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Abstract
One of the major hurdles that has hindered the success of chimeric antigen receptor (CAR) T cell therapies 
against solid tumors is on-target off-tumor (OTOT) toxicity due to sharing of the same epitopes on normal tissues. 
To elevate the safety profile of CAR-T cells, an affinity/avidity fine-tuned CAR was designed enabling CAR-T cell 
activation only in the presence of a highly expressed tumor associated antigen (TAA) but not when recognizing 
the same antigen at a physiological level on healthy cells. Using direct stochastic optical reconstruction microscopy 
(dSTORM) which provides single-molecule resolution, and flow cytometry, we identified high carbonic anhydrase 
IX (CAIX) density on clear cell renal cell carcinoma (ccRCC) patient samples and low-density expression on healthy 
bile duct tissues. A Tet-On doxycycline-inducible CAIX expressing cell line was established to mimic various CAIX 
densities, providing coverage from CAIX-high skrc-59 tumor cells to CAIX-low MMNK-1 cholangiocytes. Assessing 
the killing of CAR-T cells, we demonstrated that low-affinity/high-avidity fine-tuned G9 CAR-T has a wider 
therapeutic window compared to high-affinity/high-avidity G250 that was used in the first anti-CAIX CAR-T clinical 
trial but displayed serious OTOT effects. To assess the therapeutic effect of G9 on patient samples, we generated 
ccRCC patient derived organotypic tumor spheroid (PDOTS) ex vivo cultures and demonstrated that G9 CAR-T 
cells exhibited superior efficacy, migration and cytokine release in these miniature tumors. Moreover, in an RCC 
orthotopic mouse model, G9 CAR-T cells showed enhanced tumor control compared to G250. In summary, G9 has 
successfully mitigated OTOT side effects and in doing so has made CAIX a druggable immunotherapeutic target.
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Introduction
Chimeric antigen receptor (CAR) T cell therapy has 
achieved significant success in the treatment of hema-
tological malignancies [1], however these results have 
not yet been translated to solid tumors [2]. The most 
significant challenge of solid tumor CAR-T cell therapy 
arises from a lack of tumor-specific antigens (TSAs). 
Most therapeutic targets are tumor-associated antigens 
(TAAs), that are expressed at low levels on healthy cells 
(i.e. epidermal growth factor receptor (EGFR) [3], human 
epidermal growth factor receptor 2 (HER2) [4], mucin 1 
(MUC1) [5] and carcinoembryonic antigen (CEA) [6]) 
leading to on-target off-tumor (OTOT) toxicity due to 
CAR-T cell targeting of those low TAA expressing cells.

Clear cell renal cell carcinoma (ccRCC) is a major 
subtype of renal cell carcinoma (RCC), which is among 
the 10 most common cancers in both men and women 
[7–9]. Carbonic anhydrase IX (CAIX), a downstream 
gene product of hyperactivation of the hypoxia inducible 
factor (HIF) pathway, represents an important therapeu-
tic target for patients with ccRCC [10, 11]. Meanwhile, 
CAIX is also found in the epithelium of the bile duct and 
small intestine as well as in mucous cells of the gastric 
epithelium [12]. In an early anti-CAIX CAR-T clinical 
trial, Lamers et al. tested a first-generation G250 CAR-T 
comprised of a single CD3ζ costimulatory domain in 
metastatic ccRCC patients [13–15]. However, all patients 
treated with the G250 CAR-T cells developed grade 2–4 
liver enzyme disturbances from the recognition of low 
CAIX expression on healthy bile duct cells [13–15]. In 
addition to the reported liver toxicities, the clinical trial 
observed immunogenicity of the murine single chain 
variable fragment (scFv) domains resulting in limited 
persistence of the injected CAR-T cells [16]. The three 
main limitations of this study are summarized: (i) OTOT 
toxicity; (ii) immunogenicity of the murine G250 CAIX 
CAR receptor and (iii) the lack of T-cell persistence and 
therapeutic efficacy [13].

To optimize anti-CAIX CAR-T cell therapy, we engi-
neered an affinity/avidity fine-tuned CAIX targeted CAR 
with a low-affinity human scFv G9 followed by the 41BB 
costimulatory domain which has demonstrated supe-
rior efficacy and persistence in vivo [17]. G9 CAR-T 
cells exhibited high avidity against high density CAIX 
on ccRCC skrc-59 cells and low avidity against CAIX 
low MMNK-1 cholangiocytes. This signifies successful 
mitigation of off-tumor killing on normal tissues with 
physiological expression levels of the tumor antigen. 
Furthermore, G9 CAR-T cells exhibited superior tumor 
killing compared to G250 CAR-T cells in an orthotopic 
ccRCC mouse model.

Results
Skrc-59 CAIX+ recapitulates CAIX expression on ccRCC 
patient samples
Low expression of CAIX on cholangiocytes [18] (Fig. 1A) 
leads to OTOT of the previous anti-CAIX CAR-T ther-
apy. However, the high CAIX prevalence in ccRCC, 
regardless of stage, makes CAIX a promising therapeu-
tic target (Fig.  1B) if OTOT can be mitigated. To bet-
ter understand CAIX expression on ccRCC tumor and 
normal bile duct tissue, we collected fresh frozen tis-
sue sections and performed direct stochastic optical 
reconstruction microscopy (dSTORM) super resolution 
imaging for CAIX quantification using a fluorophore-
conjugated primary anti-CAIX antibody (Fig.  1C). The 
results showed that the skrc-59 CAIX+  tumor cell line 
used in our research [17, 19–21] recapitulates CAIX 
expression levels on ccRCC patient tissue, while both 
sgCAIX skrc-59 tumor cells, that were engineered to 
knock out CAIX using CRISPR/Cas9 and single guided 
RNA (sgRNA) targeting CAIX, and MMNK-1 cholan-
giocyte [22] cells represent a similar CAIX density as 
observed in bile duct (Fig. 1D).

Using quantification beads, our analysis showed that 
MMNK-1 cells have an average of 1,278 CAIX mole-
cules, while ccRCC skrc-59 tumor cells have an average 
of 207,111 molecules on the cell surface, translating into 
a circa 200-fold CAIX density difference between tumor 
and normal tissues (Fig.  1E). Furthermore, quantifying 
CAIX expression on tumor tissues from primary and 
lung metastatic lesions of ccRCC demonstrated a similar 
CAIX expression level (Fig. 1F).

Tet-On inducible CAIX expressing skrc-59 cell mimics CAIX 
expression on tumor and healthy cells
To explore how CAIX antigen density influences CAIX 
targeted CAR-T efficacy, we transduced sgCAIX skrc-
59 cells to express the Tet operator (tetO) followed by 
human CAIX (termed the Tet-On system) (Fig.  2A). In 
the presence of doxycycline (Dox), Tet-On skrc-59 cells 
can be induced to express a wide range of CAIX mol-
ecules on the cell surface without interference from the 
endogenous CAIX gene (Figure S1A). The Tet-On induc-
ible system was quantified using serial Dox concentra-
tions from 0.1 to 500 ng/mL and the results demonstrated 
that these cells displayed a range of CAIX expression, 
covering MMNK-1 healthy cells (1,824 CAIX molecules 
per cell) to skrc-59 tumor cells (123,789 CAIX molecules 
per cell) and providing an isogenic cell line that can be 
used for cytotoxicity assessment (Fig. 2B and S1B).

G9 CAR-T cells maintained the killing on tumor cells and 
mitigated toxicity on cholangiocytes
We aimed to attenuate the killing of CAR-T cells on 
CAIX low expressing normal cells to mitigate OTOT 
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Fig. 1  Quantification of CAIX on patient ccRCC samples, healthy bile duct, and cell lines. (A) IHC staining of CAIX on ccRCC and bile duct samples. (B) CAIX 
positivity quantified by IHC on ccRCC patient samples from different stages, Stage I (red), Stage II (orange), Stage III (blue) and Stage IV (green). (C) High 
resolution representative images of CAIX on ccRCC (pink), bile duct (orange), skrc-59 CAIX+ cell line (red), sgCAIX skrc-59 cell line (green) and MMNK-1 cell 
line (blue). (D) Bar plot of CAIX expression quantified by dSTORM presented by number of clusters on ccRCC (pink), bile duct (orange), skrc-59 CAIX+ cell 
line (red), sgCAIX skrc-59 cell line (green) and MMNK-1 cell line (blue). (E) Bar plot of CAIX expression quantified by flow cytometry on skrc-59 CAIX+ cell 
line (red), sgCAIX skrc-59 cell line (green) and MMNK-1 cell line (blue) with mean values of 195,176, 523, 1189 accordingly. (F) Bar plot of CAIX expression 
quantified by flow cytometry on ccRCC patient samples from primary and lung metastatic lesions, primary (red, n = 10), lung metastatic (orange, n = 5), 
with mean values of 10,396, 19,292 accordingly. All data with error bars are presented as mean ± SD. P values are defined by unpaired two-tailed t-tests 
(*p < 0.05; **p < 0.01; ***p < 0.001; and ****p < 0.0001)
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Fig. 2  Cytotoxicity of anti-CAIX CAR-T cells in vitro. (A) Tet-On CAIX inducible skrc-59 cell line is engineered to utilize the Tet-op promoter to sense differ-
ent concentrations of Dox to control CAIX expression. (B) CAIX expression on the Tet-On cells in the presence of different Dox concentrations. (C) Cytotox-
icity of anti-CAIX CAR-T cells on CAIX high skrc-59 tumor cells. CD8 CAR-T cells with E:T ratio of 2:1. The variants of CAR-T cells are arranged in descending 
order of affinity from left to right indicated by increasing KD values. P values are defined by unpaired two-tailed t-tests between each CAR-T to untrans-
duced T cell (UNT) (∗p < 0.05; ∗∗p < 0.01; ∗∗∗p < 0.001; and ∗∗∗∗p < 0.0001). (D) Cytotoxicity of anti-CAIX CAR-T cells on CAIX low MMNK-1 cholangiocytes. 
CD8 CAR-T cells with E:T ratio of 2:1. From left to right, within the group of CAIX targeted CAR-T cells, the KD value of each scFv is increasing, meaning 
the affinity is decreasing. P values are defined by unpaired two-tailed t-tests between each CAR-T to untransduced T cell (UNT) (∗p < 0.05; ∗∗p < 0.01; 
∗∗∗p < 0.001; and ∗∗∗∗p < 0.0001). Specificity index is defined by using the cytotoxicity on skrc-59 tumor cells divided by the cytotoxicity on MMNK-1 
cells. (E) CAR constructs of G9-41BB, G36-41BB and G250-CD3 are shown. Cytotoxicity of (F) G36, (G) G9 and (H) G250 on Tet-On inducible skrc-59 cells. 
The variants of CAR-T cells are arranged in escalating order of CAIX density on the cell surface. All data with error bars are presented as mean ± SD. P values 
are defined by unpaired two-tailed t-tests (∗p < 0.05; ∗∗p < 0.01; ∗∗∗p < 0.001; and ∗∗∗∗p < 0.0001). Only significant differences are shown in the plot
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of CAIX targeted CAR-T cells. Affinity fine-tuned anti-
CAIX CAR-T cells were constructed using a panel of 
CAIX targeted scFvs obtained from CAIX paramag-
netic proteoliposome (PMPL)-based panning against 
the Mehta I/II non-immune human scFv-phage display 
libraries [20]. These scFvs have KD (equilibrium dissocia-
tion constant) values against CAIX ranging from 1.49 to 
99.58 nM, covering two orders of magnitude (Table S1) 
[20]. As we identified the superior efficacy and persis-
tence of 41BB 2nd generation anti-CAIX CAR (BBζ) in 
vivo [17], all of the anti-CAIX scFvs were assembled into 
a BBζ CAR construct. The G250 CAR used in the previ-
ous clinical trial [13–15, 23] and comprised of a murine 
anti-CAIX scFv and a CD3ζ activation domain, was also 
generated as a control (G250).

To determine the therapeutic index of the CAR-T cells 
with different scFvs and identify a CAR which can miti-
gate OTOT, we tested the cytotoxicity of CAR-T cells on 
CAIX high skrc-59 ccRCC cells and CAIX low MMNK-1 
cholangiocytes using an image-based assay developed in 
our lab [17]. All anti-CAIX CAR-T cells showed signifi-
cant killing activity against CAIX high skrc-59 cells at an 
effector to target (E:T) ratio of 2:1 (Fig. 2C), however the 
cytotoxicity of CAR-T cells on MMNK-1 cells is posi-
tively correlated with scFv affinity such that the higher 
the affinity of the CAR, the stronger the observed killing 
activity (Fig. 2D). This provided the rationale to fine-tune 
scFv affinity to mitigate OTOT due to physiological levels 
of CAIX expression on cholangiocytes. From our panel, 
G9 showed highly specific killing against CAIX high 
tumor cells while sparing CAIX low healthy cells with 
a specificity index of 9.63 compared to G36’s 1.03 and 
G250’s 0.99 (Fig. 2C-E).

Killing activity of G9 CAR-T cells is correlated with CAIX 
density
We further evaluated CAR-T cells, including G9, G36 
and G250 on Tet-On sgCAIX skrc-59 cells (Fig.  2F-H 
and Figure S2). The results showed that G9 CAR-T cells 
selectively killed tumor cells with high CAIX expression 
levels and its killing capacity was positively correlated 
with CAIX expression level on the cell surface (Fig.  2G 
and S2). Conversely, both G36 and G250 killed even low 
CAIX expressing cells, providing a possible explanation 
for the liver toxicity observed in patients treated with 
G250 CAR-T cells [13–15, 23]. Through examination of 
the killing specificity of CAR-T cells and their KD, we 
revealed that the killing specificity is only correlated with 
KD in the low CAIX expressing cells but not the high 
CAIX expressing cells (Figure S3).

G9 scFv-Fc has a low affinity but G9 CAR-T has a high 
avidity toward skrc-59 tumor cells
To further investigate the role of cell adhesion in CAR-T 
and target cell interactions, we used dynamic acoustic 
force measurements to assess binding avidity. We found 
that G9 CAR-T cells showed a high binding avidity to 
skrc-59 cells, clustering with G36 and G250 in the upper 
panel as compared to control CAR-T anti-B cell matu-
ration antigen (BCMA) A716 and untransduced T cells 
(UNT). However, G9’s avidity is statistically lower than 
G250 and also trends lower than G36 (Fig.  3A and B). 
When we measured the binding avidity of CAR-T cells 
to MMNK-1 cholangiocytes, we found G9’s avidity was 
similar to the irrelevant CAR A716 and lower than either 
G36 or G250 (Fig. 3C and D). These findings are in agree-
ment with the comparable cytotoxicity of G9 to G36 and 
G250 on skrc-59 tumor cells, and the mitigation of G9 
killing of MMNK-1 cholangiocytes (Fig. 2).

Fine-tuned G9 CAR-T cells showed superior efficacy on 
primary and lung metastatic ccRCC PDOTS
Organoid culture systems provide cellular interactions 
and a complete tumor microenvironment (TME) and 
have been used widely in tumor immunology and drug 
testing [24–26]. Patient-derived organotypic tumor 
spheroids (PDOTS) were generated from primary patient 
tumor tissue and they were cultured in a custom micro-
fluidic device that allows tumor spheroids to grow in a 3D 
gel matrix in the center region of the device with media 
added to the side channels [27, 28]. ccRCC patient tumor 
specimens were collected and PDOTS were generated 
using the method described previously [27] (Fig.  4A). 
The presence of the complex ccRCC TME in the ccRCC 
PDOTS was confirmed by immunofluorescence (IF). The 
results showed that ccRCC PDOTS cultures accurately 
recapitulate the ccRCC TME, including tumor infiltrating 
lymphocytes (TILs) like CD8 T cells, and CAIX+  tumor 
cells (Fig. 4B).

The ccRCC PDOTS were generated from four 
patient samples, including three primary ccRCC tis-
sues (51321216, 840565, 846472) and one lung meta-
static lesion (841131). G9, G36 and G250 CAR-T cells 
(CD4:CD8 = 2:1) were added to the side channel of 
the microfluidic devices. On Day 6, G9 showed supe-
rior migration to the middle channel compared to G36 
and G250 CAR-T cells in sample 51321216 and 840565 
(Fig.  4C and D). However, we did not observe signifi-
cant migration of either G9 or G36 compared to G250 
in patient 846472 (Fig. 4C and D). By profiling the super-
natant of the coculture on Day 6, we identified a signifi-
cant level of cytokine release from PDOTS treated with 
G9 and G36, G250 CAR-T cells, including IP-10, IFN-γ, 
GM-CSF, and IL-2 (Figs. 4E and S4). As can be seen by 
the overall cytokine profile, PDOTS co-cultured with G9 
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CAR-T cells secreted a similar level of IP-10 and IFN-γ 
in comparison to G36 and G250 (Fig. 4F). These results 
showed that despite a lower affinity, G9 CAR-T cells 
exhibited similar efficacy compared to G250 and G36 on 
both primary and metastatic ccRCC PDOTS.

Fine-tuned G9 CAR-T cells showed superior efficacy 
compared to G250 in a ccRCC orthotopic mouse model
To assess the ability of CAR-T cells to control tumor 
growth in vivo, we established a ccRCC orthotopic tumor 
bearing NSG-SGM3 mouse model where luciferized 
CAIX+ human ccRCC skrc-59 tumor cells are implanted 
under the murine kidney capsule [17]. One week after 
implantation, tumor engraftment was confirmed by 
bioluminescence imaging (BLI), followed by random-
ized grouping of the mice (n = 5 per group). Four groups 
were tested in this model, including G250, G36, G9 and 
A716 at a single dose of one million CAR-T cells with 

a CD4:CD8 T cell ratio of 2:1 (Figs.  5 and S5). Tumor 
growth and CAR-T cell expansion and persistence were 
evaluated weekly via BLI and flow cytometric analysis of 
peripheral blood respectively.

G9 CAR-T cells showed superior expansion in vivo 
compared to the G250 CAR-T and similar expansion 
compared to G36 (Fig.  5A). In addition, during the 4 
weeks post injection, G9 treatment resulted in significant 
antitumor activity comparable to G36 while G250 was 
not able to control tumor growth (Figs. 5B and C, S1 and 
S6). However, no significant body weight loss (Figure S7) 
or histopathological changes in bile duct were observed 
in the mice treated with G9 CAR-T cells (Figure S8).

G9 recognizes a different epitope of CAIX compared to 
G250
Through subunit-based epitope mapping, Xu et al. found 
that the G9 scFv-Fc binds to both full length CAIX and 

Fig. 3  Avidity of CAR-T cells on tumor and normal cells. (A) Avidity of CAR-T cells on skrc-59 ccRCC tumor cells. The percentage of G250 (green), G36 (or-
ange), G9 (pink), A716 (black), UNT (grey) binding to skrc-59 ccRCC tumor cells are shown in the plot (n = 4 per group). (B) Avidity of CAR-T cells on skrc-59 
tumor cells at 1000 pN endpoint. The normalized percentage of G250 (green), G36 (orange), G9 (pink), A716 (black) binding to skrc-59 ccRCC tumor cells 
at 1000 pN are shown in the bar plot (the normalized percentage of binding is defined by minus the binding of UNT) (n = 4 per group). (C) Avidity of CAR-T 
cells on MMNK-1 cholangiocytes. The percentage of G250 (green), G36 (orange), G9 (pink), A716 (black), UNT (grey) binding to MMNK-1 cholangiocytes 
are shown in the plot (n = 4 per group). (D) Avidity of CAR-T cells on MMNK-1 cholangiocytes at 1000 pN endpoint. The normalized percentage of G250 
(green), G36 (orange), G9 (pink), A716 (black) binding to MMNK-1 cholangiocytes at 1000 pN are shown in the bar plot (the normalized percentage of 
binding is defined by minus the binding of UNT) (n = 4 per group). All data with error bars are presented as mean ± SD. P values are defined by unpaired 
two-tailed t-tests (∗p < 0.05; ∗∗p < 0.01; ∗∗∗p < 0.001; and ∗∗∗∗p < 0.0001)
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Fig. 4  Efficacy of anti-CAIX CAR-T cells on RCC patient derived organotypic tumor spheroids (PDOTS). (A) Schematic of workflow. ccRCC patient tumor 
specimens were collected, digested and filtered into S1, S2, S3 fractions, in which S2 fraction was used to generate ccRCC PDOTS. On Day −1, PDOTS 
mixed with collagen were injected into the central channel of the microfluidic device. Quality control (QC) was performed on Day 0 to profile ccRCC TME 
and determine the viability of PDOTS. The CAR-T cells were added to the side channels and co-incubated with PDOTS for 6 days. And the downstream 
analysis was performed. (B) Representative images of PDOTS on Day 0. IF was performed to show biomarkers on PDOTS. In the left panel, PDOTS were 
stained with Hoechst, EpCAM and CD45. In the middle panel, PDOTS were stained with Hoechst, Calcein, CD8, and EpCAM. In the right panel, PDOTS were 
stained with Hoechst, EpCAM, PI, and CAIX. Scale bars shown in the images represent 20 μm. (C) CAR-T migration was evaluated on Day 6 on PDOTS of 
a primary ccRCC sample (51321216). By using the ZsGreen fluorescence of CAR-T cells, the signal of middle channel was quantified. Scale bars shown in 
the images represent 200 μm. (D) CAR-T migration was quantified on PDOTS of a primary ccRCC sample (51321216). G9 (pink), G36 (orange), G250 (green) 
are shown in the plot. (E) Heatmap of log2 fold change of selected cytokine and chemokine in the supernatant. Cytokine profiling was performed via Lu-
minex using supernatant collected on Day 6 from PDOTS (51321216 RCC sample) and CAR-T co-cultures. Selected cytokines and chemokines are shown 
here, including IP-10, IFN-γ, GM-CSF, IL-2, TNFβ, IL-15, IFN-α2, and IL-17α. (F) Bar plots of IP-10, and IFN-γ secretion of PDOTS (51,321,216) co-culturing with 
G9 (pink), G36 (orange), and G250 (green) were shown in the plot. All data with error bars are presented as mean ± SD. P values are defined by unpaired 
two-tailed t-tests (∗p < 0.05; ∗∗p < 0.01; ∗∗∗p < 0.001; and ∗∗∗∗p < 0.0001)
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the catalytic core, however it does not bind to the pro-
teoglycan (PG) domain or inhibit catalytic activity of 
CAIX, indicating that it targets an epitope distal to the 
catalytic domain [20]. Through in silico computational 
docking, and in agreement with these findings, we found 
that G9 likely interacts with CAIX through helices on the 
periphery of CAIX in a manner that would not inhibit 
the catalytic activity of CAIX (Fig. 6). The key hydrogen 
bond interactions to CAIX are maintained by CDRH1 
(T28, S31, and Y32), CDRH2 (S51, S53, and G55 (back-
bone)), CDRH3 (S95 and S97) and CDRL1 (R29, G30 
(backbone), and N32). In addition, pi-alkyl interactions 
are formed between Y31 and E169 in CDRL1 and CAIX, 
respectively. G9 contacts alpha helices distal to the cata-
lytic site in the following regions, ENSAYE and SPLEE-
IAEE. This binding mode is in contrast to that of G250 
mAb which is modeled to bind to the interface of two 
CAIX monomers through interactions with the following 
linear motifs, ALGPGREYRAL and LSTAFARV, the same 
as reported previously [29].

Discussion
The success of CAR-T cell therapies for the treatment 
of hematologic malignancies has not only been due to 
their potency in killing tumor cells but also because 
of the exquisite nature of the B lineage specific CD19, 
CD20 and BCMA markers to which their targeting moi-
eties are directed [30–37]. In these disease settings, the 
use of high-affinity CAR-T cells directed to TAAs holds 
an advantage that is generally not true for solid tumors 
where solid tumor related TAAs are expressed in the 
normal tissues [38]. In this study, we have successfully 
designed TAA CAIX targeted therapy through fine-tun-
ing the affinity/avidity of the anti-CAIX scFv. Anti-CAIX 
G9 CAR-T cells exhibited superior antitumor efficacy 
on the CAIX high expressing tumor cells and miti-
gated OTOT toxicity on normal tissues with CAIX low 
expression.

The carbonic anhydrase (CA) family consists of 15 iso-
forms of ubiquitous metalloenzymes that catalyze the 
reversible hydration of carbon dioxide to bicarbonate and 
protons [39, 40]. CAIX is a zinc enzyme CA which binds 
to anion exchanger 2 (AE2) receptor, increasing bicar-
bonate transport and maximizing acid secretion [39]. 
CAIX is distinguished from its other family members 
due to its unique evolutionary feature: an N-terminus 
PG domain, which also contributes to a better catalytic 
activity for carbon dioxide hydration at more acidic pH 
values [41, 42]. We hypothesize that the interface epit-
ope G250 recognizes would result in a 1:1 stoichiomet-
ric ratio of G250:CAIX dimer due to steric clashing of a 
second G250 scFv. However, G9 would be able to bind 
the CAIX dimer in a 2:1 mode, leading to a higher avid-
ity. In addition, the G9 epitope is membrane proximal 

Fig. 5  Fine-tuned CAIX targeted G9-41BB CAR-T cells exhibited superior 
efficacy in a ccRCC orthotopic NSG-SGM3 mouse model. (A) CAR-T expan-
sion (the percentage of human CD45 + immune cells out of total live leu-
kocytes in the peripheral blood) of G9 (pink), G36 (orange), G250 (green) 
and A716 (grey) is shown in the plot  (n = 5 per group). Peripheral blood 
was analyzed via flow cytometry. ccRCC skrc-59 tumor cells were inocu-
lated under the kidney capsule. One week after tumor implantation, one 
million CAR-T cells were injected intravenously. Tumor growth was moni-
tored by BLI weekly for four weeks and circulating CAR-T cells were phe-
notyped weekly by flow cytometric analysis of peripheral blood. (B) Tumor 
growth curve of the mice treated with one million CD4:CD8 = 2:1 G9 (pink), 
G36 (orange), G250 (green) or A716 (grey) CAR-T cells (n = 5 per group). BLI 
was performed on Day 0, Day 7, Day 14, Day 21 and Day 28 after CAR-T 
infusion. (C) BLI images of mice treated with one million CD4:CD8 = 2:1 G9 
(pink), G36 (orange), G250 (green) or A716 (grey) CAR-T cells on Day 0, Day 
7, Day 14, Day 21 and Day 28 after CAR-T infusion. The red arrow indicates 
the lung metastasis of RCC tumor. All data with error bars are presented as 
mean ± SD. P values are defined by unpaired two-tailed t-tests (∗p < 0.05; 
∗∗p < 0.01; ∗∗∗p < 0.001; and ∗∗∗∗p < 0.0001)
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compared to G250’s. CAR-T cells that bind to membrane 
proximal epitopes have demonstrated different thera-
peutic effects compared to the ones that target mem-
brane distal epitopes [43]. As such, the CAIX membrane 
proximal epitope targeted by G9 should be used for other 
CAIX directed therapies as it can lead to greater cyto-
toxic activity.

CAIX is regulated by the Von Hippel Lindau (VHL) 
protein (pVHL) [44] and serves as a hallmark for multiple 
solid tumors [45], including RCC [46], HNSCC [47], glio-
blastoma [48], breast cancer [49], mesothelioma [50], and 
bladder cancer [51]. CAIX exerts its physiological func-
tions even at the acidic pH typical in the TME of solid 
hypoxic tumors (pH = ~ 6.5), leading to the resistance to 
conventional chemo- and radiotherapy [41]. High CAIX 
expression is associated with early disease stage and 
grade [52], and negatively correlated with patient prog-
nosis [53]. PDOTS generated from lung metastatic RCC 
responded well towards G9 CAR-T cell therapy, which 
might result from a similar CAIX expression in meta-
static lung lesions compared to the primary RCC.

Low affinity/avidity CAR-T cell therapy has shown 
enhanced cytotoxicity [54–56], elevated expansion [55, 
57], decreased exhaustion [58], better migration and traf-
ficking [56], as well as increased selectivity [54]. In our 
study comparing G9 to G250, we observed superior in 
vivo antitumor efficacy as well as boosted in vivo expan-
sion, better ex vivo migration and a wider therapeutic 
window of G9. To further enhance tumor killing efficacy 
and decrease the OTOT of CAIX targeted CAR-T cells, 
we have designed an anti-CAIX/CD70 dual-targeted 
CAR-T cell therapy that is activated in the presence of 
either CAIX or CD70, thus killing CAIX low expressing 
tumor cells and preventing potential antigen escape [59].

In skrc-59 tumor bearing mice treated with G9 CAR-T 
cells, no significant body weight loss or histopathologi-
cal changes in the bile duct were observed (Figures S7 
and S8). However, this model has its limitation due to 
the expression of murine CAIX instead of human CAIX 
in the mouse bile duct. To assess in vivo OTOT toxicity, 
we investigated MMNK-1 tumorgenesis. Unfortunately, 
MMNK-1 cells are not tumorigenic in immunodeficient 

Fig. 6  Binding mode of G9 and G250 with CAIX. Depicts TAA, CAIX, gray, along with its transmembrane domain, intracellular tail and proteoglycan (PG) 
domain at the N-terminus. The variable regions of mAb, G9, are shown in pink bound to the predicted epitope and the variable regions of mAb G250, 
are shown in green. The zoomed view depicts the binding interface of G250 to CAIX (left) and G9 to CAIX (right, turned 90 degree) with epitopes colored 
in green and contact regions of the complementarity determining regions (CDRs) shown in yellow (heavy chain), and blue (light chains). G9 shows 2:1 
binding mode to a CAIX dimer and G250 binds to a CAIX dimer in 1:1 ratio
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mice [22]. Castellarin et al. reported a mouse model with 
human HER2 expression on mouse normal hepatocytes 
to access OTOT toxicity of HER2 targeted CAR-T cells 
[56]. By transducing adeno-associated virus serotype 8 
(AAV8) encoding the human CAIX gene and a fluores-
cent reporter into NSG-SGM3 mice, we anticipate the 
development of a model that would serve as a useful tool 
to evaluate OTOT of anti-CAIX CAR-T cells. Moreover, 
the Tet-On system we established could also be applied 
to the mouse model to recapitulate physiological CAIX 
expression by feeding the mice with Dox containing 
water [60].

In addition to OTOT toxicities, the two main toxicities 
resulting from CAR-T cell infusions are cytokine release 
syndrome (CRS) and immune effector cell-associated 
neurotoxicity syndrome (ICANS), and they are often 
not revealed in mouse models but are eventually discov-
ered in clinical trials [61]. The affinity and avidity of the 
CAR moieties towards their target antigen not only affect 
tumor cell killing, but also CAR-T cell cytokine release 
[54, 62]. Using PDOTS 3D ex vivo cultures, we were able 
to profile the cytokine release in the cocultures, making 
PDOTS a potential tool to study CRS of CAR-T therapy 
ex vivo.

Potential limitations of our study include the lack of 
validation of G9 CAR-T in vivo efficacy using other mod-
els than the skrc-59 tumor bearing NSG-SGM3 mouse. 
Further evaluation of CRS and ICANS can be performed 
on a humanized mouse model [63, 64]. Moreover, crys-
tallization or cryogenic electron microscopy (Cryo-EM) 
can be utilized to validate the binding mode of G9 and 
G250 and to study their CAIX epitopes and accessibility.

Materials and methods
Cell lines and culture
Human clear cell renal cell carcinoma cell line skrc-59 
(obtained from Dr. Gerd Ritter, Memorial Sloan-Ket-
tering Cancer Center, New York, USA) was engineered 
to express high levels of human CAIX (skrc-59 CAIX+) 
[21] and mCardinal fluorescent protein. Using CRISPR 
Cas9, sgCAIX skrc-59 cell line was engineered to knock 
out CAIX. MMNK-1 cholangiocyte cell line [22] was pur-
chased from Japanese Collection of Research Biosources 
Cell Bank (JCRB). These cells were grown in RPMI-1640 
or DMEM medium (Gibco) supplemented with 10% (v/v) 
heat-inactivated fetal bovine serum (FBS, Gibco) at 37 °C 
with 5% CO2.

Production of lentivirus particles
For lentivirus production, polyethylenimine (PEI), DNA 
of the helper plasmids VSVG, TAT, GAG and REV (10 µg 
per 15 cm dish of 293T cells) and 20 µg of the respective 
CAR DNA were added to Opti-MEM medium (Gibco). 
This mixture was incubated for 20  min at RT and was 

afterwards added drop by drop to a 15 cm dish of Len-
tiX-293T cells (Clontech). After 48  h of incubation, the 
supernatant was collected, debris was removed and len-
tiviral concentrator (Clontech) was added in a 1:3 (v/v) 
ratio. This mixture was incubated overnight at 4 °C. The 
next day the tubes were centrifuged for 45 min at 1,500 g 
and the supernatant was discarded. The pelleted lentivi-
rus was resuspended in RPMI-1640 medium and stored 
at -80 °C.

Establishment of Tet-on skrc-59 cell line
Tet-On vector (obtained from Dr. Ming-Ru Wu, Dana-
Farber Cancer Institute, MA, USA) was packaged into 
lentivirus and transduced into sgCAIX skrc-59 cells. In 
the presence of doxycycline, the skrc-59 CAIX+  cells 
were sorted as CAIX Tet-On skrc-59 cells using SONY 
sorter MA900.

Generation of CAR-T cells
Apheresis leukoreduction collars were obtained from 
the blood bank of the Brigham and Women´s Hospi-
tal under DFCI approved IRB protocol #14-343. Human 
peripheral blood mononuclear cells (PBMCs) were sepa-
rated using Ficoll-Paque-PLUS (GE Healthcare). CD4 
and CD8 T cells were isolated by positive selection using 
CD4 MicroBeads and CD8 MicroBeads (Miltenyi Biotec) 
respectively. T cells were cultured in RPMI-1640 medium 
supplemented with 10% FBS, IL-21 (30 ng/mL, Milt-
enyi Biotec) and activated by T cell TransAct (Miltenyi 
Biotec). CAR-T cells were generated by lentiviral trans-
duction (MOI=20) with 10  µg/mL Diethylaminoethyl 
(DEAE). The CAR positive T cells were sorted by SONY 
sorter MA900. After sorting, the T cells were cultured in 
RPMI-1640 medium supplemented with 10% FBS, IL-7 
(500 IU/mL, Miltenyi Biotec), IL-15 (84 IU/mL, Miltenyi 
Biotec) and Gentamicin (50 µg/mL) (Gibco).

Immunohistochemical staining
IHC staining was performed on formalin-fixed, paraf-
fin-embedded (FFPE) 4 μm tissue sections. An in-house 
IHC assay was used to optimize CAIX (1:40,000, MN-75, 
mouse monoclonal antibody [65]). Tissue slides were 
baked at 60  °C for 30  min and then stained on BOND 
III Autostainer (Leica Biosystems) using BOND Poly-
mer Refine Detection Kit (DS9800, Leica Biosystems). 
Antigen retrieval was performed with BOND Epitope 
Retrieval Solution 1 (Citrate pH = 6, Leica Biosystems) for 
20 min. Slides were counterstained with hematoxylin and 
dehydrated in graded ethanol solutions and xylene prior 
to mounting and coverslipping.

IHC image analysis
The immunostained slides were scanned at 20X magnifi-
cation using Aperio ScanScope (Leica Microsystems). For 
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each slide, viable tumor areas were manually annotated 
using the HALO software. Then, classifiers were created 
to accurately identify tumor cells within the annotated 
areas by excluding stroma, immune cells and red blood 
cells. The number of positive CAIX positive tumor cells 
was determined using the HALO platform multiplex-
IHC algorithm, version 2.1.1637.18 (Indica lab). Image 
analysis results were then validated through visual 
inspection by pathologists with expertise in the evalua-
tion of IHC stains in RCC (M. Ficial, S. Signoretti).

Quantification of CAIX via QuantiBrite beads
Skrc-59 Tet-On CAIX cells were counted and seeded at 
a concentration of 3*105 cells/mL into 6-well plates. The 
respective doxycycline concentration (0.1–1,000 ng/mL) 
was added and at the indicated time points and the sam-
ples were collected by detaching the cells with trypsin 
(Corning). The samples were incubated with human Fc 
blocking solution (1:500) for 10 min at RT, then washed 
and stained with anti-CAIX-PE antibody (clone REA658, 
Miltenyi Biotec) for 15  min at RT. After three washing 
steps, the samples were fixed with 2% paraformaldehyde 
(PFA) for 15 min at RT and were analyzed together with 
QuantiBrite PE beads (Becton Dickinson) using flow 
cytometry (LSRFortessa, BD Biosciences). Data was ana-
lyzed using FlowJo software (FlowJo LLC).

Quantification of CAIX via dSTORM
Fresh frozen human tissue samples were collected under 
DFCI approved protocols #01-130 and #19-194. The sam-
ples were sectioned using a cryo-microtome. 10 μm thick 
sections were mounted on poly-L-lysine (Sigma-Aldrich) 
coated high precision coverslips (#1.5 H, Marienfeld) and 
air dried for 10 min before storage at -80oC. Before stain-
ing, samples were rehydrated using phosphate buffered 
saline (pH 7.4, Gibco) then fixed with 4% paraformalde-
hyde (PFA) in PBS (pH 7.4, Sigma-Aldrich) for 10  min. 
Samples were washed and free aldehydes were quenched 
using Tris buffered saline (Sigma-Aldrich).

Fixed sections were blocked and permeabilized using a 
solution containing 0.3% Triton X-100 (Sigma-Aldrich), 
10% normal donkey serum (Sigma-Aldrich) and 2% 
bovine serum albumin (Sigma-Aldrich) for 2  h at room 
temperature. Dylight 550 conjugated primary antibod-
ies against CAIX (NB100-417R, Novus) were diluted in 
PBS containing 0.3% Triton X-100, 1% normal donkey 
serum and 0.2% bovine serum albumin and incubated for 
two hours at room temperature in a humidifying cham-
ber. Subsequently, samples were washed with PBS before 
applying Bcubed (Oxford NanoImaging) imaging buffer.

Single molecule data acquisition was carried out 
on the Nanoimager S running NimOS version 1.4 
(Oxford NanoImaging). The images were acquired 
using a 100 × 1.4 NA Olympus objective, sCMOS 

camera (Hamamatsu orca flash 4.0 V3). 10,000 frames 
were recorded for the detection of Dylight550 signal 
with the 561  nm laser in total internal reflection fluo-
rescence illumination (TIRF) mode. Drift correction, 
localization filtering and data analysis were performed in 
ONI’s cloud-based data analysis platform (CODI). Pho-
ton count, localization precision and sigma value filters 
were applied to reduce background localizations. CAIX 
clusters were detected and quantified using a hierarchical 
density based clustering algorithm (HDBSCAN). Clus-
ter density per area (µm2) was used to represent CAIX 
expression in human tissue samples.

In vitro killing assay
Celigo in vitro killing assay was performed as described 
previously [17, 19, 66]. Approximately 3,000 mCardi-
nal + skrc-59 tumor cells or MMNK-1 cholangiocytes 
or Tet-On skrc-59 cells in the presence of different con-
centrations of Dox (target cells) were seeded in a 96-well 
plate (Greiner 655090). After 12  h of incubation, the 
plate was scanned and analyzed in bright field and far-
red channel for mCardinal at the 0 h time point. CAR-T 
cells were added and co-incubated with the target cells. 
Additional control wells were prepared with target cells 
only (negative control) and target cells with 1% Triton-X 
(positive control). Subsequently, the plate was scanned 
and analyzed at the 48 h time point with the equation, 

	
Cytotoxicity% =

negative control − treatment
negative control − positive control

× 100

Cell binding avidity assay
Single-cell suspensions of skrc-59 or MMNK-1 cells at 
5*107/mL were prepared by treating the cultured cells 
with TrypLE (Thermo Scientific, 12604013) for 5  min 
at 37oC. The suspended cells were added to the z-Movi 
(LUMICKS) microfluidic chips coated with either poly-
L-lysine or Concanavalin A for at least 2 h of attachment. 
Thawed and overnight rested T cells were stained with 
Celltrace Far Red Cell Proliferation Kit (Thermo Scien-
tific, C34564) according to the manufacturer’s protocol 
prior to the avidity assay. For each experiment, 5*106/mL 
CAR-T cells were introduced into the microfluidic chip 
and incubated for 2.5-5  min. After the incubation, an 
acoustic force ramp was applied to detach the T cells on 
the z-Movi system. The order of effector cell addition was 
randomized between different chips. Data analysis was 
performed using Oceon software 1.2.8 and statistics were 
assessed by Prism GraphPad 9.4.1.

Patient-derived organotypic tumor spheroids (PDOTS)
Fresh human tissue samples were collected under DFCI 
approved protocols #01-130 and #19-194.  Renal tumor 
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samples were dissociated by a semi-automated combined 
mechanical/enzymatic process. The fresh tumor tissue 
was cut into pieces of 2–3 mm in size and transferred to 
C Tubes (Miltenyi Biotech) containing a mix of Enzymes 
H, R and A (Tumor Dissociation Kit, human; Miltenyi 
Biotech). Mechanical dissociation was accomplished by 
performing a program (37C_h_TDK_1 for primary RCC 
and 37C_h_TDK_2 for lung metastatic RCC) on the 
gentleMACS Octo Dissociator with Heaters (Miltenyi 
Biotech). Dissociated material was strained over 100-
mm filter and 40-mm filters to generate S1 (> 100 mm), 
S2 (40–100  mm), and S3 (< 40  mm) spheroid fractions, 
which were subsequently maintained in ultralow-attach-
ment (ULA) tissue culture plates (Corning). S2 fractions 
were used for ex vivo culture by resuspending them in 
type I rat tail collagen (Corning, 354236) at a concen-
tration of 2.8 mg/mL prior to loading into the center gel 
region of the three-dimensional (3D) microfluidic culture 
device (AIM Biotech, DAX-1) and incubation for 40 min 
at 37 oC in humidity chambers to allow for polymer-
ization. Collagen hydrogels containing PDOTS were 
hydrated with media.

Immunofluorescence (IF) and migration quantification of 
PDOTS
Calcein, propidium iodide staining was performed (Nex-
celom, CS2-0106) using 1 µM of Calcein (Thermo Fisher 
Scientific, C34858) and 1  mg/mL of PI (Thermo Fisher 
Scientific, P3566). Following incubation with the dyes 
(20  min at room temperature in the dark), PDOTSs 
were washed with PBS and blocked with FcR block-
ing reagent (Miltenyi Biotec, 130-059-901) for 30  min 
at room temperature. Directly conjugated antibodies 
CD326 EpCAM-FITC (clone 9C4, BioLegend), CD326 
EpCAM-AlexaFluor647 (clone 9C4, BioLegend), CD45-
AlexaFluor647 (HI30, BioLegend), CD8-PE (clone 
HIT8a, BioLegend), and CAIX-APC (clone REA658, 
Miltenyi Biotec) were diluted in 10  mg/mL solution 
of Hoechst 33342 in PBS and loaded into microfluidic 
devices for 1 hour incubation at room temperature in the 
dark. Spheroids were washed twice with PBS with 0.1% 
Tween20 followed by PBS. Images were captured using 4 
objective of a Nikon Eclipse 80i fluorescence microscope 
equipped with automated motorized stage (Proscan), 
Z-stack (Prior), and Zyla 5.5 sCMOS camera (Andor). 
Image analysis was performed using NIS-Elements AR 
software package version 5.00.00 64-bit. For migration 
quantification, after 6-day co-incubation of CAR-T and 
PDOTS, the images were captured as mentioned above 
and quantitation was performed by measuring total cell 
area of FITC channel as CAR-T cells express ZsGreen 
fluorophore.

In vivo orthotopic humanized ccRCC model
The experiment was performed under DFCI approved 
protocol #05-035. 50,000 skrc-59 CAIX+ luciferase+ cells 
were resuspended in 10 µL of RPMI-1640 medium and 
diluted 1:1 in Matrigel (Corning). This cell mixture was 
injected under the left kidney capsule of NSG-SGM3 
mice (Jackson Laboratories). One week after, tumor 
engraftment was confirmed with bioluminescence (BLI) 
imaging and 1 million CAR-T cells were injected through 
the tail vein of the mice (Day 0, n=5 mice per group). 
The tumor BLI was performed weekly for 4 weeks post 
CAR-T cell injection. On Day 28, the mice were sacrificed 
by CO2 inhalation, and final blood was drawn. Tissues 
were collected for H&E staining.

Flow cytometric analysis of mouse peripheral blood
CAR-T expansion was evaluated using Zombie Yellow™ 
Fixable Viability Kit (BioLegend), human CD45 (clone 
HI30, BioLegend), and mouse CD45 (clone 30F11, Bio-
Legend). All samples were analyzed with an LSR Fortessa 
(BD Bioscience) and data was analyzed using FlowJo soft-
ware (FlowJo LLC).

Bioluminescence imaging (BLI)
Tumor growth was monitored weekly using the IVIS 
Spectrum In Vivo Imaging System (PerkinElmer). 
Briefly, mice were injected subcutaneously with 75  mg/
kg D-luciferin potassium salt (Promega, E1605) in sterile 
PBS and anesthetized with 2% isoflurane in medical air. 
Serial bioluminescence images were acquired using the 
automated exposure set-up. The peak bioluminescence 
signal intensity within selected regions of interest (ROI) 
was quantified using the Living Image Software (Perki-
nElmer), and expressed as photon flux (p/sec/cm2/sr). 
Representative planar bioluminescence images were dis-
played with indicated adjusted minimal and maximal 
thresholds.

In silico docking
The paratope of mAb, G9, was predicted using the Pro-
ABC-2 webserver [67, 68]. The structure of CAIX used in 
docking studies was modeled using the crystal structure 
(6FE2) [69] as a template through the Alphafold2 Google 
Collaboratory Notebook [70]. The variable regions of G9 
were modeled using the DeepAb notebook [71]. Dock-
ing was performed using the ClusPro Webserver [72–76] 
with an attractive force set to the predicted paratope 
from ProABC-2. To determine overall contribution of 
individual residues molecular dynamics simulations 
(MM/GBSA) were performed through the Hawkdock 
Webserver [77] on selected models. The highest ranked 
model by free energy was rendered using the pymol 
molecular visualization suite. Additional image process-
ing was completed using BioRender.
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Supplementary Material 1: Supplementary Figure 1. Quantification 
of CAIX expression on Tet-On inducible CAIX expressing skrc-59 cells 
comparing to MMNK-1 and skrc-59 cells. (A) Quantification of CAIX expres-
sion on Tet-On inducible CAIX expressing skrc-59 cells treated with 100 
ng/mL Dox for 120 hours in total. Quantification was performed on 19 
time points, 0, 6, 12, 18, 24, 30, 36, 42, 48, 54, 60, 66, 72, 78, 84, 90, 96, 108, 
120h. Two arrows indicate the time points of 48 and 96h when the culture 
media was replaced with fresh one considering the half-life of Dox. (B) 
CAIX quantification results of skrc-59, MMNK-1, and Tet-On inducible CAIX 
expressing system were shown in the table

Author contributions
Y.W. and W.A.M. designed the study. Y.W., A.B., B.P., L.Z., N.M., C.D.C., A.M., 
H.J., M.F., Y.N.L., Z.Z., S.H., G.M.K., M.G., A.F., H.Y., Q.N., T.T., and E.V.I. performed 
experiments. Y.W., A.B., B.P., L.Z., N.M., A.M., K.H., Z.Z., and S.H. analyzed data. 
Y.W., A.B., G.J.F., D.B. and W.A.M wrote the manuscript. Y.W., N.M., H.Y., Y.N.L., E.V.I. 
revised the manuscript. Y.W., A.B., B.P., L.Z., N.M., C.D.C., A.M., H. J., R.N.B, K.H., 
M.F., Y.N.L., S.S., Z.Z., S.H., G.M.K., M.G., A.F., H.Y., Q.N., T.T., E.V.I., C.P.P., M.W., T.K.C., 
J.W., G.J.F, D.B., and W.A.M. edited and approved the manuscript.

Funding
This work was supported by the Assistant Secretary of Defense for Health 
Affairs endorsed by the Department of Defense, through the FY21 
Translational Research Partnership Award (W81XWH-21-1-0442) and FY21 
Idea Development Award (W81XWH-21-1-0482) to W.A.M. Opinions, 
interpretations, conclusions, and recommendations are those of the authors 
and are not necessarily endorsed by the Department of Defense. This work 
was partially supported by NCI P50CA101942 to G.J.F. In addition, this work 
was supported by the Wong Family Award and Kidney Cancer Association 
Trailblazer Award to Y.W. T.K.C. is supported in part by the Dana-Farber/
Harvard Cancer Center Kidney SPORE (2P50CA101942-16) and Program 
5P30CA006516-56, the Kohlberg Chair at Harvard Medical School and the 
Trust Family, Michael Brigham, Pan Mass Challenge and Loker Pinard Funds 
for Kidney Cancer Research at DFCI. C.P.P. and E.I. are supported by additional 
funding in part from the Expert Miracles Foundation and the Robert A. and 
Renee E. Belfer Family Foundation.

Declarations

Ethical approval
Apheresis leukoreduction collars were obtained from the blood bank of the 
Brigham and Women´s Hospital under DFCI approved IRB protocol #14-343. 
Tumor specimens were collected under DFCI approved protocol #01-130 
and #19-194.

Competing interests
W.A.M has patents in the PD-1/ PDL1 field. G.J.F has patents/pending royalties 
on the PD-1/PD-L1 pathway from Roche, Merck MSD, Bristol-Myers-Squibb, 
Merck KGA, Boehringer-Ingelheim, AstraZeneca, Dako, Leica, Mayo Clinic, Eli 
Lilly, and Novartis. G.J.F has served on advisory boards for Roche, Bristol-Myers-
Squibb, Xios, Origimed, Triursus, iTeos, NextPoint, IgM, Jubilant, Trillium, IOME, 
GV20, Invaria, and Geode. G.J.F has equity in Nextpoint, Triursus, Xios, iTeos, 
IgM, GV20, Invaria, and Geode. S. S. reports receiving commercial research 
grants from Bristol-Myers Squibb, AstraZeneca, Exelixis and Novartis; is a 
consultant/advisory board member for Merck, AstraZeneca, Bristol-Myers 
Squibb, CRISPR Therapeutics AG, AACR, and NCI; receives royalties from 
Biogenex; and mentored several non-US citizens on research projects with 
potential funding (in part) from non-US sources/Foreign Components. T.K.C. 
institutional and personal, paid and unpaid support for research, advisory 
boards, consultancy, and honoraria from AstraZeneca, Aravive, Aveo, Bayer, 
Bristol Myers-Squibb, Calithera, Circle Pharma, Eisai, EMD Serono, Exelixis, 
GlaxoSmithKline, IQVA, Infinity, Ipsen, Jansen, Kanaph, Lilly, Merck, Nikang, 
Nuscan, Novartis, Pfizer, Roche, Sanofi/Aventis, Surface Oncology, Takeda, 
Tempest, Up-To-Date, CME events (Peerview, OncLive, MJH and others), 
outside the submitted work. T.K.C. has institutional patents filed on molecular 
alterations and immunotherapy response/toxicity, and ctDNA. T.K.C. has 
equity in Tempest, Pionyr, Osel, Precede Bio. T.K.C. has served on committees 
for NCCN, GU Steering Committee, ASCO/ESMO, ACCRU, KidneyCan. T.K.C. 
has medical writing and editorial assistance support may have been funded 
by Communications companies in part. T.K.C. has mentored several non-US 
citizens on research projects with potential funding (in part) from non-US 
sources/Foreign Components. The institution (Dana-Farber Cancer Institute) 
may have received additional independent funding of drug companies or/
and royalties potentially involved in research around the subject matter. C.P.P. 
is a consultant for XSphera Biosciences and has stock and other ownership 
interests in XSphera Biosciences. Received honoraria from Thermo Fisher 
and Agilent and has sponsored research agreements with Daiichi Sankyo, 
Bicycle Therapeutics, Transcenta, Bicara Therapeutics, AstraZeneca, Janssen 
Pharmaceuticals, Array Biopharma, Takeda Onkology, Bristol Meyers Squibb, 
TargImmune, and Mirati Therapeutics. D.A.B. is a consultant for N of One/
Qiagen and Nerviano Medical Sciences, is a founder and shareholder in 
XSphera Biosciences, has received honoraria from Merck, H3 Biomedicine/Esai, 
EMD Serono, Gilead Sciences, Abbvie, and Madalon Consulting, and research 
grants from BMS, Takeda, Novartis, Gilead, and Lilly.

Author details
1Department of Cancer Immunology and Virology, Dana-Farber Cancer 
Institute, Boston, MA 02215, USA
2Harvard Medical School, Boston, MA 02115, USA
3Department of Medical Oncology, Dana-Farber Cancer Institute, Boston, 
MA 02215, USA

https://doi.org/10.1186/s12943-024-01952-w
https://doi.org/10.1186/s12943-024-01952-w


Page 14 of 16Wang et al. Molecular Cancer           (2024) 23:56 

4ONI (Oxford Nanoimaging Ltd.), Oxford, UK
5Molecular Imaging Core, Dana-Farber Cancer Institute, Boston,  
MA 02215, USA
6Department of Pathology, Brigham and Women’s Hospital, Boston,  
MA 02115, USA
7Department of Oncologic Pathology, Dana-Farber Cancer Institute, 
Boston, MA 02215, USA
8LUMICKS, Waltham, MA 02453, USA
9Lurie Family Imaging Center, Center for Biomedical Imaging in Oncology, 
Dana-Farber Cancer Institute, Boston, MA 02215, USA
10Belfer Center of Applied Cancer Science, Dana-Farber Cancer Institute, 
Boston, MA 02215, USA
11Lowe Center for Thoracic Oncology, Dana-Farber Cancer Institute, 
Boston, MA 02215, USA

Received: 23 October 2023 / Accepted: 31 January 2024

References
1.	 First-Ever CAR T-cell Therapy Approved in U.S. Cancer Discov. 2017;7(10):OF1. 

https://pubmed.ncbi.nlm.nih.gov/28887358/#:~:text=The%20first%20
chimeric%20antigen%20receptor,have%20relapsed%20at%20least%20twice.

2.	 Kakarla S, Gottschalk S. CAR T cells for solid tumors: armed and ready 
to go? Cancer J. 2014 Mar-Apr;20:151–5. https://doi.org/10.1097/
ppo.0000000000000032.

3.	 Feng K, Guo Y, Dai H, Wang Y, Li X, Jia H, et al. Chimeric antigen receptor-
modified T cells for the immunotherapy of patients with EGFR-expressing 
advanced relapsed/refractory non-small cell lung cancer. Science China 
Life Sciences. 2016 2016/05/01;59:468–79. https://doi.org/10.1007/
s11427-016-5023-8.

4.	 Ahmed N, Brawley V, Hegde M, Bielamowicz K, Kalra M, Landi D, et al. 
HER2-Specific Chimeric Antigen Receptor-Modified Virus-Specific T Cells 
for Progressive Glioblastoma: a phase 1 dose-escalation Trial. JAMA Oncol. 
2017;3(1094–1101). https://doi.org/10.1001/jamaoncol.2017.0184.

5.	 Mei Z, Zhang K, K.-Y. Lam A, Huang J, Qiu F, Qiao B, et al. MUC1 as a target 
for CAR-T therapy in head and neck squamous cell carinoma. Cancer Med. 
2020;9:640–52. https://doi.org/10.1002/cam4.2733.

6.	 Zhang C, Wang Z, Yang Z, Wang M, Li S, Li Y, et al. Phase I escalating-dose trial 
of CAR-T therapy targeting CEA(+) metastatic colorectal cancers. Mol Ther. 
2017;25:1248–58. https://doi.org/10.1016/j.ymthe.2017.03.010.

7.	 Cohen HT, McGovern FJ. Renal-cell carcinoma. N. Engl J Med. 2005;353:2477–
90. https://doi.org/10.1056/NEJMra043172.

8.	 Dutcher JP. Recent developments in the treatment of renal cell carcinoma.
Ther. Adv Urol. 2013;5:338–53. https://doi.org/10.1177/1756287213505672.

9.	 Wang Y, Suarez ER, Kastrunes G, de Campos NSP, Abbas R, Pivetta RS, et al. 
Evolution of cell therapy for renal cell carcinoma. Mol Cancer. 2024;23:8. 
https://doi.org/10.1186/s12943-023-01911-x.

10.	 Shen C, Kaelin WG. Jr. The VHL/HIF axis in clear cell renal carcinoma. Semin 
Cancer Biol. 2013;23:18–25. https://pubmed.ncbi.nlm.nih.gov/22705278/.

11.	 Ruf M, Mittmann C, Nowicka AM, Hartmann A, Hermanns T, Poyet C, et 
al. pVHL/HIF-regulated CD70 expression is associated with infiltration of 
CD27 + lymphocytes and increased serum levels of soluble CD27 in clear 
cell renal cell carcinoma. Clin Cancer Res. 2015;21:889–98. https://doi.
org/10.1158/1078-0432.Ccr-14-1425.

12.	 Rini BI, Campbell SC, Escudier B. Ren cell Carcinoma Lancet. 2009;373:1119–
32. https://doi.org/10.1016/s0140-6736(09)60229-4.

13.	 Lamers CH, Klaver Y, Gratama JW, Sleijfer S, Debets R. Treatment of metastatic 
renal cell carcinoma (mRCC) with CAIX CAR-engineered T-cells-a completed 
study overview. Biochem Soc Trans. 2016;44:951–9. https://doi.org/10.1042/
bst20160037.

14.	 Lamers CH, Sleijfer S, Vulto AG, Kruit WH, Kliffen M, Debets R, et al. Treatment 
of metastatic renal cell carcinoma with autologous T-lymphocytes genetically 
retargeted against carbonic anhydrase IX: first clinical experience. J Clin 
Oncol. 2006;24:(e20–22). https://doi.org/10.1200/jco.2006.05.9964.

15.	 Lamers CH, Willemsen R, van Elzakker P, van Steenbergen-Langeveld S, 
Broertjes M, Oosterwijk-Wakka J, et al. Immune responses to transgene and 
retroviral vector in patients treated with ex vivo-engineered T cells. Blood. 
2011;117:72–82. https://doi.org/10.1182/blood-2010-07-294520.

16.	 Lamers CHJ, Klaver Y, Gratama JW, Sleijfer S, Debets R. Treatment of metastatic 
renal cell carcinoma (mRCC) with CAIX CAR-engineered T-cells–a completed 
study overview. J Biochem Soc Trans. 2016;44(3):951–9.

17.	 Wang Y, Buck A, Grimaud M, Culhane AC, Kodangattil S, Razimbaud C, et 
al. Anti-CAIX BBζ CAR4/8 T cells exhibit superior efficacy in a ccRCC mouse 
model. Mol Therapy - Oncolytics. 2022;24:385–99. https://doi.org/10.1016/j.
omto.2021.12.019.

18.	 Trampert DC, van de Graaf SFJ, Jongejan A, Oude Elferink RPJ, Beuers U. Hepa-
tobiliary acid-base homeostasis: insights from analogous secretory epithelia. 
J Hepatol. 2021;74:428–41. https://doi.org/10.1016/j.jhep.2020.10.010.

19.	 Wang Y, Chan LL, Grimaud M, Fayed A, Zhu Q, Marasco WA. High-throughput 
image cytometry detection method for CAR-T transduction, cell prolifera-
tion, and cytotoxicity Assays. Cytometry A. 2021;99(7):689–97. https://doi.
org/10.1002/cyto.a.24267.

20.	 Xu C, Lo A, Yammanuru A, Tallarico AS, Brady K, Murakami A, et al. Unique 
biological properties of catalytic domain directed human anti-CAIX antibod-
ies discovered through phage-display technology. PLoS ONE. 2010;5:e9625. 
https://doi.org/10.1371/journal.pone.0009625.

21.	 Suarez ER, Chang DK, Sun J, Sui J, Freeman GJ, Signoretti S, et al. Chimeric 
antigen receptor T cells secreting anti-PD-L1 antibodies more effectively 
regress renal cell carcinoma in a humanized mouse model. Oncotarget. 
2016;7:34341–55. https://doi.org/10.18632/oncotarget.9114.

22.	 Maruyama M, Kobayashi N, Westerman KA, Sakaguchi M, Allain JE, Totsugawa 
T, et al. Establishment of a highly differentiated immortalized human chol-
angiocyte cell line with SV40T and hTERT. Transplantation. 2004;77:446–51. 
https://doi.org/10.1097/01.Tp.0000110292.73873.25.

23.	 Weijtens ME, Willemsen RA, Valerio D, Stam K, Bolhuis RL. Single chain Ig/
gamma gene-redirected human T lymphocytes produce cytokines, specifi-
cally lyse tumor cells, and recycle lytic capacity. 1996;157:836–43.

24.	 Neal JT, Li X, Zhu J, Giangarra V, Grzeskowiak CL, Ju J, et al. Organoid model-
ing of the tumor immune microenvironment. Cell. 2018;175:1972–1988.
e1916. https://doi.org/10.1016/j.cell.2018.11.021.

25.	 Yuki K, Cheng N, Nakano M, Kuo CJ. Organoid Models Tumor Immunol Trends 
Immunol. 2020;41:652–64. https://doi.org/10.1016/j.it.2020.06.010.

26.	 Wang Y, Shelton SE, Kastrunes G, Barbie DA, Freeman GJ, Marasco WA. Pre-
clinical models for development of immune-oncology therapies. Immuno-
Oncol Insights. 2022;3:379–98. https://doi.org/10.18609/ioi.2022.41.

27.	 Jenkins RW, Aref AR, Lizotte PH, Ivanova E, Stinson S, Zhou CW, et al. Ex vivo 
profiling of PD-1 blockade using Organotypic Tumor Spheroids. Cancer 
Discov. 2018;8:196–215. https://pubmed.ncbi.nlm.nih.gov/29101162/.

28.	 Aref AR, Campisi M, Ivanova E, Portell A, Larios D, Piel BP, et al. 3D micro-
fluidic ex vivo culture of organotypic tumor spheroids to model immune 
checkpoint blockade. Lab Chip. 2018;18:3129–43. https://doi.org/10.1039/
C8LC00322J.

29.	 Zatovicova M, Jelenska L, Hulikova A, Ditte P, Ditte Z, Csaderova L, et al. 
Monoclonal antibody G250 targeting CA IX: binding specificity, internal-
ization and therapeutic effects in a non-renal cancer model. Int J Oncol. 
2014;45:2455–67. https://doi.org/10.3892/ijo.2014.2658.

30.	 Maude SL, Laetsch TW, Buechner J, Rives S, Boyer M, Bittencourt H, et al. 
Tisagenlecleucel in children and young adults with B-cell lymphoblas-
tic leukemia. N Engl J Med. 2018;378:439–48. https://doi.org/10.1056/
NEJMoa1709866.

31.	 Schuster SJ, Bishop MR, Tam CS, Waller EK, Borchmann P, McGuirk JP, et al. 
Tisagenlecleucel in adult relapsed or refractory diffuse large B-cell lymphoma. 
N Engl J Med. 2019;380:45–56. https://doi.org/10.1056/NEJMoa1804980.

32.	 Wang M, Munoz J, Goy A, Locke FL, Jacobson CA, Hill BT, et al. KTE-X19 CAR 
T-cell therapy in relapsed or refractory mantle-cell lymphoma. N Engl J Med. 
2020;382:1331–42. https://doi.org/10.1056/NEJMoa1914347.

33.	 Abramson JS, Palomba ML, Gordon LI, Lunning MA, Wang M, Arnason J, et al. 
Lisocabtagene maraleucel for patients with relapsed or refractory large B-cell 
lymphomas (TRANSCEND NHL 001): a multicentre seamless design study. 
Lancet. 2020;396:839–52. https://doi.org/10.1016/s0140-6736(20)31366-0.

34.	 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;377:2531–44. https://doi.org/10.1056/
NEJMoa1707447.

35.	 Locke FL, Ghobadi A, Jacobson CA, Miklos DB, Lekakis LJ, Oluwole OO, et al. 
Long-term safety and activity of axicabtagene ciloleucel in refractory large 
B-cell lymphoma (ZUMA-1): a single-arm, multicentre, phase 1–2 trial. Lancet 
Oncol. 2019;20:31–42. https://doi.org/10.1016/s1470-2045(18)30864-7.

https://pubmed.ncbi.nlm.nih.gov/28887358/#:~:text=The%20first%20chimeric%20antigen%20receptor,have%20relapsed%20at%20least%20twice
https://pubmed.ncbi.nlm.nih.gov/28887358/#:~:text=The%20first%20chimeric%20antigen%20receptor,have%20relapsed%20at%20least%20twice
https://doi.org/10.1097/ppo.0000000000000032
https://doi.org/10.1097/ppo.0000000000000032
https://doi.org/10.1007/s11427-016-5023-8
https://doi.org/10.1007/s11427-016-5023-8
https://doi.org/10.1001/jamaoncol.2017.0184
https://doi.org/10.1002/cam4.2733
https://doi.org/10.1016/j.ymthe.2017.03.010
https://doi.org/10.1056/NEJMra043172
https://doi.org/10.1177/1756287213505672
https://doi.org/10.1186/s12943-023-01911-x
https://pubmed.ncbi.nlm.nih.gov/22705278/
https://doi.org/10.1158/1078-0432.Ccr-14-1425
https://doi.org/10.1158/1078-0432.Ccr-14-1425
https://doi.org/10.1016/s0140-6736(09)60229-4
https://doi.org/10.1042/bst20160037
https://doi.org/10.1042/bst20160037
https://doi.org/10.1200/jco.2006.05.9964
https://doi.org/10.1182/blood-2010-07-294520
https://doi.org/10.1016/j.omto.2021.12.019
https://doi.org/10.1016/j.omto.2021.12.019
https://doi.org/10.1016/j.jhep.2020.10.010
https://doi.org/10.1002/cyto.a.24267
https://doi.org/10.1002/cyto.a.24267
https://doi.org/10.1371/journal.pone.0009625
https://doi.org/10.18632/oncotarget.9114
https://doi.org/10.1097/01.Tp.0000110292.73873.25
https://doi.org/10.1016/j.cell.2018.11.021
https://doi.org/10.1016/j.it.2020.06.010
https://doi.org/10.18609/ioi.2022.41
https://pubmed.ncbi.nlm.nih.gov/29101162/
https://doi.org/10.1039/C8LC00322J
https://doi.org/10.1039/C8LC00322J
https://doi.org/10.3892/ijo.2014.2658
https://doi.org/10.1056/NEJMoa1709866
https://doi.org/10.1056/NEJMoa1709866
https://doi.org/10.1056/NEJMoa1804980
https://doi.org/10.1056/NEJMoa1914347
https://doi.org/10.1016/s0140-6736(20)31366-0
https://doi.org/10.1056/NEJMoa1707447
https://doi.org/10.1056/NEJMoa1707447
https://doi.org/10.1016/s1470-2045(18)30864-7


Page 15 of 16Wang et al. Molecular Cancer           (2024) 23:56 

36.	 FDA Approves First Cell-Based Gene Therapy for Adult Patients with Multiple 
Myeloma. https://www.fda.gov/news-events/press-announcements/
fda-approves-first-cell-based-gene-therapy-adult-patients-multiple-myeloma.

37.	 Berdeja JG, Madduri D, Usmani SZ, Jakubowiak A, Agha M, Cohen AD, et al. 
Ciltacabtagene autoleucel, a B-cell maturation antigen-directed chimeric 
antigen receptor T-cell therapy in patients with relapsed or refractory 
multiple myeloma (CARTITUDE-1): a phase 1b/2 open-label study. Lancet. 
2021;398:314–324. https://doi.org/10.1016/s0140-6736(21)00933-8.

38.	 Zhong S, Malecek K, Johnson LA, Yu Z, Vega-Saenz de Miera E, Darvishian F, et 
al. T-cell receptor affinity and avidity defines antitumor response and autoim-
munity in T-cell immunotherapy. Proc Natl Acad Sci USA. 2013;110:6973–8. 
https://doi.org/10.1073/pnas.1221609110.

39.	 Morgan PE, Pastoreková S, Stuart-Tilley AK, Alper SL, Casey JR. Interactions 
of transmembrane carbonic anhydrase, CAIX, with bicarbonate transport-
ers. Am. J Physiol Cell Physiol. 2007;293:C738–748. https://doi.org/10.1152/
ajpcell.00157.2007.

40.	 Pastorekova S, Gillies RJ. The role of carbonic anhydrase IX in cancer 
development: links to hypoxia, acidosis, and beyond. Cancer Metastasis Rev. 
2019;38:65–77. https://doi.org/10.1007/s10555-019-09799-0.

41.	 De Simone G, Supuran CT. Carbonic anhydrase IX: biochemical and crystal-
lographic characterization of a novel antitumor target. Biochim Biophys Acta. 
2010;1804:404–9. https://doi.org/10.1016/j.bbapap.2009.07.027.

42.	 Alterio V, Hilvo M, Di Fiore A, Supuran CT, Pan P, Parkkila S, et al. Crystal struc-
ture of the catalytic domain of the tumor-associated human carbonic anhy-
drase IX. Proc Natl Acad Sci USA. 2009;106:16233–8. https://doi.org/10.1073/
pnas.0908301106.

43.	 Yoon DH, Cho H, Jo J-C, Jeong SH, Oh SY, Kim KH, et al. A phase 1 study 
of AT101, a novel anti-CD19 CAR-T cell therapy targeting a membrane-
proximal epitope of CD19, in patients with relapsed or refractory B cell non-
hodgkin lymphoma. J Clin Oncol. 2023;41:7522–2. https://doi.org/10.1200/
JCO.2023.41.16_suppl.7522.

44.	 Wykoff CC, Beasley NJ, Watson PH, Turner KJ, Pastorek J, Sibtain A, et al. 
Hypoxia-inducible expression of tumor-associated carbonic anhydrases. 
Cancer Res. 2000;60:7075–83.

45.	 Campos NSP, Souza BS, Silva G, Porto VA, Chalbatani GM, Lagreca G, et al. 
Carbonic anhydrase IX: a renewed target for cancer immunotherapy. Cancers 
(Basel). 2022;14. https://doi.org/10.3390/cancers14061392.

46.	 van Kuijk SJ, Yaromina A, Houben R, Niemans R, Lambin P, Dubois LJ. 
Prognostic significance of Carbonic anhydrase IX expression in Cancer 
patients: a meta-analysis. Front Oncol. 2016;6:69. https://doi.org/10.3389/
fonc.2016.00069.

47.	 Huizing FJ, Garousi J, Lok J, Franssen G, Hoeben BAW, Frejd FY, et al. CAIX-
targeting radiotracers for hypoxia imaging in head and neck cancer models. 
Sci Rep. 2019;9:18898. https://doi.org/10.1038/s41598-019-54824-5.

48.	 Cui J, Zhang Q, Song Q, Wang H, Dmitriev P, Sun MY, et al. Targeting hypoxia 
downstream signaling protein, CAIX, for CAR T-cell therapy against glio-
blastoma. Neuro Oncol. 2019;21:1436–46. https://doi.org/10.1093/neuonc/
noz117.

49.	 Alves WEFM, Bonatelli M, Dufloth R, Kerr LM, Carrara GFA, da Costa RFA, et al. 
CAIX is a predictor of pathological complete response and is associated with 
higher survival in locally advanced breast cancer submitted to neoadju-
vant chemotherapy. BMC Cancer. 2019;19:1173. https://doi.org/10.1186/
s12885-019-6353-2.

50.	 Ramsey ML, Yuh BJ, Johnson MT, Yeldandi AV, Zynger DL. Carbonic anhydrase 
IX is expressed in mesothelioma and metastatic clear cell renal cell carcinoma 
of the lung. Virchows Archiv. 2012;460:89–93. https://doi.org/10.1007/
s00428-011-1178-7.

51.	 Klatte T, Seligson DB, Rao JY, Yu H, de Martino M, Kawaoka K, et al. Carbonic 
anhydrase IX in bladder cancer: a diagnostic, prognostic, and therapeutic 
molecular marker. Cancer. 2009;115:1448–58. https://doi.org/10.1002/
cncr.24163.

52.	 Courcier J, de la Taille A, Nourieh M, Leguerney I, Lassau N, Ingels A. Carbonic 
anhydrase IX in renal cell carcinoma, implications for Disease Management. 
Int J Mol Sci. 2020;21. https://doi.org/10.3390/ijms21197146.

53.	 Zhao Z, Liao G, Li Y, Zhou S, Zou H, Fernando S. Prognostic value of carbonic 
anhydrase IX immunohistochemical expression in renal cell carcinoma: 
a meta-analysis of the literature. PLoS one. 2014;9:e114096. https://doi.
org/10.1371/journal.pone.0114096.

54.	 Arcangeli S, Rotiroti MC, Bardelli M, Simonelli L, Magnani CF, Biondi A, et al. 
Balance of anti-CD123 chimeric antigen receptor binding affinity and density 
for the targeting of acute myeloid leukemia. Mol Therapy. 2017;25:1933–45. 
https://doi.org/10.1016/j.ymthe.2017.04.017.

55.	 Ghorashian S, Kramer AM, Onuoha S, Wright G, Bartram J, Richardson R, et 
al. Enhanced CAR T cell expansion and prolonged persistence in pedi-
atric patients with ALL treated with a low-affinity CD19 CAR. Nat Med. 
2019;25:1408–14. https://doi.org/10.1038/s41591-019-0549-5.

56.	 Castellarin M, Sands C, Da T, Scholler J, Graham K, Buza E, et al. A rational 
mouse model to detect on-target, off-tumor CAR T cell toxicity. JCI Insight. 
2020;5(14):e136012. https://doi.org/10.1172/jci.insight.136012.

57.	 Olson ML, Mause ERV, Radhakrishnan SV, Brody JD, Rapoport AP, Welm AL, 
et al. Low-affinity CAR T cells exhibit reduced trogocytosis, preventing rapid 
antigen loss, and increasing CAR T cell expansion. Leukemia. 2022;36:1943–6. 
https://doi.org/10.1038/s41375-022-01585-2.

58.	 Caraballo Galva LD, Jiang X, Hussein MS, Zhang H, Mao R, Brody P, et al. Novel 
low-avidity glypican-3 specific CARTs resist exhaustion and mediate durable 
antitumor effects against HCC. Hepatology. 2022;76:330–44. https://doi.
org/10.1002/hep.32279.

59.	 Wang Y, Grimaud M, Buck A, Fayed A, Chang M, Jennings R, et al. Abstract 
6606: develop dual-targeted CAR-T cells to achieve RCC cures. Cancer Res. 
2020;80:6606–6. https://doi.org/10.1158/1538-7445.Am2020-6606.

60.	 Jouvet N, Bouyakdan K, Campbell SA, Baldwin C, Townsend SE, Gannon MA, 
et al. The tetracycline-controlled transactivator (tet-on/off ) system in β-cells 
reduces insulin expression and secretion in mice. Diabetes. 2021;70:2850–9. 
https://doi.org/10.2337/db21-0147.

61.	 Morris EC, Neelapu SS, Giavridis T, Sadelain M. Cytokine release syndrome 
and associated neurotoxicity in cancer immunotherapy. Nat Rev Immunol. 
2022;22:85–96. https://doi.org/10.1038/s41577-021-00547-6.

62.	 Park S, Shevlin E, Vedvyas Y, Zaman M, Park S, Hsu Y-MS, et al. Micromolar 
affinity CAR T cells to ICAM-1 achieves rapid tumor elimination while 
avoiding systemic toxicity. Sci Rep. 2017;7:14366. https://doi.org/10.1038/
s41598-017-14749-3.

63.	 Norelli M, Camisa B, Barbiera G, Falcone L, Purevdorj A, Genua M, et al. 
Monocyte-derived IL-1 and IL-6 are differentially required for cytokine-release 
syndrome and neurotoxicity due to CAR T cells. Nat Med. 2018;24:739–48. 
https://doi.org/10.1038/s41591-018-0036-4.

64.	 Ye C, Yang H, Cheng M, Shultz LD, Greiner DL, Brehm MA, et al. A rapid, sensi-
tive, and reproducible in vivo PBMC humanized murine model for determin-
ing therapeutic-related cytokine release syndrome. Faseb J. 2020;34:12963–
75. https://doi.org/10.1096/fj.202001203R.

65.	 Závada J, Závadová Z, Pastoreková S, Ciampor F, Pastorek J, Zelník V. Expres-
sion of MaTu-MN protein in human tumor cultures and in clinical specimens. 
Int J Cancer. 1993;54:268–74. https://doi.org/10.1002/ijc.2910540218.

66.	 Wang Y, Cho J-W, Kastrunes G, Buck A, Razimbaud C, Culhane AC, et al. 
Immune-restoring CAR-T cells display antitumor activity and reverse 
immunosuppressive TME in a humanized ccRCC mouse model. iScience. 
2024;27(2):108879. https://doi.org/10.1016/j.isci.2024.108879.

67.	 Ambrosetti F, Olsen TH, Olimpieri PP, Jiménez-García B, Milanetti E, Marcatilli 
P, et al. proABC-2: PRediction of AntiBody contacts v2 and its application 
to information-driven docking. Bioinformatics. 2020;36:5107–8. https://doi.
org/10.1093/bioinformatics/btaa644.

68.	 Honorato RV, Koukos PI, Jiménez-García B, Tsaregorodtsev A, Verlato M, Gia-
chetti A, et al. Structural biology in the clouds: the WeNMR-EOSC ecosystem. 
Front Mol Biosci. 2021;8:729513. https://doi.org/10.3389/fmolb.2021.729513.

69.	 Kazokaitė J, Niemans R, Dudutienė V, Becker HM, Leitāns J, Zubrienė A, et al. 
Novel fluorinated carbonic anhydrase IX inhibitors reduce hypoxia-induced 
acidification and clonogenic survival of cancer cells. Oncotarget. 2018;9.

70.	 Mirdita M, Schütze K, Moriwaki Y, Heo L, Ovchinnikov S, Steinegger M. Colab-
Fold: making protein folding accessible to all. Nat Methods. 2022;19:679–82. 
https://doi.org/10.1038/s41592-022-01488-1.

71.	 Ruffolo JA, Sulam J, Gray JJ. Antibody structure prediction using interpre-
table deep learning. Patterns (N Y). 2022;3:100406. https://doi.org/10.1016/j.
patter.2021.100406.

72.	 Desta IT, Porter KA, Xia B, Kozakov D, Vajda S. Performance and its limits in 
rigid body protein-protein Docking. Structure. 2020;28:1071–1081e1073. 
https://doi.org/10.1016/j.str.2020.06.006.

73.	 Vajda S, Yueh C, Beglov D, Bohnuud T, Mottarella SE, Xia B, et al. New addi-
tions to the ClusPro server motivated by CAPRI. Proteins. 2017;85:435–444. 
https://doi.org/10.1002/prot.25219.

74.	 Kozakov D, Hall DR, Xia B, Porter KA, Padhorny D, Yueh C, et al. The ClusPro 
web server for protein-protein docking. Nat Protoc. 2017;12:255–78. https://
doi.org/10.1038/nprot.2016.169.

75.	 Kozakov D, Beglov D, Bohnuud T, Mottarella SE, Xia B, Hall DR, et al. How 
good is automated protein docking? Proteins. 2013;81:2159–66. https://doi.
org/10.1002/prot.24403.

https://www.fda.gov/news-events/press-announcements/fda-approves-first-cell-based-gene-therapy-adult-patients-multiple-myeloma
https://www.fda.gov/news-events/press-announcements/fda-approves-first-cell-based-gene-therapy-adult-patients-multiple-myeloma
https://doi.org/10.1016/s0140-6736(21)00933-8
https://doi.org/10.1073/pnas.1221609110
https://doi.org/10.1152/ajpcell.00157.2007
https://doi.org/10.1152/ajpcell.00157.2007
https://doi.org/10.1007/s10555-019-09799-0
https://doi.org/10.1016/j.bbapap.2009.07.027
https://doi.org/10.1073/pnas.0908301106
https://doi.org/10.1073/pnas.0908301106
https://doi.org/10.1200/JCO.2023.41.16_suppl.7522
https://doi.org/10.1200/JCO.2023.41.16_suppl.7522
https://doi.org/10.3390/cancers14061392
https://doi.org/10.3389/fonc.2016.00069
https://doi.org/10.3389/fonc.2016.00069
https://doi.org/10.1038/s41598-019-54824-5
https://doi.org/10.1093/neuonc/noz117
https://doi.org/10.1093/neuonc/noz117
https://doi.org/10.1186/s12885-019-6353-2
https://doi.org/10.1186/s12885-019-6353-2
https://doi.org/10.1007/s00428-011-1178-7
https://doi.org/10.1007/s00428-011-1178-7
https://doi.org/10.1002/cncr.24163
https://doi.org/10.1002/cncr.24163
https://doi.org/10.3390/ijms21197146
https://doi.org/10.1371/journal.pone.0114096
https://doi.org/10.1371/journal.pone.0114096
https://doi.org/10.1016/j.ymthe.2017.04.017
https://doi.org/10.1038/s41591-019-0549-5
https://doi.org/10.1172/jci.insight.136012
https://doi.org/10.1038/s41375-022-01585-2
https://doi.org/10.1002/hep.32279
https://doi.org/10.1002/hep.32279
https://doi.org/10.1158/1538-7445.Am2020-6606
https://doi.org/10.2337/db21-0147
https://doi.org/10.1038/s41577-021-00547-6
https://doi.org/10.1038/s41598-017-14749-3
https://doi.org/10.1038/s41598-017-14749-3
https://doi.org/10.1038/s41591-018-0036-4
https://doi.org/10.1096/fj.202001203R
https://doi.org/10.1002/ijc.2910540218
https://doi.org/10.1016/j.isci.2024.108879
https://doi.org/10.1093/bioinformatics/btaa644
https://doi.org/10.1093/bioinformatics/btaa644
https://doi.org/10.3389/fmolb.2021.729513
https://doi.org/10.1038/s41592-022-01488-1
https://doi.org/10.1016/j.patter.2021.100406
https://doi.org/10.1016/j.patter.2021.100406
https://doi.org/10.1016/j.str.2020.06.006
https://doi.org/10.1002/prot.25219
https://doi.org/10.1038/nprot.2016.169
https://doi.org/10.1038/nprot.2016.169
https://doi.org/10.1002/prot.24403
https://doi.org/10.1002/prot.24403


Page 16 of 16Wang et al. Molecular Cancer           (2024) 23:56 

76.	 Brenke R, Hall DR, Chuang GY, Comeau SR, Bohnuud T, Beglov D, et al. 
Application of asymmetric statistical potentials to antibody-protein docking. 
Bioinformatics. 2012;28:2608–2614. https://doi.org/10.1093/bioinformatics/
bts493.

77.	 Weng G, Wang E, Wang Z, Liu H, Zhu F, Li D, et al. HawkDock: a web server to 
predict and analyze the protein-protein complex based on computational 
docking and MM/GBSA. Nucleic Acids Res. 2019;47:W322-w330. https://doi.
org/10.1093/nar/gkz397.

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

https://doi.org/10.1093/bioinformatics/bts493
https://doi.org/10.1093/bioinformatics/bts493
https://doi.org/10.1093/nar/gkz397
https://doi.org/10.1093/nar/gkz397

	﻿Affinity fine-tuning anti-CAIX CAR-T cells mitigate on-target off-tumor side effects
	﻿Abstract
	﻿Introduction
	﻿Results
	﻿Skrc-59 CAIX+ recapitulates CAIX expression on ccRCC patient samples
	﻿Tet-On inducible CAIX expressing skrc-59 cell mimics CAIX expression on tumor and healthy cells
	﻿G9 CAR-T cells maintained the killing on tumor cells and mitigated toxicity on cholangiocytes
	﻿Killing activity of G9 CAR-T cells is correlated with CAIX density
	﻿G9 scFv-Fc has a low affinity but G9 CAR-T has a high avidity toward skrc-59 tumor cells
	﻿Fine-tuned G9 CAR-T cells showed superior efficacy on primary and lung metastatic ccRCC PDOTS
	﻿Fine-tuned G9 CAR-T cells showed superior efficacy compared to G250 in a ccRCC orthotopic mouse model
	﻿G9 recognizes a different epitope of CAIX compared to G250

	﻿Discussion
	﻿Materials and methods
	﻿Cell lines and culture
	﻿Production of lentivirus particles
	﻿Establishment of Tet-on skrc-59 cell line
	﻿Generation of CAR-T cells
	﻿Immunohistochemical staining
	﻿IHC image analysis
	﻿Quantification of CAIX via QuantiBrite beads
	﻿Quantification of CAIX via dSTORM
	﻿In vitro killing assay
	﻿Cell binding avidity assay
	﻿Patient-derived organotypic tumor spheroids (PDOTS)
	﻿Immunofluorescence (IF) and migration quantification of PDOTS
	﻿In vivo orthotopic humanized ccRCC model
	﻿Flow cytometric analysis of mouse peripheral blood
	﻿Bioluminescence imaging (BLI)
	﻿In silico docking

	﻿References


