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ABSTRACT

Expression of the Notch family of receptors is often upregulated in pancre-
atic ductal adenocarcinoma (PDAC). In this study, we focused on Notch4,
which had not been investigated in PDAC.

We generated KC (LSL-KrasGD;p-Cre), N4−/−KC (Notch−/−;LSL-
KrasGD;p-Cre), PKC (pfl/fl;LSL-KrasGD;p-Cre), and N4−/−PKC
(Notch−/−; pfl/f l;LSL-KrasGD;p-Cre) genetically engineered mouse
models (GEMM). We performed caerulein treatment in both KC and
N4−/−KC mice, and the development of acinar-to-ductal metaplasia
(ADM) and pancreatic intraepithelial neoplasia (PanIN) lesions were sig-
nificantly diminished in the N4−/−KC than in the KC GEMM (P = 0.01).
This in vivo result was validated by in vitro ADM induction of the ex-
plant cultures of pancreatic acinar cells from the N4−/−KC and KC mice
(P < 0.001), confirming that Notch4 is an important contributor to early
pancreatic tumorigenesis.

To evaluate the role of Notch4 in the later stage of pancreatic tumorigene-
sis, we compared the PKC andN4−/−PKCmice. The N4−/−PKCmice had

better overall survival (P = 0.012) and significantly reduced tumor burden
(PanIN: P = 0.018 at 2 months, PDAC: P = 0.039 at 5 months) compared
with the PKC GEMM. RNA-sequencing analysis of pancreatic tumor cell
lines derived from the PKC and N4−/−PKC GEMMs revealed that 408
genes were differentially expressed (FDR < 0.05) and Pcsk is a potential
downstream effector of the Notch4 signaling pathway (P < 0.001). Low ex-
pression of Pcsk5 positively correlates with good survival in patients with
PDAC (P = 0.028).

We have identified a novel role for Notch4 signaling with tumor-promoting
function in pancreatic tumorigenesis. Our study also uncovered a novel
association between Pcsk and Notch4 signaling in PDAC.

Significance: We demonstrated that global inactivation of Notch signifi-
cantly improved the survival of an aggressive mouse model for PDAC and
provided preclinical evidence that Notch4 and Pcsk5 are novel targets for
PDAC therapies.

Introduction
Pancreatic ductal adenocarcinoma (PDAC) has one of the highest mortality
rates among all types of cancers. For all stages combined, the 5-year survival
rate is 9% (1). The development of early detection methods and effective ther-
apies are needed to improve the outcome of patients with PDAC (2). Studies
exploring the mechanisms and mutations associated with PDAC onset have
established a major role played by activating mutations of Kras during the for-
mation of acinar-to-ductal metaplasia (ADM) and pancreatic intraepithelial
neoplasia (PanIN), which precede PDAC development (3, 4). In addition to
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Kras mutation, many signaling pathways involved in cell fate determination,
such as Notch, Hedgehog, and the Wnt signaling, are known to be activated
(5–9), but the precise roles of these pathways in pancreatic tumorigenesis
warrant further elucidations.

Activation of the Notch signaling pathway requires cell–cell contact by Notch
receptor–ligand interaction. The receptor–ligand interaction results in cleav-
age events by extracellular ADAM metalloproteases and an intracellular
γ-secretase–containing complex, thereby releasing the intracellular domain of
Notch (NICD). Once released, the NICD translocates into the nucleus where
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it interacts with the transcription factor RBP-J, building up a trimeric coacti-
vator complex composed of RBP-J, MAML1 (mastermind-like 1), and NICD
itself, together with additional coactivators (9, 10). All four vertebrate Notch
genes (Notch –) are expressed in the pancreas (11). In adult pancreatic tissues,
the Notch signaling pathways prevent cells from terminally differentiation, and
maintain the pools of undifferentiated stem and progenitor cells (12, 13). Notch
signaling has been implicated in the pathogenesis of a number of malignancies,
including pancreatic cancer (7, 14–16).

The putative oncogenic role of the Notch signaling pathway in pancreatic
tumorigenesis has been investigated previously using genetically engineered
mouse models (GEMM; refs. 17–20). Intriguingly, contradictory conclusions
were drawn for the potential role of Notch in pancreatic tumorigenesis based
on these GEMM studies. De La and colleagues reported that Notch1 promoted
oncogenic Kras-induced ADM/PanIN formation in vivo and hence concluded
that Notch serves as an oncogene in the context of Notch and Kras coactiva-
tion (17). On the contrary, Hanlon and colleagues demonstrated that Notch
functions as a tumor suppressor gene because the loss of Notch in the con-
text of activated Kras led to increased PanIN incidence and progression (18).
Thus, the role of Notch signaling in pancreatic cancer remains to be further
elucidated. In addition, studies to date pertaining to the Notch signaling path-
way have focused on Notch (17, 18, 21) and Notch (19, 21). In contrast, the
role ofNotch in pancreatic cancer is largely unknown. Therefore, in this study,
we investigated the contributions of Notch and Notch to the development of
pancreatic cancer in vivo. We performed independent evaluations of the im-
pacts of Notch or Notch loss in the context of previously established GEMMs
for pancreatic cancer, LSL-KrasGD;p-Cre and pfl/fl;LSL-KrasGD;p-Cre
GEMMs (5, 22).

Materials and Methods
Mouse Strains
LSL-KrasGD;p-Cre (KC) and pfl/fl;LSL-KrasGD;p-Cre (PKC)mice have
been described in details previously (5, 22). Conventional heterozygous Notch1
deficient (N+/−), conditional homozygous Notch1 deficient (Nfl/fl), and
conventional homozygous Notch4 deficient (N−/−) mice (23–25) were bred
to KC and/or PKC GEMM to generate Notch+/−;pfl/fl;LSL-KrasGD;p-
Cre (N1+/− PKC), Notchfl/fl;pfl/fl;LSL-KrasGD;p-Cre (N1 fl/flPKC),
Notch−/−;LSL-KrasGD;p-Cre (N4−/−KC), and Notch−/−; pfl/ fl;LSL-
KrasGD;p-Cre (N4−/−PKC) GEMMs for this study. No developmental
effects were observed in all of these mice. All mice were housed in the Animal
Care Facility at Columbia University Irving Medical Center (CUIMC), and the
studies were conducted in compliance with the CUIMC Institutional Animal
Care and Use Committee guidelines.

Histologic and Immunolabeling Analyses
Murine tissues were fixed in 10% neutral buffered formalin overnight, and
embedded in paraffin. Routine hematoxylin and eosin (H&E) staining was
performed by the Histology Service Core Facility at CUIMC.

For histologic analyses, each slide was examined in its entirety and the percent-
ages of normal pancreas, ADM, PanIN, and PDAC areas in each mouse were
calculated by their proportions to the entire mouse pancreas.When scoring the
PanIN lesions alone, PanIN lesions were classified into three grades based on
their architectural and cytologic atypia (PanIN-1, PanIN-2, and PanIN-3) first.
Then the percentages of PanIN-1, PanIN-2, and PanIN-3 lesions in each mouse

were calculated by the proportion of their areas to the total area of PanIN lesions
in that mouse.

Unstained 5-mm sections derived from the formalin-fixed and paraffin-
embedded blocks were deparaffinized in xylene three times and rehydrated
in ethanol four times. Heat-induced antigen retrieval was performed on all
slides in Tris-ethylenediaminetetraacetic acid (EDTA) buffer (0.5% Tween-
20, citrate buffer, pH 6.8) in a steamer for 30 minutes. Slides were incubated
with Dako peroxidase block buffer to block endogenous peroxidase activity.
Primary antibody staining was performed at 4°C overnight. For IHC, the sec-
ondary antibodies were followed by a 40-minute incubation with universal
secondary antibodies (Dako) and streptavidin–horseradish peroxidase. Hema-
toxylin was then used as counterstaining. Slides were dehydrated in ethanol
and xylene and mounted with VectaMount permanent mounting medium
(Vector Laboratories). For immunofluorescent (IF) double-staining assay, the
fluorophore-conjugated secondary antibodies (Thermo Fisher Scientific) were
incubated at room temperature for 2 hours. The Sirius red staining was per-
formed as described previously (26). All other procedures were done according
to the manufacture’s instruction.

The primary antibodies used for IHC were Notch4 (1:1,000, Notch4-ICD, in-
tracellular domain of Notch4), kindly provided by Dr. Carrie J. Shawber; refs.
27, 28), Amylase (1:100, catalog no.: sc-46657, Santa Cruz Biotechnology),
CK19 (1:500, catalog no.: ab52625, Abcam), Pcsk5 (1:5,000, catalog no.: PA5-
42378, Thermo Fisher Scientific), and endomucin (1:1,000, sc-65495, Santa
Cruz Biotechnology). The primary antibodies used for IF were Notch4 (1:100,
Notch4-ICD, kindly provided by Dr. Carrie J. Shawber; ref. 29), Amylase
(1:100, catalog no.: sc-46657, Santa Cruz Biotechnology), CK19 (1:25, TROMA3;
DSHB).

For CD68 IHC, antigen retrieval was done in 10 mmol/L citrate buffer (pH
6). Sections stained for CD68 were blocked for 1 hour in normal horse serum,
2.5%. CD68 (Abcam, catalog no. ab125212, RRID: AB_10975465, 1:500) was the
primary antibody used.

Caerulein Treatment
Acute pancreatitis was induced at the 6 weeks of age in KC and N4−/−KC
mice by two sets of 6 hourly intraperitoneal caerulein injection (50 μg/kg
diluted in saline; Sigma-Aldrich) separated by 24 hours. Control mice were in-
jected with saline instead of caerulein. In this experiment, the final day of the
caerulein/saline injection was considered day 0 (3, 30).

Preparation of Epithelial Explant Cultures and
Adenoviral Infection
Isolation of primary pancreatic acinar cells was modified from the pre-
viously published protocols (31, 32). Whole pancreas was harvested and
digested in 0.2 mg/mL collagenase-P (Millipore Sigma) at 37°C. Following
multiple washes with Hanks balanced salt solution supplemented with 5%
FBS, collagenase-digested pancreatic tissue was sequentially filtered through
500 μm (Spectrum Laboratories) and 100 μm polypropylene mesh (VWR).
The filtrate was passed through a 30% FBS cushion at 1,000 rpm. The cel-
lular pellet was resuspended in Waymouths complete medium [Waymouths
MB 752/1 media (US Biological) supplemented with penicillin G (1,000 U/mL),
streptomycin (100 μg/mL), 0.1 mg/mL soybean trypsin inhibitor (Invitrogen-
Thermo Fisher Scientific), 1μg/mL dexamethasone (Sigma-Aldrich), and 2.5%
heat-inactivated FBS]. Equal multiplicity of infection of AdCMVempty and
Ad5CMVCre (Viral vector Core, The University of Iowa, Iowa City, IA) was
added to the cellular pellet suspended medium and incubated at 37°C and 5%
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CO2 incubator for 4–6 hours in a 6-well plate. The floating acinar cells were
collected and centrifuged. The supernatants were aspirated and the cellular pel-
lets were resuspended with Waymouths complete medium. An equal volume
of neutralized rat tail collagen type I (RTC; Corning) was added to the cellular
suspension. Cellular/RTC suspension (500 μL) was pipetted into each well of
a 24-well plate precoated with 200 μL of RTC. After solidification of the RTC,
Waymouths complete medium were added. Cultures were maintained at 37°C
and 5% CO2 in air for up to 7 days. For ADM quantification, ductal structure
cells were quantified in each well and statistically evaluated.

Single-cell RNA-sequencing Analysis
We used existing single-cell RNA-sequencing (scRNA-seq) data from
Schlesinger and colleagues, who had performed scRNA-seq analyses of pan-
creatic tissues taken from Ptfa-CreER;LSL-KrasGD;LSL-tdTomatao mice
at different timepoints after tamoxifen injection [Gene Expression Omnibus
(GEO) Series accession number GSE141017] (33). In a similar manner to
the original study (33), we used Seurat to identify major cell types using
dimension reduction followed by clustering of cell groups. We then performed
graph-based unsupervised clustering, uniform manifold approximation, and
t-stochastic neighbor embedding, for data visualization in two-dimension
space. After cell type identification (ductal, acinar, tumor, endocrine, fibroblast,
immune, pericytes, and endothelial cells), the expressions of Notch – for
each cell type were annotated through dimensional reduction plots and violin
plots. We removed cell lines from mice 6 weeks or below, and subsetted the
data to only the cell types acinar, tumor, and ductal, before producing more
dimensional reduction plots and violin plots for Notch –.

Molecular Analyses
Mouse pancreatic tumors were resected and cultured to establish primary pan-
creatic tumor cell lines as described previously (34). Total RNAs of primary
pancreatic tumor cell lines were extracted for subsequent PCR, RT-PCR, qRT-
PCR, and sequencing as described in the samepublication (22, 34, 35). RNA-seq
analyses were performed on PKC (n = 3) and N4−/−PKC (n = 2) tumor cell
lines at the Columbia Genome Center.

qRT-PCR

Total RNA of PKC and N4−/−PKC pancreatic tumor cell lines were extracted
using the miRNeasy Mini kit (Qiagen), quantified by spectrophotometry
(Ultraspec2100; Amersham Pharmacia Biotech), and reversed transcribed
with SuperScriptⅢ Reverse Transcriptase (Invitrogen) according to the
manufacturer’s protocol.

For the real-time RT-PCR, 1 μg of RNA was treated with DNase and reverse
transcribed to cDNA with a Quantitect Reverse Transcription Kit (Qiagen) ac-
cording to themanufacturer’s protocol. Reactionswere runwith POWERSYBR
Green PCR Master Mix (Thermo Fisher Scientific) on a StepOnePlus Real-
Time PCR System (Applied Biosystems). Each sample was tested in triplicate
to confirm the reproducibility of the results. All the experiments were done in
triplicate and repeated three times on different days.

The primer sequences used were as follows: for Pcsk, 5′-TGTCTGTGGG
AAATGCAGTGA-3′ and 5′-AACCCGCCCTTGCACTCT-3′; for NGF, 5′-
AGGCCCATGGTACAATCCCTTTCA-3′ and 5′-ATCTCCAACCCACACA
CTGACACT-3′; for β-actin, 5′-GGCTGTATTCCCCTCCATCG-3′ and 5′-
CCAGTTGGTAACAATGCCATGT-3′. The amount of each target gene in a
given sample was normalized to the level of β-actin.

RNA-seq Analyses

RNA was enriched by poly-A pulldown. Library preparation was performed
with the Illumina TruSeq RNA prep kit.

A total of 60M 100 bp paired end reads per sample were sequenced with the Il-
lumina 2000. Reads were aligned to the mm9 build of the mouse genome with
BowTie (36) and TopHat (37). Reads were quantified with featureCounts (38).
Data were deposited in GEO GSE184060. Differential expression was analyzed
using DeSeq (39), with a significance cutoff of the Benjamini–Hochberg FDR
(40), FDR≤ 0.05. TheVolcano plot (41) was generated fromdifferential expres-
sion results using R base graphics (42). Statistically significantly differentially
expressed genes were compared with the Reactome Pathway database (43) us-
ing overrepresentation analysis, implemented in WEBGESTALT (44), to the
Gene Ontology Biological Process database (45) using the Elim method (46),
implemented in iPathwayGuide (47), and to the Kyoto Encyclopedia of Genes
and Genomes (48) database using the signaling pathway impact analysis (49,
50) method as implemented in iPathwayGuide.

Cell Proliferation Assay
All PDAC cell lines were seeded onto 96-well plates at 5,000 cells/well and
they were treated with or without 100μmol/L of CMK (decanoyl-Arg-Val-Lys-
Arg-chloromethlketone), and then they were cultured for 24, 48, and 72 hours.
Cell proliferation was assessed by absorbance (Varioskan LUX multimode mi-
croplate reader; Thermo Fisher Scientific) at 592 nm (reference wavelength:
620 nm) using Cell proliferation Kit (MTT; Roche Diagnostic GmbH).

Proprotein convertases (PC) inhibitor, CMK (decanoyl-Arg-Val-Lys-Arg-
chloromethylketone), was purchased from Enzo Life Sciences. Stocks were
prepared at 10 mmol/L in ultrapure distilled water and dilutions were made
directly before use.

Statistical Analysis
The statistical analysis of survival curves was performedwith EZR (51), which is
an R package. Quantifications for endomucin expression levels were carried out
using Image J (NIH, Bethesda, MD). A log-rank test was used to evaluate sta-
tistical significance of group differences in survival based on the Kaplan–Meier
survival curves. All experiments were performed at least three independent
times, unless otherwise noted. Data were expressed asmeans± SD. Paired two-
tailed t testswere used to analyze the data, unless noted otherwise.P< 0.05were
determined to be significant. Asterisks denote P values as follows: *, P < 0.05;
** , P < 0.01; ***, P < 0.001.

Bioinformatics Analysis
The publicly available overall survival dataset (containing the published data
for 176 patients) were obtained from Human Protein Atlas (https://www.
proteinatlas.org/ENSG00000099139-PCSK5/pathology/pancreatic+cancer).

Data Availability Statement
The data generated in this study are publicly available in GEO at GSE141017.

Cell Lines Authentication
Human pancreatic cancer cell lines were purchased from the ATCC for this
project, authenticated by the company, and passaged less than 6 months. Pri-
mary mouse pancreatic cancer cell lines were derived from our mouse models,
authenticated by PCR-based genotyping, and passaged less than 10 times on av-
erage. Mycoplasma testing was periodically performed but not routinely done
on short-term cultures.
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Results
Inactivation of Notch4 Delayed the Development of
PDAC and Led to Favorable Outcomes
To investigate the roles ofNotch andNotch in PDAC in vivo, we used a previ-
ously published PDACmousemodel that harbors the pfl/fl;LSL-KrasGD;p-
Cre (PKC) alleles and spontaneously develops PDAC and metastasis at 100%
frequency (Fig. 1A; ref. 22). Because the expression of Notch1 is not restricted
to the ductal epithelial cells and Notch−/− mice died in utero (24), to evaluate
the impact of Notch1 inactivation in tumor-intrinsic and -extrinsic man-
ners, we generated Notch+/−;pfl/fl;LSL-KrasGD;p-Cre (N1+/−PKC) and
Notchfl/fl;pfl/fl;LSL-KrasGD;p-Cre (N1fl/flPKC; Supplementary Fig. S1A).
The survival analyses were performed between the N1+/−PKC (n = 20) and
the PKC (n = 29; Supplementary Fig. S1B), and also between the N1fl/flPKC
(n = 54) and the PKC (n = 29; Supplementary Fig. S1C). Tumor burdens of
the PKC, N1+/−PKC, and the N1fl/flPKC were also evaluated at the timepoints
of 2 and 5 months of age using histopathologic classifications such as normal
pancreas, ADM, PanIN, and PDAC (Supplementary Figs. S2–S4).We observed
no statistically significant differences in the prognosis between the N1+/−PKC
and the PKC GEMMs (P = 0.84; Supplementary Fig. S1B), nor between the
N1fl/flPKC and the PKC groups (P = 0.71; Supplementary Fig. S1C). Consistent
with the survival analyses, there were no statistically significant differences in
the histologic comparisons between the N1+/−PKC and the PKC groups (Sup-
plementary Figs. S2A, S2B, S4A, and S4B), nor between the N1 fl/flPKC and
the PKC cohorts (Supplementary Figs. S2C, S2D, S4C, and S4D). These results
differ from the previous findings on Notch, which purported either an onco-
genic or a tumor-suppressive role for Notch (17, 18). In this study, we found
neither biallelic inactivation ofNotch in the tumor cells nor heterozygous dele-
tion of Notch globally exerted a statistically significant impact on pancreatic
tumorigenesis driven by oncogenic Kras in the context of p inactivation.

In contrast to the findings onNotch, inactivation ofNotch in the PKCGEMM
(Notch−/−;pfl/fl;LSL-KrasGD;p-Cre or N4−/−PKC mice hereafter) re-
sulted in significant favorable outcomes. The conventional Notch knockout
mouse line was selected because Notch−/− mice are live born and fertile (23),
and Notchf/f mouse line is not yet available. The survival analysis was per-
formed between the N4−/−PKC (n = 31) and the PKC (n = 29) GEMMs,
and the N4−/−PKC mice displayed a statistically significantly better survival
than the PKC mice (P = 0.012; Fig. 1B). We evaluated the histopathology of
the N4−/−PKC and the PKC mice at the timepoints of 2 and 5 months of age
(Fig. 1C and D). At 2 months of age, when evaluating the whole pancreases, the
proportion of normal pancreas area in theN4− /−PKCmicewas statistically sig-
nificantly higher than that of the PKC mice (P = 0.027) and the percentage of
PanIN lesions in the N4−/−PKC mice was statistically significantly lower than
that of the PKC mice (P = 0.018; Fig. 1C–E). When comparing only the PanIN
lesions, the N4−/−PKC mice tended to display fewer PanIN-3 lesions than the
PKC mice at both the ages of 2- and 5-month timepoints, albeit the differences
did not reach statistical significance (P = 0.054 and P = 0.169, respectively;
Supplementary Fig. S5A and S5B). At 5 months of age, the proportion of PDAC
lesions in the N4−/−PKC mice was statistically significantly lower than that of
the PKCmice (P= 0.039; Fig. 1D and E). These results unambiguously indicate
that the inactivation ofNotch in the context of both activatedKras and deleted
p led to preferable outcomes.

Intriguingly, mutational analysis of The Cancer Genome Atlas (TCGA)
using cBioPortal revealed that alterations at NOTCH are associated with

better median survival among patients with PDAC (37.15 vs. 19.96 months,
95% confidence intreval). However, this difference in overall survival lacks
statistical significance (P = 0.465), probably because the mutation frequency
of NOTCH among patients with PDAC is low (3.26%) and the sample size is
limited in TCGA.

Notch4 Expression was Highly Upregulated in
ADM/PanIN Lesions Detected by IHC and IF
To understand the role ofNotch in pancreatic tumorigenesis further, we exam-
ined the expression levels of Notch4-ICD in the pancreatic tumors developed
in the PKC GEMM by IHC and IF. Because pronounced histologic differences
were detected in respect to the proportion of normal pancreas area (P= 0.027)
and PanIN lesions (P = 0.018) between the N4−/−PKC and the PKC mice
(Fig. 1C–E), and the inactivation of Notch resulted in the reduction of PanIN
lesions in the N4−/−PKC mice compared with the PKC mice (Fig. 1C and D),
we focused on evaluating Notch4-ICD expressions in the ADM and the PanIN
lesions. Highly upregulated Notch4-ICD expression was detected in the ADM
and PanIN lesions compared with the normal tissues by IHC (Fig. 2A and D;
Supplementary Fig. S6A–S6D). Elevated Notch4-ICD expression was also de-
tected in the PDAC regions, but the expression patternwas heterogeneous, with
a mixed of high and low areas, and slightly attenuated compared with the ADM
and PanIN regions (Supplementary Fig. S6E–S6H). Using IF, we confirmed
the overexpression of Notch4-ICD in the ADM and PanIN lesions of the PKC
GEMM(Fig. 2E–N). The expression of Notch4-ICD also colocalized with some
amylase or CK19+ cells (Fig. 2I and N). These results suggest that Notchmay
contribute to ADM and PanIN formation in vivo.

Inactivation of Notch4 Attenuated the ADM/PanIN
Progression Induced by Oncogenic Kras and
Caerulein Treatment
To further test the hypothesis that the deletion of Notch may affect pan-
creatic tumorigenesis in the early stage, we employed a caerulein-induced
pancreatitis model. Acute chemical pancreatitis induced by the cholecystokinin
receptor agonist caerulein treatment is known to accelerate the development
of ADM/PanIN progression when mutant Kras is expressed in the acinar
and/or centroacinar compartments (3, 30, 52). Caerulein treatment is there-
fore regarded as a useful method to evaluate the early stage of pancreas
tumorigenesis.

We performed caerulein treatment on the KC and the N4−/−KC mice
(Fig. 3), and then analyzed the ADM/PanIN lesions at timepoints of day 2, day
7, and day 21 (Fig. 3A). Saline-treated controls were also included for each geno-
type at each timepoint (Fig. 3B–F, and data not shown). At day 2, most of the
pancreases in the caerulein-treated KC and N4−/−KCmice were comprised of
acinar cells and only few lesions were replaced by duct cells (Fig. 3C–G). At day
7, while a large number of acinar cells were replaced by duct cells in the KC
mice (Fig. 3D), acinar cells remained relatively intact in the N4−/−KC mice
(Fig. 3H). By day 21, in the KC mice, almost the entire pancreas was replaced
by ADM/PanIN lesions (Fig. 3E), but acinar cells still remained intact in the
N4−/−KCmice (Fig. 3I). Saline-treated controls remained unaffected through-
out the time course (Fig. 3B–F, and data not shown). To quantify the number
of acinar cells, we performed amylase IHC on the pancreases of the caerulein-
treated KC and the N4−/−KC mice and measured the amylase positive areas
(Fig. 3J–L). At day 7 and day 21, the percentage of amylase-positive area in the
N4−/−KCmice was significantly higher than that of the KCmice (P< 0.01; day
7 and day 21; Fig. 3J–L). We also performed CK19 IHC analysis in each of the
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FIGURE 1 Loss of Notch4 led to better prognosis in PDAC. A, Schematics of PKC mouse model of PDAC, which uses p16fl/fl (P), LSL-KrasG12D (K),
and p48-Cre (C). Conventional homozygous deletion of Notch4 in PDAC was attained by crossing the PKC with Notch4−/− mouse strain and is referred
to as N4−/−PKC. B, Kaplan–Meier analysis comparing the overall survival of the N4−/−PKC (n = 31) and the PKC (n = 29) mice. *, P < 0.05 by log-rank
test. C, Evaluation of comparative percentages of normal pancreas, ADM, PanIN, and PDAC areas between the N4−/−PKC and the PKC mice at the age
of 2 months. Loss of Notch4 led to the suppression of PanIN formation in the N4−/−PKC mice. *, P < 0.05 by t test. D, Similar evaluation at the age of
5 months revealed that loss of Notch4 resulted in the reduction of PDAC formation in the N4−/−PKC mice. *, P < 0.05 by t test. E, Representative H&E
from the PKC and the N4−/−PKC mice at 2 months of age (PanIN, i, iii) and 5 months of age (PDAC, ii, iv). Dots surrounded area indicates the PanIN
and PDAC lesions of the pancreas. Folds of magnification are 100×.
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FIGURE 2 Upregulated expression of Notch4-ICD was detected in ADM/PanIN lesions by IHC and IF. Notch4-ICD expression was not detected in the
normal pancreas area. Representative images of H&E staining (A) and Notch4-ICD immunolabeling by IHC (B) of the normal pancreas area of the PKC
mouse at 2 months of age. Arrow points to normal ductal structure. C and D, High expression of Notch4-ICD was detected in the ADM/PanIN lesions
by IHC. Representative images of H&E staining (C) and Notch4-ICD immunolabeling by IHC (D) of the ADM/PanIN lesions of the PKC mouse at
2 months of age. Dots surrounded area indicates the ADM/PanIN lesions of the pancreas. Stars point to ADM structures while arrowheads point to
PanIN structures. E–N, High expression of activated Notch4-ICD in the ADM/PanIN lesions was confirmed by IF. Serial sections of the ADM/PanIN
lesions of the PKC mouse (2 months of age) were stained by H&E (E, J), DAPI (H, M), or immunolabeled using antibodies against Notch4-ICD (F, K),
amylase (G), or CK19 (L). Overexpression of Notch4-ICD (nuclear localization) was detected in some acinar (cytoplasmic amylase expression) and
ductal (membranous CK19 expression) cells in the ADM/PanIN lesions (I, N). White arrowheads point to Notch4 and amylase colocalized area while
yellow arrowheads point to Notch4 and CK19 colocalized area. Folds of magnification are 200× for A–D and 400× for E–N, respectively.

KC and N4−/−KC mice at day 7 and day 21 and quantified the CK19-positive
areas, which consisted mostly of neoplastic ductal epithelial cells that had un-
dergone ADMand PanIN transformation (Fig. 3M–O). At day 7 and day 21, the
proportion of CK19-positive area in the N4−/−KCmice was significantly lower
than that of the KC mice (P < 0.01; day 7, P = 0.01; day 21; Fig. 3M–O). These
results suggest that Notch4 is critical for the ADM and PanIN formation in vivo
induced by pancreatic injury in the presence of mutant KrasG12D.

Notch4 Expression Affected ADM Formation In Vitro
Using the Explant Acinar Cell Culture
To determine the role of Notch4 on the ADM process further, we used the es-
tablished in vitro explant acinar cell three-dimensional (3D) culture (31, 32) in
which mouse primary pancreatic acinar cells are isolated and then reseeded
ex vivo in 3D cell culture to induce ADM (Fig. 4). The explant cultures of pan-
creas which developed progressive conversion from an acinar cell-predominant
phenotype to a ductal structure phenotype were regarded as ADM events.

We isolated acinar cells from both LSL-KrasGD mice and Notch−/−;LSL-
KrasGD mice, and induced the expression of the KrasGD allele with the
Adeno-null or Adeno-Cre (Fig. 4A). Then, we evaluated the number of ADM
events between LSL-KrasGD with or without Adeno-Cre (Fig. 4B–H), and be-

tween the LSL-KrasGD and Notch−/−;LSL-KrasGD genotypes (Fig. 4D–I).
As expected, expression of oncogenicKras induced byAdeno-Cre in acinar cells
led to a dramatic increase in ADM events at the timepoint of day 5 (Fig. 4B–H).
The number of ADM events in the Notch−/−;LSL-KrasGD with Adeno-Cre
group was significantly lower than the LSL-KrasGD with Adeno-Cre group
(P < 0.01; Fig. 4D–I). These results confirm that Notch4 is an important
contributor to Kras-mediated acinar to ductal metaplasia.

Notch4 Deficiency was Associated with Decreased
Tumor Angiogenesis and Desmoplastic Reaction
Because the expression and activation of Notch4 are known to be associated
with endothelial components and vascular development (11, 29, 53–57), we in-
vestigated the expression levels of Notch4-ICD in the endothelial components
in the pancreatic tissues of caerulein-treatedKCGEMM(Fig. 5) using IF double
labeling of Notch4-ICD and endomucin, an endothelial cell marker. Consistent
with the previous literature (29, 57), we observed colocalization of Notch4-
ICD and endomucin by IF (Fig. 5A–D), which was further verified by IHC
(Supplementary Fig. S7).

To investigate whether loss of Notch4 expression in the endothelial compart-
ment might have contributed to the attenuated ADM and PanIN formation
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FIGURE 3 Inactivation of Notch4 attenuated the ADM/PanIN progression induced by oncogenic Kras and Caerulein treatment. A–I, At 6 weeks of
age, KC and N4−/−KC mice were treated with two rounds of caerulein (Ca) injections on alternative days or saline as the control, and analyzed 2, 7, or
21 days (d) later. Representative images of H&E staining of the pancreases of the KC and the N4−/−KC mice from the saline control group (B, F) or
treated with the caerulein injection (C–E, G–H) at timepoints of 2, 7, and 21 days later. B–I; Folds of magnification are 100×. J–O, Immunolabeling of
the pancreases of the KC and the N4−/−KC mice at the timepoint 21 days after the caerulein injection with antibodies to Amylase (J, K) or CK19
(M, N). Folds of magnification are 200×. L, Quantification of the Amylase-positive pancreatic areas revealed that the percentage of amylase-positive
area in the N4−/−KC mice was significantly higher than that of the KC mice at 7 and 21 days after the caerulein treatment. **, P < 0.01 by t test.
O, Quantification of the CK19-positive pancreatic areas revealed a significant reduction of PanIN lesions in the N4−/−KC mice compared with the KC
mice at 7 and 21 days after the caerulein treatment. Dotted black lines in H, I, and N indicate the remaining acinar cell areas. **, P < 0.01 by t test.
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FIGURE 4 Notch4 plays an important role in the ADM process. A, A schematic showing the in vitro assay for KrasG12D-induced ADM. Cells were
isolated from LSL-KrasG12D or Notch4−/−;LSL-KrasG12D mice and infected with Adeno-null or Adeno-Cre on day 0. The pancreatic acinar cell clusters
from LSL-KrasG12D mice with Adeno-Cre led to the induction of ADM formation in sharp contrast to Adeno-null (representative brightfield images,
B–E; folds of magnification are 40× and 200×, respectively). H, Quantification of the ductal structures developed in the acinar explant cultures with
Adeno-null or Adeno-Cre. **, P < 0.01 by t test. The pancreatic acinar cell clusters from Notch4−/−;LSL-KrasG12D mice with Adeno-Cre led to reduced
induction of ADM formation when compared with those from LSL-KrasG12D mice (representative brightfield images, D and F; folds magnification are
40×). Adeno-null treated LSL-KrasG12D or N4−/−;LSL-KrasG12D explant cultures served as the negative control (E and G; magnification is 40-folds).
I, Quantification of ductal structures of the LSL-KrasG12D or the N4−/−;LSL-KrasG12D explant cultures with Adeno-Cre. **, P < 0.01 by t test.
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FIGURE 5 Notch4 loss in the endothelial compartment was associated with reduced tumor burden. A–D, High expression of Notch4-ICD was
detected in the endothelial cells in the pancreases of the KC mice treated with Caerulein injection. Pancreatic tissues from timepoint 7 days
posttreatment were immunolabeled with antibodies against Notch4-ICD (A) or endomucin (B), and counterstained with DAPI (C). Notch4-ICD and
endomucin were seen colocalized by IF. E and F, Representative images of endomucin immunolabeling of the pancreases of the KC and the N4−/−KC
mice at the timepoint 7 days after caerulein injection. G, Quantification of the endomucin-positive pancreatic areas revealed that the percentage of
endomucin-positive area in the KC mice was significantly higher than that of the N4−/−KC mice at 7 days after the caerulein treatment. *, P < 0.05 by t
test. H and I, Representative images of endomucin immunolabeling of the pancreases of the PKC and the N4−/−PKC mice at the timepoint of
5 months of age. J, Quantification of the endomucin-positive pancreatic neoplastic areas revealed that the percentage of endomucin -positive
neoplastic area in the PKC mice was significantly higher than that of the N4−/−PKC mice at the time point of 5 months of age. **, P < 0.01 by t test.
Folds of magnification are 400× for A-D and 200× for E, F, H, I, respectively.
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in vivo, we first examined the endothelial cells in the KC and N4−/−KCmice at
day 7 as well as at day 21 after the caerulein treatment using IHC of endomucin
(Fig. 5E–G, Supplementary Fig. S8). At day 7 after the caerulein treatment, the
endomucin expression levels were significantly higher in the KC mice group
compared with the N4−/−KCmice group (P < 0.05; Fig. 5E–G). However, this
difference in the endomucin expression levels between the two groups dimin-
ished by day 21 after caerulein treatment (Supplementary Fig. S8C). To assess
potential long-term impact, we also examined the endothelial cells in the PKC
and N4−/−PKC mice at the age of 2 and 5 months by IHC (Supplementary
Fig. S9–10, Fig. 5H–J). The pancreases of theN4−/−PKCmice tended to display
lower endomucin expression than those of the PKCmice at the age of 2months,
albeit the differences did not reach statistical significance in both the neoplas-
tic area (P = 0.055; Supplementary Fig. S9A–S9C) and the normal area (P =
0.063; Supplementary Fig. S9D–S9F). At the age of 5 months, the endomucin
expression levels were significantly higher in the PKC mice group compared
with theN4−/−PKCmice group in both the neoplastic area (P< 0.01; Fig. 5H–J)
and the normal area (P < 0.05; Supplementary Fig. S10). These results demon-
strate that loss ofNotchwas associated with a reduction in endomucin+ blood
vessels consistent with reduced tumor angiogenesis. This reduction in blood
vessel density was observed in the early stage of pancreatic tumorigenesis and
continued throughout the progression of pancreatic tumor development.

Decreased fibrosis was also observed when comparing caerulein-treated
KC versus N4−/−KC mice at 7 and 21 days posttreatment, and PKC ver-
sus N4−/−PKC groups at 2 and 5 months of age using Sirius Red staining
(Supplementary Figs. S11 and S12). However, only the difference between
caerulein-treated KC versus N4−/−KC mice at 21 days posttreatment reached
statistical significance (Supplementary Fig. S11, P = 0.001). To assess potential
changes in the inflammatory responses that may have resulted from the loss
of Notch, the same caerulein-treated KC versus N4−/−KC mice at 7 and
21 days posttreatment, and PKC versus N4−/−PKC groups at 2 and 5 months
of age were compared using CD68 labeling. The results of these analyses
indicate that there was no pronounced difference among them (Supplementary
Figs. S13 and S14).

Leveraging existing scRNA-seq data from Schlesinger and colleagues, who
had performed scRNA-seq experiment of pancreatic tissues taken from
Ptfa-CreER;LSL-KrasGD;LSL-tdTomatao mice at different timepoints after
tamoxifen injection (33), we found that in pancreatic tumorigenesis, the expres-
sion ofNotch is concentrated in the endothelial compartment (Supplementary
Fig. S15A), with some expressions also detected in ductal cells (normal and
PDAC cells, Supplementary Fig. S15B) and fibroblasts. This finding is con-
sistent with our IHC and IF results and supports our conclusion that loss of
Notch induced profound impacts on the tumor and stromal compartments,
resulted in attenuated pancreatic tumorigenesis. Interestingly, we also observed
that each member of the Notch gene family has unique expression patterns in
the pancreas. Different from Notch, the expressions of Notch and Notch are
more ubiquitous, whereasNotch expression is majorly detected in the pericyte
compartment. These data suggest that each gene member may possess some
nonoverlapping functions in the pancreas.

Notch4 Regulates Pcsk5 Expression in PanIN and PDAC
and Decreased Expression of Pcsk5 Correlates with
Good Survival
To delineate potential pathways whereby the inactivation of Notch4 leads
to preferable outcome in PDAC, we performed RNA-seq analysis between

primary pancreatic cancer cell lines established from the pancreatic tumors
developed in the PKC and the N4−/−PKC GEMMs. The genotypes of the
cancer cell lines were confirmed to match the genotypes of the mice. The
analysis of the RNA-seq data revealed that 408 genes were statistically signif-
icantly differentially expressed with a FDR cutoff at <0.05. These statistically
significantly differentially expressed genes were compared with the Reactome
Pathway database and the two top pathways associated with the loss of the
Notch gene are the nerve growth factor (NGF) processing pathway and the
expression and processing of neurotrophins (Fig. 6A). In these two reactome
pathways, NGF and Proprotein convertase Subtilisin/Kexin type (Pcsk) were
differentially expressed on the basis of the RNA-seq analyses (Fig. 6B). With
the loss of Notch, NGF expression increased by 5.64-folds, with P = 0.01 and
FDR = 0.04, and the expression of Pcsk decreased by 8.36-folds, with P =
2.66E-07 and FDR = 5.82E-05. To test these two candidate genes further,
their RNA expression levels were evaluated between the PKC (n = 4) and the
N4−/−PKC (n = 4) cell lines by qRT-PCR. While the expression of NGF was
dramatically upregulated in the N4−/−PKC cells compared with the PKC cells,
as predicted by the RNA-seq results, the difference did not reach statistical sig-
nificance (P = 0.204; Supplementary Fig. S16). The RNA expression level of
Pcsk in theN4−/−PKC cells was statistically significantly downregulated by 15-
folds compared with that of the PKC cells (P < 0.01), confirming the RNA-seq
results (Fig. 6C). IHC using antibody against Pcsk5 showed vast downregula-
tion of Pcsk5 protein expression in PanIN and PDAC lesions in the N4−/−PKC
mice as compared with their PKC counterparts (Fig. 6D). Intriguingly, inter-
rogation of the Human Protein Atlas showed that patients with low expression
levels of Pcsk5 had better prognosis than those with high Pcsk5 expressions
(P = 0.028; Fig. 6E). Together, these results suggest that the loss of Notch can
lead to downregulated expression of Pcsk in PanIN and PDAC lesions, and
may have contributed to the reduced tumor burdens and improved survival in
the N4−/−PKC mice.

PCs Inhibitor Suppressed the Proliferation of
PDAC Cell Lines
Pcsk5 is a member of the subtilisin-like PCs family that mediates prodomain
cleavage (58–60). PCs are involved in numerous malignancies such as skin (61),
colon (62), prostate (63), lung (59), and gynecologic cancer (64, 65). To investi-
gate the role of Pcsk5 in pancreatic carcinogenesis and to evaluate its utility as a
therapeutic target for pancreatic cancer therapy, we employed a commercially
available and effective general PCs inhibitor, CMK (decanoyl-Arg-Val-Lys-Arg-
chloromethlketone), which has been successfully used to suppress growth of
certain cancer types (58, 59, 61, 66, 67) but not yet tested in PDAC.

Using CMK, we examined whether the inhibition of PCs is sufficient to im-
pact PDAC growth.We compared cell proliferation betweenCMK-treated PKC
cell lines (n = 4) and their vehicle-treated controls (n = 4) by cell prolifera-
tion assay. Cell proliferations were significantly suppressed in the CMK-treated
PKC cells compared with the control group (P < 0.001; Fig. 7A). We also eval-
uated the tumor-suppressive potential of CMK using human PDAC cell line,
Panc 08.13. Panc 08.13 was chosen because it has the highest NOTCH RNA
expression level among candidate PDAC cell lines (Supplementary Fig. S17).
Similarly, we found that cell proliferation was significantly inhibited in the
CMK-treated Panc 08.13 cells compared with the vehicle-treated control (P <

0.001; Fig. 7B). These results indicate that PCs inhibitor can suppress the growth
of both murine and human PDAC cell lines, and it could be a potential novel
therapeutic strategy for PDAC.
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FIGURE 6 Loss of Notch4 resulted in the downregulation of Pcsk5 expression in pancreatic cancer. A, Statistically significantly differentially
expressed genes of RNA-seq analyses between PKC versus N4−/−PKC pancreatic tumor cell lines (FDR < 0.05) were compared with the Reactome
Pathway database. NGF processing was the top signaling pathway associated with Notch4 loss, thus NGF and Pcsk5 in the pathway were implicated to
be downstream mediators of Notch4. B, Volcanoplot depicting the differentially expressed RNAs between PKC versus N4−/−PKC pancreatic tumor cell
lines (FDR < 0.05). RNAs were organized by log2 fold change (x-axis) and P value (y-axis). The Pcsk5 gene (Continued on the following page.)
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(Continued) was one of the top ranked genes differentially expressed, with its expression decreased by 8.36-folds, with P = 2.66E-07 and FDR =
5.82E-05 associated with Notch4 loss. C, qRT-PCR analysis confirmed the expression levels of Pcsk5 were downregulated in the N4−/−PKC pancreatic
tumor cell lines (n = 4) compared with those of the PKC pancreatic tumor cell lines (n = 4). ***, P < 0.001 by t test. D, Representative images of Pcsk5
immunolabeling of PanIN (ⅰ, ⅱ) and PDAC (ⅲ, ⅳ) in the PKC and the N4−/−PKC mice. Lower expression of Pcsk5 was detected in the PanIN and PDAC
of the N4−/−PKC mice compared with the PKC mice. Arrowheads point to ADM structures while arrow point to PanIN structures (D ⅰ–ⅳ; folds of
magnification are 100× in the panel and 400× in the window, respectively). E, Kaplan–Meier survival analysis of patients with PDAC showed that
patients with low (n = 115) PCSK5 expression had better overall survival than those with high (n = 61) PCSK5 expression (Human Protein Atlas).
*, P < 0.05 by log-rank test.

Discussion
Loss of Notch4 Attenuated Both the Tumor and Stromal
Components in Pancreatic Tumorigenesis
Krasmutations are found in over 90% of human PDAC and are thought to rep-
resent a tumor-initiating event. In addition to Kras mutation, inactivation of

numerous tumor suppressor genes, including PINKa, p, and SMAD, in-
creases in frequency in progressively higher PanIN stages, and culminates in
PDAC (5). We have previously reported that the PKC GEMM, with the acti-
vated mutant Kras allele and inactivated p locus, can develop a full spectrum
of PanIN lesions, which progress to invasive cancer and metastasis, mimick-
ing human pancreatic tumorigenesis at both genetic and histologic levels (22).

FIGURE 7 CMK suppressed the proliferation of PDAC cell lines. A, The proliferation of the CMK-treated (100 μmol/L) PKC cell lines were significantly
lower compared with their vehicle-treated controls at day 2 and day 3 (***, P < 0.001). B, The proliferation of the CMK-treated (100 μmol/L) Panc 08.13
was significantly lower than that of the vehicle-treated control at day 1, day 2, and day 3 (***, P < 0.001).
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Leveraging the high penetrance of PanIN development and PanIN to PDAC
progression in the PKC GEMM (essentially 100%), we sought to investigate the
potential impacts of Notch  and Notch  on pancreatic tumorigenesis in the
current study.

Profoundly, global inactivation of Notch led to improved overall survival
and reduced tumor burden of the N4−/−PKC comparing with the PKC mice
(Fig. 1). Histologic analyses of the N4−/−PKC mice showed that Notch loss
decreased ADM and PanIN formation even in early pancreatic tumorigene-
sis (at 2 months of age, Fig 1C). By IHC and IF, Notch4-ICD expression levels
were highly upregulated in ADM and PanIN lesions compared with normal
pancreas area (Fig. 2). The functional impact of Notch on early pancreatic tu-
morigenesis was further verified using a caerulein-induced pancreatitis model,
in which we found that the inactivation ofNotch ameliorated the structure in-
tegrity of the acinar cells and reduced the incidence of ADM in vivo (Fig. 3).
We also confirmed that the functional impact of Notch on early pancreatic
tumorigenesis using explant 3D acinar cell culture experiments, in which the
inactivation of Notch attenuated the ADM formation in vitro (Fig. 4). These
results indicate that global inactivation ofNotch can attenuate early pancreatic
tumorigenesis.

Because Notch4 expression is not restricted to the tumor cells in the PKC
GEMM, hence multiple cell lineages could be implicated in the observed phe-
notypes associated with the Notch loss. We performed IHC using endomucin
antibody because it has been reported that Notch4 is highly expressed in the
endothelial component (11, 29, 53–57) and endomucin is considered an ex-
cellent marker for blood vessels in mouse tissues (68–70). It was developed
specifically for use in mouse tissue as a mouse endothelial marker. Our stage-
matched endomucin IHC analyses of the endothelial cells suggest that Notch
loss resulted in discernable phenotypic differences between the N4−/−KC and
the KC GEMMs in early stage pancreatic tumorigenesis at day 7 after the
caerulein treatment (Fig. 5E–G) as well as between the N4−/−PKC and the
PKC GEMMs in the late stage of pancreatic tumorigenesis at 5 months of
age (Fig. 5H–J). Reduced fibrosis was also associated with Notch loss when
comparing caerulein-treated KC versus N4−/−KC mice at 7 and 21 days post-
treatment, and PKC versus N4−/−PKC groups at 2 and 5 months of age
using Sirius Red staining (Supplementary Figs. S11 and S12). Although only
the difference between caerulein-treated KC versus N4−/−KC mice at 21 days
posttreatment reached statistical significance (Supplementary Fig. S11, P =
0.001), the trend of decreased fibrosis was notable in the Notch-null groups.
In contrast to the endothelial and fibroblast compartments, no pronounced
altered inflammatory responses were detected (Supplementary Figs. S13
and S14).

Currently, we cannot yet conclude whether Notch loss altered the ductal or
the stromal compartment first. It is possible that the loss of Notch first mod-
ified the stroma, which consequently hindered pancreatic tumor development
and progression in Notch-null mice. It is equally plausible that the inactiva-
tion ofNotch attenuated pancreatic tumorigenesis and hence reduced stromal
reactivity. We postulate that Notch4 loss likely impacted both tumor and stro-
mal compartments, as supported by the results of the scRNA-seq analysis,
which revealed that Notch4 is expressed in both cellular compartments (Sup-
plementary Fig. S15). In addition, in human PDAC, upregulation of Notch
transcripts have been implicated in both tumor cells and desmoplastic stroma
(71). Future investigations using linage-specific Cre and conditional Notch
knockout GEMM to specifically target each cell type would be desirable and

necessary to interrogate the role of Notch in different cellular compartments
comprehensively.

Intriguingly, scRNA-seq analysis also revealed unique expression patterns for
each member of the Notch gene family. Different from Notch, the expres-
sions of Notch and Notch are more ubiquitous, while Notch expression is
majorly detected in the pericyte compartment. These data suggest that each
gene member may possess some nonoverlapping functions in the pancreas. We
have also previous reported that loss of Notch4 did not lead to compensatory
upregulation of Notch1 expression in VEGFR3+ lymphatics (29). Hence, in-
hibitors that specifically target a Notch family member may serve better than
pan-Notch inhibitors in inducing stronger therapeutic responses and reduced
cytotoxicity, which should be taken into consideration in future therapeutic
development.

Pcsk5 May be a Novel Notch4 Downstream Mediator in
the Notch4-dependent Pancreatic Tumorigenesis
Unbiased RNA-seq analyses comparing pancreatic tumor cell lines derived
from the pancreatic tumors of the PKC versus the N4−/−PKC mice led to the
identification of Pcsk5 as a potential downstream mediator of Notch signal-
ing (Fig. 6A and B). The RNA-seq result was validated by qRT-PCR results
(Fig. 6C).Moreover, decreased expressions of Pcsk5 were detected in the PanIN
and PDAC of the N4−/−PKC mice compared with those of the PKC mice
(Fig. 6D). Consistent to our initial finding that the N4−/−PKCmice had better
prognosis and overall survival than the PKC mice, the low PCSK5 expression
predicts better prognosis in patients with PDAC according to the data in the
Human Protein Atlas (Fig. 6E). Overall, we have demonstrated a novel asso-
ciation between Notch expression and Pcsk expression in PDAC, and the
downregulation of Notch4 or Pcsk5 is associated with better prognosis in mice
or human.

Pcsk5 is a member of the subtilisin-like proprotein convertase family that me-
diates prodomain cleavage and is one of the main acting proteins on GDF11
(growth differentiation factor 11, also known as bone morphogenetic protein,
BMP11; refs. 72, 73). Inhibin α- and β-subunits, subunits that constitute inhib-
ins and activins by heterodimerization or homodimerization, are also putative
substrates of Pcsk5 (74). GDF11 and activin belong to the TGFβ superfamily,
which also includes Nodal, BMPs, other growth differentiating factors, and
TGFβ. Intriguingly, cross-talk between Notch4 and the activin and/or signal-
ing axes have been reported. Sun and colleagues reported a direct interaction
between the ICD of NOTCH4 and SMAD3 and demonstrated that this inter-
action attenuated TGFβ-mediated growth inhibition of MCF-7 breast cancer
cells (75). Hardy and colleagues discovered that among the family of Notch
genes, Notch4 is specifically required for the expression of Nodal in aggressive
melanoma cancer cells and may be an upstream regulator of Nodal (76). Tak-
ing these previous reports into accounts, we hypothesize thatNotch-meidated
Pcsk regulation may involve cross-talk with the activin/TGFβ signaling path-
ways during pancreatic tumorigenesis, thus affect tumor burden and survival.
Moreover, Pcsk inhibition has been shown to result in inhibition of VEGF-C
(77, 78), a key factor in angiogenesis and tumor nourishment and development.
Hence an alternative hypothesis would be that the inactivation ofNotch can in-
duce inhibition of Pcsk5 expression, resulting in impaired tumor angiogenesis
and, consequently, reduced tumor burden and increased survival. The underly-
ing mechanism regulating the interplay between Notch and Pcsk will require
further investigations in the future.
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CMK is a general PCs inhibitor (Pcsk5 included), and has been successfully
used for certain cancer types (58, 59, 61, 66, 67). Current PCs research has
focused on the inhibition of Furin, the prototype of the PC family. Inhibi-
tion of Furin has proved to be successful in blocking cancer cell growth and
invasion in breast (79), lung (59), and head and neck cancer (80). While Fu-
rin has been reported to promote pancreatic cancer growth (81), there is no
study on Pcsk5 or the efficacy of CMK in PDAC to date. In this study, we
have established a potential role for Pcsk5 in PDAC and demonstrated that
CMK treatment of PDAC cell lines resulted in inhibition of cell proliferation
in vitro (Fig. 7A and B) as a proof of principles. Further preclinical evaluations
of CMK and other PCs inhibitors in inhibiting Pcsk5 and PDAC growth are
necessary in the future. While the treatment of CMK provides encouraging
preliminary data, given that the physiologic functions of PCs are vastly dif-
ferent and CMK is a general PCs inhibitor, the development of an inhibitor
specific for Pcsk5 would be highly desirable. Future studies using Pcsk5 knock-
out cell lines or mice can also provide valuable insights to its role in pancreatic
tumorigenesis, its relationship to Notch4, and its feasibility as a therapeutic
target.

Conventional and Conditional Deletion of Notch1
did not Impact the Development of PDAC in
p16fl/fl;LSL-KrasG12D;p48-CreMice
Unexpectedly, we found thatNotch did not impact either oncogenic or tumor-
suppressive influence in pancreatic tumorigenesis in the context of mutant
KRAS and inactivation of p. The results from both the N1fl/flPKC and the
N1+/−PKC GEMMs were consistent, regardless whether Notch was either
completely deleted in the tumor cell compartment alone or heterozygous inac-
tivated in both the tumor and tumor microenvironment (Supplementary Figs.
S1–S4). Our findings differ from previous publications, one of which touted
Notch as a tumor-promoting gene (17), whereas the other concluded Notch is
a tumor-suppressor gene (18). Although both previous reports and our study
used the same LSL-KrasGD oncomouse and targeted p48-expressing cell lin-
eages, the two previous reports only focused on the impacts of Notch on the
development of premalignant lesions such as ADM and PanIN, but did not
evaluate potential changes in invasive PDAC and survival curve (and no en-
gineered p16 inactivation; refs. 17, 18) as we have done in the current study. It is
possible that Notch plays a differential role in the early versus late pancreatic
tumorigenesis. However, becausewe did not observe dynamic differences in the
development or progression of ADM and PanIN lesions associated withNotch
loss (Supplementary Figs. S2 and S4), this possibility cannot fully account for
the disparity between our data and the previous reports. We have previously
demonstrated that loss of p dramatically accelerated the development Kras-
induced ADM and PanIN, their progression to PDAC and metastasis, and
significantly reduced the survival of KCmice (22). Therefore, we postulate that
it is likely that the function of Notch1 is context dependent, and in the event
of p inactivation when oncogenic Kras-induced ADM and PanIN are des-
tined to progress to PDAC, the inactivation of Notch becomes ineffective in
inhibiting an irreversible and inevitable outcome of tumor growth. If the lat-
ter hypothesis is true, given that p is often inactivated early in PanIN-2s and
PanIN-3s (82–84), our datawould suggest thatNotch1 is not a feasible therapeu-
tic target in invasive PDAC. While NOTCHmutations are detected in human
PDAC samples, it is not yet clear when NOTCH is mutated during pancre-
atic tumorigenesis. Hence a more complete knowledge of NOTCH mutation
status in sequential progression from PanIN to PDAC would be necessary to

provide insights to the divergent observations in these GEMMs and to address
the potential therapeutic implications raised by our findings.

In summary, we have demonstrated that the global inactivation of Notch at-
tenuated pancreatic tumorigenesis in our GEMM, which indicates that Notch
works as a protumorigenic factor in pancreatic tumorigenesis. Our results are
consistent to previous reports that suggest Notch4 possesses tumor-promoting
functions in other cancer types, including head and neck cancer, breast cancer,
melanoma, and gastric cancer (85–88). Our data also give hope that a Notch4-
specific inhibitor (which would induce global inhibition of Notch4 in tissues)
may have therapeutic value in suppressing pancreatic cancer growth. Given
that Notch4 works as oncogene and Pcsk5 may be a downstream mediator in
theNotch4-dependent pancreatic tumorigenesis, inhibition of Notch4 or Pcsk5
could be a novel plausible therapeutic strategy in the future.

Authors’ Disclosures
I. Chio reports grants from NCI during the conduct of the study. C.J. Shawber
reports a patent to Composition of humanized NOTCH fusion proteins and
methods of treatment.United States PatentNo: 20110008342A1, January 13, 2011
issued. J. Kitajewski reports grants from the NIH/NHLBI during the conduct
of the study. G.H. Su reports grants from NIH/NCI, Pancreatic Cancer Action
Network, and Robert L. Fine Cancer Research Foundation during the conduct
of the study. No disclosures were reported by the other authors.

Authors’ Contributions
K. Saeki: Data curation, formal analysis, validation, investigation, methodol-
ogy, writing-original draft, project administration, writing-review and editing.
W. Qiu: Conceptualization, data curation, formal analysis, validation, inves-
tigation, methodology. R.A. Friedman: Software, formal analysis, validation,
methodology, writing-review and editing. S. Pan: Software, formal analysis,
methodology. J. Lu: Data curation, investigation. S. Ichimiya: Data cura-
tion, validation, visualization. I.I. Christine Chio: Supervision, validation,
methodology, writing-review and editing. C.J. Shawber: Resources, vali-
dation, methodology, writing-review and editing. J. Kitajewski: Resources,
methodology, writing-review and editing. J. Hu: Supervision, validation,
methodology, writing-review and editing. G.H. Su: Conceptualization, re-
sources, supervision, funding acquisition, methodology, writing-review and
editing.

Acknowledgments
This work was supported by NIH/NCI R21CA259715 (to G. Su), NIH/NCI
R01CA217207, the Pancreatic Cancer Action Network pilot grant, NIH/NHLBI
R01 HL112626 (to J. Kitajewski), the NIH P30CA013696 for the HICCC of the
CUIMC, and the Robert L. Fine Cancer Research Foundation.

Note
Supplementary data for this article are available at Cancer Research Comm-
unications Online (https://aacrjournals.org/cancerrescommun/).

Received March 08, 2022; revised September 17, 2022; accepted November 10,
2022; published first December 12, 2022.

1614 Cancer Res Commun; 2(12) December 2022 https://doi.org/10.1158/2767-9764.CRC-22-0106 | CANCER RESEARCH COMMUNICATIONS

https://aacrjournals.org/cancerrescommun/


Notch4 Inactivation in Pancreatic Cancer

References
1. Siegel RL, Miller KD, Fuchs HE, Jemal A. Cancer statistics, 2021. CA Cancer J

Clin 2021;71: 7-33.

2. Hruban RH, Lillemoe KD. Screening for pancreatic cancer gets a D, but the
student is improving. JAMA Surg 2019;154: 795-7.

3. Morris JP, Cano DA, Sekine S, Wang SC, Hebrok M. Beta-catenin blocks Kras-
dependent reprogramming of acini into pancreatic cancer precursor lesions in
mice. J Clin Invest 2010;120: 508-20.

4. di Magliano MP, Logsdon CD. Roles for KRAS in pancreatic tumor development
and progression. Gastroenterology 2013;144: 1220-9.

5. Hingorani SR, Petricoin EF, Maitra A, Rajapakse V, King C, Jacobetz MA, et al.
Preinvasive and invasive ductal pancreatic cancer and its early detection in the
mouse. Cancer Cell 2003;4: 437-50.

6. di Magliano MP, Sekine S, Ermilov A, Ferris J, Dlugosz AA, Hebrok M. Hedge-
hog/Ras interactions regulate early stages of pancreatic cancer. Genes Dev
2006;20: 3161-73.

7. Miyamoto Y, Maitra A, Ghosh B, Zechner U, Argani P, Iacobuzio-Donahue CA,
et al. Notch mediates TGF alpha-induced changes in epithelial differentiation
during pancreatic tumorigenesis. Cancer Cell 2003;3: 565-76.

8. di Magliano MP, Biankin AV, Heiser PW, Cano DA, Gutierrez PJ, Deramaudt
T, et al. Common activation of canonical Wnt signaling in pancreatic
adenocarcinoma. PLoS One 2007;2: e1155.

9. Borggrefe T, Lauth M, Zwijsen A, Huylebroeck D, Oswald F, Giaimo BD.
The Notch intracellular domain integrates signals from Wnt, Hedgehog,
TGFbeta/BMP and hypoxia pathways. Biochim Biophys Acta 2016;1863: 303-13.

10. Wu L, Aster JC, Blacklow SC, Lake R, Artavanis-Tsakonas S, Griffin JD. MAML1, a
human homologue of Drosophila mastermind, is a transcriptional co-activator
for NOTCH receptors. Nat Genet 2000;26: 484-9.

11. Lammert E, Brown J, Melton DA. Notch gene expression during pancreatic
organogenesis. Mech Dev 2000;94: 199-203.

12. Leach SD. Epithelial differentiation in pancreatic development and neoplasia:
new niches for nestin and Notch. J Clin Gastroenterol 2005;39: S78-82.

13. Afelik S, Jensen J. Notch signaling in the pancreas: patterning and cell fate
specification. Wiley Interdiscip Rev Dev Biol 2013;2: 531-44.

14. Dufraine J, Funahashi Y, Kitajewski J. Notch signaling regulates tumor
angiogenesis by diverse mechanisms. Oncogene 2008;27: 5132-7.

15. Koch U, Radtke F. Notch and cancer: a double-edged sword. Cell Mol Life Sci
2007;64: 2746-62.

16. Mullendore ME, Koorstra JB, Li YM, Offerhaus GJ, Fan X, Henderson CM, et al.
Ligand-dependent Notch signaling is involved in tumor initiation and tumor
maintenance in pancreatic cancer. Clin Cancer Res 2009;15: 2291-301.

17. De La OJ, Emerson LL, Goodman JL, Froebe SC, Illum BE, Curtis AB, et al. Notch
and Kras reprogram pancreatic acinar cells to ductal intraepithelial neoplasia.
Proc Natl Acad Sci U S A 2008;105: 18907-12.

18. Hanlon L, Avila JL, Demarest RM, Troutman S, Allen M, Ratti F, et al. Notch1
functions as a tumor suppressor in a model of K-ras-induced pancreatic ductal
adenocarcinoma. Cancer Res 2010;70: 4280-6.

19. Mazur PK, Einwachter H, Lee M, Sipos B, Nakhai H, Rad R, et al. Notch2 is
required for progression of pancreatic intraepithelial neoplasia and develop-
ment of pancreatic ductal adenocarcinoma. Proc Natl Acad Sci U S A 2010;107:
13438-43.

20. Avila JL, Troutman S, Durham A, Kissil JL. Notch1 is not required for
acinar-to-ductal metaplasia in a model of Kras-induced pancreatic ductal
adenocarcinoma. PLoS One 2012;7: e52133.

21. Nakhai H, Siveke JT, Klein B, Mendoza-Torres L, Mazur PK, Algul H, et al. Con-
ditional ablation of Notch signaling in pancreatic development. Development
2008;135: 2757-65.

22. Qiu W, Sahin F, Iacobuzio-Donahue CA, Garcia-Carracedo D, Wang WM, Kuo
CY, et al. Disruption of p16 and activation of Kras in pancreas increase ductal
adenocarcinoma formation and metastasis in vivo. Oncotarget 2011;2: 862-73.

23. Krebs LT, Xue Y, Norton CR, Shutter JR, Maguire M, Sundberg JP, et al. Notch

signaling is essential for vascular morphogenesis in mice. Genes Dev 2000;14:
1343-52.

24. Swiatek PJ, Lindsell CE, del Amo FF,Weinmaster G, Gridley T. Notch1 is essential
for postimplantation development in mice. Genes Dev 1994;8: 707-19.

25. Yang X, Klein R, Tian X, Cheng HT, Kopan R, Shen J. Notch activation induces
apoptosis in neural progenitor cells through a p53-dependent pathway. Dev
Biol 2004;269: 81-94.

26. Junqueira LC, Bignolas G, Brentani RR. Picrosirius staining plus polarization mi-
croscopy, a specificmethod for collagen detection in tissue sections. Histochem
J 1979;11: 447-55.

27. Uyttendaele H, Closson V, Wu G, Roux F, Weinmaster G, Kitajewski J. Notch4
and Jagged-1 induce microvessel differentiation of rat brain endothelial cells.
Microvasc Res 2000;60: 91-103.

28. Murtomaki A, Uh MK, Choi YK, Kitajewski C, Borisenko V, Kitajewski J,
et al. Notch1 functions as a negative regulator of lymphatic endothelial cell
differentiation in the venous endothelium. Development 2013;140: 2365-76.

29. Muley A, Uh MK, Simone GSD, Swaminathan B, James JM, Murtomaki A,
et al. Unique functions for Notch4 in murine embryonic lymphangiogenesis.
Angiogenesis 2022;25: 205-24.

30. Kopp JL, von Figura G, Mayes E, Liu FF, Dubois CL, JPt M, et al. Identification of
Sox9-dependent acinar-to-ductal reprogramming as the principal mechanism
for initiation of pancreatic ductal adenocarcinoma. Cancer Cell 2012;22: 737-50.

31. Esni F, Miyamoto Y, Leach SD, Ghosh B. Primary explant cultures of adult and
embryonic pancreas. Methods Mol Med 2005;103: 259-71.

32. Means AL, Meszoely IM, Suzuki K, Miyamoto Y, Rustgi AK, Coffey RJ Jr, et al.
Pancreatic epithelial plasticity mediated by acinar cell transdifferentiation and
generation of nestin-positive intermediates. Development 2005;132: 3767-76.

33. Schlesinger Y, Yosefov-Levi O, Kolodkin-Gal D, Granit RZ, Peters L, Kalifa R, et al.
Single-cell transcriptomes of pancreatic preinvasive lesions and cancer reveal
acinar metaplastic cells’ heterogeneity. Nat Commun 2020;11: 4516.

34. Qiu W, Tang SM, Lee S, Turk AT, Sireci AN, Qiu A, et al. Loss of activin receptor
type 1B accelerates development of intraductal papillary mucinous neoplasms
in mice with activated KRAS. Gastroenterology 2016;150: 218-28.

35. Qiu W, Li X, Tang H, Huang AS, Panteleyev AA, Owens DM, et al. Conditional
activin receptor type 1B (Acvr1b) knockout mice reveal hair loss abnormality.
J Invest Dermatol 2011;131: 1067-76.

36. Langmead B, Trapnell C, Pop M, Salzberg SL. Ultrafast and memory-efficient
alignment of short DNA sequences to the human genome. Genome Biol
2009;10: R25.

37. Trapnell C, Pachter L, Salzberg SL. TopHat: discovering splice junctions with
RNA-seq. Bioinformatics 2009;25: 1105-11.

38. Liao Y, Smyth GK, Shi W. Featurecounts: an efficient general purpose program
for assigning sequence reads to genomic features. Bioinformatics 2014;30: 923-
30.

39. Anders S, Huber W. Differential expression analysis for sequence count data.
Genome Biol 2010;11: R106.

40. Benjamini Y, Hochberg Y. Controlling the false discovery rate: a practical and
powerful approach to multiple testing. J Roy Stat Soc Ser B 1995;57: 289-300.

41. Cui X, Churchill GA. Statistical tests for differential expression in cDNA
microarray experiments. Genome Biol 2003;4: 210.

42. Core Team R. R: a language and environment for statistical computing}. 4.1.0
ed. Vienna, Austria: R Foundation for Statistical Computing; 2021.

43. Croft D, O’Kelly G, Wu G, Haw R, Gillespie M, Matthews L, et al. Reactome: a
database of reactions, pathways and biological processes. Nucleic Acids Res
2011;39: D691-7.

44. Liao Y,Wang J, Jaehnig EJ, Shi Z,WebGestalt ZB. 2019: gene set analysis toolkit
with revamped UIs and APIs. Nucleic Acids Res 2019;47: W199-205.

45. Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM, et al. Gene
ontology: tool for the unification of biology. The gene ontology consortium.
Nat Genet 2000;25: 25-9.

AACRJournals.org Cancer Res Commun; 2(12) December 2022 1615



Saeki et al.

46. Alexa A, Rahnenfuhrer J, Lengauer T. Improved scoring of functional groups
from gene expression data by decorrelating GO graph structure. Bioinformatics
2006;22: 1600-7.

47. Ahsan S, Draghici S. Identifying significantly impacted pathways and putative
mechanisms with iPathwayGuide. Curr Protoc Bioinformatics 2017;57: 7.15.1-30.

48. Kanehisa M, Goto S, Kawashima S, Okuno Y, Hattori M. The KEGG resource for
deciphering the genome. Nucleic Acids Res 2004;32: D277-80.

49. Draghici S, Khatri P, Tarca AL, Amin K, Done A, Voichita C, et al. A systems
biology approach for pathway level analysis. Genome Res 2007;17: 1537-45.

50. Tarca AL, Draghici S, Khatri P, Hassan SS, Mittal P, Kim JS, et al. A novel signaling
pathway impact analysis. Bioinformatics 2009;25: 75-82.

51. Kanda Y. Investigation of the freely available easy-to-use software ’EZR’ for
medical statistics. Bone Marrow Transplant 2013;48: 452-8.

52. Guerra C, Schuhmacher AJ, Canamero M, Grippo PJ, Verdaguer L, Perez-
Gallego L, et al. Chronic pancreatitis is essential for induction of pancreatic
ductal adenocarcinoma by K-Ras oncogenes in adult mice. Cancer Cell 2007;11:
291-302.

53. Claxton S, Fruttiger M. Periodic Delta-like 4 expression in developing retinal
arteries. Gene Expr Patterns 2004;5: 123-7.

54. Uyttendaele H, Ho J, Rossant J, Kitajewski J. Vascular patterning defects as-
sociated with expression of activated Notch4 in embryonic endothelium. Proc
Natl Acad Sci U S A 2001;98: 5643-8.

55. Shirayoshi Y, Yuasa Y, Suzuki T, Sugaya K, Kawase E, Ikemura T, et al. Proto-
oncogene of int-3, a mouse Notch homologue, is expressed in endothelial cells
during early embryogenesis. Genes Cells 1997;2: 213-24.

56. Shawber CJ, Das I, Francisco E, Kitajewski J. Notch signaling in primary
endothelial cells. Ann N Y Acad Sci 2003;995: 162-70.

57. Shawber CJ, Funahashi Y, Francisco E, Vorontchikhina M, Kitamura Y, Stowell
SA, et al. Notch alters VEGF responsiveness in human and murine endothelial
cells by direct regulation of VEGFR-3 expression. J Clin Invest 2007;117: 3369-
82.

58. de Cicco RL, Bassi DE, Benavides F, Conti CJ, Klein-Szanto AJ. Inhibition of pro-
protein convertases: approaches to block squamous carcinoma development
and progression. Mol Carcinog 2007;46: 654-9.

59. Bassi DE, Zhang J, Renner C, Klein-Szanto AJ. Targeting proprotein convertases
in furin-rich lung cancer cells results in decreased in vitro and in vivo growth.
Mol Carcinog 2017;56: 1182-8.

60. Demidyuk IV, Shubin AV, Gasanov EV, Kurinov AM, Demkin VV, Vinogradova
TV, et al. Alterations in gene expression of proprotein convertases in human
lung cancer have a limited number of scenarios. PLoS One 2013;8: e55752.

61. Bassi DE, Zhang J, Cenna J, Litwin S, Cukierman E, Klein-Szanto AJ. Proprotein
convertase inhibition results in decreased skin cell proliferation, tumorigenesis,
and metastasis. Neoplasia 2010;12: 516-26.

62. Scamuffa N, Siegfried G, Bontemps Y, Ma L, Basak A, Cherel G, et al. Selec-
tive inhibition of proprotein convertases represses the metastatic potential of
human colorectal tumor cells. J Clin Invest 2008;118: 352-63.

63. D’Anjou F, Routhier S, Perreault JP, Latil A, Bonnel D, Fournier I, et al. Molecular
validation of PACE4 as a target in prostate cancer. Transl Oncol 2011;4: 157-72.

64. Page RE, Klein-Szanto AJ, Litwin S, Nicolas E, Al-Jumaily R, Alexander P, et al.
Increased expression of the pro-protein convertase furin predicts decreased
survival in ovarian cancer. Cell Oncol 2007;29: 289-99.

65. WangM, Zhao D, Xu L, GuoW, Nie L, Lei Y, et al. Role of PCSK9 in lipidmetabolic
disorders and ovarian dysfunction in polycystic ovary syndrome. Metabolism
2019;94: 47-58.

66. Tachida Y, Suda K, Nagase H, Shimada K, Isono F, Kobayashi H. Secreted fac-
tors from adipose tissue-derived mesenchymal stem cells suppress oxygen/
glucose deprivation-induced cardiomyocyte cell death via furin/PCSK-like
enzyme activity. Biochem Biophys Rep 2016;7: 266-72.

67. Stewart DP, Marada S, Bodeen WJ, Truong A, Sakurada SM, Pandit T, et al.
Cleavage activates dispatched for Sonic Hedgehog ligand release. Elife 2018;7:
e31678.

68. Wong PP, Demircioglu F, Ghazaly E, Alrawashdeh W, Stratford MR, Scudamore
CL, et al. Dual-action combination therapy enhances angiogenesis while
reducing tumor growth and spread. Cancer Cell 2015;27: 123-37.

69. Nguyen DT, Lee E, Alimperti S, Norgard RJ, Wong A, Lee JJ, et al. A biomimetic
pancreatic cancer on-chip reveals endothelial ablation via ALK7 signaling. Sci
Adv 2019;5: eaav6789.

70. Banerjee D, Barton SM, Grabham PW, Rumeld AL, Okochi S, Street C, et al.
High-dose radiation increases notch1 in tumor vasculature. Int J Radiat Oncol
Biol Phys 2020;106: 857-66.

71. Crnogorac-Jurcevic T, Efthimiou E, Nielsen T, Loader J, Terris B, Stamp G, et al.
Expression profiling of microdissected pancreatic adenocarcinomas. Oncogene
2002;21: 4587-94.

72. Simoni-Nieves A, Gerardo-Ramirez M, Pedraza-Vazquez G, Chavez-Rodriguez
L, Bucio L, Souza V, et al. GDF11 implications in cancer biology and metabolism.
Facts and controversies. Front Oncol 2019;9: 1039.

73. Sun X, Essalmani R, Susan-Resiga D, Prat A, Seidah NG. Latent transforming
growth factor beta-binding proteins-2 and -3 inhibit the proprotein convertase
5/6A. J Biol Chem 2011;286: 29063-73.

74. Antenos M, Lei L, Xu M, Malipatil A, Kiesewetter S, Woodruff TK. Role of
PCSK5 expression in mouse ovarian follicle development: identification of the
inhibin alpha- and beta-subunits as candidate substrates. PLoS One 2011;6:
e17348.

75. Sun Y, Lowther W, Kato K, Bianco C, Kenney N, Strizzi L, et al. Notch4 intra-
cellular domain binding to Smad3 and inhibition of the TGF-beta signaling.
Oncogene 2005;24: 5365-74.

76. Hardy KM, Kirschmann DA, Seftor EA, Margaryan NV, Postovit LM, Strizzi L,
et al. Regulation of the embryonic morphogen Nodal by Notch4 facilitates
manifestation of the aggressive melanoma phenotype. Cancer Res 2010;70:
10340-50.

77. Siegfried G, Basak A, Cromlish JA, Benjannet S, Marcinkiewicz J, Chretien M,
et al. The secretory proprotein convertases furin, PC5, and PC7 activate VEGF-C
to induce tumorigenesis. J Clin Invest 2003;111: 1723-32.

78. McColl BK, Paavonen K, Karnezis T, Harris NC, Davydova N, Rothacker J,
et al. Proprotein convertases promote processing of VEGF-D, a critical step for
binding the angiogenic receptor VEGFR-2. FASEB J 2007;21: 1088-98.

79. Lapierre M, Siegfried G, Scamuffa N, Bontemps Y, Calvo F, Seidah NG, et al. Op-
posing function of the proprotein convertases furin and PACE4 on breast cancer
cells’ malignant phenotypes: role of tissue inhibitors of metalloproteinase-1.
Cancer Res 2007;67: 9030-4.

80. Bassi DE, Mahloogi H, Lopez De Cicco R, Klein-Szanto A. Increased furin activity
enhances the malignant phenotype of human head and neck cancer cells. Am
J Pathol 2003;162: 439-47.

81. Zhang Y, Zhou M, Wei H, Zhou H, He J, Lu Y, et al. Furin promotes epithelial-
mesenchymal transition in pancreatic cancer cells via Hippo-YAP pathway. Int
J Oncol 2017;50: 1352-62.

82. Moskaluk CA, Hruban RH, Kern SE. p16 and K-ras gene mutations in the intra-
ductal precursors of human pancreatic adenocarcinoma. Cancer Res 1997;57:
2140-3.

83. Wilentz RE, Geradts J, Maynard R, Offerhaus GJ, Kang M, Goggins M, et al. Inac-
tivation of the p16 (INK4A) tumor-suppressor gene in pancreatic duct lesions:
loss of intranuclear expression. Cancer Res 1998;58: 4740-4.

84. Wilentz RE, Iacobuzio-Donahue CA, Argani P, McCarthy DM, Parsons JL, Yeo
CJ, et al. Loss of expression of Dpc4 in pancreatic intraepithelial neoplasia: evi-
dence that DPC4 inactivation occurs late in neoplastic progression. Cancer Res
2000;60: 2002-6.

85. Fukusumi T, Guo TW, Sakai A, Ando M, Ren S, Haft S, et al. The NOTCH4-
HEY1 pathway induces epithelial-mesenchymal transition in head and neck
squamous cell carcinoma. Clin Cancer Res 2018;24: 619-33.

86. Bui QT, Im JH, Jeong SB, Kim YM, Lim SC, Kim B, et al. Essential role of
Notch4/STAT3 signaling in epithelial-mesenchymal transition of tamoxifen-
resistant human breast cancer. Cancer Lett 2017;390: 115-25.

87. Lin X, Sun B, Zhu D, Zhao X, Sun R, Zhang Y, et al. Notch4+ cancer stem-
like cells promote the metastatic and invasive ability of melanoma. Cancer Sci
2016;107: 1079-91.

88. Qian C, Liu F, Ye B, Zhang X, Liang Y, Yao J. Notch4 promotes gastric cancer
growth through activation of Wnt1/beta-catenin signaling. Mol Cell Biochem
2015;401: 165-74.

1616 Cancer Res Commun; 2(12) December 2022 https://doi.org/10.1158/2767-9764.CRC-22-0106 | CANCER RESEARCH COMMUNICATIONS



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings true
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 0
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 200
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 500
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 200
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 500
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 900
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /ENU ([Based on '[High Quality Print]'] Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames false
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides true
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks true
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        18
        18
        18
        18
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 18
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [792.000 1224.000]
>> setpagedevice


