
Together, since expansion capacity of sorted NK cell subsets lacking NKG2A differed according to expression 
of KIR and NK cell subsets with NKG2A expression maintained robust expansion, these data suggest a role for 
NKG2A and KIR in sustaining expansion capacity of NK cells.
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Figure 2.  NKG2A− NK cells show decreased expansion in vitro as compared to  NKG2A+ NK cells. (A) PBMCs were isolated 
from healthy donors, depleted of T cells and separated into  NKG2A+ and  NKG2A− cells by MACS. (B) The frequency of  CD3− 
 CD56+ NK cells in both bulk subpopulations and (C) NKG2A expression within NK cells of both subpopulations after sort 
was determined by flow cytometry (paired t-test, ***p = 0.0003). (D–H) The frequency within NK cells in both subpopulations 
of  CD56dimCD16+ cells (D),  CD56brightCD16− cells (E), expression of KIR (F, paired t-test ***p = 0.0006), LIRB1 (G) and 
CD57 (H) after sort was determined by flow cytometry. (I) Sorted  NKG2A+ and  NKG2A− subpopulations were expanded for 
21 days, adding irradiated K562mbIL21 feeder cells on day 0, 7 and 14 (2way ANOVA, Bonferroni’s multiple comparison, 
**p = 0.0040, ****p < 0.0001). (J) Frequency of  CD3−CD56+ NK cells in sorted bulk subpopulations at the end of expansion 
(day 22). (K–O) Pre-gated on NK cells, expression of NKG2A (K, paired t-test, *p = 0.0130), CD16 (L), KIR (M, paired t-test 
**p = 0.0018), LILRB1 (N) and CD57 (O) at the end of expansion (day 22).  N+,  NKG2A+ NK cells;  N−,  NKG2A− NK cells. 
Mean values ± min. and max. are shown, in (I) mean values ± SEM are shown. Symbols represent single donors; 3 donors.
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Figure 3.  KIR expression rescues the expansion capacity of  NKG2A− NK cells. (A) PBMCs were collected 
from healthy donors, NK cells isolated by negative selection (MACS) and sorted by FACS into four NK cell 
subsets:  NKG2A+KIR+,  NKG2A+KIR−,  NKG2A−KIR+,  NKG2A−KIR−. (B) Proportion of the four NK cell subsets 
among bulk  CD3−CD56+ NK cells before sort was determined by flow cytometry. (C–F) Frequency within 
sorted NK cell subsets of  CD56dimCD16+ cells (C),  CD56brightCD16− cells (D, *p = 0.0499 for  N+K− vs  N−K+), 
intensity of LIRB1 (E, *p = 0.0412 for  N+K+ vs  N+K− ; **p = 0.0041 for  N+K− vs  N−K−) and expression of CD57 (F, 
**p = 0.0022 for  N+K+ vs  N+K− ; **p = 0.0068 for  N+K− vs  N−K+; *p = 0.0114 for  N+K+ vs  N−K−; ****p < 0.0001 for 
 N−K+ vs  NK−) before start of the expansion by flow cytometry. (G) The four NK cell subsets were expanded for 
21 days, adding irradiated K562mbIL21 feeder cells on day 0, 7 and 14 showing expansion of bulk populations 
from sorted subsets (***p = 0.0005 for  N+K+ vs  N−K−; ****p < 0.0001 for  N+K− vs  N−K−; ****p < 0.0001 for  N−K+ 
vs  N−K−). (H,I) Intensity of LILRB on NK cell subsets on day 13 (H) and on day 20 (I) after the sort. (J, K) 
Expression of CD57 on NK cell subsets on day 13 (J, **p = 0.0076 for  N+K− vs  N−K+) and on day 20 (K) after 
the sort.  N+K+,  NKG2A+KIR+ NK cells;  N+K−,  NKG2A+KIR− NK cells;  N−K+,  NKG2A−KIR+ NK cells;  N−K−, 
 NKG2A−KIR− NK cells. Mean values ± SEM are shown, symbols represent single donors; 3–8 donors. p values 
were calculated using 1way ANOVA with Bonferroni’s multiple comparison (B–F, H–K) and 2way ANOVA 
with Bonferroni’s multiple comparison (G).
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High frequency of CD57 expression does not mark NK cell subsets with diminished expansion 
capacity. CD57 is an established marker of a terminally differentiated subset of NK cells thought to harbor 
decreased proliferative  potential23,27,28, however, heterogeneity within this subset has recently been  described29. 
Expression of CD57 at steady state before the start of the expansion was highest on  NKG2A+KIR+ NK cells and 
lower on double negative  NKG2A−KIR− NK cells compared to  NKG2A−KIR+ NK cells (Fig. 3F and Fig. S4B). 
However, on day 13 (Fig. 3J and Fig. S4C) and day 20 (Fig. 3K and Fig. S4D) of expansion after the sort, CD57 
expression within populations gradually decreased in all subsets with no significant differences between the 
individual subsets. Thus, even though the terminal differentiation marker CD57 was initially expressed at equal 
or higher frequencies (highest on  NKG2A−KIR+ NK cells that showed the greatest fold expansion, Fig. 3G), all of 
these NK cell subsets displayed log-fold higher expansion capacity compared to the  NKG2A−KIR− NK cell sub-
set that initially contained a majority of  CD57− cells. Therefore, at least in the context of the expansion protocol 
used herein, expression of CD57 per se seems not to predict proliferative potential of a given NK cell population.

Expansion capacity of  NKG2A+KIR− NK cells directly depends on NKG2A. To further investigate 
whether NKG2A is only a surrogate marker for more immature NK cells that possess increased proliferative 
potential or plays a direct role in KIR-independent expansion capacity of NK cells and because  NKG2A−KIR− 
NK cells had the lowest expansion (Fig. 3G), NKG2A was knocked out using Cas9 RNPs in sorted  NKG2A+KIR− 
NK cells (Fig.  4A), a subset that otherwise exhibits high expansion capacity (Fig.  3G). After the knockout, 
expression of NKG2A was efficiently abrogated in  NKG2AKOKIR− NK cells (Fig.  4B). When comparing the 
expansion capacity to parental  NKG2A+KIR− NK cells, the fold expansion of the  NKG2AKOKIR− population 
was significantly lower than that of  NKG2A+KIR− NK cells by day 7 (Fig. 4C, mean difference = 5.6) and day 14 
(Fig. 4D, mean difference = 51.3) after knockout, closely resembling reduced expansion of  NKG2A−KIR− NK 
cells. Expansion capacity in  NKG2AKOKIR− and  NKG2A−KIR− NK cells with fold expansion corresponding to 
engineered or initially sorted phenotype also showed similar deficits (Fig. S5B,C). NKG2A expression remained 
at reduced levels in  NKG2AKOKIR− NK cells (Fig. 4E) but increased in  NKG2A−KIR− NK cells (Fig. 4F), while 
in the  NKG2A+KIR− population it was high and even increased slightly over the course of the expansion 
(Fig. 4G). Intensity of LILRB1 was not different on day 6 (Fig. 4H and Fig. S6A), but higher in both expand-
ing  NKG2AKOKIR− and  NKG2A−KIR− NK cells on day 13 after knockout compared to  NKG2A+KIR− NK cells 
(Fig. 4I) and mock edited  NKG2A+KIR− NK cells (Fig. S6B). No significant differences were found in CD57 
expression between expanding  NKG2A+KIR−,  NKG2AKOKIR− and  NKG2A−KIR− NK cells on day 6 (Fig. 4J) and 
day 13 (Fig. 4K) after knockout or expanding mock edited  NKG2A+KIR− NK cells (Fig. S6C,D). Taken together, 
these results suggest a direct and KIR-independent role for the inhibitory receptor NKG2A in maintaining the 
expansion capacity of NK cells.

Proliferation of  NKG2AKOKIR− NK cells cannot compensate for higher apoptosis rate. To assess 
whether a difference in the expression of receptors for interleukins that are associated with the expansion of NK 
cells could be involved in the reduced expansion capacity of  NKG2AKOKIR− NK cells, we investigated expres-
sion of unique and common interleukin receptor subunits by flow cytometry. An important interleukin for the 
activation and expansion of NK cells is interleukin-2 (IL-2), which we used in the expansion protocol alongside 
stimulation with membrane-bound IL-213,21,22. However, only low levels of the IL-2 receptor alpha chain (CD25) 
could be detected with no significant differences between expanding  NKG2A+KIR− NK cells and  NKG2AKOKIR− 
NK cells on day 6 (Fig. S7A) and day 13 (Fig. S7B) after knockout, but trending higher in  NKG2AKOKIR− NK 
cells. Similarly, on day 6, no significant differences were observed for the expression of the common cytokine 
receptor gamma chain (CD132) which is the receptor subunit for multiple interleukins including IL-2, IL-15 
and IL-21 (Fig. S7C). However, there was a slight decrease in CD132 intensity on expanding  NKG2AKOKIR− NK 
cells by day 13 after knockout (Fig. S7D). Staining for the IL-21 receptor did not reveal distinct expression in 
 NKG2A+KIR− NK cells from  NKG2AKOKIR− NK cells (data not shown). To explore signaling downstream of 
receptor engagement upon IL-2 binding, phosphorylation of STAT5 was compared in expanding  NKG2A+KIR− 
NK cells and  NKG2AKOKIR− NK cells, showing a slight decrease in  NKG2AKOKIR− NK cells at day 6 after 
knockout (Fig. S7E), but no differences at day 13 (Fig. S7F). Likewise, as a readout for signaling downstream 
of receptor engagement upon IL-21 binding, phosphorylation of STAT3 did not reveal any obvious differences 
in expanding  NKG2A+KIR− NK cells and  NKG2AKOKIR− NK cells (Fig. S7G,H). Therefore, these data indicate 
that differential expression of receptors for interleukins and associated downstream signaling relevant to NK cell 
activation and survival is not critically involved in the different expansion capacity of  NKG2A+KIR− NK cells 
versus  NKG2AKOKIR− cells.

The mTOR signaling pathway directs cellular growth and maintains cellular  homeostasis30. The phosphoryl-
ated ribosomal protein S6 (p-S6) is a downstream target of mTORC1 and thus serves as a marker of mTORC1 
 activity31,32. To assess mTORC1 activity, expression of p-S6 was measured, but p-S6 was not differentially 
expressed in  NKG2A+KIR− NK cells compared to  NKG2AKOKIR− cells neither on day 6 (Fig. S7I) nor day 13 
(Fig. S7J) of expansion. These data suggest that differences in mTORC1 activity are not the primary cause of the 
reduced expansion capacity of  NKG2AKOKIR− cells.

When measuring proliferation and apoptosis after NKG2A knockout (Fig. 5A), the expression of the pro-
liferation marker Ki-67 in  NKG2AKOKIR− NK cells trended to be increased but not significantly higher than 
in  NKG2A+KIR− cells NK on day 6 after knockout (Fig. 5B). Apoptotic cells were detected using Annexin 
 V33 (Fig. S8A), and interestingly  NKG2AKOKIR− NK cells showed a more than three-fold higher frequency of 
Annexin V binding as compared to  NKG2A+KIR− NK cells (Fig. 5C). However, when comparing the ratio of 
proliferation to apoptosis, the proliferation rate of  NKG2AKOKIR− NK cells could not compensate for the drasti-
cally higher apoptosis and thus the expansion index, i.e., the Ki-67+/Annexin  V+ ratio, was significantly decreased 
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Figure 4.  Cas9 RNP mediated NKG2A knockout in  NKG2A+KIR− NK cells leads to diminished expansion capacity. (A) NK cells were 
isolated from PBMCs by negative selection (MACS) and  NKG2A+KIR− NK cells and  NKG2A−KIR− NK cells sorted by FACS. NKG2A 
was knocked out by nucleofection with Cas9 RNP complexes in sorted  NKG2A+KIR− NK cells. (B) Surface expression of NKG2A on 
 NKG2A+KIR− NK cells before and after knockout (paired t-test, ****p < 0.0001). (C,D)  NKG2A+KIR− NK cells,  NKG2AKOKIR− and 
 NKG2A−KIR− NK cells were expanded for 21 days, adding irradiated K562mbIL21 feeder cells on day 0, 7 and 14. Expansion of 
bulk populations from sorted subsets at day 7 (C, **p = 0.0056 for  N+K− vs  NKOK−; **p = 0.0015 for  N+K− vs  N−K− ) and day 14 (D, 
**p = 0.0059 for  N+K− vs  NKOK−; *p = 0.0275 for  N+K− vs  N−K−) after knockout. (E–G) Expression of NKG2A on day 6 and 13 after 
knockout in bulk populations of  NKG2AKOKIR− NK cells (E),  NKG2A−KIR− NK cells (F) and  NKG2A+KIRNK cells (G, paired t-test, 
*p = 0.0153). (H,I) Intensity of LILRB1 on NK cell subsets on day 6 (H) and on day 13 (I, **p = 0.006 for  N+K− vs  NKOK−; *p = 0.0185 
for  N+K− vs  N−K−) after knockout. (J,K) Expression of CD57 on NK cell subsets on day 6 (J) and on day 13 (K) after knockout.  N+K−, 
 NKG2A+KIR− NK cells;  NKOK−,  NKG2AKOKIR− NK cells;  NKG2A−KIR− NK cells. Mean values ± SEM are shown, symbols represent 
single donors; 3–8 donors. p values were calculated using paired t-test (B,E–G) and 1way ANOVA with Bonferroni’s multiple 
comparison (C,D,H–K).
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for  NKG2AKOKIR− NK cells (Fig. 5D and Fig. S8D). These results indicate that NKG2A buffers both proliferative 
activity and excessive activation-induced cell death to maintain expansion capacity of human NK cells.

Discussion
Our data demonstrate that primary human NK cells can be gene edited to efficiently abrogate NKG2A protein 
expression and confirm at the genetic level that NKG2A functions as an NK cell checkpoint molecule. A func-
tion of NKG2A in NK cell biology beyond its role in inhibiting immediate effector function and mediating NK 
cell education, however, has remained largely unexplored. Recently, NKG2A has been demonstrated to inhibit 
short-term NK cell  proliferation34. In contrast, we here show that during expansion over a period of several weeks, 
NKG2A is essential for maintaining the expansion capacity of human NK cells. Our data suggest that NKG2A 
dependent expansion is achieved through regulation of proliferative activity and apoptosis to avoid activation-
induced cell death. The results by Anton et al.34 and our current work do not need to be mutually exclusive, how-
ever, since the observed inhibition of proliferative activity is likely to precede the impact of activation-induced 
cell death on expansion. Thus, the NKG2A dependent reduction in proliferative activity in the initial phase of 
expansion described by Anton et al. may initially mask the increased expansion capacity we observed, which is 
also regulated by NKG2A but only becomes apparent later during expansion. We did not identify a major con-
tribution of differences in IL-2 or IL-21 signal integration mediated by NKG2A in regulating NK cell expansion 
capacity. While other work has described downregulation of the IL-2 receptor subunit CD25 after abrogation of 
NKG2A surface  expression8, we, like  others35, only found low expression of CD25 without evidence of further 
decrease after genetic disruption of NKG2A. Furthermore, we found that the frequency of CD57 expression, 
a marker of terminal NK cell  differentiation23,27,28, was unable to predict expansion capacity and decreased in 
expanding  NKG2A+ NK cells. These data suggest that NKG2A can shield NK cells from apoptotic activation-
induced cell death and terminal differentiation, leading to the depletion of  CD57+ NK cells.

The myeloid K562 cells used in the expansion protocol may partially reflect the physiological interaction of 
NK cells and myeloid cells, which is particularly relevant in the tumor  microenvironment36,37, providing signals 
like cytokines and ligands, e.g., the NKp30 ligand for NK cell  activation38–40. Interestingly, reconstitution of NK 
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Figure 5.  Proliferation of  NKG2AKO NK cells cannot compensate for higher apoptosis rate. (A) NK cells were 
isolated from PBMCs by MACS negative selection and  NKG2A+KIR− NK cells sorted by FACS. NKG2A was 
knocked out by nucleofection with Cas9 RNP complexes in sorted  NKG2A+KIR− NK cells. Both  NKG2A+KIR− 
and  NKG2AKOKIR− NK cells were expanded with K562mbIL21 feeder cells. (B) Ki-67 as a marker for 
proliferation was measured by flow cytometry on day 6 after knockout in  NKG2AKOKIR− and  NKG2A+KIR− 
NK cells. (C) Annexin V binding as a marker for apoptosis was measured by flow cytometry on day 6 after 
knockout in  NKG2AKOKIRand  NKG2A+KIR− NK cells (***p = 0.0004). (D) The ratio of Ki-67 expression to 
Annexin V binding (expansion index) on day 6 after knockout in  NKG2AKOKIR− and  NKG2A+KIR− NK cells 
(**p = 0.0097).  N+K−,  NKG2A+KIR− NK cells;  NKOK−,  NKG2AKOKIRNK cells. Mean values ± SEM are shown, 
symbols represent single donors; 8 donors. p values were calculated using paired t-test.
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cells in patients after hematopoietic cell transplantation (HCT) is dominated by  NKG2A+ NK cells with reduced 
KIR  expression41–43. Beside a transition from precursors, the role of NKG2A we identified in maintaining NK 
cell expansion capacity could help explain the overrepresentation of  NKG2A+ over  NKG2A− NK cell popula-
tions with an expansion advantage mediated by NKG2A in the post-HCT setting rich in cytokines that provide 
stimulatory  signaling44,45. Likewise,  NKG2A+ NK cells are preferentially found in the myeloid cell-rich46,47 tumor 
microenvironment of human  cancers48–50, where functionally, intratumoral NK cells are generally described as 
 hyporesponsive51.

While our work identified a key role for NKG2A in maintaining NK cell expansion, although not directly tar-
geted, we also found that expression of KIRs is essential for expansion. Indeed,  NKG2A−KIR− NK cells displayed 
the lowest expansion capacity although not being depleted of the immature  CD56brightCD16− NK cell  subset52, 
but having higher expression of the inhibitory receptor LILRB1 instead, that like NKG2A and KIR also interacts 
with HLA class I  molecules53. Thus, studying the impact of KIR and LILRB1 on regulating NK cell expansion is 
warranted. Together, it is possible that inhibitory signaling is required more generally to avoid activation-induced 
cell death and thus sustain expansion of NK cells confronted with excessive stimulatory signals. Ultimately, this 
may represent part of the mechanisms for maintaining self-tolerance, by which the expansion of NK cells lacking 
essential inhibitory receptors like NKG2A for self-HLA class I is reduced to protect against autoimmunity and 
tissue damage in inflammatory settings. On the other hand, cancer may exploit this mechanism to evade NK cell 
mediated immune surveillance by upregulation of HLA-E9–13,40, leading to preferential expansion of  NKG2A+ 
NK cells and thus depletion of potentially more responsive, uninhibited NK cells lacking NKG2A. This should 
be considered in cancer immunotherapy approaches targeting NKG2A on NK cells because this could drive 
activation-induced cell death leading to reduced survival of these cells, if not counter-balanced by signaling 
from inhibitory receptors like KIRs.

Data availability
The data generated in this study are available upon request from the corresponding author.

Received: 20 April 2023; Accepted: 27 June 2023

References
 1. Shimasaki, N., Jain, A. & Campana, D. NK cells for cancer immunotherapy. Nat. Rev. Drug Discov. 19, 200–218 (2020).
 2. Myers, J. A. & Miller, J. S. Exploring the NK cell platform for cancer immunotherapy. Nat. Rev. Clin. Oncol. 18, 85–100 (2021).
 3. Liu, E. et al. Use of CAR-transduced natural killer cells in CD19-positive lymphoid tumors. N. Engl. J. Med. 382, 545–553 (2020).
 4. Lin, M. et al. Pembrolizumab plus allogeneic NK cells in advanced non-small cell lung cancer patients. J. Clin. Investig. 130, 

2560–2569 (2020).
 5. Braud, V. M. et al. HLA-E binds to natural killer cell receptors CD94/NKG2A, B and C. Nature 391, 795–799 (1998).
 6. Plougastel, B., Jones, T. & Trowsdale, J. Genomic structure, chromosome location, and alternative splicing of the human NKG2A 

gene. Immunogenetics 44, 286–291 (1996).
 7. Uhrberg, M. et al. Human diversity in killer cell inhibitory receptor genes. Immunity 7, 753–763 (1997).
 8. Kamiya, T., Seow, S. V., Wong, D., Robinson, M. & Campana, D. Blocking expression of inhibitory receptor NKG2A overcomes 

tumor resistance to NK cells. J. Clin. Investig. 129, 2094–2106 (2019).
 9. Zhen, Z.-J., Ling, J.-Y., Cai, Y., Luo, W.-B. & He, Y.-J. Impact of HLA-E gene polymorphism on HLA-E expression in tumor cells 

and prognosis in patients with stage III colorectal cancer. Med. Oncol. 30, 482 (2013).
 10. Eugène, J. et al. The inhibitory receptor CD94/NKG2A on CD8+ tumor-infiltrating lymphocytes in colorectal cancer: A promising 

new druggable immune checkpoint in the context of HLAE/β2m overexpression. Mod. Pathol. 33, 468–482 (2020).
 11. TalebianYazdi, M. et al. The positive prognostic effect of stromal CD8+ tumor-infiltrating T cells is restrained by the expression 

of HLA-E in non-small cell lung carcinoma. Oncotarget 7, 3477–3488 (2016).
 12. Gooden, M. et al. HLA-E expression by gynecological cancers restrains tumor-infiltrating  CD8+ T lymphocytes. Proc. Natl. Acad. 

Sci. U.S.A. 108, 10656–10661 (2011).
 13. Andersson, E. et al. Non-classical HLA-class I expression in serous ovarian carcinoma: Correlation with the HLA-genotype, tumor 

infiltrating immune cells and prognosis. Oncoimmunology 5, e1052213 (2016).
 14. Manguso, R. T. et al. In vivo CRISPR screening identifies Ptpn2 as a cancer immunotherapy target. Nature 547, 413–418 (2017).
 15. André, P. et al. Anti-NKG2A mAb is a checkpoint inhibitor that promotes anti-tumor immunity by unleashing both T and NK 

cells. Cell 175, 1731-1743.e13 (2018).
 16. Ruggeri, L. et al. Effects of anti-NKG2A antibody administration on leukemia and normal hematopoietic cells. Haematologica 

101, 626–633 (2016).
 17. Herbst, R. S. et al. COAST: An open-label, phase II, multidrug platform study of durvalumab alone or in combination with ole-

clumab or monalizumab in patients with unresectable, stage III non-small-cell lung cancer. J. Clin. Oncol. Off. J. Am. Soc. Clin. 
Oncol. https:// doi. org/ 10. 1200/ JCO. 22. 00227 (2022).

 18. Horowitz, A. et al. Class I HLA haplotypes form two schools that educate NK cells in different ways. Sci. Immunol. 1, eaag1672 
(2016).

 19. Anfossi, N. et al. Human NK cell education by inhibitory receptors for MHC class I. Immunity 25, 331–342 (2006).
 20. Horowitz, A. et al. Genetic and environmental determinants of human NK cell diversity revealed by mass cytometry. Sci. Transl. 

Med. 5, 208ra145 (2013).
 21. Ciurea, S. O. et al. Phase 1 clinical trial using mbIL21 ex vivo-expanded donor-derived NK cells after haploidentical transplanta-

tion. Blood 130, 1857–1868 (2017).
 22. Denman, C. J. et al. Membrane-bound IL-21 promotes sustained ex vivo proliferation of human natural killer cells. PLoS One 7, 

e30264 (2012).
 23. Björkström, N. K. et al. Expression patterns of NKG2A, KIR, and CD57 define a process of CD56dim NK-cell differentiation 

uncoupled from NK-cell education. Blood 116, 3853–3864 (2010).
 24. Concordet, J.-P. & Haeussler, M. CRISPOR: Intuitive guide selection for CRISPR/Cas9 genome editing experiments and screens. 

Nucleic Acids Res. 46, W242–W245 (2018).
 25. Roth, T. L. et al. Reprogramming human T cell function and specificity with non-viral genome targeting. Nature 559, 405–409 

(2018).

https://doi.org/10.1200/JCO.22.00227


11

Vol.:(0123456789)

Scientific Reports |        (2023) 13:10555  | https://doi.org/10.1038/s41598-023-37779-6

www.nature.com/scientificreports/

 26. Parham, P. & Guethlein, L. A. Genetics of natural killer cells in human health, disease, and survival. Annu. Rev. Immunol. 36, 
519–548 (2018).

 27. Lopez-Vergès, S. et al. CD57 defines a functionally distinct population of mature NK cells in the human  CD56dimCD16+ NK-cell 
subset. Blood 116, 3865–3874 (2010).

 28. Collins, P. L. et al. Gene regulatory programs conferring phenotypic identities to human NK cells. Cell 176, 348-360.e12 (2019).
 29. Yang, C. et al. Heterogeneity of human bone marrow and blood natural killer cells defined by single-cell transcriptome. Nat. Com-

mun. 10, 3931 (2019).
 30. Liu, G. Y. & Sabatini, D. M. mTOR at the nexus of nutrition, growth, ageing and disease. Nat. Rev. Mol. Cell Biol. 21, 183–203 

(2020).
 31. Pfefferle, A. et al. Intra-lineage plasticity and functional reprogramming maintain natural killer cell repertoire diversity. Cell Rep. 

29, 2284-2294.e4 (2019).
 32. Ren, A. A. et al. PIK3CA and CCM mutations fuel cavernomas through a cancer-like mechanism. Nature 594, 271–276 (2021).
 33. Koopman, G. et al. Annexin V for flow cytometric detection of phosphatidylserine expression on B cells undergoing apoptosis. 

Blood 84, 1415–1420 (1994).
 34. Anton, O. M., Vielkind, S., Peterson, M. E., Tagaya, Y. & Long, E. O. NK cell proliferation induced by IL-15 transpresentation is 

negatively regulated by inhibitory receptors. J. Immunol. 195, 4810–4821 (2015).
 35. Mao, Y. et al. IL-15 activates mTOR and primes stress-activated gene expression leading to prolonged antitumor capacity of NK 

cells. Blood 128, 1475–1489 (2016).
 36. Chijioke, O. & Münz, C. Interactions of human myeloid cells with natural killer cell subsets in vitro and in vivo. J. Biomed. Bio-

technol. 2011, 251679 (2011).
 37. Gaggero, S., Witt, K., Carlsten, M. & Mitra, S. Cytokines orchestrating the natural killer-myeloid cell crosstalk in the tumor micro-

environment: Implications for natural killer cell-based cancer immunotherapy. Front. Immunol. 11, 621225 (2020).
 38. Pech, M. F. et al. Systematic identification of cancer cell vulnerabilities to natural killer cell-mediated immune surveillance. Elife 

8, e47362 (2019).
 39. Zhuang, X., Veltri, D. P. & Long, E. O. Genome-wide CRISPR screen reveals cancer cell resistance to NK cells induced by NK-

derived IFN-γ. Front. Immunol. 10, 2879 (2019).
 40. Sheffer, M. et al. Genome-scale screens identify factors regulating tumor cell responses to natural killer cells. Nat. Genet. 53, 

1196–1206 (2021).
 41. Dulphy, N. et al. An unusual CD56(bright) CD16(low) NK cell subset dominates the early posttransplant period following HLA-

matched hematopoietic stem cell transplantation. J. Immunol. 181, 2227–2237 (2008).
 42. Vago, L. et al. Temporal, quantitative, and functional characteristics of single-KIR-positive alloreactive natural killer cell recov-

ery account for impaired graft-versus-leukemia activity after haploidentical hematopoietic stem cell transplantation. Blood 112, 
3488–3499 (2008).

 43. Cooley, S. et al. KIR reconstitution is altered by T cells in the graft and correlates with clinical outcomes after unrelated donor 
transplantation. Blood 106, 4370–4376 (2005).

 44. Thiant, S. et al. Plasma levels of IL-7 and IL-15 after reduced intensity conditioned allo-SCT and relationship to acute GVHD. 
Bone Marrow Transplant. 46, 1374–1381 (2011).

 45. Kielsen, K. et al. IL-7 and IL-15 levels reflect the degree of T cell depletion during lymphopenia and are associated with an expan-
sion of effector memory T cells after pediatric hematopoietic stem cell transplantation. J. Immunol. 206, 2828–2838 (2021).

 46. Cheng, S. et al. A pan-cancer single-cell transcriptional atlas of tumor infiltrating myeloid cells. Cell 184, 792-809.e23 (2021).
 47. Combes, A. J. et al. Discovering dominant tumor immune archetypes in a pan-cancer census. Cell 185, 184-203.e19 (2022).
 48. Carrega, P. et al. Natural killer cells infiltrating human nonsmall-cell lung cancer are enriched in CD56 bright CD16(–) cells and 

display an impaired capability to kill tumor cells. Cancer 112, 863–875 (2008).
 49. Platonova, S. et al. Profound coordinated alterations of intratumoral NK cell phenotype and function in lung carcinoma. Cancer 

Res. 71, 5412–5422 (2011).
 50. Mamessier, E. et al. Human breast cancer cells enhance self tolerance by promoting evasion from NK cell antitumor immunity. J. 

Clin. Investig. 121, 3609–3622 (2011).
 51. Cózar, B. et al. Tumor-infiltrating natural killer cells. Cancer Discov. 11, 34–44 (2021).
 52. Mace, E. M. Human natural killer cells: Form, function, and development. J. Allergy Clin. Immunol. https:// doi. org/ 10. 1016/j. jaci. 

2022. 09. 022 (2022).
 53. Shiroishi, M. et al. Efficient leukocyte Ig-like receptor signaling and crystal structure of disulfide-linked HLA-G dimer. J. Biol. 

Chem. 281, 10439–10447 (2006).

Author contributions
M.K. and J.M. performed and analyzed experiments. A.F. helped with initial experiments. J.v.B helped with 
gene editing. M.K. and O.C. analyzed data and wrote the main manuscript text, with editorial input from all 
coauthors. C.M. cosupervised this work. O.C. supervised and coordinated all aspects of this work. All authors 
reviewed the manuscript.

Funding
This research was supported by Cancer Research Switzerland (KFS-4371-02-2018 to O. Chijioke). M. Kaulfuss 
was supported by a research fellowship from the German Research Foundation (project number 415801544). 
The study also benefitted from the CRPP ImmunoCure of the University of Zürich.

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/ s41598- 023- 37779-6.

Correspondence and requests for materials should be addressed to O.C.

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

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

https://doi.org/10.1016/j.jaci.2022.09.022
https://doi.org/10.1016/j.jaci.2022.09.022
https://doi.org/10.1038/s41598-023-37779-6
https://doi.org/10.1038/s41598-023-37779-6
www.nature.com/reprints


12

Vol:.(1234567890)

Scientific Reports |        (2023) 13:10555  | https://doi.org/10.1038/s41598-023-37779-6

www.nature.com/scientificreports/

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:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2023

http://creativecommons.org/licenses/by/4.0/

	The NK cell checkpoint NKG2A maintains expansion capacity of human NK cells
	Methods
	Primary cells and cell lines. 
	Editing of NK cells. 
	Flow cytometry. 
	Cytotoxicity assays. 
	FACS sort. 
	Statistical analysis. 
	Ethics statement. 

	Results
	Knockout of the NK cell checkpoint NKG2A increases killing of transformed autologous cells. 
	NKG2A− NK cells show a decreased fold expansion in vitro as compared to NKG2A+ NK cells. 
	NKG2A− NK cells lacking KIR expression exhibit the lowest expansion capacity. 
	High frequency of CD57 expression does not mark NK cell subsets with diminished expansion capacity. 
	Expansion capacity of NKG2A+KIR− NK cells directly depends on NKG2A. 
	Proliferation of NKG2AKOKIR− NK cells cannot compensate for higher apoptosis rate. 

	Discussion
	References


