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Introduction
Current cancer immunotherapy is based on the longstanding 
immune surveillance hypotheses originating from the begin-
ning of the 20th century. Regardless of diverse forms of cancer 
immunotherapy, they all share the common concept that the 
immune system is instructed to recognize and kill tumor cells. 
The immune system can distinguish healthy cells from tumor 
cells, as the latter expresses tumor associated antigens (TAAs). 
In the context of CD8+ T cell–mediated immune responses, rec-
ognition of TAAs occurs through the presentation of TAAs via 
MHC-I on tumor cells and their interaction with T cell receptor 
(TCR) on the CD8+ T cells. Impairing this event will ultimately 
reduce or annihilate the CD8+ T cell–mediated tumor cytotox-
icity (1). However, reduction or loss of antigen presentation is a 
frequent and essential mechanism used by tumor cells to escape 

immune recognition and destruction, including genomic dele-
tion of MHC-I genes, transcriptional suppression of antigen 
presentation-associated genes, dysregulation of tumor antigen 
processing, and defective antigen transport to the cell surface 
and presentation (2–7). Conversely, increasing the presentation 
of antigen-loaded MHC-I complex on cancer cells renders them 
sensitive to T cell–mediated killing (7–9).

Rapid advances in cancer immunology led to several new 
immunotherapies that promote the strength of immune responses  
against tumors. They either stimulate the activities of specific 
immune responses or counteract immune suppression signals pro-
duced by cancer cells. In addition to therapeutic antibodies and 
immune system modulators, adoptive cell transfer and immune 
checkpoint inhibitors are among the most promising approaches 
in human cancer therapies (10, 11). However, despite the recent 
success in immunotherapies based on direct blockade of immune 
checkpoint proteins such as programmed death 1 (PD-1), cytotoxic  
T lymphocyte–associated protein 4 (CTLA-4) and programmed 
death ligand 1 (PD-L1), a majority of patients with solid tumors 
do not experience durable clinical responses. The mechanisms 
of tumor resistance against immune checkpoint blockade often 
involve low levels of tumor-infiltrating lymphocytes, suppressive 
immune cells (regulatory T cells, myeloid-derived suppressor 
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compounds purified from over 500 herbal medicinal plants that 
have been widely used in traditional Chinese medicine (Supple-
mental Table 1; supplemental material available online with this 
article; https://doi.org/10.1172/JCI146832DS1). The screen sys-
tem includes the coculture of a mouse colorectal tumor cell line 
MC38 stably expressing the full-length chicken ovalbumin (OVA) 
together with enriched CD8+ T cells from the spleen of OT-I mice 
(C57BL/6-Tg(TcraTcrb)1100Mjb/J). OTI CD8+ T cells recognize 
the MHC class I–restricted OVA257-264 peptide. To exclude the com-
pounds with high cytotoxic activity similar to that of chemothera-
peutic drugs, we first assessed their cytotoxicity on both the CD8+ 
T cells and tumor cells (Figure 1A and Supplemental Table 1). The 
449 compounds with minimum to low cytotoxicity on both T and 
tumor cells (> 80% of viability in vehicle-treated cells) were sorted 
out for the next screen of antigen-specific OT-I CD8+ T cell kill-
ing of MC38-OVA tumor cells using an in vitro luciferase assay. 
Three top-ranked compounds that most potently affected the T 
cell activity are icariin, biochanin A, and ATT-I (Figure 1, B and C, 
Supplemental Figure 1, A and B, and Supplemental Table 2). Their 
activities were validated in the T cell cytotoxicity assays with the 
ratios of T cells versus tumor cells ranging from 5:1 to 1:5 (Figure 
1D and Supplemental Figure 1, C and D). As ATT-I exhibited the 
most potent activity, we chose to further identify its mechanism 
of action. Upon pretreatment of either CD8+ T cells or the tumor 
cells separately, we found that ATT-I enhanced tumor-killing 
effects through modulation of tumor cells, but not CD8+ T cells 
as the treatment of CD8+ T cells only did not have notable effect 
on their cytotoxicity (Figure 1, E and F). To further confirm the 
activity of ATT-I, we generated 3D tumor organoids derived from 
MC38-OVA tumors and cocultured them with OT-I cells (Figure 
2A). With the treatment of ATT-I, the tumor organoids exhibited 
markedly enhanced killing from the OT-I cells in comparison with 
that of the untreated organoids (Figure 2, B and C). However, this 
treatment had no notable effect on the organoids without addition 
of OT-I cells. Collectively, the results suggest that the ATT-I treat-
ment increases the immunogenicity of the tumor cells.

ATT-I interacts with the immunoproteasome component 
PSMD4. ATT-I is one of the major bioactive ingredients isolated 
from the rhizomes of Atractylodes macrocephala. Previous stud-
ies have reported various pharmacological activities of ATT-I, 
including antiinflammation, neuroprotective activity, and anti-
tumor activity (18, 19). However, due to lack of in-depth analysis 
and validation of these bioactivities, molecular targets of ATT-I 
and relevant mechanisms of action have yet to be determined. 
According to the chemical structure of ATT-I, it is technically dif-
ficult to identify its protein targets by direct biochemical meth-
ods such as affinity pull-down assay. Here, we conducted a mass 
cytometry screening assay based on melt temperature shifts, 
referred to as cellular thermal shift assay (CETSA), on MC38 
tumor cells treated with or without ATT-I (Figure 3, A–D, Supple-
mental Figure 2A) (20). The CETSA approach is established on 
the same principle as conventional thermal shift assays. In this 
assay, potential target proteins of a small molecule compound 
display an altered melting curve when exposure to increased tem-
perature. Thus, analysis of thermal stabilization or destabiliza-
tion of total proteins in the cell allows us to identify the potential 
binding proteins of the small molecule compound. Control and 

cells, and macrophages), and adverse tumor microenvironment 
(12–14). Analysis of longitudinal tumor biopsies from patients with 
immune checkpoint blockade therapies revealed a correlation 
of point mutations, deletions or loss of heterozygosity in the β-2- 
microglobulin (B2M) gene, which encodes an essential component 
of the MHC-I antigen presentation complex, with therapeutic resis-
tance and poor clinical outcomes (2). Therefore, therapeutic inter-
vention of tumor antigen presentation could be a promising option 
to improve responsiveness toward immune checkpoint blockade.

While MHC-II is normally restricted to antigen presenting 
cells (APCs) such as dendritic cells, macrophages, and B cells, 
the presentation of tumor-specific peptides on the tumor cells 
by MHC-I complex is critical to adaptive immune responses of 
CD8+ T cells. Generation of tumor antigens and their loading onto 
MHC-I involves multiple steps, in which all the components con-
stitute the antigen processing and presenting machinery (APM). 
Tumor antigen processing starts from ubiquitination-associated 
immunoproteasomal activity that degrades tumor-specific pro-
teins to peptides. Once transported into the endoplasmic retic-
ulum by transporter associated with antigen processing (TAP), 
those peptides will be sorted by their length and sequence for 
selective loading onto the MHC-I (6). Aberrations in the APM 
genes are often found in human tumors and correlate with rele-
vant clinical variables, including tumor grade, tumor stage, dis-
ease recurrence, and survival (15). Current findings suggest that 
defective APM is an important immune escape mechanism that 
prevents cytotoxic CD8+ T cells from recognizing tumor cells. Fur-
ther understanding the regulation of APM is crucial for the optimi-
zation of T cell–based immunotherapy protocols.

Other therapeutic modalities such as radiation therapy and 
chemotherapeutics can induce bystander effects leading to the 
immunogenic tumor cell death, which in turn promotes cancer 
immunotherapy (16). However, one major drawback in those 
adjuvant treatments is their toxicity and adverse effects. There-
fore, there is a need to find new therapeutic agents to promote the 
immune system with limited adverse reactions. Herbal medicines 
have accumulated tremendous amount of clinical experience over 
the years, in terms of their therapeutic efficacy, tolerance, and 
safety (17). However, in traditional herbal medicine therapies, 
their therapeutic efficacies are achieved by complex components 
rather than individual compounds with known chemical struc-
ture and targets. In most of the cases, it is unknown which active 
compound delivers therapeutic activity. Here, we investigated 
the potential application of purified herbal medicine compounds 
to improve colorectal cancer (CRC) immunotherapy and unravel 
their mechanisms of action. To this end, we screened a library of 
594 small molecule compounds purified from traditional herbal 
medicine by their effects on the CD8+ T cell–mediated killing of 
CRC cells. Atractylenolide I (ATT-I) was identified as a new com-
pound that substantially increases tumor antigen presentation 
and enhances the efficacy of CRC immunotherapy.

Results
The small-molecule compound ATT-I promotes CD8+ T cell–mediated  
tumor cell killing. To identify small molecular compounds for 
improving the CD8+ T cell–mediated killing of colorectal tumor 
cells in vitro, we screened a library containing 594 small-molecule 
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B–D). The proteasome 26S subunit non-ATPase 4 (PSMD4) is an 
essential component of the 19S regulator lid in the 26S immuno-
proteasome complex that processes MHC-I–associated antigen 
peptides (21–23). In the immunoproteasome, PSMD4 acts as an 
ubiquitin (Ub) receptor that mediates recruitment of the ubiqui-
tylated protein for degradation and antigen processing (24). The 
altered protein stability and thermal shift of PSMD4 were fur-
ther validated by Western blotting assay on mouse (MC38) and 

ATT-I–treated MC38 tumor cell lysates were heated to different 
temperatures (32°C to 75°C). Detectable proteins in the soluble 
fraction of cell lysates were quantified by mass spectrometry and 
their respective melting curve shifts were determined (Figure 
3, A and B). Among the top potential protein targets (CGGBP1, 
SORBS3, COPB1, and PSMD4) identified from the screening 
assay, we validated PSMD4 as a primary target protein of ATT-I 
from its protein denaturation curves and thermal shift (Figure 3, 

Figure 1. ATT-I enhances the killing efficiency of CD8+ T cells against tumor cells. (A) A total of 594 natural small molecule compounds purified from 
traditional medicinal plants were tested for their toxicity on MC38 cells and T cells freshly isolated from C57BL/6 mice. Data are presented as mean of 3 
independent experiments. (B) The 446 drugs with low toxicity from (A) were tested for their effects on the CD8+ T cell–mediated cytotoxicity. MC38-OVA 
cells expressing luciferase were cocultured with OT-I CD8+ T cells in the presence of each drug (5.0 μM) and the T cell–mediated cytotoxicity was mea-
sured by the luciferase assay. Difference (log2): (log2 [relative viability] > 1; P < 0.05). Relative viability = (tumor cell viability of treated group) / (tumor cell 
viability of control group). Data are presented as mean of 3 independent experiments. Statistical analysis was conducted using 1-way ANOVA. (C) Chemical 
structure of ATT-I. (D) The effect of ATT-I treatment on the CD8+ T cell killing of MC38-OVA cells was measured under different ratios of tumor cells versus 
T cells as indicated. Data are presented as mean ± SD of 3 independent experiments. Statistical analysis was conducted using 2-way ANOVA. (E) CD8+ T 
cell killing assays were conducted using coculture of MC38-OVA cells and OT-I CD8+ T cells pretreated with 5 μM of ATT-I (+) or vehicle control DMSO (–). 
Data are presented as mean ± SD of 3 independent experiments. (F) The levels of IFN-γ (left) and TNF-α (right) in the supernatants after coculture of OT-I 
T cells and MC38-OVA cells pretreated with ATT-I (+) or DMSO control (–) were determined by ELISA. Data are presented as mean ± SD of 3 independent 
experiments. Statistical analyses were conducted using 2-way ANOVA. **P < 0.01; ***P < 0.001; ****P < 0.0001.
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using the covalent complex between ATT-I and PSMD4, as shown 
in Figure 4D. In the covalent complex, the ATT-I compound 
engages PSMD4 primarily through hydrophobic interactions with 
Val-60 and Val-92. To get deeper insight into the strength of the 
interaction between ATT-I and PSMD4, a molecular mechanics 
calculation, Generalized-Born, and surface area calculation (MM- 
GBSA) were carried out using the Prime module of the Schrodinger 
molecular modeling package. The MM-GBSA energy determines 
the contributions of electrostatics and nonpolar interactions to 
the free energy. It was determined for the noncovalent complex 
between ATT-I and PSMD4. The total MM-GBSA energy for ATT 
was –18 kcal/mol, with –5 kcal/mol contribution from the elec-
trostatic component, which includes Coulomb energy and polar 
solvation energy, and –13 kcal/mol from the nonpolar component, 
which includes van der Waals and nonpolar solvation. This con-
firms that the binding affinity of ATT-I to PSMD4 is primarily  
driven by nonpolar hydrophobic interactions.

We wanted to see if ATT-I promotes the activity of the immu-
noproteasome in the antigen processing in cancer cells. To verify 
the activity of ATT-I on the 26S immunoproteasome, we assessed 
the chymotrypsin-like, trypsin-like and caspase-like activities 
on the lysates of MC38 cells treated with or without ATT-1. The 

human (HCT116) CRC cells, which showed enhanced PSMD4 
protein stability upon ATT-I treatment (Figure 3E and Supple-
mental Figure 2B). To confirm the direct interaction of ATT-I 
with PSMD4, bacterially expressed mouse PSMD4 was purified 
and incubated with ATT-I under varying concentrations in the 
microscale thermophoresis (MST) binding assay. The results 
showed a notably high affinity of ATT-I to PSMD4 (Kd = 0.4 μM) 
(Figure 3F and Supplemental Figure 2C).

ATT-I promotes the activity of immunoproteasome in a 
PSMD4-dependent manner. The catalytic 20S core of the immu-
noproteasome is built from 2 outer α-rings and 2 inner β-rings 
that are composed of α-subunits and β-subunits, respectively, as 
illustrated in Figure 4A. The immunoproteasome can come in 
several variants containing the 20S core alone, or with 1 or 2 reg-
ulatory lids (25). The 19S regulatory cap is essential to recognize 
and unfold polyubiquitinated proteins. The 19S is composed of 
ATPase (RPT) and non-ATPase (RPN) subunits including PSMD4 
(Figure 4A). Structural analysis of the PSMD4-containing human 
26S proteasome predicted a potential binding site near the Cys58 
group of PSMD4 for ATT-I (Figure 4, B–D). To highlight the inter-
action of ATT-I with neighboring amino acids on PSMD4, we gen-
erated a ligand interaction diagram. The diagram was generated 

Figure 2. ATT-I enhances the antigen-specific T cell responses in MC38 tumor–derived organoids. (A) Schematic representation of the MC38-OVA–derived 
organoid killing assay. OT-I CD8+ T cells were cocultured with tumor organoids generated from MC38-derived tumors in C57BL/6 mice with or without ATT-I 
treatment. (B) Representative figures of MC38-derived tumor organoids taken at the indicated timepoints from the same well with control or ATT-I treat-
ment. Scale bar: 100 μm. (C) Quantification of the organoid size presented as mean ± SD of 3 parallel experiments. The size of organoids was measured as 
project area (μm2) using Image J software. Statistical analysis was conducted using 2-way ANOVA. **P < 0.01; ***P < 0.001; ****P < 0.0001.
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treatment (Supplemental Figure 3C). Together, these data suggest 
that ATT-I enhances the immunoproteasome activity via its inter-
action with PSMD4.

ATT-I promotes antigen presentation and enhances the efficacy of 
CRC immunotherapy. We demonstrated enhanced cleavage activ-
ity of the protease substrates by the immunoproteasome upon 
ATT-I treatment. Consequently, this enhanced immunoprotea-
some activity could ultimately promote antigen processing and 
presentation on tumor cells. Tumor antigen presentation to CD8+ 
T cells is mediated by the MHC class I complex. We thus assessed 
the levels of MHC-I on the surface of mouse (MC38, CT26) and 
human (HCT116, SW837) CRC cells. The result showed that 
both mouse and human tumor cells displayed increased levels of 
MHC-I (H-2Kb and H-2Kd for MC38 and CT26, respectively, and 
HLA-A,B,C for HCT116 and SW837) on the cell surface, indicat-
ing increased antigen presentation on the ATT-I–treated tumor 
cells (Figure 5, A–C and Supplemental Figure 4A). In order to 
confirm that the modulation of cytotoxicity is due to the MHC-I/
TCR interaction, we tested the effect of ATT-I on the cytotoxicity 
of MC38 OVA+ after blocking the MHC-I/TCR interaction using 
MHC-I (H2) antibody (Figure 5D). Our results suggest that after 
blocking the MHC-I/TCR interaction, the cytotoxicity effect was 
decreased as compared with the isotype control groups. Impor-
tantly, the effect of ATT-I on tumor cell killing was almost elim-
inated. Notably, the effect of ATT-I treatment on the enhanced 
antigen presentation was abrogated in the cells with PSMD4 or 

Ac-ANW-AMC (chymotrypsin substrate), Ac-PAL-AMC (tryp-
sin substrate), and Ac-KQL-AMC (caspase substrate) substrates 
were incubated with the cell lysates and their cleavage activities 
were measured by the released AMC fluorescence. The ANW and 
PAL are preferred substrates for the immunoproteasome while 
KQL can be cleaved by both the immunoproteasome and con-
stitutive 26S proteasomes. The ATT-I treatment led to markedly 
enhanced activities of the immunoproteasome in processing all 
the 3 types of substrates. However, knockdown of PSMD4 in the 
cell abolished the effect of ATT-I, suggesting the ATT-I activity  
on the immunoproteasome is dependent on PSMD4 (Figure 4D 
and Supplemental Figure 2D). Due to the spatial proximity of 
PSMD4 and PSMD7 in the immunoproteasome, we reasoned 
that their interaction is essential for the activity of immunoprote-
asome. Indeed, knockdown of either PSMD4 or PSMD7 reduced 
the biochemical activity of the immunoproteasome in the cell 
lysates (Figure 4E). However, no difference on cell proliferation 
was observed in the cancer cells with PSMD4 or PSMD7 knock-
down as compared with their control cells expressing nontarget-
ing shRNAs (shNT) (Supplemental Figure 3, A and B), consistent 
with the notion that the immunoproteasome function is dispens-
able for cell survival and growth. The interaction of PSMD4 and 
PSMD7 seemed to be enhanced after ATT-I treatment, as shown 
in the results of immunoprecipitation and Western blotting analy-
ses. In the PSMD4-containing immunoprecipitates, an increased 
level of PSMD7 proteins was detected in the cell lysates with ATT-I  

Figure 3. PSMD4 is identified as a molecular target of ATT-I in the immunoproteasome. (A–D) Cellular thermal shift assay was conducted to identify 
potential molecular targets of ATT-I in MC38 cells using melting temperature (Tm) shifts. (A) Distribution plots of Δ(Tm) values for proteins from control 
and ATT-I–treated cells. (B) Volcano plots of Δ(Tm) values to identify potential targets of ATT-I with the most significant melting temperature changes. 
PSMD4 is indicated on the plots. (C) Temperature based protein-nondenaturation curves for PSMD4 in control and ATT-I–treated cell lysates. (D) Quanti-
tative data from (C) are presented as mean ± SD of 2 parallel experiments (n = 2). Unpaired 2-tailed t test was used for statistical analysis. (E) Represen-
tative immunoblots of PSMD4 in the MC38 cell lysates with or without ATT-I treatment are shown. (F) Microscale thermophoresis (MST) binding assay 
determined the Kd value (Kd = 0.4 μM) for the binding of ATT-I toward PSMD4. Data shown are representative of 4 independent experiments. *P < 0.05.
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Figure 4. ATT-I binds to PSMD4 and stabilizes the PSMD4 and PSMD7 interaction, leading to enhanced proteasomal activities. (A) Schematic represen-
tation of the immunoproteasome. (B) Three-dimensional structure of the complex between PSMD4 and PSMD7 obtained from the cryo-EM structure of 
the 26S proteasome (PDB code 6EPD). PSMD4 is shown in solvent-accessible surface area, color-coded based on hydrophobicity (brown is hydrophobic 
and green hydrophilic). PSMD7 is shown in green ribbon representation. (C) Three-dimensional structure of PSMD4 shown in gray ribbon representation. 
The cysteine residue Cys58 located at the PSMD4 and PSMD7 interface is shown in capped-sticks rendering (upper panel). The predicted structure of the 
covalent complex between PSMD4 and ATT-I (bottom panel). PSMD4 is shown in gray ribbon rendering, and Cys-58 and ATT-I are depicted in capped-
sticks representation (yellow, red, blue, and gold correspond to carbon, oxygen, nitrogen, and sulfur, respectively). (D) Ligand interaction diagram showing 
individual interaction of ATT with neighboring amino acids on PSMD4. (E) Activity analysis of immunoproteasomes purified from control or PSMD4-knock-
down MC38 cell lysates upon treatment with ATT-I using different substrates (ANW, KQL, and PAL) as indicated. Quantitative data are presented as mean 
± SD of 2 parallel experiments (n = 2). Statistical analysis was conducted using 2-way ANOVA. *P < 0.05; ***P < 0.001; ****P < 0.0001.
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PSMD7 knockdown (Figure 5A). Because CD8+ T cells recognize 
tumor cells through the interaction of MHC-I with the TCR, we 
reasoned that the enhanced tumor cell recognition would improve 
the efficacy of the anti–PD-1–based immunotherapy. We therefore 
assessed the therapeutic responses of CRC tumors to the combina-
tional treatment of PD-1 mAbs with ATT-I (50 mg/kg) in C57BL/6 
and BALB/c mice bearing MC38- and CT26-derived tumors, 
respectively (Figure 6, A–C and Supplemental Figure 4, C and 
D). As for the clinical context, MC38-derived colorectal tumors 
with high microsatellite instability (MSI-H) responded better to 
anti–PD-1 treatment, whereas CT26 tumor–bearing mice, a model 
for microsatellite stable (MSS) tumors, displayed a low anti–PD-1 
therapeutic benefit (26). Interestingly, in both cases, the addi-
tion of ATT-I to the PD-1 blockade treatment resulted in marked 
tumor growth control, while the ATT-I treatment by itself only had 
modest effects. The results suggested that ATT-I treatment may 
promote global antigen presentation of tumor cells regardless of 
the amounts of tumor neoantigens in MSI-H and MSS tumor cells. 
Additionally, due to the immunosuppressive tumor microenviron-
ment, CD8+ T cells are often found at inactive states, which can be 
activated by the PD-1 inhibition for better killing of the tumor cells 
with enhanced antigen presentation (12). We further validated the 
enhanced therapeutic benefit for the combination of ATT-I with 
the PD-1 blockade in the orthotopic MC38 tumor model (Figure 
6, D and E) (14). While the PD-1 mAb treatment notably extended 
the survival of the tumor-bearing mouse (median survival time, 50 
days) in comparison with the control mice (median survival time, 
29 days) or the mice treated only with ATT-I (median survival  
time, 34 days), the combination of PD-1 mAb and ATT-I further 
extended the survival of the tumor-bearing mice with median sur-
vival time greater than 140 days. Consistent with previous studies 
regarding the biosafety of Atractylodes macrocephala (1.32 g daily 
for up to 7 weeks) in clinical applications, treatment of ATT-I at 
the tested doses had no notable toxicity in vivo (27). Animal body 
weights and pathological analysis of major organs did not reveal 
any substantial differences between the ATT-I–treated group 
and the control vehicle group (Supplemental Figure 5), suggest-
ing negligible systemic toxicity of ATT-I. To determine whether 
the specific targeting of ATT-I on PSMD4 enhanced the thera-
peutic responses of PD-1 blockade, we treated the mice harbor-
ing MC38-PSMD4loss tumors with anti–PD-1 only or anti–PD-1 in 
combination with ATT-I (Figure 6F). The additional benefit from 
ATT-I in combination therapy completely disappeared, hereby 
confirming the specific action of ATT-I through targeting PSMD4.

ATT-I enhances CD8+ T cell infiltration and cytotoxicity in 
CRC immunotherapy. As ATT-I promotes the antitumor immune 
responses in immune checkpoint blockade therapy, we next  
wanted to define the effects of ATT-I treatment on the immunolog-
ical changes in CRC tumors. To this end, we harvested colorectal 
tumors 28 days after orthotopic cecal wall implantation of MC38 
cells for the analysis of tumor microenvironment using mass 
cytometry (CyTOF) (Figure 7A and Supplemental Table 3). Simi-
lar to the tumor growth studies mentioned above, the ATT-I treat-
ment significantly enhanced the antitumor effects of PD-1 mAb 
treatment (Figure 7B). The combination of PD-1 mAb and ATT-I 
led to a drastically enhanced T cell infiltration and reduced mac-
rophage infiltration in comparison with single agent treatments of 

either PD-1 mAb or ATT-I (Figure 7, C and D and Supplemental 
Figures 6 and 7), thereby tipping the balance toward a more anti-
tumor microenvironment. Although we do not assume any direct 
effect of ATT-I on macrophages, their reduced infiltration could 
be a reflection of the general immune response in situ. This phe-
nomenon could be explicated by an enhanced cytotoxicity of CD8+ 
T cells, as they secrete several cytokines that could reduce the 
infiltration and inflammation, thereby leading to a lower number 
of macrophages in the tumor microenvironment. Further analysis 
revealed that both CD8+ and CD4+ T cells displayed lower CD69 
expression levels upon the combination of ATT-I with anti–PD-1 
(Supplemental Figure 6K). The reduced expression levels of CD69 
may account for a rescue from T cell exhaustion, which is also 
reflected by their enhanced capacity to secrete interferon gamma  
(IFN-γ) (Supplemental Figure 6J and ref. 28). To determine the 
immune cell population responsible for the antitumor effect of 
ATT-I, we depleted mice of B cells, CD4+ T cells, or CD8+ T cells 
(Figure 7, E–G). The depletion antibodies were administered intra-
peritoneally before tumor inoculation and every 3 days thereaf-
ter until the end of the experiment. The antitumor effect for the 
combination of ATT-I with PD-1 mAb was completely abrogated 
upon CD8+ T cell depletion. By contrast, depletion of CD4+ T cells 
had no notable effect, whereas B cell depletion only minimally 
reduced the antitumor effects. As the main effects of ATT-I were 
mediated through CD8+ T cells, we next applied single-cell RNA 
sequencing (scRNA-seq) analysis of colorectal tumor samples 
from the mice treated with control, ATT-I, PD-1 mAb, or ATT-I + 
PD-1 mAb, to further assess the CD8+ T cell functions under each 
conditions. In the t-SNE plot analysis of the scRNA-seq data, types 
of cells in the tumors were assessed by their gene expression sig-
natures (Figure 8, A and B). We determined the expression levels 
of T cell activation (Cd8a, Icos, Cd28, Cd44, and Cd69) and cyto-
toxicity (Ifng, Prf1, Pdcd1, and Sla2) genes in the tumors with each 
treatment (Figure 8C). Our data in general confirm the enhanced 
activation and cytotoxicity of the combination treatment of ATT-I 
and PD-1 mAb (Figure 8D). Cytotoxicity levels in the combina-
tion treatment group displayed a significant increase in highly  
cytotoxic CD8+ T cells (Figure 8E). The data together with the 
functional capacity of CD8+ T cells in the combo treatment group 
to secrete higher levels of IFN-γ (Supplemental Figure 6J) and the 
depletion experiment (Figure 7, F and G) confirm the critical role 
of CD8+ T cells in the antitumor immune responses upon the treat-
ment of ATT-I and PD-1 mAb.

Next, we applied a total of 8 patient-derived tumor organoids 
(PDOs) from freshly resected tumor tissues to determine whether 
treatment of tumor organoids with ATT-I affects the cytotoxicity 
of autologous CD8+ T cells from the same tumor tissue (Figure 9A 
and Supplemental Table 4). After tumor dissociation, tumor cells 
were mixed with adherent stromal cells (fibroblasts, endothe-
lial cells, and macrophages) to form PDOs. When the organoids 
reached 100 μm in diameter, they were cocultured with the pre-
activated autologous CD8+ T cells isolated from the same tumor 
tissue. Spheroid dissociation and T cell cytotoxicity were assessed 
(Figure 9, B and C and Supplemental Figure 8). As expected, the 
ATT-I–treated PDOs became more vulnerable to CD8+ T cell kill-
ing as compared with the control PDOs, indicated by markedly 
high levels of organoid dissociation (Figure 9, B and C and Supple-
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Instead of identifying unique neoantigens from each tumor, 
upregulation of antigen processing and presentation on tumor cells 
seems to be a promising approach to enhance the efficacy of most 
immunotherapies. Antigen processing machinery has been stud-
ied mostly in terms of their structure, components, and molecu-
lar interactions (32). However, due to its complexity, modulation 
of the immunoproteasome activity is poorly understood. Proin-
flammatory cytokines (interferons and tumor necrosis factor α) as 
well as nitric oxide have been reported to induce the expression of 
immunoproteasome genes (33). Here, we explore the advantage to 
enhance therapeutic efficacy of PD-1 checkpoint immunotherapy 
with ATT-I, a small molecule that targets an essential component 
of the immunoproteasome, PSMD4. The ATT-I binding markedly  
increases the protease activity of the 26S immunoproteasome 
possibly through interfering with the PSMD4-PSMD7 interaction. 
The effect of ATT-I is presumably not limited to specific antigen 
processing or specific types of cancer cells, as PSMD4 is an essen-
tial component of the immunoproteasome in any cancer cell. The 
immunoproteasome functions in other types of cells, such as T cells, 
may also be modulated by ATT-I. However, treatment of T cells with 
ATT-I seemed to have no notable effect on their cytotoxic activity, 
suggesting that ATT-I may primarily promote antigen presentation 
of tumor cells and their interaction with T cells. In this study, our 
results clearly show that ATT-I profoundly enhances the therapeu-
tic efficacy of immune checkpoint blockade when combined with 
PD-1 inhibitor. Interestingly, a recent study reported that overex-
pression of the immunoproteasome subunits PSMB8 and PSMB9 
was predictive for better melanoma patient survival and response 
rates to immune checkpoint inhibitors (34). However, no significant 
therapeutic effect was observed while using ATT-I with the dose 
of 50 mg/kg as monotherapy. This was not unexpected since our 
drug screening method excluded potential targets affecting tumor 
cell viability (Figure 1A). Therefore, this suggests that ATT-I rather 
works as an adjuvant by improving tumor cell recognition.

The CETSA screen also identified Cggbp1, Sorbs3, and Copb1 
as potential ATT-I targets. While biological functions of Cggbp1 
and Sorbs3 and their association with tumor immunology remain 
unclear, Copb1, a protein subunit of the coatomer complex, is 
functionally associated with non-clathrin–coated vesicles (35, 36). 
The coatomer complex forms in the cytoplasm and is recruited to 
the Golgi where it assists in the intracellular trafficking of protein 
and lipid components to the endoplasmic reticulum (37). It will be 
interesting to see whether ATT-I promotes the trafficking of tumor 
proteins and their resulting antigens in the cell. While we provide 
strong evidence that PSMD4 is the target of ATT-I, we cannot 
rule out any off-target effects from ATT-I. Nevertheless, the criti-
cal validation for the improved benefit through the interaction of 
ATT-I with PSMD4 was provided that no additional benefit was 
observed for the combo-treated mice bearing PSMD4-silenced 
tumors. Moreover, our data suggest that ATT-I stabilizes the inter-
action of PSMD4 with PSMD7, hereby promoting the immunopro-
teasome activity and ultimately enhancing MHC-I tumor antigen 
presentation on the cell surface.

Using the CT26 mouse model, known to share genomic sim-
ilarities to human MSS tumors that do not respond to immune 
checkpoint therapy, we also observed a therapeutic benefit in the 
combination group (26). This result suggests that we could poten-

mental Figure 8C) and tumor cell death (Supplemental Figure 8, A 
and B). Collectively, the results of the in vivo and ex vivo studies 
suggest that ATT-I treatment further empower immune check-
point blockade therapy in treating CRC by promoting T cell infil-
tration and cytotoxicity.

Discussion
In addition to conventional chemotherapy and targeted thera-
py, immune checkpoint inhibitors have now entered into clinical 
care for CRC with deficient mismatch repair. However, positive 
responders to the immune checkpoint blockade therapies are only 
limited to a small subset of patients with MSI-H that encompasses  
approximately 5.9% of total CRC patients (29, 30). Even in this 
limited number of cases, not all patients respond to the treatment 
(31). Because MSS CRC with proficient mismatch repair does not 
respond to single-agent checkpoint blockade, new strategies have 
been evaluated for combinations with chemotherapy, vaccines, 
immune modulation, depletion of myeloid-derived suppressor 
cells, and suppression of regulatory T cells. While most of the 
immunotherapies are deemed to increase the activity of cytotoxic  
T lymphocytes (CTLs), it is noteworthy that cancer cells can be 
killed by the CTLs only if their tumor antigens are presented and 
recognized. Not surprisingly, cancer cells have developed a num-
ber of mechanisms to evade immune attacks by molecular evo-
lution in tumor progression. A frequent mechanism for immune 
evasion is genomic deletion or suppressed expression of genes 
responsible for the MHC-I–mediated antigen presentation. Dele-
tion of MHC-I genes, HLA, and B2M genes is often found in a 
number of human cancers. However, in colorectal cancer, fewer 
than 7% of cases harbor these hard lesions (5% B2M lesions and 
less than 2% HLA lesions based on the analysis of TCGA colorectal 
cancer datasets). Colorectal tumors with functional MHC-I genes 
can suppress tumor antigen processing and presentation through 
low immunoproteasome activity, deficient antigen loading on the 
MHC-I complex, and dysregulated antigen–MHC-I complex pre-
sentation. Although this mechanism is independent of alterations 
in the tumor microenvironment that could impact the attraction of 
T cells to the tumor, it would ultimately impede proper tumor cell 
recognition and killing by T cells.

Figure 5. ATT-I enhances antigen presentation on tumor cells. (A) MFI 
values of H-2Kb and H-2Kb-SIINFEKL (OVA) on the MC38-OVA cells (shNT 
control, shPsmd4, and shPsmd7) with ATT-I (0, 5, 10, and 30 μM), which 
were determined by flow cytometry analysis. Data are presented as mean 
± SEM and are representative of 2 independent experiments (n = 2). Sta-
tistical analysis was conducted using 1-way ANOVA. (B and C) HLA-A,B,C 
on the surface of HCT116 cells (B) and SW837 cells (C) was analyzed by 
3D confocal imaging of immunofluorescence. Cell nucleus was stained by 
4′,6-diamidino-2-phenylindole (DAPI). Quantitative data are presented 
as mean ± SD of 3 to 4 parallel experiments (n = 3–4). Unpaired 2-tailed 
t test was used for statistical analysis. Scale bars in B and C: 30 μm. (D) 
The effect of ATT-I on the cytotoxicity of MC38 OVA+ after blocking the 
MHC-I/TCR interaction using the MHC-I antibody. Specifically, we treated 
MC38 OVA+ cells with and without 30 μM ATT-I for 48 hours. Rat IgG2a 
isotype control and anti-mouse MHC class I (H2) were used for blocking 
the cells overnight. The antigen-specific cytotoxicity was analyzed by flow 
cytometry. Data are presented as mean ± SEM and are representative of 2 
independent experiments (n = 4). Statistical analysis was conducted using 
1-way ANOVA. *P < 0.05; **P < 0.01; ***P < 0.001.
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in cancer immunotherapy. The treatment of ATT-I can sensitize 
CRC tumors to the immune checkpoint blockade therapy. Expand-
ing these findings to different types of tumors such as melanoma 
and lung cancers warrants further investigation.

Methods
Mice and cell lines. C57BL/6 and BALB/c mice, 6 to 8 weeks old, were 
purchased from Jackson Laboratory and housed under pathogen-free 
conditions. OT-I mice (C57BL/6-Tg(TcraTcrb)1100Mjb/J) were pur-
chased from Jackson Laboratory and bred in-house. All mice were 
housed in the animal facility of Indiana University School of Med-
icine. All procedures were carried out in accordance with approval 
of the Indiana University Institutional Animal Care and Use Com-
mittee protocol. The MC38 cell line was obtained from Patrick Hwu, 
MD Anderson Cancer Center and CT26, SW837, and HCT116 cell 
lines were obtained from ATCC. MC38, HCT116, and SW837 cells 
were maintained in DMEM supplemented with 10% FBS (Sigma-Al-

tially expand the number of CRC patients sensitive to checkpoint 
immunotherapy, which is a primary focus in clinical development 
(13). MSS colorectal tumors show an enrichment in heterozygous 
loss of chromosome 15 that contains the B2M gene (38). In addi-
tion, B2M mutations are identified solely in patients who did not 
respond to checkpoint immunotherapy (2). However, homozy-
gous loss of B2M is quite rare (~3%) in CRC, suggesting that most 
colorectal tumors have a reduced amount of functional MHC-I 
complexes in the cell. Increasing the yield of antigens by ATT-I for 
presentation may be a potential approach to compensate for the 
partial loss of MHC-I complex.

In summary, the results of this study demonstrate that ATT-I, 
a small chemical compound from herbal medicine, is function-
ally associated with the immunoproteasome and thus promotes 
antigen processing and presentation on both checkpoint-sensitive 
and -resistant CRC tumors. This is important, as reduced immune 
response and immune evasion of tumor cells are major hurdles 

Figure 6. ATT-I enhances the immune checkpoint blockade immune responses. (A–C) Effects of the ATT-I (daily) and anti–PD-1 (3 times/week, 5 injections in 
total) on tumor growth (A) and tumor volume (B) of MC38-derived tumors in the subcutaneous C57BL/6 mouse model. Error bars represent SEM (n = 10 mice 
per group). Data shown are 1 representative of 2 independent experiments. Statistical analysis was conducted using 2-way ANOVA (A) and 1-way ANOVA (B). 
Pictures of the resected tumors (C). Scale bar: 1 cm. (D and E) Effects of the ATT-I (50 mg/kg, daily) and anti–PD-1 (200 μg/mouse, 3 times/week, 5 injections 
in total) on tumor growth, measured via bioluminescence imaging (F) and survival (G) on the orthotopic MC38-derived tumor model (log-rank test). Each group 
includes 5 mice. (F) Tumor growth curves of MC38-derived tumors with or without PSMD4 knockdown and treated with anti–PD-1 only or anti–PD-1 together 
with ATT-I (combo). Each group includes 6 mice. Statistical analysis was conducted using 2-way ANOVA. *P < 0.05; **P < 0.01; ***P < 0.001; ****P < 0.0001.
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Figure 7. ATT-I enhances tumor-infiltrating lymphocytes and antitumor activity of cytotoxic T lymphocytes. (A) Schematic illustration of the immune 
composition analysis using single-cell mass cytometry (CyTOF). Orthotopic MC38 tumors were surgically resected, dissociated to single cells, and stained 
with metal isotope–conjugated antibodies. Immune profiles were assessed via CyTOF (26 markers) and analyzed using the Cytobank platform. viSNE 
analysis was performed, and thereafter SPADE on viSNE was assessed for an overlaid clustering of the immune cell populations. (B) Representative MC38 
tumor images and weights of cecal wall implanted tumors (n = 5 in each group). Statistical analysis was conducted using 1-way ANOVA. Scale bar: 1 cm. 
(C) viSNE plots of the indicated markers used for the determination of the cell population gates. (D) Percentages of distinct immune cell populations 
within the CD45+ infiltrating immune cells in colorectal cancer tumors analyzed with Cytobank (n = 5). (E–G) Once the subcutaneous MC38 tumors were 
established, mice were randomly assigned into 7 groups and treated as indicated. Effects of the ATT-I (50 mg/kg, daily) and anti–PD-1 (3 times/week, 5 
injections in total) treatment on tumor growth (E and F) and tumor volume (G) upon depletion of B cells, CD4+ T cells, and CD8+ T cells (n = 6). Error bars 
represent SEM and statistical analysis were conducted using 2-way ANOVA (E and F) and 1-way ANOVA (G). *P < 0.05; **P < 0.01; ***P < 0.001.
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ing efficiency by measuring the activity of luciferase (E1910, Dual- 
Luciferase Reporter Assay System, Promega) after 6 hours of cocul-
ture of the T cells together with the tumor cells.

Tumor implantation and treatment. For the orthotopic injection of 
MC38 colorectal cancer cells in the cecum, mice were anesthetized 
and shaved around the belly. To expose the cecum, we made a small 
incision of the skin and muscle. MC38 cells expressing luciferase were 
injected in a final volume of 50 μL PBS containing 2 × 105 cells using 
a 30 gauge needle. The cecum was repositioned in the mice and the 
wound was closed using surgical sutures and wound clips. For subcu-
taneous tumor experiments, 1 × 105 MC38 cells or 5 × 104 CT26 cells 
were injected in a final volume of 50 μL PBS using a 30 gauge needle. 
Mice were randomly allocated into the different groups 7 days after 
tumor implantation. Anti-PD-1 (clone RMP1-14; BioXCell) or isotype 

drich) and 1% penicillin-streptomycin solution (10,000 U/mL pen-
icillin + 10,000 μg/mL streptomycin, HyClone). CT26 cells were 
maintained in RPMI medium supplemented with 10% FBS and 1%  
penicillin-streptomycin solution. Cell lines were cultured at 37˚C in a 
humidified incubator with 5% CO2.

CD8+ T cell cytotoxicity assay. To generate mature CTLs, sple-
nocytes were isolated from OT-I mice and stimulated with 5 μg/mL 
OVA257-264 (S7951-1MG, MilliporeSigma) in the presence of 10 ng/mL 
IL-2 for 3 days. T cells were then centrifuged and cultured in RPMI 
1640 medium containing 10 ng/mL murine IL-2, 10% FBS, and 1% 
penicillin-streptomycin. To measure the cytotoxicity of CD8+ T cells, 
50,000 enriched CD8+ T cells were mixed in 96-well plates with 
MC38-OVA cells at ratios of 5:1, 1:1, or 1:5. ATT-I was added to MC38 
cells or CD8+ T cells 48 hours before coculture. We assessed the kill-

Figure 8. Single-cell RNA-seq analysis of mouse colorectal tumors treated with ATT-I in combination with immune checkpoint blockade therapy. 
C57BL/6 mice bearing orthotopic implanted MC38-derived tumors were treated with vehicle control, ATT-I (50 mg/kg, daily), anti–PD-1 (3 times/week, 5 
times in total), or ATT-I + anti–PD-1 combo. Tumors were harvested 2 weeks after initial treatment (5 tumor samples were pooled per arm). (A) t-SNE plot 
of the scRNA-seq data collected from all conditions. Cell types were assessed by the expression levels of known marker genes. (B) Gene expression profiles 
of functional marker genes in selected immune cell types. Each row and column represents 1 gene and 1 cell type, respectively. (C) Averaged expression 
levels of T cell activation and cytotoxic marker genes in the CD8+ effector T cells from different conditions. The dot size characterizes the proportion of 
CD8+ effector T cells of each condition (y axis) with expression levels (indicated by color intensity) of the selected genes (x axis). The dot color reflects the 
averaged expression level of each gene in of the CD8+ effector T cells of each condition. (D) Distribution of cytotoxicity scores of CD8+ effector T cells under 
each condition. Cytotoxic level of each cell is inferred by the averaged expression level of CD8+ T marker genes Prf1, Ifng, Tnf, Pdcd1, Sla2, and Cd8a. The y 
axis represents the cytotoxicity score. Combo versus anti–PD-1 (P = 1.121 × 10–6); combo versus ATT-l (P = 0.0024). Statistical analysis was conducted using 
unpaired 2-tailed t test. (E) Proportion of CD8+ effector T cells with significant cytotoxicity genes expressed. The y axis represents the proportion of CD8+ 
effector T cells with (dark blue) and without (red) significant cytotoxicity genes expressed. Combo versus anti–PD-1 (P = 1.006 × 10–9), combo versus ATT-l 
(P = 3.816 × 10–5), combo versus control (P = 1.557 × 10–8). Statistical analysis was conducted using Fisher’s exact test.
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For the depletion experiment, anti-CD4 (clone GK1.5; BioXCell), 
anti-CD8 (clone 53-6.72; BioXCell), anti-CD20 (clone AISB12; BioX-
Cell), and isotype (clone 2A3; BioXCell) antibodies were administered 
3 times per week. The antibodies were administered 2 days prior to 
tumor cell inoculation and the injection continued until the end of the 

control (clone 2A3; BioXCell) treatment was administered intraperi-
toneally 3 times per week for a total of 5 injections at 200 μg/mouse. 
ATT-I was administered intraperitoneally every day at 50 mg/kg 
bodyweight. Our ATT-I treatment dose was selected based on previ-
ously reported publications using a range of 20 to 75 mg/kg (39, 40). 

Figure 9. ATT-I enhances the autologous T cell responses in CRC patient–derived tumor organoids. (A) Schematic representation of patient-derived 
organoids (PDOs) cocultured with autologous CD8+ T cells in the presence or absence of ATT-I. (B) Quantification of the organoid size presented as mean 
± SD from 8 different patients (PDO1–PDO8). The size of organoids was measured as project area (μm2) using Image J software. Statistical analysis was 
conducted using 1-way ANOVA. (C) Microscopic images of PDOs cocultured with autologous CD8+ T cells in the presence or absence of ATT-I (30 μM) from 
patient 1 (PDO1) and patient 2 (PDO2). Scale bar: 100 μm. *P < 0.05; **P < 0.01; ***P < 0.001; ****P < 0.0001.
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log 589102, Biolegend). Adherent cells were harvested to generate 
organoids. For human clinical samples, the CD8+ T cells were also 
enriched by anti-human CD8+ T cell beads and stimulated by the 
human T activator CD3/ CD28 Dynabeads (Miltenyi Biotec). The 
CD8+ T cells were expended in the F12/DMEM, 10% FBS culture 
medium supplemented with IL-2. The adherent cells were suspended  
with a concentration of 2 × 105 cells/mL in the human intestinal 
stem cell minus Wnt culture medium containing 10% Matrigel Base-
ment Membrane Matrix (Corning, catalog 356255), which has been 
reported for generation of colorectal tumor organoids (42). The cells 
were seeded in a 6-well culture plate with ultra-low attachment 
surface (Corning) with a total volume of 2 mL per well. The cells 
were cultured for 1 week to generate organoids. Every 2 to 3 days 
culture medium was added with same volume and split in 2 wells. 
The murine organoids with diameter of 70 to 150 μm were filtered 
sequentially by 70 μm and then 150 μm cell strainers (70 μm, Ther-
mo Fisher Scientific, catalog 07201431; 150 μm, pluriStrainer, cata-
log 43-50150-03). The MC38 OVA organoids were treated with and 
without drug for 48 hours and then were cocultured with the CD3/
CD28 bead-activated CD8+ T cells isolated from OT-I mice for 24 
hours. The patient-derived tumor organoids were cocultured with 
autologous CD8+ T cells. The organoids were imaged under optical 
microscope, digested into single cells, and analyzed by flow cytom-
etry. The organoid size was analyzed using Image J software 1.50e.

Data availability. The scRNA-Seq data used in this study have been 
deposited in the NCBI Gene Expression Omnibus (GEO GSE171158).

Statistics. Statistical analysis was conducted using GraphPad Prism 
and R. Comparison of 2 data sets was done using 2-tailed unpaired stu-
dent’s t test. Comparison of more than 2 data sets was done using 1-way 
ANOVA followed by Bonferroni’s multiple comparison test. For tumor 
growth assays, we used 2-way ANOVA followed by Tukey’s multiple 
comparisons test. The results are displayed as the mean ± SD or SEM. 
Kaplan-Meier plots are used for survival curves and analyzed using 
the log-rank test. The number of asterisks indicates the level of signifi-
cance: *P < 0.05; **P < 0.01; ***P < 0.001, and ****P < 0.0001. For the 
scRNA-seq, downstream analysis of those matrices was conducted by 
Seurat (v3.1). Cell filtering follows 2 criteria for all samples: (a) detected 
number of RNA in a single cell should be over 500, and (b) the percent-
age of mitochondria genes detected in a single cell should not exceed 
15%. The remaining cells from each sample were merged and log- 
normalized. PhenoGraph in Seurat was applied to cluster cells with res-
olution set as 0.5. Low dimensional t-SNE visualization was computed 
by Rtsne package using normalized transcriptional expression profile 
with perplexity setting as 30. Each cell cluster is annotated by marker 
genes found by FindAllMarkers function in Seurat. Significant expres-
sion of cytotoxic marker genes in each CD8+ T cell were computed by 
using left truncated mixture Gaussian model. Statistical analysis for 
CETSA was described in detail and included in the Methods.

Study approval. All mice were housed in the Laboratory Animal 
Resource Center of Indiana University and all procedures were carried 
out in accordance with approval of the Institutional Animal Care and 
Use Committee animal protocols at Indiana University.
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experiment. Orthotopic tumor growth was monitored by in vivo biolu-
minescence tumor imaging using IVIS Spectrum after intraperitoneal 
injection of 200 μL of 15 mg/mL luciferin (Potassium Luciferin; Gold 
Biotechnology). The fluorescence signal was acquired 15 minutes after 
the substrate administration.

CyTOF sample processing and data analysis. Tumors were excised 
and manually cut to 2 mm × 2 mm pieces. They were then both enzy-
matically and mechanically dissociated according to the manufac-
turers’ procedures using the mouse tumor dissociation kit and Gen-
tleMACS Dissociator (Miltenyi Biotec). The cells were further filtered 
using a 100 micron filter (BD Falcon). After centrifugation, the red 
blood cells were lysed (Biolegend), neutralized, washed, and resus-
pended in house-made CyTOF buffer (cold PBS containing 0.5% BSA 
and 0.02% Azide). For each sample 1.5 × 106 cells were used. CyTOF 
data were evaluated via viSNE analysis using the Cytobank platform 
(41). viSNE analysis allows the visualization of a high dimensional 
analysis in 2 dimensions using the Barnes-Hut implementation of the 
t-distributed stochastic neighbor embedding (tSNE) algorithm. We 
ran the viSNE analysis on the samples through a proportional sam-
pling, with 7500 iterations, a perplexity of 30 and a theta of 0.5. On 
this viSNE analysis we performed SPADE clustering. The cell popu-
lations were then manually gated on the SPADE tree based on the 
selected markers. Hereafter, these clustered cell populations were 
visualized on viSNE as an overlaid plot.

Microscale thermophoresis analysis. Purified PSMD4 protein was 
labeled with Alexa Fluor 647 (Thermo Fisher Scientific, A20173). 
Compounds were titrated between 1 to 500,000 nM to a constant 
amount of Alexa Fluor 647–labeled PSMD4. The samples were incu-
bated at room temperature for 10 minutes before the measurements. 
The binding assay was performed in a buffer with 20 mM Tris, 100 
mM NaCl, and 0.02% Tween-20. A NanoTemper Monolith Instru-
ment (NT.115) was used for measuring thermophoresis. Standard cap-
illaries (catalog K002, NanoTemper) were used in the experiments. 
Thermophoresis of the protein in presence of compound was analyzed 
for 30 seconds. Measurements were performed at room temperature.

Immunoproteasome assay. Using the immunoproteasome activity 
fluorometric assay (UBPBio, catalog J4170), we determined the chy-
motrypsin-like, trypsin-like, and caspase-like activities of MC38-OVA, 
MC38-OVA-PSMD4loss, and MC38-OVA-PSMD7loss tumor cells treated 
with and without 30 μM ATT-I treatment. After 48 hours of treatment, 
the cells were lysed with ice-cold cell lysis buffer to release the immuno-
proteasome. The protein concentrations were quantified by Pierce BCA 
Protein Assay kit (Thermo Fisher Scientific, catalog 23227). The respec-
tive immunoproteasome cleavage capacity on each of the substrates 
was determined using the AMC fluorescence detected at the 360 nm 
excitation and 460 nm emission wavelength. The incubation periods 
and substrates were used according to the manufacturer’s guidelines.

Generation of murine and human patient–derived tumor organoids. 
MC38 OVA tumors and human colorectal cancer samples (obtained 
using an approved institutional protocol and patient consent) were 
cut to small pieces (3 mm × 3 mm), processed into small pieces using 
the MACS Dissociator (Miltenyi Biotec) and digested to single cells 
using the mouse or human tumor isolation kit, respectively, accord-
ing to manufacturer’s guidelines (Miltenyi Biotec). The isolated 
cells were cultured overnight with F12/DMEM, 10% FBS culture 
medium, supplemented with 1% penicillin-streptomycin and 150 U/
mL murine IL-2 (catalog 575402, Biolegend) or human IL-2 (cata-
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