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Caffeine enhances antitumor T-cell activity
by suppressing kynurenine pathway in
colorectal cancer

Yuechen Liu 1,2,5, Zhengyu Liu1,2,5, Yating Hu1,2,5, Yunyan Ling3,5, Shunjie Qing1,2,
Yang Liu3, Yizhi Zhan 4, Zhiyong Shen 1,2 , Yuan Fang 3 &
Haijun Deng 1,2

Colorectal cancer (CRC) is a leading global health issue, ranking third in inci-
dence and second in cancer mortality. Immunotherapy, effective mainly in
mismatch repair-deficient CRC, may benefit from dietary interventions. This
study investigates caffeine’s potential to boost programmed death-1 (PD-1)
immunotherapy efficacy in CRC, revealing that caffeine significantly reduces
tumor growth, extends survival, and enhances CD8+ T cell activity in CRC by
suppressing kynurenine pathway. Mechanistically, caffeine decreases kynur-
enine via the Krüppel-like factor 4 (KLF4)- Collagen type XII alpha 1 (COL12A1)-
Mitogen-Activated Protein Kinase (MAPK)-Indoleamine 2,3-dioxygenase 1
(IDO1) axis, mitigating CD8+ T cell exhaustion. Combining caffeine with PD-1
therapy further prolongs survival, highlighting the value of integrating nutri-
tional strategies into cancer treatment to improve outcomes and broaden
therapeutic options. Here, we show caffeine can enhance PD-1 immunotherapy
in CRC by suppressing kynurenine pathway, suggesting its potential as an
adjunctive dietary therapy.

Colorectal cancer (CRC) ranks as the third most common cancer
worldwide and is the second leading cause of cancer-related deaths1,2.
Although immunotherapy represents a significant breakthrough in can-
cer treatment, its benefits are not yet universal among CRC patients. At
present, only CRC patients with mismatch repair deficiency or high
microsatellite instability (MSI-H) benefit from immune checkpoint
inhibitors3,4. Importantly, only 15% of CRC cases are MSI-H, and this
percentagedecreases to 4 ~ 5% in advanced stages5. Therefore, it is crucial
to expand the scope of CRC immunotherapy to benefit a broader patient
population or combine other treatments to boost immunotherapy.

Tumor development and progression are strongly influenced by
dietary habits. Dietary interventions can aid tumor treatment by lim-
iting tumor nutrition, boosting drug efficacy, and enhancing the

immune microenvironment6–8. Research indicates that diets rich in
serine and glycine may accelerate colorectal cancer progression
through the induction of KRAS and TP53 mutations9. Diets high in
methionine may foster colorectal cancer growth by activating the
immunemicroenvironment viam6Amethylation in tumor cells10. Diets
containing mannose can impede colorectal cancer metastasis by
inhibiting fructosemetabolism11. Thus, dietary interventions are vital in
managing colorectal cancer and could potentially enhance the effec-
tiveness of immunotherapy. The role of dietary components in influ-
encing immunotherapy for colorectal cancer remains to be further
investigated.

Coffee is a staple beverage worldwide. Numerous studies suggest
that coffee may help prevent colorectal cancer, offering potential
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health benefits12–14. Although a cup of coffee contains hundreds of
compounds, the levels of which can vary due to different production
and preparation processes, caffeine is the primary component across
various coffee types. Caffeine, a purine alkaloid, has been reported to
inhibit intestinal inflammation and regulate the gut microbiome,
potentially lowering the risk of colorectal cancer15,16. Additionally,
caffeine inhibits the adenosine A2A receptor, reducing adenosine’s
immunosuppressive effects and enhancing macrophages’ phagocytic
and antitumor activities17. Research combining caffeine with anti-PD-1
therapy in melanoma has shown that this treatment can effectively
inhibit melanoma growth and significantly increase CD4+ and CD8+ T
lymphocyte infiltration18. However, what effect caffeine has on color-
ectal cancer and the specific mechanism remains unknown.

COL12A1 (Collagen typeXII alpha 1), a collagen protein involved in
the extracellular matrix, has been implicated in various cancers,
including CRC, where its expression correlates with poor prognosis
and reduced immune cell infiltration19–22. Additionally, the IDO1
(Indoleamine 2,3-dioxygenase 1) enzyme and its downstream product,
kynurenine, play a crucial role in immune suppression, particularly inT
cell exhaustion and the development of an immunosuppressive tumor
microenvironment23–25. However, whether the COL12A1/IDO1/Kynur-
eninepathway is involved in the effects of caffeineon colorectal cancer
and the specific mechanisms remain unknown.

In this work, we report that caffeine inhibits colorectal cancer
progression and improves survival in various mouse models. Its anti-
tumor effects are linked to the alleviation of CD8+ T-cell exhaustion.
Specifically, caffeine may activate CD8+ T cells by downregulating
COL12A1 expression in tumor cells, consequently reducing kynurenine
production through the MAPK-IDO1 axis. Additionally, caffeine exhi-
bits an immune-sensitizing effect that enhances the efficacy of PD-1
antibody immunotherapy in colorectal cancer. Furthermore, COL12A1
could serve as a biomarker for immunotherapy nonresponse in cancer
patients. By integration of dietary components, specifically caffeine,
with cutting-edge immunotherapeutic strategies, our research not
only advances the understanding of CRC immunology but also high-
lights dietary interventions as a potent therapeutic modality in cancer
treatment.

Results
Caffeine inhibits colorectal cancer progression and enhances
survival
To assess caffeine’s impact on colorectal cancer, we analyzed dietary
habits from the UK Biobank database, revealing that higher caffeine
intake correlates with improved prognosis and survival (Fig. 1a). We
then used the APCmin/+ mice model with spontaneous tumors, treating
them with 0.1% caffeine water. The results showed significant reduc-
tions in adenoma count and tumor weight in the caffeine-treated
group compared to controls (Fig. 1b). We established subcutaneous
and cecal orthotopic tumor models, treating them with either normal
water or 0.1% caffeine water. In the caffeine-treated group, mice
showed slower tumor growth, with reduced tumor volumes and tumor
weights compared to controls. And survival was significantly pro-
longed in the caffeine-treated mice (Fig. 1c–h). Additionally, caffeine
treatment did not significantly affect body weight, liver and spleen
weights, or serum levels of ALT, AST, BUN, and CREA, indicating its
safety in APCmin/+ and BALB/c mice (Supplementary Fig. 1a–f). These
results suggest that caffeine can inhibit colorectal cancer progression
and enhance survival.

Next, we established subcutaneous tumor models in both immu-
nocompetent and immunodeficient mice, treating them with either
normal or 0.1% caffeine water. Results indicated that caffeine sig-
nificantly inhibited tumor growth in immunocompetent mice, but did
not affect tumor growth in nude mice (Fig. 1i, j, Supplementary
Fig. 1g, h). This suggests that the effect of caffeine in inhibiting colorectal
cancer progression is related to the immune microenvironment.

The anti-tumor effect of caffeine dependents on CD8+ T-cell
function
To assess the impact of caffeine on the tumor immune micro-
environment, we analyzed immune cell expression and proportions
using flow cytometry in tumors from immunocompetent sub-
cutaneous, orthotopic, and spontaneous APCmin/+ mouse models.
Analysis revealed a significant increase in CD8+ T cells and a reduc-
tion in exhaustionmarkers (PD-1, LAG3) in the caffeine-treated group
(Fig. 2a, b, Supplementary Fig. 2a–c). No significant changes were
observed in other immune cells, including CD4+ T cells, B cells,
neutrophils, and macrophages, between the caffeine-treated and
control groups (Fig. 2c, d, Supplementary Fig. 2d, e). Immunohis-
tochemistry and qPCR analyses of tumor tissues showed an increase
in CD8+ T cells and cytotoxic markers (GZMB, IFNG), and a decrease
in exhaustion markers (PD-1, LAG3) in the caffeine-treated group
(Fig. 2e, f, Supplementary Fig. 2f–k). To elucidate the link between
caffeine’s anti-tumor effect and CD8+ T cells, we established cecal
orthotopic and subcutaneous tumor models treated with caffeine
and anti-CD8 monoclonal antibody. Results indicated that depleting
CD8+ T cells with anti-CD8 monoclonal antibody significantly
reversed caffeine’s anti-tumor effect on colorectal cancer (Fig. 2g–j,
Supplementary Fig. 2l–o). These findings indicate that the anti-tumor
effect of caffeine dependents on CD8+ T-cell functional exhaustion.

COL12A1 is a crucial molecule in the anti-tumor effects of
caffeine
To explore how caffeine activates CD8+ T cells, we conducted co-
culture experiments using Jurkat cells and HCT116 cells treated with
caffeine. Results of flow cytometry and qPCR indicated that caffeine
affected Jurkat cells exhaustion only in the presence of tumor cells
(Fig. 3a–d, Supplementary Fig. 3a). Additionally, we treated extracted
mouseCD8+ T cells directly with caffeine or co-culture withMC38 cells
and assessed CD8+ T cell activation via flow cytometry and qPCR.
Results indicated that direct caffeine treatment did not alter CD8+ T
cell activation (Supplementary Fig. 3b–f). This suggests that caffeine
activates CD8+ T cells by affecting tumor cells. Next, we performed
transcriptomic sequencing on caffeine-treated and untreated HCT116
cells. The results showed that caffeine primarily influences tryptophan
metabolism (Fig. 3e, f, Supplementary Fig. 3g). We screened for genes
downregulated in caffeine-treated cells, highly expressed in tumor
tissues in the TCGA database, and correlated with prognosis. Subse-
quently, we identified COL12A1 as a target gene (Fig. 3g).

COL12A1 is amember of the fibrillar collagen family, a predominant
constituent of the extracellular matrix to maintain tissue structure and
function. COL12A1 is upregulated in various cancers, including gastric,
colorectal, and breast cancer, possibly affecting the migratory and
invasive capabilities of tumor cells19,21,22. Further research has demon-
strated that COL12A1 positively correlates with the abundance of M2
macrophage infiltration in tumors and exhibits significant expression
differences between responding and non-responding patients under-
going immunotherapy20. However, in colorectal cancer, whether
COL12A1 is a critical target for caffeine’s anti-tumor effect and how it
influences T cell exhaustion is currently unknown. Further bioinfor-
matics analysis indicated that in colorectal cancer, COL12A1 significantly
correlates with immune-related markers, and CD8+ T cell populations
(Supplementary Fig. 3h–j). Using human colorectal cancer tumor tissues
and public databases, we found that COL12A1 was upregulated in
tumors (Fig. 3h, i, Supplementary Fig. 3k). Further IHC results and ana-
lysis of human colorectal cancer tissue microarrays showed that high
COL12A1 expression in colorectal cancer tissues correlates with reduced
CD8+ T cell levels and poor prognosis. In addition to its prognostic
significance, COL12A1 was strongly associated with various malignant
clinicopathological features and an increased mortality risk in CRC
patients (Fig. 3j–m, Supplementary Fig. 3l, m). The above results suggest
that COL12A1may be a keymolecule in the anti-tumor effect of caffeine.
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Caffeine activates CD8+ T cells by KLF4/COL12A1 axis in
CRC cells
To determine if caffeine activates CD8+ T cells via COL12A1, we treated
colorectal cancer cells with varying caffeine concentrations. We
observed a dose-dependent downregulation of COL12A1 in CRC cells
by caffeine (Fig. 4a, b). We then constructed CRC cells with different

expression of COL12A1 (Supplementary Fig. 4a–d). Next, we treated
the COL12A1-overexpression CRC cells with caffeine to assess its
effects on expression levels. Results indicated that caffeine sig-
nificantly downregulated COL12A1 expression in tumor cells
(Fig. 4c, d). Next, we used a subcutaneous tumor mice model with
overexpressed-COL12A1 MC38 cells and treated with caffeine. Results
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demonstrated that COL12A1 overexpression significantly reversed
caffeine’s anti-tumor effect and suppressed CD8+ T cell infiltration and
cytotoxicity in tumors (Fig. 4e–g, Supplementary Fig. 4e, f). Further-
more, we established a subcutaneous tumormicemodel with COL12A1
knockdown MC38 cells and treated with anti-CD8 monoclonal anti-
body. In the COL12A1 knockdown group, subcutaneous tumor growth
slowed, tumorweight decreased, andCD8+ T cell infiltration increased.
Depletion of CD8+ T cells significantly reversed the anti-tumor effect of
COL12A1 knockdown (Fig. 4h–j, Supplementary Fig. 4g, h). These
findings indicate that caffeine inhibits colorectal cancer by down-
regulating COL12A1 to activate CD8+ T cells. Furthermore, we con-
ducted in vitro co-culture experiments and found that caffeine
significantly enhanced the cytotoxic and proliferative capacities of
CD8+ T cells, while COL12A1 overexpression reversed this activation
(Fig. 4k, Supplementary Fig. 4i). The above results suggest that caffeine
may activate CD8+ T cells by downregulating COL12A1 expression in
tumor cells.

Next, we conducted a preliminary investigation into the direct
mechanism by which caffeine regulates COL12A1 expression. Using
the hTF-target and JASPAR databases (relative profile score thresh-
old >99%, score >10, multiple binding sites), we predicted upstream
transcription factors of COL12A1 and identified 15 with differential
expression. Subsequently, we treated CRC cells with caffeine and
assessed mRNA expression of these transcription factors using
qPCR, revealing that only KLF4 was consistently upregulated across
all cell lines (Supplementary Fig. 4j). Krüppel-like factor 4 (KLF4), a
key transcription factor, regulates multiple processes, including
DNA damage response, inflammation, apoptosis, and stem cell
reprogramming, playing a critical role in the progression of
aggressive cancers26–28. In tumors, KLF4 promotes CD8+ T-cell dif-
ferentiation and upregulates AP-1 family factors, such as c-Jun,
conferring transient effector characteristics to tumor-specific CD8+

T cells29,30. Pearson correlation analysis further showed a positive
correlation between KLF4 and COL12A1 expression (Supplementary
Fig. 4k). Additionally, ChIP assays confirmed that anti-KLF4 sig-
nificantly enhanced COL12A1 enrichment (Supplementary Fig. 4l).
Furthermore, western blot and qRT-PCR analyses demonstrated a
significant reduction in COL12A1 expression following KLF4 over-
expression in HCT116 cells (Supplementary Fig. 4m, n). Using the
JASPAR database, we identified potential binding sites between
KLF4 and the 2000bp upstream region of the COL12A1 transcript.
Dual-luciferase reporter assays confirmed that KLF4 overexpression
significantly reduced the luciferase activity of COL12A1-WT, but no
notable effect was observed with COL12A1-MUT1/3 (Supplementary
Fig. 4o, p). These data suggest that KLF4 can directly bind to the
COL12A1 promoter in binding site 2 and participate in COL12A1
transcription, acts as an upstream regulator of COL12A1. However,
the precise mechanism by which caffeine modulates KLF4 expres-
sion remains to be elucidated.

Caffeine downregulates COL12A1 to reduce kynurenine
Previous literature indicates that tumor cells can domesticate immune
cells in the microenvironment by secreting various metabolites, pro-
teins, and cytokines, consequently mediating the functional
dysfunction31. To investigate whether caffeine affects CD8+ T cells by
altering protein secretion or metabolite production in tumor cells, we
collected tumor-conditioned media (TCM) from caffeine-treated and
untreated HCT116 cells. The TCM was filtered by molecular weight
(distinguishing large proteins from small metabolites), boiled, and
subsequently used to culture Jurkat cells. The results showed that the
metabolome (<3 kDa) could influence markers expression, while the
large protein fraction (>3 kDa) and boiling treatment did not affect,
indicating that caffeine influences CD8+ T cells by affectingmetabolite
production in tumor cells (Supplementary Fig. 5a, b). We conducted
metabolomic sequencing on supernatants from caffeine-treated and
untreated tumor cells to identify which metabolites are involved in
activating CD8+ T cells. Metabolomic analysis revealed that caffeine
treatment primarily affects tryptophan metabolism, consistent with
the previous transcriptomic sequencing (Fig. 5a, b). Additionally, caf-
feine treatment significantly increasing tryptophan and decreasing
kynurenine levels (Fig. 5c–e, Supplementary Fig. 5d).

Tryptophan metabolism occurs via three pathways, pre-
dominantly through the kynurenine (Kyn) pathway, whichmetabolizes
over 95% of tryptophan (Supplementary Fig. 5c). It has been reported
that Kyn plays a crucial role in regulating tumor cells and reshaping the
immune microenvironment32–34. Kyn enhances tumor cell malignancy
and affects immune cells like inhibiting T cell proliferation, promoting
Treg cell differentiation, and recruiting macrophages, thus contribut-
ing to an immunosuppressivemicroenvironment and immunotherapy
resistance25,35,36. We then treated HCT116 cells with caffeine and per-
forming ELISA to examine four othermetabolites (3-hydrokynurenine,
Kynurenic acid, Picolinic acid and Quinolinic acid) with differential
results in the kynurenine pathway. However, these four metabolites
did not yield consistent results like kynurenine (Supplementary
Fig. 5e). Further ELISA tests revealed that caffeine significantly reduced
Kyn levels in both tumor cells and supernatants with a concentration-
dependent effect, while overexpression of COL12A1 could restore Kyn
levels (Fig. 5f, g). These findings preliminarily suggest that caffeine’s
anti-tumor effect may derive from reducing Kyn production. Using
ELISA assay, we found significantly higher Kyn levels in tumor tissues
compared to normal tissues (Supplementary Fig. 5f). Next, we con-
ducted a subcutaneous tumor mice model with CT26 cells, treated
mice with caffeine and kynurenine or Indoximod (IDO pathway inhi-
bitor). Results showed that tumor growth slowed in the caffeine
treatment group, accelerated in the kynurenine supplement group,
and returned to control group levels in caffeine+Kyn group, indicating
that exogenous kynurenine reversed caffeine’s anti-cancer effect.
Tumor growth slowed in Kyn+Indoximod group (similar to Caffeine
treatment group), suggesting that reducing kynurenine alone is

Fig. 1 | Caffeine inhibits colorectal cancer progression and enhances survival.
a Survival analysis using Kaplan-Meier method from the UK Biobank dataset
comparing high and low caffeine intake groups in colorectal cancer patients
(n = 1981). b Schematic depicting the treatment of caffeine (0.1% w/v, daily) in
APCmin/+ mice. Representative images of intestinal tumor (red arrows) and quanti-
fication of tumor number and tumor volume (n = 6 per group). c Schematic
depicting the treatment of caffeine (0.1% w/v, daily) in subcutaneous CT26 tumor-
bearing BALB/c mice. Representative images of tumor from control and caffeine-
treated groups (n = 8 per group). Scale bars, 1 cm. Quantification of the tumor
growth curve and tumor weight. d Kaplan-Meier survival curves of CT26 tumor-
bearing BALB/cmice treatedwith caffeine or control (n = 8 per group). e Schematic
depicting the treatment of caffeine (0.1% w/v, daily) in subcutaneous MC38 tumor-
bearing C57BL/6 mice. Representative images of tumor from control and caffeine-
treated groups (n = 8 per group). Scale bars, 1 cm. Quantification of the tumor
growth curve and tumor weight. f Kaplan-Meier survival curves of MC38 tumor-

bearing C57BL/6 mice treated with caffeine or control (n = 8 per group).
g Schematic depicting the treatment of caffeine (0.1% w/v, daily) in orthotopic
CT26 tumor-bearing BALB/c mice. Representative images of tumor from control
and caffeine-treatedgroups (n = 4per group). Scale bars, 1 cm.Quantificationof the
tumor volume and tumor weight. h Kaplan-Meier survival curves of orthotopic
CT26 tumor-bearing BALB/cmice treatedwith caffeine or control (n = 4 per group).
i Tumor growth curves and tumor weights of subcutaneous CT26 tumor-bearing
BALB/c and BALB/c-numice treated with caffeine (0.1% w/v, daily) or control (n = 8
per group). j Tumor growth curves and tumor weights of subcutaneous MC38
tumor-bearing C57BL/6 mice and BALB/c-nu mice treated with caffeine (0.1% w/v,
daily) or control (n = 8 per group). s.c., subcutaneous inject. o.i., orthotopic inject.
Data error bars are mean ± SD. The statistical analysis of tumor growth curve is
Two-way ANOVA, the survival curve is Log-rank test, the others are Student’s two-
tailed unpaired t-test. The images ofmice elements were drawn by Figdraw. Source
data are provided as a Source Data file.
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sufficient to inhibit tumors. Caffeine+Kyn+Indoximod group showed
no significant difference from Kyn+Indoximod group, indicating that
caffeine’s anti-cancer effectprimarily depends on reducing kynurenine
production, with no notable additional effects. Related flow cytometry
and immunohistochemistry staining results also support these find-
ings. The above results suggested that caffeine’s anti-cancer

mechanism primarily operates through the regulation of kynurenine
production. Kyn is involved in the caffeine-mediated anti-cancer
effects (Fig. 5h–j, Supplementary Fig. 5g, h). We further developed a
subcutaneous tumor mice model with COL12A1-overexpressing CT26
cells, treated mice with caffeine or Indoximod. Results showed that
inhibiting Kyn production restored the tumor-promoting effect of
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COL12A1, with consistent changes in CD8+ T cell infiltration and
effector markers (Fig. 5k–m, Supplementary Fig. 5i, j). Next, we co-
cultured mouse spleen cells with COL12A1-overexpressing CT26 cells
treated with caffeine, Kyn or Indoximod, measuring cytotoxic
exhaustion markers and CD8+ T cell proliferation. Results indicated
that COL12A1 overexpression or Kyn supplementation significantly
inhibited CD8+ T cell activation, while Indoximod significantly
enhanced it (Fig. 5n, Supplementary Fig. 5k). The above results indicate
that caffeine may promote CD8+ T cell activation by downregulating
COL12A1, affecting tryptophan metabolism, and reducing kynurenine
production.

COL12A1 regulates Kyn production via MAPK-IDO1 axis
Given the changes of the metabolite concentration of CRC cells with
caffeine treatment, we further explored the metabolic phenotype of
CRC cells.Wemeasuredmitochondrial function and aerobic glycolysis
in CRC cells to evaluate the effect of caffeine with SeaHorse. The
results showed that caffeine treatment significantly reduced the
extracellular acidification rate (ECAR) while markedly increasing the
oxygen consumption rate (OCR) in HCT116 cells (Supplementary
Fig. 6a, b). The results indicated that caffeine could inhibit the aerobic
glycolysis of CRC. Previous studies have also shown that KLF4 upre-
gulation is generally associated with glycolysis suppression37,38, which
alignswith our priorfindings that caffeine treatment upregulatedKLF4
while reducing COL12A1 expression. However, the specific mechan-
isms by which caffeine regulates KLF4 and glycolysis require further
investigation.

We further investigate how COL12A1 affects kynurenine produc-
tion. It has reported that COL12A1 is a type of collagen and a secreted
protein. Previous research about COL12A1 have not yet investigated its
ability to influence tumor cells through an autocrine manner. We
consequently exogenously added COL12A1 protein to the tumor cell
culture medium and subsequently measured the levels of Kyn in the
tumor supernatant. We found that this did not affect the secretion of
Kyn by the tumor cells (Supplementary Fig. 6c). Therefore, we spec-
ulate that COL12A1 mainly does not influence immune cells through
the secreted protein pathway. This suggests that COL12A1 may influ-
ence the productionof Kyn through the signaling axiswithin the tumor
cells rather than an autocrine manner.

Since kynurenine is primarily produced through tryptophan
metabolism, we analyzed the expression of key enzymes (IDO1, IDO2,
TDO2) of tryptophan metabolism in colorectal cancer cells with vary-
ing COL12A1 levels. Results indicated that COL12A1 significantly and
consistently affect IDO1 expression (not IDO2orTDO2) in all colorectal
cancer cells (Fig. 6a–c). IDO1 is an essential immune-regulatory
enzyme, by catalyzing the degradation of tryptophan to produce
kynurenine, inhibits T cell proliferation and promotes the generation
of regulatory T cells23,24,39. Inhibiting IDO1 activity can restore T cell
function, enhance anti-tumor immune responses, and improve the
therapeutic effects of immune checkpoint inhibitors (such as PD-1/PD-

L1 inhibitors)40,41. Through bioinformatics analysis, we found that IDO1
was highly expressed in tumor tissues and correlated with COL12A1
expression in CRC (Supplementary Fig. 6e, d). In addition, both IDO1
and COL12A1 were associated with caffeine metabolism and trypto-
phan metabolism pathway (Supplementary Fig. 6f, g), indicating that
IDO1 may be involved in the regulatory mechanism of caffeine and
COL12A1. Additionally, Indoximod can effectively reverse the tumor-
promoting and immunosuppressive effects of COL12A1 over-
expression. Based on our existing experimental results, we hypothe-
size that caffeine influences IDO1 expression by downregulating
COL12A1, thereby modulating kynurenine production. We further
investigated how COL12A1 specifically regulates the expression of
IDO1. We performed transcriptomic sequencing on colorectal cancer
cells with overexpressing COL12A1, and the results showed that the
MAPK (Mitogen-Activated Protein Kinase) pathway was significantly
enriched in the COL12A1 overexpression group (Fig. 6d–f). Previous
studies have shown that in gastric cancer, COL12A1 can influence the
expression of IDO1 through the MAPK pathway, thereby affecting
tryptophan catabolism42. To verify whether COL12A1 regulates IDO1
expression by affecting the MAPK pathway, we analyzed MAPK path-
way protein expression in colorectal cancer cells with varying levels of
COL12A1. The results showed that COL12A1 significantly affects the
expression of p-ERK1/2 in the MAPK pathway (Fig. 6g). When inactive,
ERK1/2 is predominantly localized in the cytoplasm; upon activation, it
undergoes phosphorylation and translocates to the nucleus, subse-
quently modulating the activity of multiple transcription factors to
regulate cellular metabolism and function43. Immunofluorescence
staining showed that the fluorescence intensity of p-ERK in HCT116
cells was significantly enhanced while COL12A1 overexpression, and
the signals were mostly concentrated in the nucleus (Fig. 6h). Subse-
quently, we found that the MAPK inhibitor U0126 could significantly
reverse IDO1 expression in COL12A1-overexpressing colorectal cancer
cells (Fig. 6I, j). We further developed a subcutaneous tumor mice
model with COL12A1-overexpressing MC38 cells, treated mice with
caffeine or U0126. Results showed that inhibiting MAPK pathway
restored the tumor-promoting effect of COL12A1, with consistent
changes in CD8+ T cell infiltration and effector markers (Fig. 6k, l,
Supplementary Fig. 6h). Further ELISA testing revealed that
U0126 significantly reduced the Kyn levels in colorectal cancer cells
and reversed the promotion of Kyn production induced by COL12A1
overexpression (Fig. 6m). The results indicated that blocking the
MAPK pathway can affect the function of COL12A1 in kynurenine
production. Additionally, we performed an in vitro co-culture experi-
ment, the results demonstrated that the MAPK inhibitor significantly
activated CD8+ T cells and counteracted the exhaustion induced by
COL12A1 overexpression (Fig. 6n, Supplementary Fig. 6i). These find-
ings suggest that COL12A1 inhibits CD8+ T cell activation by modulat-
ing IDO1 expression via the MAPK pathway especially activating p-
ERK1/2 to impact Kyn production. However, our study on the
mechanismbywhichCOL12A1 regulates kynurenine production is only

Fig. 2 | The anti-tumor effect of caffeine dependents on CD8+ T-cell function.
Flow cytometry analysis of CD8+ T cells and exhaustion markers (PD-1, LAG3) in
a spontaneous tumor in APCmin/+mice andborthotopicCT26 tumor in BALB/cmice
treatedwith caffeine (0.1%w/v, daily) or control (n = 4 per group). Quantification of
immune cell populations (CD4+ T cells, B cells, macrophages, and neutrophils) in
c spontaneous tumor in APCmin/+ mice andd orthotopic CT26 tumor inBALB/cmice
treated with caffeine or control (n = 4 per group). Immunohistochemistry staining
and quantification of CD8+ T cells in e spontaneous tumor in APCmin/+ mice and
f orthotopic CT26 tumor in BALB/c mice treated with caffeine or control (n = 6 per
group). Scale bars, 200μm, 100μm,20μm.g Schematic depicting the treatment of
caffeine (0.1% w/v, daily) or anti-CD8 monoclonal antibody (CD8 mAb, 200μg/
mouse, ip. twice weekly) in orthotopic CT26 tumor-bearing BALB/c mice. Repre-
sentative imagesof tumor fromcontrol or caffeine-treatedandCD8mAbtreatment
groups (n = 3 per group). Scale bars, 1 cm. Quantification of the maximum tumor

size and tumor weight. h Kaplan-Meier survival curves of orthotopic CT26 tumor-
bearing BALB/c mice treated with caffeine or control and CD8 mAb (n = 4 per
group). i Schematic depicting the treatment of caffeine (0.1% w/v, daily) and CD8
mAb (200μg/mouse, ip. twice weekly) in subcutaneous MC38 tumor-bearing
C57BL/6 mice. Representative images of tumor from control or caffeine-treated
and CD8 mAb treatment groups (n = 6 per group). Scale bars, 1 cm. Quantification
of the tumor growth curve and tumor weight. j Kaplan-Meier survival curves of
subcutaneous MC38 tumor-bearing C57BL/6 mice treated with caffeine or control
and CD8 mAb (n = 6 per group). s.c., subcutaneous inject. o.i., orthotopic inject.
Data error bars are mean ± SD. The statistical analysis of tumor growth curve is
Two-way ANOVA, the survival curve is Log-rank test, the others are Student’s two-
tailed unpaired t-test. The images ofmice elements were drawn by Figdraw. Source
data are provided as a Source Data file.
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preliminary. The specific mechanisms between ERK1/2 and IDO1, and
how kynurenine regulates CD8+ T lymphocytes still require further
investigation through subsequent experiments.

Caffeine enhances the effects of PD-1 antibody immunotherapy
Given caffeine’s immune activation effect on CD8+ T cells, we explored
its potential as an immune sensitizer by establishing a subcutaneous

tumor model with CT26 cells in BALB/c mice, treating with combina-
tion of caffeine and PD-1 antibody. Results indicated that caffeine,
combined with PD-1 antibody, significantly inhibited tumor growth,
improved survival times, and enhanced CD8+ T cell cytotoxicity and
proliferation in mice (Fig. 7a–d, Supplementary Fig. 7a–d). Consistent
results were obtained in a similar model using MC38 cells in C57BL/6
mice, treated with caffeine and PD-1 antibody (Fig. 7e–h,
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Supplementary Fig. 7e–h). Subsequently, we developed an orthotopic
implantation model treated with a PD-1 antibody and caffeine combi-
nation. Results showed that this combination significantly inhibited
tumor growth, enhanced survival, and increased CD8+ T cell cyto-
toxicity and proliferation (Supplementary Fig. 7i–n). These results
indicate that caffeine has an immune-sensitizing effect and can
enhance the efficacy of PD-1 monoclonal antibody immunotherapy.

Public database analysis revealed that high COL12A1 expression
correlateswith poor immunotherapy response and lower survival rates
in various cancers (Fig. 7I, j). We further investigated the correlation
between COL12A1 protein levels and immunotherapy response in CRC
patients.We obtained 21 CRC samples prior to immunotherapy for IHC
analysis. Results indicated that high COL12A1 expression was linked to
non-responsiveness to immunotherapy, whereas responders generally
had lower COL12A1 levels and higher infiltration of CD8+ T cells
(Fig. 7k, l, Supplementary Fig. 8a). In conclusion, high COL12A1
expressionmaymark non-responsiveness to immunotherapy in cancer
patients.

Discussion
CRC remains a formidable health challenge globally, ranking as the
third most common cancer and the second leading cause of cancer-
related deaths. Despite its success in treating various cancers, immu-
notherapy shows limited efficacy in CRC, primarily benefiting patients
withMSI-H. The limited responsiveness of CRC to immune checkpoint
inhibitors (ICIs) underscores the need for combination therapies to
broaden the population that can benefit from these treatments. Cer-
tain dietary components may enhance the effectiveness of immu-
notherapies. For instance, diets rich in nutrients such as serine, glycine,
and methionine have been shown to alter the tumor microenviron-
ment and immune responses44–46. Similarly, other studies have shown
diverse mechanisms by which dietary components modulate tumor
microenvironments, our study’s findings align with emerging research
indicating that metabolic pathways play a significant role in tumor
immunology47–49. Integrating dietary strategies with immunotherapy
could offer a multi-faceted approach to cancer treatment, leveraging
the synergistic effects of nutrition and pharmaceutical interventions.

Our study found that beyond its traditional benefits such as
reducing inflammation and regulating the gutmicrobiome15,16, caffeine
as a dietary component could enhance the immune-sensitizing effects
of PD-1 inhibitors in CRC. Our findings indicate that caffeine, admi-
nistered at moderate concentrations, does not significantly affect
bodyweight, liver and spleen sizes, or serum levels of key enzymes and
metabolites in treated mice. This underscores its potential as a safe
component in cancer treatment regimens, particularly in combination
with established immunotherapeutic drugs. Given the widespread
consumption of coffee globally, caffeine presents a convenient and
cost-effective strategy to complement existing therapies and broaden

treatment options for CRC patients. Although our preclinical findings
demonstrate the potential of caffeine in enhancing immune responses
and improving the efficacy of immunotherapy in colorectal cancer, the
specific therapeutic dosage for humans remains unclear. Clinical stu-
dies suggest that moderate caffeine intake (200-400mg per day) is
generally safe and may have beneficial effects on immune function.
However, the optimal dosage for cancer therapy will depend on indi-
vidual factors such asmetabolic rate and genetic variations in caffeine
metabolism. Future clinical trials are needed to determine the precise
dosage, safety, and efficacy of caffeine in combination with immu-
notherapy for colorectal cancer patients.

Thefindings in this paper significantly advance our understanding
by linking caffeine’s antitumor effects to specific molecular pathways,
notably the downregulation of COL12A1 and the modulation of tryp-
tophan metabolism. COL12A1, as a component of the extracellular
matrix, has been implicated in various cancers and is correlated with
the aggressiveness andmetastatic potential of tumor19,21,22. Our results
found that COL12A1 is overexpressed in CRC tissues and is associated
with poor prognosis. By modulating COL12A1 expression, caffeine can
effectively reshape the immune landscape, enhancing the suscept-
ibility ofCRC to immunotherapies. Moreover, identifyingCOL12A1 as a
marker of non-responsiveness to immunotherapy represents a sig-
nificant advancement in understanding how tumor-expressed mole-
cules influence treatment efficacy, as prior literature had not fully
elucidated its role in immunemodulation in CRC. Additionally, inmost
cancers COL12A1 is primarily expressed by cancer-associated fibro-
blasts (CAF). Consequently, knockdown of COL12A1 in cancer cells will
most likely result in a modest decrease in overall COL12 levels in the
TME. The interplay between tumor cells and CAF-derived COL12A1 in
regulating the immune microenvironment and its impact on immu-
notherapy responses could be explored.

While our findings are promising, they have certain limitations.
Although caffeine modulated the tumor microenvironment in animal
models, translating these findings to clinical practice requires further
validation. Future studies should prioritize clinical trials to evaluate the
safety, optimal dosage, and efficacy of caffeine in combination with
PD-1 inhibitors across diverse patient populations. Additionally, the
potential variability in caffeine’s effects due to individual metabolic
responses and tumor heterogeneity, which were not fully explored in
this study. Some individuals metabolize caffeine more rapidly than
others, which could lead to differences in its immune-modulating
effects. As such, future clinical studies should account for these
metabolic differences when determining the optimal caffeine dosage
and its effectiveness in enhancing immunotherapy, ensuring perso-
nalized and safe treatment regimens for colorectal cancer patients.
Additionally, the mechanism of our research is not fully investigated
and our research about the mechanism is a preliminary investigation.
Investigating patient-specific factors, such as genetic variations in

Fig. 3 | COL12A1 is a crucial molecule in the anti-tumor effects of caffeine. Co-
culture experiments of Jurkat cells treated with caffeine (0, 0.1, 1mM). a Flow
cytometry analysis the IFN-γ and PD-1 expression and b qPCR analysis of themRNA
expression ofGZMB, IFNG, and PD-1, LAG3 in Jurkat cells (Representative data from
n = 3 independent experiments). Co-culture experiments of Jurkat andHCT116 cells
treated with caffeine (0, 0.1, 1mM). c Flow cytometry analysis of the IFN-γ and PD-1
expression and d qPCR analysis of the mRNA expression of GZMB, IFNG, and PD-1,
LAG3 in Jurkat cells (Representative data from n = 3 independent experiments).
e Volcano plot and f Enrichment analysis of differentially expressed genes between
caffeine-treated and control groups in HCT116 cells. g Venn diagram identifying
COL12A1 as a gene differentially expressed in both RNA-Seq, TCGA datasets and
correlated with survival outcomes. h qPCR analysis of COL12A1 mRNA expression
and i western blot analysis of COL12A1 expression in paired normal and tumor
tissues (n = 12). The samples derive from the sameexperiment, but different gels for
COL12A1, GAPDHwere processed in parallel. The quantificationprovided under the
blots is for the representative blot from n = 3 independent experiments.

j Immunohistochemistry staining of COL12A1 and CD8 in colorectal cancer tissue
microarray (TMA) samples, scale bars, 100 μm, 50 μm. Quantification of COL12A1
expression in tumors (n = 202, Min = 1, Max = 12, Median=6, Lower Whisker = 1,
Upper Whisker=12, Q1 = 4, Q3 = 9, IQR = 5) compared to normal tissues (n = 65, Min
= 0, Max = 12, Median = 4, Lower Whisker = 0, Upper Whisker = 12, Q1 = 2, Q3 = 6,
IQR= 4). k OS plot and l Cox regression analysis the prognostic significance of
COL12A1 expression and other clinical variables based on TMA dataset (n = 202).
m Representative images of immunofluorescence co-staining for COL12A1 (red)
and CD8 (green) with TMA samples; statistical plot of the number of CD8+ T cells
(COL12A1-high, n = 60, Min =12, Max = 257, Median = 78.5, Lower Whisker = 12,
Upper Whisker = 257, Q1 = 46, Q3 = 143.25, IQR= 97.25; COL12A1-low, n = 60, Min =
45, Max = 402, Median = 168.5, LowerWhisker = 45, UpperWhisker = 402, Q1 = 129,
Q3 = 235, IQR= 106). Scale bars, 100 μm. Data error bars are mean ± SD. The sta-
tistical analysis of h is Student’s two-tailed paired t-test, k is Log-rank test, the
others are Student’s two-tailed unpaired t-test. The images of co-culture elements
were drawn by Figdraw. Source data is provided as a Source Data file.
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caffeine metabolism, could refine treatment approaches to maximize
therapeutic benefit. Moreover, the precise molecular mechanisms by
which caffeine downregulates COL12A1 via KLF4 require further elu-
cidation. Our experimental series demonstrated that KLF4 directly
interacts with the COL12A1 promoter, facilitating COL12A1 transcrip-
tion and functioning as an upstream regulator of COL12A1. However,
the mechanism by which caffeine regulates KLF4 and subsequently
affects COL12A1 remains unclear, potentially involving stress respon-
ses or transporter activation. Furthermore, our research findings
indicate that caffeine treatment suppresses the glycolytic response in
colorectal cancer cells. Previous studies suggest a correlation between
KLF4 and glycolysis, where KLF4 may influence glycolysis, and

glycolysis could, in turn, impact KLF4. This represents a potential
avenue for future investigation. The study suggests a significant link
between caffeine, CD8+ T cells, and kynurenine production, high-
lighting its potential role in tumor immunity, though the specific signal
pathways involved remain unclear. Therefore, thismay involve deeper
transcriptomic, proteomic, and metabolomic analyses to identify
additional regulatory molecules and pathways influenced by caffeine.
Moreover, current data suggest that caffeine may modulate COL12A1
through theMAPK-IDO1 pathway especially activating ERK1/2. Existing
literature reports that ERK1/2 phosphorylation can activate transcrip-
tion factors such as STAT3, NF-κB and AP-143, which could regulate
IDO1 expression under specific conditions, particularly during
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inflammation and immune responses50–52. Therefore, we hypothesize
that COL12A1 promotes thephosphorylationandnuclear translocation
of ERK1/2, subsequently activating transcription factors to regulate
IDO1 expression, but the precise signaling events between ERK1/2 and
IDO1 need to be explored in more detail. Future studies should focus
on pinpointing the specific molecular targets and mechanisms
involved in this process to better understand how caffeine influences
tumor immunity and its potential as a therapeutic adjunct in cancer
treatment. Understanding these interactions could uncover potential
drug targets and combination strategies. The study used a controlled
caffeine dosage in mice, but determining the optimal dosage and
administration method in humans could be challenging, as caffeine’s
effects may vary based on individual metabolism and consumption
habits.

In conclusion, this study makes a significant contribution to can-
cer immunotherapy by suggesting that dietary components, such as
caffeine, a widely consumed substance,may enhance the effectiveness
of PD-1 blockade in CRC. Our study underscores caffeine’s potential as
a dietary intervention that can significantly enhance immunotherapy
efficacy in CRC by modulating the COL12A1/IDO1/Kyn axis. Caffeine’s
capacity to modulate the immune microenvironment and sensitize
tumors to immunotherapy raises the possibility that other dietary
components could similarly enhance cancer treatment outcomes. This
study develops combination therapies that leverage dietary compo-
nents to improve cancer outcomes, presenting a non-invasive and
easily integrated strategy to enhance immunotherapy outcomes. Fur-
ther research in this area could lead tomore personalized and effective
treatment strategies for CRC patients, potentially transforming the
current landscape of cancer therapy.

Methods
Ethics statement
This study was approved by theMedical Ethics Committee of NanFang
Hospital of Southern Medical University (NFEC-2021-396). The
experiments were undertaken with the understanding and written
consent of each participant, which was in accordance with the
Declaration of Helsinki. The use of excised human specimens was
approved by the Institute Research Medical Ethics Committee of
Nanfang Hospital (Guangzhou, China). All mouse care, protocol and
experiments were approved by the Animal Research Ethics Committee
of Southern Medical University (SMUL2022189), and all animals
receivedhumane care according to the standards outlined in theGuide
for the Care and Use of Laboratory Animals.

Mice
Female athymic nude femice (BALB/c-nu/nu, 6 weeks old), female
C57BL/6J mice (6 weeks old), and female BALB/c mice (6 weeks old)
were purchased from the animal center (Guangdong Province, China)

for use as subcutaneous xenograft models or orthotopic implant
models. The APCMin/+ mice were purchased from the GENECHEM Bio-
tech at Shanghai (http://genechem.bioon.com.cn/) and the mouse
genotypes were detected with PCR. Only female mice were used in the
experiments to ensure the reproducibility of tumor kinetics and
growth (without gender bias). Mice were housed in specific pathogen
free (SPF) conditions, at a suitable temperature (18–23 °C) and
humidity (22–50%) under a 12/12-h light/dark cycle, with 4-5 mice per
cage. All animals were allowed to eat (AIN-93 standardized feed) and
drink freely during the experiment.

Human specimens
12 paired fresh CRC tissues and adjacent normal mucosa were col-
lected and stored in liquid nitrogen to analyze the mRNA levels of
COL12A1 via qPCR, the protein expression of COL12A1 by western blot
and the Kyn concentration by ELISA. The tissue microarray (TMA),
involving a total of 202 CRC patients who underwent colorectal
resection from November 2013 to June 2014 in Nanfang Hospital,
Southern Medical University (Guangzhou, China). We collected the
patient information about gender, age, BMI, pathology stage, tumor
differentiation, and overall survival of the TMA (detail information
presented in Source Data F3j). 21 CRC specimens prior to anti-PD-1
immunotherapywere used for IHC analysis, whichwere collected from
the Department of Radiation Oncology, NanFang Hospital, Southern
Medical University. We additionally collected information about
treatment regimens, duration and response of therapy for all
immunotherapy-treated patients (detail information presented in
Source Data F7k). Tumor response was assessed according to the
Modified Response Evaluation Criteria in Solid Tumor. Sex and gender
of participants was determined based on self-report and clinical
report.

Tumor growth and treatment
For the subcutaneous tumor xenograft models, CT26 colon cancer
cells (5 × 105 cells or 1 × 106 per animal) orMC38 colon cancer cells (5 ×
105 cells or 1 × 106 per animal) were subcutaneously (s.c.) injected into
experimental mice to form solid tumors. Tumor diameters were
measured every three or four days, and tumor volume
(mm3) = (length×width2)/2 was used to evaluate the tumor volumes.
For the orthotopic xenograft CRCmousemodel, CT26 (5 × 105 cells per
animal) were orthotopic injected (o.i.) into the wall of the cecum in
BALB/c mice. After 14 days, all the mice were sacrificed. Colons were
harvested to assess the tumor burden. The tumor load was less than
the maximum diameter (20mm for subcutaneous tumor xenograft
models, 30mm for orthotopic tumor xenograft models) approved by
the University Animal Research Ethics Committee of SouthernMedical
University. All tumors in the experiment did not exceed the limit.
Tumors were excised and rapidly placed in formalin or liquid nitrogen

Fig. 4 | Caffeine activates CD8+ T cells by KLF4/COL12A1 axis in CRC cells.
aWesternblot andb qPCR analysis of COL12A1 expression in CRC cells treatedwith
caffeine (0, 1, 10mM) (Representative data from n = 3 independent experiments).
The samples derive from the same experiment but different gels for COL12A1,
GAPDH were processed in parallel. The quantification provided under the blots is
for the representative blot from n = 3 independent experiments. cWesternblot and
d qPCR analysis COL12A1 expression in COL12A1-overexpressed (COL12A1-OE) and
control cells treated with caffeine (1mM) (Representative data from n = 3 inde-
pendent experiments). The samples derive from the same experiment but different
gels for COL12A1, GAPDH were processed in parallel. The quantification provided
under the blots is for the representative blot from n = 3 independent experiments.
e Schematic depicting the treatment of caffeine in subcutaneous COL12A1-OE
MC38 tumor-bearing C57BL/6mice. Representative images of tumor from caffeine-
treated or COL12A1-OE groups (n = 5 per group). Scale bars, 1 cm. Quantification of
the tumor growth curve and tumorweight. f Flowcytometry analysis of CD8+ T cells
and GZMB, PD-1, LAG3 expression (n = 4 per group) or g Quantification of

immunohistochemistry staining of CD8+ T cells and COL12A1 (n = 5) in tumor of
subcutaneous MC38 with COL12A1-OE or control (COL12A1-NC) tumor-bearing
C57BL/6 mice treated with caffeine or control. h Representative images of tumors
from the treatment of anti-CD8monoclonal antibody (CD8mAb) (200μg, ip. twice
weekly) in subcutaneous MC38 with COL12A1 knockdown (sh-COL12A1) or control
(sh-NC) tumor-bearing C57BL/6 mice (n = 5 per group). Scale bars, 1 cm. Quantifi-
cation of the tumor growth curve and tumor weight. i Flow cytometry analysis
(n = 4 per group) and j Quantification of immunohistochemistry staining (n = 5) of
CD8+ T-cell infiltration in subcutaneous MC38 with sh-COL12A1 tumor-bearing
C57BL/6 mice treated with CD8 mAb. k Schematic of co-culture experiments with
splenocytes and COL12A1-OE MC38 cells treated with caffeine (1mM). Flow cyto-
metry analysis the GZMB, PD-1 and Ki67 expression in CD8+ T cells of splenocytes
(n = 4 per group). Data error bars are mean ± SD. The statistical analysis of the
growth curve is Two-way ANOVA, the others are Student’s two-tailed unpaired
t-test. The images of mice and co-culture elements were drawn by Figdraw. Source
data is provided as a Source Data file.
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for IHC or qRT-PCR. The venous blood ofmicewas drawn from the eye
orbit to evaluate ALT, AST, BUN and CREA levels.

The treatments were designed as follows: (1) Caffeine (Cat. No.
C0750, Sigma-Aldrich) was given in 0.1% w/v drinking water (2) InVivo
MAb anti-CD8α antibody (Cat No. A2108, Sellck) was given 200μg/
mouse intraperitoneally twice weekly; (3) Kyn (Cat No. K8625, Sigma-

Aldrich) was given 100mg/kg intraperitoneally every two days; (4)
Indoximod (Cat No. S7756, Sellck) was given 100mg/kg intraper-
itoneally every two days;(5) U0126 (Cat No. S1102, Sellck) was given
15mg/kg intraperitoneally every three days;(6) InVivoMAb anti-mouse
PD-1 (Cat No. A2122, Sellck) was given 10mg/kg intraperitoneally twice
weekly.
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UK Biobank
This study selected 9232 colorectal cancer patients from the UK Bio-
bank database (Project-92668), using daily coffee consumption (in
cups) as the independent variable, and analyzed factors such as BMI,
gender, income, Townsend deprivation index, smoking, and alcohol
consumption as covariates. After excluding samples withmissing data,
a final total of 7022 patients were included. Based on daily coffee
consumption, patients were divided into two groups: the high caffeine
intake group (more than 6 cups per day, 5022 patients) and the low
caffeine intake group (6 cups or fewer per day, 1990 patients). After
propensity score matching based on the above covariates, the sample
size for each group was adjusted to 1981. Finally, Kaplan-Meier curves
were used to perform a prognostic analysis of the two groups.

Cell culture and construction of stable cell lines
HumanTcell leukemia cell line (JurkaT,ATCCTIB-152), humanCRCcell
line (HCT116, ATCC CCL-247) and mouse CRC cell line (CT26, ATCC
CRL-2638)werepurchased from theAmerican TypeCulture Collection
(ATCC), mouse CRC cell line (MC38, TCM-46) was purchased from the
Cell Bankof theChineseAcademyof Sciences (Shanghai). All cells were
cultured in RPMI1640 medium (Gibco) or Dulbecco’s Modified Eagle
Medium (DMEM) (Gibco), supplemented with 10% fetal bovine serum
(Gibco), 100U/ml penicillin and 100μg/ml streptomycin (Gibco). All
cell were cultured at 37 °C in an atmosphere containing 5%CO2. All cell
lines used in this study had been authenticated by STR profiling and
tested for mycoplasma contamination.

Adenoviral vectorsweredesigned and constructed byWZBiotech
(Beijing, China). Lentiviral vectors were designed and constructed by
YIJIN Biotech (Guangzhou, China). Flag-tagged COL12A1-over-
expression vectors (Ad-COL12A1) and control vectors (Ad-NC) were
transfected into HCT116, MC38 and CT26 cells. COL12A1 short hairpin
RNA (sh-COL12A1) and control short hairpin RNA (sh-NC) were trans-
fected into HCT116, MC38 and CT26 cells to generate COL12A1-
knockdown cells. Transfection was performed according to the man-
ufacturer’s protocols.

Isolation of tumor-infiltrating cells and splenocytes
For single-cell suspension preparation, spleens and tumors of mice
were harvested in DMEM medium containing 1% bovine serum
albumin. Tumor tissues were cut and collected in DMEM medium
supplemented with 0.5mg/ml collagenase IV (Sigma-Aldrich) and
0.1mg/ml deoxyribonuclease type I (Sigma-Aldrich), incubated for
1 h at 37 °C in a shaker, and then mechanically dissociated on frosted
glass slides. Harvested spleens were directly mechanically separated
on frosted glass slides. Tumor or splenocyte suspensions were fil-
tered through a 70 μm cell filter (Solarbio Life Science, China) to
obtain single-cell suspensions. Erythrocytes were lysed with ACK

buffer (Solarbio) for 2min at room temperature, then terminate the
lysis with DMEM.

Flow cytometry
For flow cytometry analyses, surface staining or intracellular staining
were processed and analyzed using BD LSRFortessa X-20 Cell Analyzer
(BD Biosciences, USA). Cells collected from culture dishes or trans-
planted tumors were centrifuged at 300 × g for 5min and washed in
HBSS. The cells were transferred to 1.5mL EP tubes and centrifuged at
300 × g for 8minutes. Then, 200μL buffer II was added to the tube
with antibodies (the specific antibodies used are listed in Supple-
mentary Table 1). The cells were incubated for 30min at 4 °C in the
dark. Then the cells were then centrifuged at 300 × g for 8min and
washed in buffer II. For intracellular protein, permeabilization buffer
(Cat No. 554714, BD Biosciences, USA) was used before staining with
antibodies (the specific antibodies used are listed in Supplementary
Table 1). Sampleswere fixed in 1%paraformaldehyde and stored at 4 °C
in the dark. A BD Biosciences LSRFortessa (Special Order Research
Product) was acquired to detect the samples. The flow cytometry data
analysis was performed with FlowJo v10.4.

Western blot
Cells or tissues were lysed with RIPA buffer (Amresco, USA) containing
a protease andphosphatase inhibitors (Leagene, China). Total proteins
were separated using 10% sodium dodecyl sulfate-polyacrylamide gel
electrophoresis (VWR Life Science, USA) and transferred to poly-
vinylidene fluoridemembranes (Millipore, USA). Themembranes were
then probed with primary antibodies (the specific antibodies used are
listed in Supplementary Table 1), followed by incubation with sec-
ondary antibodies (the specific antibodies used are listed in Supple-
mentary Table 1) conjugated with HRP. The signal was detected using
enhanced chemiluminescence (FD Bio-pico ECL, China). All results are
derived from at least three independent biological replicates, and
representative results are shown. Protein levels were quantified by
densitometry using ImageJ software. Tubulin or GAPDH served as the
internal control as indicated in the figures. The antibodies used in the
research are specificity for both human and murine proteins. The
original data of western blot was supplied in the Source Data file.

Quantitative real-time PCR
Total RNA from cells was extracted using TRIzol reagent (TaKaRa,
Japan), according to the manufacturer’s instructions. The total RNA
was then reverse-transcribed into cDNA using a PrimeScript RT-PCR
Kit (TaKaRa, Japan). The expression ofmRNAwas analyzed using SYBR
Premix Ex Taq (TaKaRa) with a LightCycler 96 Detection System
(Roche) using GAPDH for normalization. qPCR was performed using
the primers listed in Supplementary Table 2.

Fig. 5 | Caffeine downregulates COL12A1 to reduce kynurenine. a Principal
component analysis, b Enrichment analysis of metabolites, c Quantification of
tryptophan related metabolite levels (n = 6), d Box plots of tryptophan changes
from supernatant of control (A, n = 6, Min=23.3397, Max = 23.7274, Median =
23.5581, Lower Whisker = 23.3997, Upper Whisker= 23.7274, Q1 = 23.4511,
Q3 = 23.6636, IQR=0.2125) and caffeine-treated (B, n = 6, Min = 23.5735, Max =
24.0682, Median = 23.9736, Lower Whisker=23.5735, Upper Whisker=24.0682,
Q1 = 23.9351, Q3 = 24.0298, IQR =0.1026) HCT116 cells, e Heatmap of differential
metabolite. f ELISA analysis kynurenine (Kyn) levels in CRC cells treated with caf-
feine (0, 0.1, 1, 10mM) (Representative data from n = 3 independent experiments).
g ELISA analysis Kyn levels in COL12A1-overexpressed (COL12A1-OE) CRC cells
treated with caffeine (1mM) (Representative data from n = 3 independent experi-
ments). h Schematic depicting the treatment of caffeine or Kyn (100mg/kg, ip) or
Indoximod (100mg/kg, ip) in subcutaneous CT26 tumor-bearing BALB/c mice.
Representative images of tumors (n = 6 per group). Scale bars, 1 cm. Quantification
of the tumor growth curve andweight. i Flow cytometry analysis ofCD8+ T cells and
GZMB, PD-1, LAG3 expression (n = 4 per group) or j Quantification of

immunohistochemistry staining of CD8+ T cells and COL12A1 (n = 6) in tumor of
subcutaneous CT26 tumor-bearing BALB/c mice treated with caffeine or Kyn or
Indoximod or control. k Schematic depicting the treatment of caffeine or Indox-
imod in subcutaneous COL12A1-OE CT26 tumor-bearing BALB/c mice. Repre-
sentative images of tumors (n = 5 per group). Scale bars, 1 cm. Quantification of the
tumor growth curve and weight. l Flow cytometry analysis of CD8+ T cells and
GZMB, PD-1, LAG3 expression (n = 4 per group) orm Quantification of immuno-
histochemistry staining of CD8+ T cells and COL12A1 (n = 5) in tumor of sub-
cutaneous COL12A1-OE CT26 tumor-bearing BALB/c mice treated with caffeine or
Indoximod. n Schematic of co-culture experiments with splenocytes and COL12A1-
OE CT26 cells treated with caffeine (1mM), Kyn (100μM) or Indoximod (50μM).
Flow cytometry analysis of the GZMB, PD-1, Ki67 expression in CD8+ T cells of
splenocytes (n = 4 technical replicates, Representative data from n = 3 independent
experiments). Data error bars are mean ± SD. The statistical analysis of the tumor
growth curve is Two-way ANOVA, the others are Student’s two-tailed unpaired
t-test. The images of mice and co-culture elements were drawn by Figdraw. Source
data is provided as a Source Data file.
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Immunohistochemistry
IHC staining was performed according to previously described
standard protocols10. Sections were deparaffinized with xylene,
rehydrated, subjected to heat-mediated antigen retrieval, and
blocked with 3% hydrogen peroxide, followed by incubating in pri-
mary antibodies (the specific antibodies used are listed in

Supplementary Table 1) overnight at 4 °C. Next day, the sections
were put in room temperature for 30min to rewarm, followed by
secondary antibody incubation for 1 h at room temperature. The
visualization signal was stained with 3, 3’-diamin-obenzidine (DAB)
and then counterstained with hematoxylin. The images were taken
with OLYMPUS DP22 microscope (Olympus, Japan) and to assessed
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the expression of indicated markers by two pathologists separately.
At least three individual fields (20× magnification) were chosen to
estimate the score of each slide. Next, a final score was calculated by
multiplying the proportion of positively stained tumor cells
(0–100%) by the staining intensity (0, 1, 2, or 3). As for the detection
index of immune cell marker like CD8A, the numbers of CD8-positive
cells should be counted under a high-power microscope.

ELISA
ELISA were performed according to themanufacturer’s instructions of
ELISA kits. The mean O.D. values for each standard and sample were
calculated. A standard curve was constructed to determine the con-
centration of the samples.

Serum AST, ALT, BUN and CREA measurement
Serum levels of AST, ALT, BUN, and CREA were quantified using an
Automatic Clinical Chemistry Analyzer (Chemray 800, Shenzhen
Rayto Life Technology Co., Ltd) to assess the toxicological impact of
caffeine on hepatic injury and renal dysfunction in mice. AST was
measured with the alanine aminotransferase kit (S03030, Rayto), ALT
with the aspartate aminotransferase kit (S03040, Rayto), BUNwith the
blood urea nitrogen test kit (S03046, Rayto), and CREA with the
creatinine assay kit (S03076, Rayto).

CD8+ T-cell isolation and activation
C57BL/6 mice, aged 6–8 weeks, were euthanized under anesthesia.
Following immersion in 75% ethanol, the spleen was excised and
fragmented into small segments. These fragments were mechanically
dissociated using 70μm strainers (Cat No. 15-070, BIOLOGIX, USA),
flushed with PBS supplemented with 2% FBS, and collected. After
centrifugation at 350 × g for 10min, the cell pellet was resuspended in
PBS and adjusted to a concentration of 1 × 108 cells/ml. CD8+ T cells
were isolated using an EasySep Mouse CD8+ T-Cell Isolation Kit (Cat
No. 11417D, ThermoFisher, USA) according to the manufacturer’s
instructions. The purified T cells were then seeded into a 6-well plate
precoated with 1μg/mL anti-CD3 antibody (Cat No. 05112-25-500,
BioGems, USA) and cultured for 3-5 days.

Chromatin Immunoprecipitation (ChIP) assay
ChIP assays were conducted using a ChIP Kit (Abcam, ab500) in
accordance with the manufacturer’s protocol. Briefly, cells were cul-
tured and fixed with 1% formaldehyde at room temperature for 10min
to cross-link histone and non-histone proteins to DNA, followed by
quenching with glycine. Chromatin was enzymatically digested and
sonicated to generate DNA/protein fragments ranging from 150 to
900bp. Immunoprecipitation was performed using an antibody spe-
cific to KLF4 (Cat. 11880-1-AP, Proteintech), with the resulting com-
plexes captured by Protein A/G beads. Cross-links were subsequently

reversed, and target DNA fragments were purified using a DNA pur-
ification slurry. The interaction between the COL12A1 promoter and
KLF4 or IgG was quantified via quantitative PCR, with PCR products
analyzed by agarose gel electrophoresis. Primer sequences used for
ChIP are detailed in Supplementary Table 2.

Dual-Luciferase reporter assay
HEK-293T cells were suspended and plated at a density of 1 × 104 cells
per well in 96-well plates. Putative KLF4 binding sites within the
COL12A1 promoter were identified using the JASPAR database (https://
jaspar.elixir.no/). Upon reaching 60%-70% confluence, a Dual-
Luciferase Reporter Assay was conducted to investigate the interac-
tion between KLF4 and the COL12A1 promoter. Fragments of the
COL12A1 promoter region (Full, Mut1, Mut2, and Mut3) were cloned
into the pGL4-Basic vector, while KLF4 was inserted into the pcDNA3.1
vector (GenePharma, China). Firefly luciferase plasmids containing
h-COL12A1 (WT, Mut1, Mut2, and Mut3) or pGL4-Basic (negative con-
trol)were co-transfectedwithKLF4 expression vectors (pcDNA3.1) and
the pRL-TK Renilla luciferase vector (internal control) into HEK-293T
cells. After 48 hours, cell lysates were harvested, and firefly and Renilla
luciferase activities were measured using Dual-Luciferase Reporter
AssayKits (GenePharma,China). Luminescence signalswere quantified
with a multifunctional microplate reader (SuPerMax3100, Shanghai
Flash Spectrum Biological Technology Co., Ltd, China). The experi-
ment was performed in triplicate.

Multi-color immunofluorescence
The multi-color immunofluorescence was performed with a three-
color multiplex fluorescent immunohistochemical staining kit (Cat.
No. AFIHC033, AiFang, China) according to the manufacturer’s pro-
tocol. In brief, sections were subjected to microwave-induced anti-
gen retrieval in Tris-EDTA buffer (pH=9.0) and submerged into 3%
hydrogen peroxide for blocking endogenous peroxidase activity.
Sections were washed in TBST and blocked with goat serum for
30min, followed by incubating with primary antibody (listed in
Supplementary Table 1) for 1 h at room temperature, and slides were
washed in TBST. Horseradish peroxidase-labeled goat anti-rabbit/
mouse secondary antibody was used and developed with fluorescent
dye diluted by the signal amplification reagent provided by the kit.
For multiple fluorescent staining, sections were processed starting
from the antigen retrieval step to remove binding antibodies, and
then incubated with another primary antibody. This was repeated
until all antigens were stained. Finally, counterstaining was per-
formed with DAPI and anti-fluorescence quenching blocker was
added dropwise. The images were taken with Zeiss LSM 880 confocal
laser scanning microscope (Zeiss, Germany) and analyzed fluores-
cence intensity or positive cells numbers using ZEN microscopy
software.

Fig. 6 | COL12A1 regulates Kyn production via MAPK-IDO1 axis. a Schematic of
tryptophan-kynurenine pathway. b Western blot and c qPCR analysis of the
expression of IDO1, IDO2, andTDO2 in CRC cellswith COL12A1 overexpression (Ad-
COL12A1) and knockdown (sh-COL12A1) (Representative data from n = 3 indepen-
dent experiments). The samples derive from the same experiment but different
gels for IDO1, IDO2, another for TDO2 and another for GAPDH were processed in
parallel. d Volcano plot, e Enrichment analysis and f KEGG analysis in Ad-COL12A1
MC38 cells compared to control. gWestern blot analysis of ERK1/2, JNK1/2/3, p38,
and IDO1 in CRC cells with different COL12A1 expression. The samples derive from
the same experiment, but different gels for IDO1, p-ERK1/2, another for ERK1/2,
another forp-JNK1/2/3, another for JNK1/2/3, another for p-P38, another for P38 and
another for GAPDH were processed in parallel. h Representative fluorescence
images and quantitative analysis of p-ERK (green) in Ad-COL12A1 HCT116 cells
(Representative images from n = 5 independent experiments). Scale bars, 20 μm.
iWestern blot analysis the expression of IDO1 and ERK1/2 levels and j qPCR analysis
the expression of IDO1 in COL12A1-OE CRC cells treated with U0126 (5μM)

(Representative data from n = 3 independent experiments). The samples derive
from the same experiment but different gels for IDO1, p-ERK1/2, another for ERK1/2
and another for GAPDH were processed in parallel. k Schematic depicting the
treatment of caffeine or U0126 in subcutaneous COL12A1-OE MC38 tumor-bearing
C57BL/6 mice (n = 6 per group). Scale bars, 1 cm. Quantification of the tumor
growth curve and tumor weight. l Flow cytometry analysis of CD8+ T cells and
GZMB, PD-1, LAG3 expression (n = 4) in tumor of Fig. 6k. m ELISA analysis of
kynurenine (Kyn) levels in COL12A1-OE CRC cells treated with caffeine (1mM) or
U0126 (5 μM) (Representative data from n = 3 independent experiments). n Flow
cytometry analysis the GZMB, PD-1, Ki67 expression in CD8+ T cells of splenocytes
co-cultured with COL12A1-OE MC38 cells treated with caffeine (1mM) or U0126
(5μM) (n = 4 technical replicates, Representative data from n = 3 independent
experiments). Data error bars are mean ± SD. The statistical analysis of the tumor
growth curve is Two-way ANOVA, the others are Student’s two-tailed unpaired
t-test. Source data is provided as a Source Data file.
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Co-culture system
Tumor cell culture supernatant (TSN)waspreparedby culturing tumor
cells in DMEM or RPMI-1640 containing 1% FBS for 48h. The TSN was
then centrifuged at 450×g for 10min and harvested. Prior to co-cul-
ture, splenocytes ormouseCD8+ T cells were isolated fromC57BL/6 or
BALB/c mice spleen and activated with plate-bound anti-mouse CD3
(5μg/ml) and soluble anti-mouse CD28 (1μg/ml), and then implanted

at the lower 24-well plates for two days. Next, MC38 or CT26 cells
mixed with splenocytes or mouse CD8+ T cells in a 2: 1 ratio were
seeded in the upper of the0.4μmtranswell insert (Corning, USA). Then
we added caffeine, Kyn, Indoximod or U0126 in the upper of the
transwell insert. After 48 hours, splenocytes or mouse CD8+ T cells
were collected and stained with antigen antibodies for flow cytometry
or qPCR analyses.
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Seahorse assay
Oxygen consumption rate (OCR)was determinedusing a SeahorseXFe
96 Extracellular Flux Analyzer with the Agilent Seahorse XF Cell Mito
Stress Test Kit (Agilent, 103015-100). Briefly, colorectal cancer (CRC)
cells were seeded into XF96-well culture plates, treated with 1mM
caffeine, and incubated at 37 °C overnight prior to analysis. Mito-
chondrial functionwasevaluatedby sequential additionofoligomycin,
FCCP, and a combination of rotenone and antimycin A, following the
manufacturer’s instructions. Extracellular acidification rate (ECAR)was
assessed using the XF Glycolysis Stress Test Kit (Agilent, 103020-100)
protocol, with sequential administration of glucose, oligomycin, and
2-deoxyglucose (2-DG). Data were analyzed using Seahorse Wave
software. Post-assay, cells in each well were trypsinized and counted
for normalization of results. Non-mitochondrial OCR and non-
glycolytic acidification were subtracted during quantification.

Immunofluorescence staining
According to routine protocols, prepared cell samples were treated
with 3%H2O2 for 10min. Following three washes with PBS, the samples
were blocked with 3% bovine serum albumin (BSA) and 0.3% Triton
X-100 for 1 h, then incubated with primary antibody overnight at 4 °C.
After additional PBS washes, the samples were incubated with the
corresponding fluorescent secondary antibody for 1 h at 37 °C. Nuclei
were counterstained with DAPI. Images were subsequently captured
using a fluorescence microscope (Olympus BX51). Details of primary
antibodies and their dilutions are provided in Supplementary Table 1.

RNA sequencing
The extraction and purification of total RNA, library construction, and
sequencing were conducted by Guangzhou RiboBio Corp, China. The
quality of the RNA libraries was evaluated using an Agilent 2200
TapeStation (Agilent Technologies, USA). Library sequencing was
performed using a HiSeq 3000 sequencing platform (Illumina, USA).

Untargeted metabolomics Assay
We treated HCT116 with or without caffeine (1mM) for 3 days, and
collected supernatants from caffeine-treated and untreated tumor
cells (n = 6, biological replicates). The extraction and purification of
totalmetabolite and sequencingwere conductedby Suzhou PANOMIX
Corp, China. The samples were quality controlled. Following the
instruction manual, brief, the processes were divided into 4 steps: (1)
Metabolite extraction; (2) Standard solution preparation; (3) LC-MS
analysis; (4) Data analysis. The LC analysis was performed on a Van-
quish UHPLC System (Thermo Fisher Scientific, USA). Chromato-
graphy was carried out with an ACQUITY UPLC ® HSS T3 (2.1×100mm,
1.8 µm) (Waters, Milford, MA, USA). The column maintained at 40°C.
The flow rate and injection volume were set at 0.3mL/min and 2μL,
respectively. For LC-ESI (+)-MS analysis, themobilephases consistedof

(B2) 0.1% formic acid in acetonitrile (v/v) and (A2) 0.1% formic acid in
water (v/v). Separation was conducted under the following gradient:
0–1min, 8% B2；1–8min, 8–98% B2；8–10min, 98% B2；10–10.1min,
98–8% B2；10.1–12min, 8% B2. For LC-ESI (-)-MS analysis, the analytes
was carried out with (B3) acetonitrile and (A3) ammonium formate
(5mM). Separation was conducted under the following gradient:
0–1min, 8% B3；1–8min, 8–98% B3；8–10min, 98% B3；10–10.1min,
98–8% B3；10.1–12min, 8% B3. Mass spectrometric detection of
metabolites was performed on Orbitrap Exploris 120 (Thermo Fisher
Scientific,USA)with ESI ion source. SimultaneousMS1 andMS/MS (Full
MS-ddMS2 mode, data-dependent MS/MS) acquisition was used. The
parameters were as follows: sheath gas pressure, 40 arb; aux gas flow,
10arb; spray voltage, 3.50 kV and −2.50 kV for ESI(+) and ESI(−),
respectively; capillary temperature, 325 °C; MS1 range, m/z 100–1000;
MS1 resolving power, 60000 FWHM; number of data dependant scans
per cycle, 4; MS/MS resolving power, 15,000 FWHM; normalized col-
lision energy, 30%; dynamic exclusion time, automatic. Analysis was
accomplished using triple quadrupole mass spectrometry in Multiple
Reaction Monitoring (MRM) mode. The software Analyst 1.6.3 was
utilized to process the mass spectrometry data.

Statistics & Reproducibility
All assays were performed in at least three independent experiments.
All analyses were performed using SPSS software (version 26.0) or
GraphPad Prism (version 8.0). Before conducting statistical analysis,
normality and homogeneity of variance tests were conducted first.
Results are presented as mean ± SD. Survival curves were generated
using the Kaplan-Meier method and compared using the log-rank
test. Correlation analysis was assessed using the Pearson correlation
coefficient. A two-tailed unpaired Student’s t-test was used to com-
pare the variables of the two groups. Paired two-tailed Student’s
t-test was performed to analyze the statistical significance of mat-
ched tissue samples. Chi-square tests were performed to analyze the
correlation between gene expression and clinical characteristics.
Two-way analysis of variance (ANOVA) was performed for multi-
group comparisons. Statistically significance was set at p < 0.05. ns,
no significant difference. The experiments were not randomized,
except that mice were randomly grouped before different treat-
ments. Data collection and analysis were not performed blind to the
conditions of the experiments, except for IHC score analysis. Certain
studies select a representative outcome from independent experi-
ments for presentation, with independent experiments defined as
those performed on separate days. No statistical method was used to
predetermine sample size, and no data were excluded from the
analyses. All data in the article and supplementary information are
available.

Reagents used in this study are listed in Supplementary Table 1
and Supplementary Table 2.

Fig. 7 | Caffeine enhances the effects of PD-1 antibody immunotherapy.
a Schematic depicting the treatment of caffeine (0.1% w/v, daily) or anti-PD-1
monoclonal antibody (PD-1 mAb, 10mg/kg, ip, twice weekly) in subcutaneous CT26
tumor-bearing BALB/c mice. Representative images of tumor from caffeine-treated
or PD-1 mAb groups (n= 8). Scale bars, 1 cm. Quantification of the tumor growth
curve and tumor weight. b Waterfall plot on tumor volume changes (n=8) and
c Kaplan-Meier survival curves of subcutaneous CT26 tumor-bearing BALB/c mice
treated with caffeine, PD-1 mAb, or their combination (n= 6). d Flow cytometry
analysis of GZMB, IFN-γ, Ki67 of CD8+ T cells in tumor of subcutaneous CT26 tumor-
bearing BALB/c mice treated with caffeine, PD-1 mAb, or their combination (n= 4).
e Schematic depicting the treatment of caffeine or PD-1 mAb in subcutaneous MC38
tumor-bearing C57BL/6 mice. Representative images of tumor from caffeine-treated
or PD-1 mAb groups (n= 6). Scale bars, 1 cm. Quantification of the tumor growth
curve and tumor weight. f Waterfall plot on tumor volume changes (n= 6) and
g Kaplan-Meier survival curves of subcutaneous MC38 tumor-bearing C57BL/6 mice
treated with caffeine, PD-1 mAb, or their combination (n= 6). h Flow cytometry

analysis of GZMB, IFN-γ, Ki67 of CD8+ T cells in tumor of subcutaneousMC38 tumor-
bearing C57BL/6 mice treated with caffeine, PD-1 mAb, or their combination (n=4).
i Analysis of mRNA expression of COL12A1 associated with response to anti-PD-1
therapy in multiple cancers in public datasets, Zhao_2019_GBM, (PRJNA482620,
n= 14), Vanallen_2015_Melanoma (PHS000452, PD/SD, n=66, PR/CR, n= 39).
j Kaplan-Meier survival analysis of patients treated with anti-PD-1 therapy in public
datasets. k Immunohistochemistry staining and quantification of COL12A1 in pre-
immunotherapy CRC samples from responders (n= 8) and non-responders (n= 13),
scare bar, 50 μm. l Representative images of immunofluorescence co-staining for
COL12A1 (red) and CD8 (green) in pre-immunotherapy CRC samples from respon-
ders and non-responders. Representative images from n= 6 independent experi-
ments. Scare bar, 50μm. m Schematic diagram. Data error bars are mean± SD. The
statistical analyse of growth curve is Two-way ANOVA, survival curve is Log-rank test,
the others are Student’s two-tailed unpaired t-test. The images of mice elements and
the schematic diagram of graphical abstract were drawn by Figdraw. Source data are
provided as a Source Data file.
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Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
Data fromTCGA-COADandTCGA-READ cohort used in this studywere
downloaded from Xena Browser[UCSC Xena]. The datasets including
GSE18105, GSE44076, GSE87211, GSE103157 were downloaded from
GEO database, PRJNA482620 was downloaded from NCBI BioPro-
ject[https://www.ncbi.nlm.nih.gov/bioproject/PRJNA482620],
PHS000452was downloaded fromNCBIdbGaP[https://www.ncbi.nlm.
nih.gov/gap/?term=PHS000452]. The raw data of RNA-seq generated
in this paper was deposited in NCBI BioProject under the accession
code PRJNA1183902, PRJNA1183903. The metabolomics data gener-
ated in this study have been deposited in the MetaboLights database
under the accession codeMTBLS11623. All data needed to support the
conclusions in the paper are present in the paper or the Supplemen-
tary Materials. Source data are provided with this paper.
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