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PUBLIC SUMMARY

m Tumor cells exocytose amino acids via extracellular vesicles, which act as stressors to tumor cells.
= Novel non-starvation approach using amino acids for treating pancreatic cancer.
®m Amino acid treatment is selective and effective against PDAC cells with no side effects.

® The new treatment can be used as an adjuvant with chemotherapy to enhance efficacy.
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Pancreatic adenocarcinoma (PDAC) is one of the most deadly cancers, char-
acterized by extremely limited therapeutic options and a poor prognosis, as
it is often diagnosed during late disease stages. Innovative and selective
treatments are urgently needed, since current therapies have limited effi-
cacy and significant side effects. Through proteomics analysis of extracel-
lular vesicles, we discovered an imbalanced distribution of amino acids
secreted by PDAC tumor cells. Our findings revealed that PDAC cells prefer-
entially excrete proteins with certain preferential amino acids, including
isoleucine and histidine, via extracellular vesicles. These amino acids are
associated with disease progression and can be targeted to elicit selective
toxicity to PDAC tumor cells. Both in vitro and in vivo experiments demon-
strated that supplementation with these specific amino acids effectively
eradicated PDAC cells. Mechanistically, we also identified XRN1 as a poten-
tial target for these amino acids. The high selectivity of this treatment
method allows for specific targeting of tumor metabolism with very low
toxicity to normal tissues. Furthermore, we found this treatment approach
is easy-to-administer and with sustained tumor-killing effects. Together,
our findings reveal that exocytosed amino acids may serve as therapeutic
targets for designing treatments of intractable PDAC and potentially offer
alternative treatments for other types of cancers.

INTRODUCTION

Pancreatic ductal adenocarcinoma (PDAC) is the fourth leading cause of can-
cer death in the United States and the eighth leading cause worldwide, with an
increasing incidence.! ° Treatment options for pancreatic cancer are limited to
surgery, chemotherapy, radiation therapy, and palliative care.* Although surgical
resection can potentially ameliorate early-stage disease, more than 80% of pa-
tients who present with locally advanced or metastatic disease at the time of
diagnosis are ineligible for resection.* Chemoradiation and systemic chemo-
therapy are the mainstays of treatment to slow disease progression for PDAC
disease at advanced stages.® However, these therapies attack all rapidly dividing
cells, including healthy cells, and thus cause significant side effects and toxicity.
The lack of selective protection for healthy cells has limited the effectiveness of
current therapies. These challenges underscore the need for innovative and more
effective treatments to achieve breakthroughs in pancreatic cancer treatment.

Recent research has identified the crucial role of extracellular vesicles (EVs) in
cell-cell signaling and selective transfer of cellular information for tumor develop-
ment.””'" These membrane vesicles of endocytic origin, with sizes ranging from
30 to 150 nm, contain biomolecules, such as DNA, RNA, and proteins,” which
migrate between cells. EVs have been found to play a critical role in promoting
the cascade of cell signaling events that lead to tumor growth, invasion, and
metastasis. Studies have shown that the cargoes carried by EVs, especially pro-
teins, and DNA (e.g., secondary protein structures, excessive mtDNA), have an
uneven distribution in tumor-derived EVs, highlighting their potential as novel bio-

markers for noninvasive cancer detection.'? '® Collectively, these findings sug-
gest that EVs could be a promising information source for developing markedly
improved therapies for PDAC. By utilizing EV-based approaches, we may over-
come the current limitations associated with finding potential therapies for
PDAC, which have been linked to the high aggressiveness of the disease and
related cascade of cell signaling events that promote tumor growth, invasion,
and metastasis.'®

In this study, we conducted proteomics analysis of EVs to quantify the individ-
ual amino acid abundance. We linked the proteins with their primary sequences'”
for statistical analysis of the relative abundance of the individual amino acids that
make the protein. We compared the individual amino acid abundance between
proteins of PDAC tumors and nontumor cells at both EV and cellular levels. Using
this novel approach, we found a significant imbalance in the amino acid distribu-
tion between PDAC tumor cells and EVs, but not in nonmalignant counterparts.
This suggests that the tumor cells selectively exocytose certain amino acids
through EVs. Inspired by this EV information, we developed a new treatment
that stresses PDAC tumors with amino acids of high exocytosis selectivity. We
demonstrate for the first time that combined treatment of amino acids identified
from selective exocytosis of PDAC cells via EVs, mediates necrosis of PDAC cells
in vitro and in vivo. Moreover, we identified the potential therapeutic target of the
combined amino acid treatment to be the XRNT. XRN1 is a 3'-5" exoribonuclease
that is involved in the cytoplasmic mRNA decay and stability in cellular processes
critical to some disease development, such as osteosarcoma and Wilms' tu-
mor.'® Previously, it was reported that XRN1 silencing in melanoma cells sup-
pressed RNA decay and stimulated antitumor immunity.'® Our studies suggest
that targeting the XRN1 gene with amino acids may be crucial for the selective
treatment of PDAC tumors by affecting the RNA degradation pathway.

In summary, our study presents an amino acid-based treatment of PDAC tu-
mors, which was developed using innovative proteomics analysis that accurately
quantifies individual amino acids in PDAC cell-derived EVs compared with those
from normal cells. The combined amino acid treatment used in this study dem-
onstrates that a non-starvation treatment approach is selective for killing PDAC
tumors with little or no side effects on nontumor cells. These novel findings may
establish a paradigm for using EV information in drug discovery, contribute to an
improved understanding of the molecular mechanism underlying PDAC develop-
ment, provide the basis for developing selective and effective therapeutic
interventions against PDAC, and offer translational advantages for clinical
applications.

RESULTS
Selective exocytosis of amino acids in PDAC cell-derived EVs is
discovered via quantitative proteomics profiling

Modern mass spectrometry-based protein profiling provides not only individ-
ual identification but also quantitative information on each protein in a given sam-
ple. This has facilitated comparative proteomics to identify and quantify proteins
in cells from tumor and nontumor tissues at both the cellular and EV levels. We
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performed comparative proteomics studies of both cells and EVs of PDAC and
immortalized nontumor human ductal epithelial cells, respectively. We evalu-
ated the proteins by determining the relative abundances of each identified pro-
tein within tumor and nontumor cells and EVs. We observed that the percentage
of the proteins shared by tumor and nontumor tissue cells was significantly
higher at the cellular level than at the EV level (Figure TA), indicating possible se-
lective exocytosis in EV shedding. Previous studies have shown that protein
transport complexes are involved in sorting proteins and other biomolecules in
EVs before shedding occurs.?! However, the subsequent sorted protein distribu-
tions specific to PDAC cells have not been evaluated comprehensively.”""?
Therefore, we investigated the differential protein distribution down to the single
amino acid level'” for the first time in PDAC cells.

To further evaluate our proteomics results, we developed a method to study
the statistical distribution of the amino acids. We utilized the accession IDs of
identified proteins to retrieve their primary amino acid sequences from the Uni-
prot database (https://www.uniprot.org/). By doing so, we were able to perform
a detailed analysis of the amino acid content of each protein identified in our
study. We defined the resulting percentage of i amino acid in the sample as:
pi = 37 a;-qi, where a is the amino acid percentage calculated by the primary
sequence in the protein; g is the relative abundance of the protein in the sample; n
is the number of the proteins identified. Evaluating the amino acid distribution at
the cellular and EV level, we found that, at the cellular level, the distributions in the
tumor and nontumor tissue cells are analogous except for cysteine (Figure 1A).
However, the distribution varied from tumor to nontumor cells at the EV level,
which implied selective exocytosis of amino acids through tumor EVs. To eluci-
date the selectivity, the " amino acid percentage difference between EV and
cellular level is defined as A = pf/ — p!, where p& and p¢! are the amino
acid percentage at EV and cellular levels, respectively. We summarized the selec-
tivity (A) of amino acids in tumor and nontumor cells (Figure 1B). The nontumor
cells featured homogeneous selectivity over all amino acids in a round profile in
Figure 1B, but tumor cells present imbalanced selectivity, which implicates selec-
tive exocytosis of specific amino acids in tumor cells through EVs. We ranked the
amino acids by their A value in the tumor cells revealing that amino acids with
positive A values (PSA) may undergo selective exocytosis processes (Figure 1C),
indicating the metabolic disparity of the amino acids in tumor cells. Figure 1C
demonstrates that isoleucine, histidine, and arginine, are the top 3 amino acids
in terms of exocytosis, while cysteine, valine, and leucine are the top in terms
of endocytosis, as ranked by our analysis.

Metabolic reprogramming is a hallmark of cancer, and PDAC tumors display
distinct metabolic alterations due to the activation of KRAS mutation to meet
the growth demands in relatively hypoxic and nutrient-poor niches.”*%°> Approx-
imately 90% of PDAC tumors exhibit KRAS mutations, and KRAS-induced meta-
bolic alterations rely on amino acids to provide the carbon and nitrogen sources
to meet the energy requirements for PDAC growth and survival.?® For instance,

Figure 1. PDAC cells selectively exocytose certain
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lular proteins through micropinocytosis and lyso-
somal degradation to provide the necessary
amino acids as an alternative nutrient source.'®
These dynamic changes in the regulation of spe-
cific proteins for the facilitation of essential
amino acids that contribute to PDAC survival substantiate our results for the un-
even distribution of amino acid contents in tumor and nontumor cells. Conse-
quently, we raised whether the amino acids undergoing selective exocytosis
could be stressors to tumor cells when reintroduced. Based on our results, we
utilized these selective exocytosis amino acids (positive A values, PSA) as
stressors in tumor cells in a non-starvation manner, as illustrated schematically
in the graphics abstract.

Selective exocytosed amino acids are stressors to PDAC cells

To address the question raised earlier, we initially identified the individual
amino acids exocytosed through tumor EVs (as shown in Figure 1C) and evalu-
ated their cytotoxic effects (Figure S1). The area under the curve (AUC) of each
amino acid for cytotoxicity was measured, and the therapeutic index was calcu-
lated as the cytotoxicity (AUC) difference between nontumor and tumor cells
(Figure 2A). The amino acids were then ranked by therapeutic index, and among
the top-ranked amino acids, cysteine and arginine introduce significant pH
change (Figure 2B), and cysteine exhibited selective endocytosis (Figure 1C),
making them unsuitable for non-starvation treatment. Based on the results, his-
tidine and isoleucine were chosen as the finalists for amino acid treatment. The
tumor cells demonstrated a monotonic dose response to both amino acids. The
effect of histidine and isoleucine treatment on nontumor cells showed no signif-
icant difference in cell viability, whereas treated tumor cells exhibited selective
cytotoxic efficacy (Figures 2C and 2D). This highlights the potential of amino
acid treatment with selective efficacy in tumor cells, which may result in fewer
adverse drug reactions (ADRs) or side effects in nontumor cells.

In addition, our proteomics results revealed an imbalance in the L form amino
acids (Figures 1B and 1C), which prompted us to examine the functional efficacy
of these amino acids by testing their different isomeric forms. It should be noted
that amino acids can occur in Land D forms, but only the L forms are absorbable
by cells. Our results demonstrated that only the L form of the amino acids had
significant effects on tumor cells, indicating their potential therapeutic value
(Figures 2E and 2F).

Modern medicine has always taken advantage of the combined use of several
active agents to treat diseases, and it has become a standard in cancer treat-
ment. Thus, we studied the synergetic efficacy of combining histidine and isoleu-
cine for cancer treatment and found a remarkable efficacy burst when combining
these two amino acids, than each amino acid individually to treat tumor cells (Fig-
ure 2G). We thus validated the optimized combination of the two amino acids
(histidine and isoleucine), in a mass ratio of 2:1, for treatment to achieve maximal
efficacy in vitro, and confirmed their highly selective cytotoxicity to the tumor cells
(Figure 2H).

Histidine and isoleucine are essential amino acids that cannot be synthesized
by mammalian cells but can be supplied through dietary intake and
extracellular protein scavenging.'®?’ Genomic alterations by oncogenic
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transcription factors—c-MYC, HIF2¢, and NOTCH—mediate high expression of
LAT1 (SLC7Ab) protein, which is involved in the intracellular influx and efflux
movement of histidine and isoleucine that facilitate cancer development.'?’
This suggests that the combined use of histidine and isoleucine (hereafter
referred to as "AA") may impact the expression of protein transporters and alter
the metabolic milieu of tumor cells.

Combined AA treatment induces therapeutic effects and mediates cell
death in PDAC

We introduced the non-starvation treatment using the combined amino
acids (AA treatment) with selective exocytosis, delivering these amino acids
as stressors to the tumor cells. The next question is, how effective is the AA
treatment compared with the standard chemotherapy drug—gemcitabine
(GEM)?22° To compare cytotoxicity efficacy and explore possible mechanisms,
we conducted cellular-based assays. Figure 3A shows the time-dependent cyto-
toxicity of AA treatment compared with GEM. While GEM showed faster efficacy
and is more tumoricidally effective, it exhibited a similar time-dependent cytotox-
icity feature in nontumor cells, affirming the disadvantage of the standard
chemotherapy regimen. On the other hand, the AA treatment demonstrated se-
lective time-dependent cytotoxicity to tumor cells without harm to normal cells,
suggesting that it could be used safely for long-term treatment. These findings
suggest the potential of AA treatment as an effective and safer therapeutic op-
tion for PDAC treatment.

Next, we evaluated the synergistic effect of AA and GEM treatment in Fig-
ure 3B. No significant synergistic efficacy was observed in nontumor cells,
whereas, in tumor cells, low-dose GEM in combination with AA treatment showed
enhanced efficacy, suggesting the potential of amino acid supplementation as
an adjuvant regimen. This also suggests that amino acid treatment may have
a different tumoricidal mechanism from GEM. Histidine plays a crucial role in
nucleotide synthesis, which is essential for tumor development. Alterations in
the metabolic flux of histidine availability affect the cellular pool of tetrahydrofo-
late, which influences methotrexate sensitivity to tumor cells.*® Similarly, isoleu-
cine plays a vital role in the modulation of the immune system against cancers by
inducing B-defensin.®"? However, GEM elicits its anticancer effect as a nucleo-
tide analog interfering with DNA synthesis and ribonucleotide reductase.” The
observed enhanced efficacy of the combined AA + GEM treatment may be attrib-
uted to its impact on nucleotide (DNA or RNA) metabolic regulation and immune

system modulation. These factors prompted us to further determine whether the
treatment exerts its effects on tumor cells through apoptosis or necrosis.

To this end, we performed Apopoxin/7-AAD staining and flow cytometry
analysis. The results showed that the AA treatment had the greatest therapeu-
tic effect on tumor cells through necrosis, as demonstrated by the cell count
and fluorescent intensity (Figures 3C and 3D). Necrosis is characterized by
morphological changes leading to plasma membrane rupture in an inflamma-
tory-dependent manner.>* Therefore, we examined the effect of the combined
AA treatment on tumor cell morphology compared with nontumor cells. We
found significant changes in tumor cell morphology, including increased cell
diameter with inflammation, which further supports the occurrence of necrosis
(Figure 3E).

Drug-induced necrosis has been associated with mitochondrial dysfunction in
many cancers.>® Amino acids play a crucial role as nutrient sources and have a
metabolic effect on PDAC. The abnormal increase in mitochondrial activity via
the Warburg effect is one of the characteristics responsible for PDAC tumor
development and progression.®® Thus, we evaluated the effect of AA treatment
on mitochondrial activity in PDAC tumor cells compared with nontumor cells us-
ing fluorescent staining (Figure 3F). The results showed a significant decrease in
mitochondrial activity in tumor cells due to the treatment, indicating an impact on
metabolic activity that is critical to tumor cells. These findings suggest that the
AA treatment mediates PDAC cell death through necrosis and implies its effect
on metabolic activities crucial to PDAC development. Identifying the metabolic
pathway and therapeutic target of the combined AA treatment will provide further
insight into its therapeutic effect.

XRN1 is a potential therapeutic target of the AA treatment

To explore the mechanism of action (MOA) of the AA treatment, we conducted
a comparative proteomics analysis before and after treatment application, fol-
lowed by pathway analysis using the Reactome Knowledgebase tool.*” We uti-
lized four replicates each of treated and untreated cells, and calculated the abun-
dance ratio of untreated and treated cells proteins. The intensity ratio and p value
filters was set at fold change >2 for upregulation and <0.2 for downregulation,
and significant p < 0.05 respectively, for significantly differentially expressed pro-
teins. Enrichment scores were compared before and after AA treatment in PDAC
cells (Figure S2). The pathways were ranked based on the enrichment difference
before and after treatment, and the top-ranked amino acids are shown in
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Figure 4A. We found that the exoribonuclease complex and RNA modification
were the least enriched in the treatment group. In addition, a visual comparison
(Figure 4B) using Reactome revealed that the RNA metabolic pathway was the
most affected, and the XRNT gene was ranked the highest of all. These results
suggest that the treatment may affect the RNA metabolic pathway and perturb
downstream post-transcriptional activity that is critical to protein expression in
PDAC tumor cells. The XRN1 gene encodes the XRN1 exonuclease protein,
which degrades mRNA. Notably, our results may indicate that genetic alterations
of the tumor cells and the exocytosis of histidine and isoleucine influence the
degradation of mRNA transcripts, modulating the inflammatory response and
providing a nutrient-rich milieu in the tumor cells. Therefore, reintroducing histi-
dine and isoleucine through the AA treatment may repress the availability of
the XRN1 protein, leading to the accumulation of MRNA transcripts that are toxic
to the tumor cells.

Furthermore, the repression of the XRN1 gene by the AA treatment would lead
to a reduction in the availability of the XRN1 protein. This was confirmed by west-
ern blot analysis, which showed reduced expression of the XRNT1 protein in the
AA-treated group compared with other groups (Figures 4C and 4D). These results
nominate XRN1 as a possible MOA for AA treatment. To confirm AA treatment
targeting XRN1 for tumoricidal effect, we constructed XRN1 knockdown tumor
cells (Figure S3) and compared the cytotoxicity of AA with the wild-type cells.
We observed that there were no significant changes in cell viability of the knock-
down tumor cells compared with the wild-type cells, which experienced a signif-
icant decrease in cell viability (Figure 4E). This evidence supports the idea that
XRNT1 is the potential therapeutic target of the AA treatment and affects meta-
bolic post-transcriptional activity in the tumor cells.

AA treatment effectively inhibits PDAC tumor growth and extends mice
survival

To evaluate the therapeutic effect of AA treatment preclinically, we conducted
an in vivo study using subcutaneous heterotopic mouse PDAC cancer modeling
(Figure 5A) and determined treatment efficacy using statistical assessment
throughout the treatment. The treatment was administered orally. As shown in
Figure 5B, all treatment groups (GEM, AA, and AA + GEM) showed antitumor ef-
ficacy, consistent with the in vitro study (Figure 3A). Although AA + GEM dis-
played the highest tumor volume change from about 20 days through the course
of 40 days of treatment, the antitumor efficacy of the three treatment groups

(Figures 5B and 5C) are comparable. Upon comparing the tumor growth rates
affected by the treatment, AA + GEM demonstrated the highest antitumor growth
effect compared with AA and GEM individually, which is in line with the in vitro
study (Figure 3B) and suggests a synergistic efficacy of the AA and GEM treat-
ment. We also assessed the survival rate of the mice and, interestingly, the AA
treatment group showed a 100% survival rate (Figure 5D). While the GEM and
AA + GEM treatment groups displayed varying survival rates at the beginning
of the treatment, they eventually converged at 30 days. This finding further sup-
ports the selective toxicity of AA treatment on PDAC tumor cells in vivo. The high
survival rate observed in the AA treatment group suggests that it may be a prom-
ising first-line therapy, while the synergistic antitumor effect of AA + GEM treat-
ment highlights the potential of AA treatment as adjuvant therapy.

To further investigate the pathological efficacy of the treatment, we performed
H&E staining of tissue sections from the different treatment groups at the end of
the in vivo study. The resulting tumor tissue images were analyzed using the Qu-
Path software.*® Tissue sections from the untreated group exhibited a cellular
solid nested pattern with hypercellularity and nuclear pleomorphism (Figure 5E).
In contrast, the treated groups displayed varying degrees of necrosis as sug-
gested by cytoplasmic vacuolation, reduced staining intensity, and infiltration
of inflammatory cells with lower cellular density. Among the treatment groups,
the AA + GEM-treated group showed the most extensive ablation areas charac-
terized by a reduction in tumor cellularity. Thus, the AA + GEM treatment group
exhibited the highest level of necrosis (Figures 5E and 5F). These results are
consistent with the in vitro study (Figures 3C—3F). Collectively, our studies pro-
vide strong evidence of the therapeutic efficacy of the AA treatment for killing
PDAC tumor cells, which may serve as alternative or combination therapy for
combating pancreatic cancers.

DISCUSSION

Our study uncovered distinct differences in the proteome composition of
PDAC tumor-derived EVs compared with nontumor cells.'® Although mass spec-
trometry is a standard method for evaluating cellular proteins, most analyses end
at only protein identification and quantification of unique peptides. In our study,
we went one step further to characterize the individual amino acid distribution
involved in the proteome of EVs and cells derived from PDAC. Our findings re-
vealed that tumor cells have selective exocytosis of certain amino acids
compared with nontumor cells. Despite striking, this is not unexpected, as amino
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acids play essential roles in providing nutrients, redox balance, energetic regula-
tion, biosynthetic support, and homeostatic maintenance in various cells.*
Moreover, amino acids have demonstrated metabolic reprogramming features
to meet the nutritional demands of tumor cells to facilitate its progression dy-
namics.'® Thus, tumor cells may exocytose specific amino acids to meet their
metabolic requirements for growth. This observation inspired us to formulate
an idea using amino acid-based treatment, and our results proved that the exo-
cytosed amino acids are stressors for PDAC tumor cells, which can inhibit their
growth and progression. This novel approach may open a new avenue for the
development of precision medicine based on tracking information from tumor-
derived EVs.

Histidine and isoleucine are essential amino acids involved in nucleotide
(DNA and RNA) metabolism and immune system modulation, respectively.®=’
Some studies have utilized a starvation approach in amino acid treatment,
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Figure 4. XRN1 is a target of the histidine and isoleu-
cine metabolic pathway (A) Difference in enrichment
analysis before and after AA treatment. (B) Reactome
analysis before and after AA treatment. (C and D)
Western blot expression analysis of XRN1 protein in
tumor and nontumor cells with combined AA treat-
ment. (E) Cytotoxicity effects of AA treatment on
XRN1 knockdown cells and wild-type. AA: histidine
I and isoleucine; HPNE, hTert-HPNE (nonmalignant
pancreas epithelial); XRN1, XRN1 gene knockdown in
PANC-1 tumor cells; PANC-1, malignant pancreas
epithelial and wild-type for the XRN1. Error bars
represent mean + SEM; n.s., not significant; *p < 0.05,
*p < 0.01, %*p < 0.001.
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utes to the cachexia-anorexia syndrome experi-
enced by most patients with advanced can-

“ Other studies have attempted the use of
histidine supplementation in different cancers,®*“® and isoleucine supplementa-
tion in inhibiting tumor growth and angiogenesis in various cancers.®2%4
However, our study, to the best of our knowledge, is the first non-starvation
amino acid treatment approach for pancreatic cancer, combining the use of
histidine and isoleucine. This approach has several translational advantages,
including selective toxicity against tumor cells, and eliminating severe side ef-
fects exhibited by standard chemotherapeutic drugs, such as GEM. In addition,
amino acids are among the most accessible nutrients, with no side effects,
making them best-suited for counteracting malnutrition and cachexia in
advanced-stage cancer patients, thus predisposing them to more effective
treatment. Furthermore, amino acids can be applied as adjuvant therapy for
various diseases. Our study demonstrated that the amino acid treatment can
be used as an adjuvant therapy in combination with GEM, providing better ef-
ficacy in treating PDAC.
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XRNT protein, implicated as the potential therapeutic target, is a highly
conserved 5'-3' exoribonuclease that regulates gene expression in eukaryotes
by coupling nuclear DNA transcription to cytosolic mMRNA decay.”® XRN1 is
involved in transcription, MRNA translation, and mRNA decay, and its modifica-
tion plays a crucial role in post-transcriptional and translational activities that pro-
mote tumor development and chemoresistance.'®#%49 Therefore, changes in the
availability of the XRN1 protein and alterations in mRNA metabolism can lead to
anomalous MRNA accumulation in PDAC tumor cells, which may trigger inflam-
matory responses and/or necrosis.'®“® Thus, we consider XRNT protein as the
potential therapeutic target of AA treatment, complementary to the targets for
GEM. This discovery highlights a novel approach for non-ADR treatment target-
ing MRNA translation and decay.

Although our study has yielded promising results, it is important to acknowl-
edge certain limitations. In proteomics analysis, some genes may produce
various forms of proteins (proteoforms) that may affect the overall amino acid
estimation. We preliminarily looked on the necrosis-based tumoricidal effect
for the treatment in vitro, but further studies are necessary to confirm the detailed
MOA and evaluate the pharmacodynamics/pharmacokinetics of the AA treat-
ment in vivo. In addition, even though we observed promising results of the treat-
ment effect on tumor cell invasion and migration in vitro (Figure S4), we noted
that the use of heterotopic subcutaneous mouse models for preclinical validation
may not fully recapitulate the complexity of human tumorigenesis, particularly
the interactions between tumor cells and the surrounding microenvironment.
Therefore, we will need to conduct engineered orthotopic mouse models that bet-
ter mimic human pancreatic tumorigenesis for a more comprehensive evalua-
tion of the treatment, including its impact on metastasis. Moreover, we opted
for oral administration in our study due to the likelihood that intratumoral admin-
istration to the subcutaneous mouse model would behave similarly to our in vitro
study, and the potential risk of unexpected death associated with intravenous
and intraperitoneal injections. Oral intake also highlights the potential for diet
modification as a preventive intervention, but further studies are required to
explore its potential as a therapeutic method. Despite being preliminary, our
study serves as the first indication of the potential of AA treatment and the
use of EVs as a source of information for guiding personalized precision
medicine.

In summary, this study demonstrates that PDAC tumor cells exocytose a
unique group of amino acids via EVs, which act as stressors to the tumor cells.
Our non-starvation isoleucine and histidine diet feeding represents a promising
strategy for direct therapy and/or combination therapies with GEM for the deadly
pancreatic duct carcinoma. Mechanistically, XRNT1 is characterized as the target
of this amino acid-mediated RNA regulation pathways. Through different func-
tional biochemistry, this AA treatment may have the potential for clinical applica-
tion as direct or alternative therapy.

MATERIALS AND METHODS
See supplemental information for details.

DATA AND CODE AVAILABILITY
All data are available in the main text or supplemental information. Proteomics
data are available via ProteomeXchange with ID PXD047958.
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