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ABSTRACT

p16 is a tumor suppressor encoded by the CDKNA gene whose expres-
sion is lost in approximately 50% of all human cancers. In its canonical
role, p16 inhibits theG1–S-phase cell cycle progression through suppression
of cyclin-dependent kinases. Interestingly, p16 also has roles in metabolic
reprogramming, and we previously published that loss of p16 promotes nu-
cleotide synthesis via the pentose phosphate pathway.However, the broader
impact of p16/CDKNA loss on other nucleotide metabolic pathways and
potential therapeutic targets remains unexplored. Using CRISPR knockout
libraries in isogenic human andmousemelanoma cell lines, we determined
several nucleotide metabolism genes essential for the survival of cells with
loss of p16/CDKNA. Consistently, many of these genes are upregulated
in melanoma cells with p16 knockdown or endogenously low CDKNA

expression. We determined that cells with low p16/CDKNA expression
are sensitive to multiple inhibitors of de novo purine synthesis, including
antifolates. Finally, tumors with p16 knockdown were more sensitive to
the antifolate methotrexate in vivo than control tumors. Together, our data
provide evidence to reevaluate the utility of these drugs in patients with
p16/CDKNAlow tumors as loss of p16/CDKNAmay provide a therapeutic
window for these agents.

Significance:Antimetabolites were the first chemotherapies, yetmany have
failed in the clinic due to toxicity and poor patient selection. Our data sug-
gest that p16 loss provides a therapeutic window to kill cancer cells with
widely-used antifolates with relatively little toxicity.

Introduction
p16, encoded by the CDKNA gene, is a critical cell cycle regulator that inhibits
CDK4/6 (1). Given its importance in the cell cycle, p16 is a well-known tumor
suppressor with approximately 50% of all human tumors showing decreased
expression or activity of p16 through a variety of mechanisms, including hy-
permethylation or deletion of the CDKNA locus or mutations (2–4). While
the CDKNA gene encodes both p16 and p14, cancer-associated mutations are
more commonly found in the p16 open reading frame (5, 6), suggesting a more
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critical regulatory role of p16 in cancer. Inmelanoma, approximately 30% of pa-
tients have a deep deletion of the CDKNA locus and 10%–15% have CDKNA
mutations (7). In spite of this high prevalence, there are currently no FDA-
approved therapies specifically tailored for these patients. However, ongoing
clinical trials are exploring the efficacy of CDK4/6 inhibitors in combination
with bothmutant BRAF inhibitors and immune checkpoint blockade (refs. 8, 9;
clinicaltrials.gov).

We and others have published that p16 has noncanonical roles beyond cell cycle
control, includingmetabolic reprogramming (10–12).We previously found that
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loss of p16 expression promotes nucleotide synthesis in part via increased trans-
lation of the pentose phosphate pathway (PPP) enzyme ribose-5-phosphate
isomerase A (RPIA; ref. 12). However, glucose tracing through the PPP indi-
cated that additional pathways may contribute to the increase in steady-state
nucleotide levels observed in these cells. As there is currently no available
RPIA inhibitor, our study aimed to identify additional targetable nucleotide
metabolism pathways that are specifically vulnerable to inhibition in cancers
with low p16/CDKNA expression (p16/CDKNAlow). We used melanoma as a
model because approximately 40% of melanomas have decreased p16, typically
due to 9p21 chromosomal loss (7).

Nucleotide homeostasis is critical for cellular fidelity serving various functions
including energy production, biomass synthesis, signaling, and DNA repair
(13–16). As such, de novo nucleotide synthesis relies on multiple metabolic
pathways, and nucleotides can also be salvaged through catabolism or the
microenvironment (17–20). Glucose via the PPP is used to synthesize phos-
phoribosyl pyrophosphate, the pentose sugar backbone of all nucleotides. One
carbon metabolism, essential for de novo purine synthesis, relies on serine
metabolism though the folate cycle (21). In addition, metabolites such as aspar-
tate, glycine, and glutamine further contribute to de novo nucleotide synthesis,
connecting a variety of metabolic pathways with nucleotide biosynthesis (20).
Although cancer cells often exhibit upregulated nucleotide biosynthesis path-
ways, and historically antimetabolites including antifolates have been used as
chemotherapy, their potential efficacy in targeting p16/CDKNAlow tumors
remains widely underexplored.

Using CRISPR knockout (KO) screens in human and mouse melanoma iso-
genic pairs with knockdown of p16 and Cdkna, respectively, alongside data
mining of the Dependency Map (DepMap), we identified 31 common nu-
cleotide metabolism genes negatively enriched in p16/CDKNAlow cells. Many
of these genes are either transcriptionally or translationally upregulated in
p16/CDKNAlow cells. Therapeutic targeting of pathways that promote nu-
cleotide synthesis, including antifolates, demonstrated that purine but not
pyrimidine biosynthesis is a metabolic vulnerability of p16/CDKNAlow cells
in vitro. Consistently, treatment of mice bearing shp16 tumors with the antifo-
late methotrexate led to decreased tumor burden without associated toxicity.
Importantly, treatment with antifolates had amore robust long-term inhibitory
effect compared with the CDK4/6 inhibitor palbociclib. Finally, mining of
publicly available data showed that patients with melanoma with genetic al-
terations in enzymes associated with de novo purine synthesis and one carbon
metabolism exhibit significantly worst overall survival. Together, our data sug-
gest that p16/CDKNA loss may create a therapeutic window to kill cancer cells
with widely-used antifolates with minimal toxicity.

Materials and Methods
Cell Lines
SKMEL28 (RRID:CVCL_D4WR) and Yumm5.2 (RRID:CVCL_JK43) cells
were purchased from ATCC and used within 30 passages. ATCC performs cell
line authentication by short tandem repeat profiling. Cells were used within
6 months of receipt or resuscitation. SKMEL28 cells were cultured in DMEM
(Thermo Fisher Scientific, catalog no. MT10013CV) supplemented with 5%
FBS (BioWest, catalog no. S1620). Yumm5.2 cells were cultured in DMEM and
Ham’s F-12 50/50 media (Thermo Fisher Scientific, catalog no. MT10092CV)
supplemented with 10% FBS (BioWest, catalog no. S1620) and nonessential
amino acids (Corning, catalog no. 25-025-Cl). Both were supplemented with

1% Penicillin/Streptomycin (Thermo Fisher Scientific, catalog no. 15-140-122).
All cell lines were tested monthly forMycoplasma as described in ref. 22.

Lentiviral Packaging and Infection
The human short hairpin RNA (shRNA) hairpin pLKO.1-shp16 (TRCN
0000010482), the murine shRNA hairpins pLKO.1-shCdkna #1 (TRCN
0000077816) and #2 (TRCN0000362595) and the human and murine pLKO.1-
shGFP control (Addgene, catalog no. 30323; RRID:Addgene_30323) vectors
were packaged using the ViraPower Kit (Invitrogen, catalog no. K497500)
following themanufacturer’s instructions. Cells were infected with correspond-
ing vectors for 16 hours and selected for 3 days with 1 μg/mL of puromycin
(SKMEL28) or 3 μg/mL of puromycin (Yumm5.2).

Design of Cdkn2a CRISPR KO Murine Cell Line
Single-stranded oligonucleotides targeting mouse Cdkna (forward: CACC
GGCTGGATGTGCGCGATGCC and reverse: AAACGGCATCGCGCACAT
CCAGCC, Integrated DNA Technologies) or intergenic region control (for-
ward: CACCGAGTGTTCCTAGAGATAGAAG and reverse: AAACCTTC-
TATCTCTCTAGGAACACTC) were annealed, phosphorylated, and ligated
into pLentiCRISPRv2 (Addgene, catalog no. 52961; RRID:Addgene_52961),
kindly gifted by Feng Zhang. Lentivirus was packaged using the ViraPower Kit
as described above and used to infect Yumm5.2 cells. Mixed pooled popula-
tion Yumm5.2 cells infected with intergenic region control single-guide RNAs
(sgRNA) were used as control while a single clone was obtained for Yumm5.2
cells targeted with Cdkna sgRNAs.

Nucleotide Metabolic CRISPR Library Construction
We engineered a pooled sgRNA library containing 2,700 sgRNAs targeting
various genes either directly or indirectly related to nucleotide metabolism
along with 315 controls targeting intragenic regions as described previously
(23). Briefly, we used publicly available CRISPR sgRNA design tools that op-
timize on-target and minimize off-target genome editing (http://crispr.dfci.
harvard.edu/SSC/) and pooled human metabolic library (24) to identify 10
sgRNAs for each gene. The pooled oligo library was synthesized by Twist
Bioscience. The oligo library was cloned into lentiCRISPRv2 (Addgene, cat-
alog no. 52961; RRID:Addgene_52961) as described previously (23). Briefly,
target gRNAs library was PCR amplified using NEB Next High-Fidelity PCR
Master Mix (New England Biolabs, catalog no. M0541S) and purified (Qia-
gen, catalog no. 28104) following the manufacturer’s instructions. The 140 bp
target gRNA library was separated in a 2% agarose gel and gel extracted (Qia-
gen, catalog no. 28704). The lentiCRISPRv2 backbone was digested with Esp3I
(Thermo Fisher Scientific, catalog no. FERFD0454), separated in a 1% agarose
gel, and gel extracted (Qiagen, catalog no. 28704) following the manufac-
turer’s instructions. Purified target gRNA library and digested backbone were
assembled in a Gibson assembly reaction (New England Biolabs, catalog no.
E2611L), and isopropanol precipitated using GlycoBlue Coprecipitant (Invitro-
gen, catalog no. AM9515) following the manufacturer’s instructions. To ensure
optimal sgRNA representation, the library was sequenced, obtaining a coverage
of >95%.

CRISPR KO-based Screens
The human nucleotide-focused CRISPR KO library containing 128 genes
comprising the nucleotide metabolism signature (Supplementary Table S1),
was designed as stated above. The mouse metabolic-focused CRISPR KO
library was a gift from Dr. Kivanc Birsoy (Addgene, catalog no. 160129;
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RRID:Addgene_160129). The screening using the human nucleotide-focused
library was conducted on SKMEL28 shGFP control and shp16 cells, while
the screening using the mouse metabolic-focused library was conducted on
Yumm5.2 shGFP control and shCdkna #1 cells. Briefly, the appropriate num-
ber of cells were infected with pooled libraries at an multiplicity of infection
(MOI) < 0.3 to achieve >400-fold library coverage after selection. Selection
was conducted with 1 μg/mL of puromycin (SKMEL28) or 3 μg/mL puromycin
(Yumm5.2) for 6 days. Cells were passed every 2 days and the whole popula-
tion was seeded to maintain the library coverage throughout. After selection,
cells were harvested for genomic DNA extraction using the Zymo Research kit
(catalog no. D4069). sgRNA inserts were PCR amplified using Ex Taq DNA
Polymerase (Takara, catalog no. RR001A) from sufficient genome equivalents
of DNA to achieve an average coverage of >200x of the sgRNA library. See
primers in Supplementary Table S2. Pooled PCR amplicons per sample were
then sequenced. MAGeCK was used as the bioinformatics pipeline to ana-
lyze negatively and positively enriched genes (25). Briefly, read counts from
the samples were median-normalized to adjust for library size effect and read
count distribution and mean-variance modeling was used to capture the re-
lationship of mean and variance. Next, negative binomial (NB) model was
used to assess whether there are significant differences in sgRNA abundance
between shp16 and shcontrol groups similarly to as the method used for
differential expression analysis in bulk RNA sequencing (RNA-seq; ref. 26).
P values are then calculated from the NB model and used to rank sgRNAs us-
ing an α-RRA algorithm (27) to identify positively or negatively selected genes.
α-RRA operates under the assumption that if a gene has no impact on cell sur-
vival, target it using a sgRNA should be evenly distributed in the ranked list
of all sgRNAs. Therefore, the algorithm ranks genes by comparing the skew
in rankings with a uniform null model, prioritizing genes with consistently
higher or lower-than-expected sgRNA rankings. The statistical significance of
the skew is determined through permutation as described in ref. 25. Supple-
mentary Tables S3 and S4 contain the gene names (Gene), Pathway, P-values
(P-value), log2-fold change (shp16/Cdkna vs. shcontrol, lfc), and scores (score)
for the human and mouse CRISPR KO screen, respectively. Because the mouse
CRISPR library focuses on the whole metabolism, we have selected only those
genes that belong to nucleotide metabolism. Because nucleotide metabolism is
a small pathway and the goal was to determine the relative necessity of these 128
genes for the proliferation/survival of shp16/shCdkna cells, genes were consid-
ered “negatively enriched” with a log2FC < 0 and “positively enriched” with a
log2FC > 0. While intergenic controls were included in both libraries and use
for the bioinformatics analysis, they have been removed from the graphs and
tables.

Western Blotting
Cells lysates were collected in 1X sample buffer (2% SDS, 10% glycerol, 0.01%
bromophenol blue, 62.5 mmol/L Tris, pH 6.8, 0.1 mol/L DTT) and boiled to
95°C for 10 minutes. Protein concentration was determined using the Bradford
assay (Bio-Rad, catalog no. 5000006). An equal amount of total protein was
resolved using SDS-PAGE gels and transferred to nitrocellulose membranes
(Cytiva, catalog no. 10600001) at 110 mA for 2 hours at 4°C. Membranes were
blocked with 5% nonfat milk in TBS containing 0.1% Tween-20 (TBS-T) for
1 hour at room temperature.Membraneswere incubated overnight at 4°C in pri-
mary antibodies diluted in 4% BSA/TBS + 0.025% sodium azide. Membranes
were washed four times in TBS-T for 5 minutes at room temperature after
which theywere incubatedwith horseradish peroxidase (HRP)-conjugated sec-
ondary antibodies for 1 hour at room temperature. After washing four times in
TBS-T for 5 minutes at room temperature, proteins were visualized on film af-

ter incubation with SuperSignal West Pico PLUS Chemiluminescent Substrate
(Thermo Fisher Scientific, catalog no. 34580). Primary antibodies were: Rab-
bit anti-Cdkna (Abcam, catalog no. ab108349; RRID:AB_10858268; 1:1,000);
Rabbit anti-p16 INK4A (Cell Signaling Technology, catalog no. 29271; 1:1,000);
mouse anti-retinoblastoma protein (Rb; Thermo Fisher Scientific, catalog no.
MA5-11387; RRID:AB_10987096; 1:500), mouse anti-β-actin (Sigma-Aldrich,
catalog no. A1978; RRID:AB_476692; 1:10,000). Secondary antibodies were:
Anti-mouse IgG, HRP-linked (Cell Signaling Technology, catalog no. 7076;
RRID:AB_330924; 1:10,000), Anti-Rabbit IgG, HRP-linked (Cell Signaling
Technology, catalog no. 7074; RRID:AB_2099233; 1:5,000).

Metabolite Analysis by Liquid Chromatography-High
Resolution Mass Spectrometry
Metabolites were measured by hydrophobic interaction liquid chromato-
graphy-high resolution mass spectrometry after sample extraction by
methanol/water precipitation adapted from previously published approaches
(28). For quantification, samples were quenched in 1 mL prechilled −80°C
80/20 methanol:water (v/v) and spiked with 50 μL of 1 μmol/L isotope-labeled
tricarboxylic acid cycle mix (Cambridge Isotope Laboratories, catalog no.
MSK-TCA-A) prediluted in 80/20 methanol:water. For isotope tracing, the
internal standard was omitted. Samples were vortexed for 1 minute, returned
to −80°C for 30 minutes, centrifuged at 18,000 × g 10 minutes at 4°C, and
the supernatant was transferred to a deep well 96-well plate and evaporated
to dryness under nitrogen gas. Samples were reconstituted in 100 and 2 μL
of the sample was injected from a 4°C autosampler onto a 25°C ZIC-pHILIC
150 × 2.1 mm 5 μm particle size column (EMDMillipore) with a ZIC-pHILIC
20 × 2.1 guard column in a Vanquish Duo UHPLC System (Thermo Fisher
Scientific). Chromatography conditions were: buffer A acetonitrile; buffer B
20 mmol/L ammonium carbonate, 0.1% (v/v) ammonium hydroxide in water
without pH adjustment, with a gradient of 0.5 minutes at 20% A then a linear
gradient from 20% to 80% B; 20–20.5 minutes: from 80% to 20% B; 20.5–28
minutes: hold at 20% B at a 0.150 mL/minute flow rate. Elute was introduced to
a Q Exactive Plus with a HESI II probe operating in polarity switching mode
with full scans from 70 to 1,000 m/z with an insource fragmentation energy
of 1. Instruments were controlled via XCalibur 4.1, and data were analyzed on
Tracefinder 5.1 using a 5 ppm window from the predominant hydrogen-loss
negative ion. Area under the curve (AUCs) for each analyte was normalized to
the matched internal standard or the nearest surrogate internal standard.

Proteomics
SKMEL28 cells were homogenized in 50 mmol/L TEAB, 5% SDS. Total pro-
tein was measured by Micro BCATM Protein Assay Kit (Pierce, catalog no.
23235). Five-hundred micrograms of total protein was digested on S-TRAP
MIDI columns (Protifi, catalog no. NC1679156) per manufacture protocol
and desalted on Peptide Desalting Spin Columns (Pierce, catalog no. 89852).
Phosphopeptides were enriched on an AssayMAP Bravo (Agilent) with Fe3+

column. Liquid chromatography-trapped ion mobility spectrometry-tandem
mass spectrometry (LC-TIMS-MS/MS) analysis was carried out using a na-
noElute UHPLC system (Bruker Daltonics) coupled to the timsTOF Pro
mass spectrometer (Bruker Daltonics), using a CaptiveSpray nanoelectrospray
(Bruker Daltonics). Roughly 100 ng of peptide digest or phosphopeptide en-
richment was loaded on a capillary C18 column (25 cm length, 75 μm inner
diameter, 1.6 μm particle size, 120 Å pore size; IonOpticks). Peptides were sepa-
rated at 55°C using a 60-minute gradient at a flow rate of 300 nL/minute [mobile
phase A: 0.1% formic acid (FA); mobile phase B (MPB): 0.1% FA in acetoni-
trile]. A linear gradient of 2%–35% MPB was applied for 60 minutes, followed
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by a 5-minute wash at 95% MFB before equilibrating the column at 2% MFB
for 6 minutes. The timsTOF Pro was operated in PASEF mode collecting full-
scan mass spectra from 100 and 1,700 m/z. Ion mobility resolution was set to
0.60–1.60 V·s/cm over a ramp time of 100 ms. Data-dependent acquisition was
performed using 10 PASEF MS-MS scans per 1.1 second cycle. Active exclusion
time window was set to 0.4 minutes, and the intensity threshold for MS-MS
fragmentation was set to 2.5e4 while low m/z and singly charged ions were
excluded from PASEF precursor selection. MS-MS spectra were acquired via
ramped collision energy as function of ion mobility.

The LC/MS-MS data were analyzed with theMaxQuant software suite (version
2.1.3; ref. 29). The Andromeda protein identification search engine (30) and a
SwissProt human protein database (downloaded on November 11, 2022 with
20,403 entries) were utilized with default settings for Orbitrap instruments.
The parameters used included a precursor mass tolerance of 20 ppm for the
first search and 4.5 ppm for the main search, a product ion mass tolerance of
0.2 Da, and a minimum peptide length of 5 amino acids. Trypsin was set as
the proteolytic enzyme with a maximum of two missed cleavages allowed. The
enzyme specifically cleaves peptide bonds C-terminal of arginine and lysine if
they are not followed by proline. Carbamidomethylation of cysteine was set as
a fixedmodification. Oxidation of methionine, deamination of both asparagine
and glutamine, and acetylation of the protein N-terminus were set as variable
modification. Phosphorylation of serine, threonine, and tyrosine was set as a
variable modification for phosphopeptides. A 1% FDR was used to filter the
peptide identification results. The integrated feature intensities provide a rela-
tive measure of abundance for each feature at the peptide level and used in all
subsequent analyses.

Proliferation Assays
An equal number of cells were seeded in multiwell plates and cultured for 4–
5 days. Proliferation was assessed by fixing the cells for 5 minutes with 1%
paraformaldehyde afterwhich theywere stainedwith 0.05% crystal violet.Wells
were destained using 10%acetic acid. Absorbance (590 nm)wasmeasured using
a spectrophotometer (BioTek Epoch Microplate reader).

RNA Isolation, Sequencing, and Analysis
Total RNAwas extracted from cells with TRIzol (Ambion, catalog no. 15596018)
and DNase treated, cleaned, and concentrated using Zymo columns (Zymo
Research, catalog no. R1013) following manufacturer’s instructions. RNA in-
tegrity number (RIN) was measured using BioAnalyzer (Agilent Technologies;
RRID:SCR_019715) RNA 6000 Nano Kit to confirm RIN above 7 for each
sample. The cDNA libraries, next-generation sequencing, and bioinformatics
analysis was performed by Novogene. Raw and processed RNA-seq data can be
found on Gene Expression Omnibus (GEO; GSE243717; RRID:SCR_005012).

Polysome Profiling and Sequencing
Eight culture plates per condition (∼23 million cells per condition) were in-
cubated with harringtonine (2 μg/mL) for 2 minutes at 37°C followed by
5 minutes of cycloheximide (100 μg/mL) treatment at 37°C. Cells were washed
twice with PBS after each treatment. Cells were scraped in 600 μL of lysis
buffer (50 mmol/L HEPES, 75 mmol/L KCl, 5 mmol/L MgCl2, 250 mmol/L su-
crose, 0.1 mg/mL cycloheximide, 2 mmol/L DTT, 1% Triton X-100 and 1.3%
sodium deoxycholate and 5 μL of RNase OUT) on ice. Lysates were rocked
for 10 minutes at 4°C and centrifuged at 3,000 × g for 15 minutes at 4°C.
A total of 400 μL of lysates supernatant (cytosolic cell extracts) were layered
over cold sucrose gradients (10 mmol/L HEPES, 75 mmol/L KCl, 5 mmol/L

MgCl2, 0.5 mmol/L EDTA and increasing sucrose concentrations from 20% to
47%). Gradients were centrifuged at 34,000 rpms in a Beckman SW41 rotor for
2 hours and 40 minutes at 4°C. After centrifugation, low (0 to 2 ribosomes)
and high (>2 ribosomes) polysome fractions were collected in TRIzol (1:1)
using a density gradient fractionation system (Brandel) equipped with a UA-
6 absorbance detector and a R1 fraction collector. RNA was DNase treated,
cleaned, and concentrated using Zymo columns (Zymo Research, catalog no.
R1013). The cDNA libraries, next-generation sequencing, and bioinformatics
analysis was performed by Novogene. Raw and processed polysome fractiona-
tion followed by RNA-seq (Poly-seq) data can be found on GEO (GSE243717;
RRID:SCR_005012).

DepMap Data
For analysis of dependency scores, CRISPR (DepMap Public 23Q2+Score,
Chronos) was downloaded for cutaneous melanoma cell lines (July 2023). Cells
were characterized as CDKNA high or low based on mRNA expression (Ex-
pression Public 23Q2). Cell lines with CDKNA mutations were excluded. A
similar method was used to analyze proteomics and drug sensitivity using the
PRISM Repurposing Primary Screen.

IncuCyte Cytotoxicity Assay
Live cell viability was assessed using IncuCyte S3 imaging system (Sartorius).
Briefly, an equal number of cells per condition were seeded in triplicates in
a 96-well plate and treated with, methotrexate (Cayman Chemical Company,
catalog no. 13960) or lometrexol hydrate (Cayman Chemical Company, catalog
no. 18049), in the presence of the highly sensitive cyanine nucleic acid dye 1x
green Cytotox reagent (Sartorius, catalog no. ESS4633) for SKMEL28 cells or
1x red Cytotox reagent (Sartorius, ESS4632) for Yumm5.2 cells. Cells were im-
aged for 3 days with live cell imaging every 3 hours. Dead cell quantification
was performed using the IncuCyte software.

Annexin V/Propidium Iodide Staining and
Flow Cytometry
For Annexin V/7AAD experiments, SKMEL28 cells in triplicates were treated
for 5 days with 0.17 μmol/L methotrexate or 0.12 μmol/L lometrexol in
DMEM + 5% FBS, while Yumm5.2 cells in triplicate were treated for 3 days
with 22 nmol/L of methotrexate or 13 nmol/L of aminopterin. Cells were
then stained with Annexin V (Thermo Fisher Scientific, catalog no. R37176)
in 2.5 mmol/L Ca2+ containing DMEM for 15 minutes at room tempera-
ture. Prior to FACS analysis, 40 ng of propidium iodide was added to the cell
suspension (eBiosciences, catalog no. 00-6990-50). Data were acquired in LSR-
Fortessa cell analyzer (BD Biosciences) and analyzed using FlowJo software
(RRID:SCR_008520). Single-stain controls were used for compensation.

Senescence Associated-β-galactosidase Assay
SKMEL28 cells were treated with 1 μmol/L palbociclib (Sigma-Aldrich, cata-
log no. PZ0383) for 5 days. Senescence Associated-β-galactosidase (SA-β-Gal)
staining was performed as described previously (31). Briefly, cells were fixed
in 2% formaldehyde/0.2% glutaraldehyde in PBS (5 minutes) and stained
[40 mmol/L Na2HPO4, 150 mmol/L NaCl, 2 mmol/L MgCl2, 5 mmol/L
K3Fe(CN)6, 5 mmol/L K4Fe(CN)6, and 1 mg/mL X-gal] overnight at 37°C in
a non-CO2 incubator. Images were acquired at room temperature using an in-
vertedmicroscope (Nikon Eclipse Ts2) with a 20X/0.40 objective (Nikon LWD)
equipped with a camera (Nikon DS-Fi3). Each sample was assessed in triplicate
and at least 100 cells per well were counted (>300 cells per experiment).
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qRT-PCR
RNA was collected in TRIzol and isolated as described previously in the “RNA
isolation, Sequencing, and Analysis” section. RNA was then retrotranscribed
with High-Capacity cDNA Reverse Transcription Kit (Applied Biosystems,
catalog no. 4368814) and 20 ng of cDNA amplified using the CFX Connect
Real-time PCR system (Bio-Rad) and the PowerUp SYBR Green Master Mix
(Applied Biosystems, catalog no. A25742) following manufacturer’s instruc-
tions. Primers were designed using the Integrated DNA Technologies web tool
(Supplementary Table S2). Conditions for amplification were: 5 minutes at
95°C, 40 cycles of 10 seconds at 95°C, and 7 seconds at 62°C. The assay ended
with a melting curve program: 15 seconds at 95°C, 1 minute at 70°C, then
ramping to 95°Cwhile continuously monitoring fluorescence. Each sample was
assessed in triplicate. Relative quantification was determined to multiple refer-
ence genes (human: PSMC, and BM and mouse: Rplp and Gusb) to ensure
reproducibility using the delta-delta CT method.

Immunofluorescence
An equal number of cells were seeded on coverslips and fixed with 4%
paraformaldehyde. Cells were washed out three times with PBS and perme-
abilized with 0.2% Triton X-100 in PBS for 5 minutes. Cells were blocked for
5 minutes with 3% BSA/PBS followed by incubation with 1/1,000 dilution
of anti-phospho-Histone H2A.X (EMD Millipore, catalog no. 05-636) in 3%
BSA/PBS for 1 hour at room temperature. Cells werewashed three timeswith 1%
Triton X-100 and incubated with cy3 conjugated secondary antibody (Jackson
Immunoresearch, catalog no. 712-165-150) diluted 1/1,000 in 3% BSA/PBS and
incubated 1 hour at room temperature and in dark. Cells were then incubated
with 0.15 μg/mL DAPI for 1 minute, washed three times with PBS, mounted
with fluorescence mounting medium [9 mL of glycerol (Thermo Fisher Scien-
tific, catalog no. BP229-1), 1 mL of 1 × PBS, and 10 mg of p-phenylenediamine
(EMD Chemicals, catalog no. PX0730); pH was adjusted to 8.0–9.0 using car-
bonate bicarbonate buffer (0.2 mol/L anhydrous sodium carbonate, 0.2 mol/L
sodium bicarbonate)], and sealed. At least 200 cells per coverslip were counted.
Cells were considered positive when they contained >10 γH2AX foci.

In VivoMouse Experiment
Six to 8 weeks old male athymic NU/J mice were purchased from Jackson
Laboratories (RRID:IMSR_JAX:002019). All mice were maintained in a HEPA-
filtered ventilated rack systemat theAnimal Facility of theAssembly Building of
The Hillman Cancer Center at the University of Pittsburgh School of Medicine
(Pittsburgh, PA). Mice were housed up to 5 mice per cage and in a 12-hour
light/dark cycle. All experiments with animals were performed in accordance
with institutional guidelines approved by the Institutional Animal Care andUse
Committee (IACUC) at the University of Pittsburgh School of Medicine (Pitts-
burgh, PA). Tenmillion SKMEL28 shGFP control or shp16melanoma cells were
subcutaneously injected in the right flank of NU/J mice. Mice were monitored
daily to identify palpable tumors, after which mice were randomly assigned
to vehicle or methotrexate. Mice were treated daily by intraperitoneal injec-
tion of vehicle or 10 mg/kg methotrexate (Cayman Chemical Company, catalog
no. 13960) diluted in 200 μL PBS. Both mice body weight and tumor [Length
(L) and width (W), where L > W] were measured three times a week. Tumor
volume was calculated as 1

2 (L × W2). Animals were euthanized once tumors
reached 1,000 mm3. Tumor volumes were log-transformed to fit a linear model
for tumor growth with fixed effects for mouse type (shp16 vs. shcontrol) and for
treatment (vehicle vs. methotrexate). Repeated measures on each subject over

time were also specified in the model. Growth rates with SEs were calculated
using R CRAN.

Blood Cell Analysis
Fresh whole blood was collected from euthanized mice via the inferior vena
cava using a 20-gauge needle (Becton Dickinson, catalog no. 305175) into
microvette K2-EDTA–coated tubes (Sarstedt, catalog no. 16.444.100). Total cir-
culating white blood cells were analyzed using an automated ABAXIS VetScan
HM5CHematology analyzer automated blood counter (AlliedAnalytic, catalog
no. 790-0000).

Analysis of The Cancer Genome Atlas Patient Data
Data were extracted from The Cancer Genome Atlas (TCGA) Skin Cutaneous
Melanoma PanCancer Atlas (367 metastatic melanomas) using cBioportal sur-
vival analysis (July 2023). Overall survival probability and HRs were calculated
using the log-rank statistical test.

Quantification and Statistical Analysis
GraphPad Prism (version 9.0; RRID:SCR_002798) and RStudio (Version
2023.06.1+524; RRID:SCR_000432) were used to perform statistical analysis.
Point estimates with SDs or SEs were reported, as indicated, and the appro-
priate statistical test was performed using all observed experimental data. All
statistical tests performed were two sided and P values <0.05 were considered
statistically significant.

Data Availability Statement
The RNA-seq and Poly-seq data generated in this study are publicly available in
GEO at GSE243717 and GSE243717. The CRISPR screen data generated in this
study are available within the article and its Supplementary Data files.

Results
CRISPR Dropout Screens Identify Multiple Nucleotide
Metabolism Vulnerabilities in p16/CDKN2Alow Cells
We previously published that knockdown of p16 increases nucleotide synthe-
sis in part via translation of the PPP enzyme RPIA (12). However, there are
currently no available RPIA inhibitors; thus, we set out to discover additional
nucleotide metabolic enzymes that are vulnerabilities of p16/CDKNAlow cells
in an attempt to identify pharmacologically targetable pathways.We designed a
nucleotide-focused sgRNA library targeting 128 genes directly involved in nu-
cleotide biosynthesis, salvage, and catabolism (referred to as the “nucleotide
metabolism signature”; Supplementary Table S1), and performed a dropout
screen in SKMEL28 human melanoma cells with wildtype p16 and p16 knock-
down (Fig. 1A; Supplementary Fig. S1A). We used a previously validated shp16
hairpin that can be rescued by p16 overexpression, suggesting a lack of off-
target effects (12). Notably, this hairpin only targets p16 and not p14 (hairpin
information in Materials and Methods). As expected, these cells proliferate
faster than isogenic controls (Supplementary Fig. S1B). Using MAGeCK analy-
sis (ref. 25; see Materials and Methods for more details about the screens), we
observed negative enrichment for many genes involved in nucleotide home-
ostasis (Fig. 1B; Supplementary Table S3), including our previously published
target RPIA (ref. 12; Supplementary Fig. S1C), demonstrating the validity of
our screen. We next performed a secondary dropout screen in the Yumm5.2
mouse melanoma isogenic pair with Cdkna knockdown (Supplementary
Fig. S1D), using a cell metabolism-focused library (32). Analyzing genes in the
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FIGURE 1 Multiple CRISPR KO screens identify nucleotide metabolism genes that are selectively depleted in p16/CDKN2Alow cells. A, Schematic of
our CRISPR screens. p16/Cdkn2a wildtype cells were infected with lentiviruses expressing shGFP control (shCont), shp16 (human), or shCdkn2a
(mouse). Human and mouse isogenic cell pairs were infected with nucleotide-focused or whole metabolism-focused CRISPR gRNA libraries,
respectively, at an MOI of <0.3. After 14 days in culture, gDNA was harvested and sequenced. Analysis of genes included in the “nucleotide metabolism
signature” (Supplementary Table S1) identified multiple genes that are negatively enriched in shp16/shCdkn2a vs. shCont in human SKMEL28 (B) and
mouse Yumm5.2 (C) melanoma cells. Raw data can be found in Supplementary Tables S3 and S4. D, Comparison of datasets and list of 31 common
genes negatively enriched (log2 fold change <0) in the indicated analyses.

nucleotide metabolism signature defined above, we found that almost all nu-
cleotide metabolism genes were negatively enriched (Fig. 1C; Supplementary
Table S4), suggesting a conserved phenomenon between human and mouse
cells. Data taken from DepMap using cutaneous melanoma cell lines also in-
dicated increased dependency on several nucleotide metabolism genes based
on CDKNA expression (Supplementary Fig. S1E). Using multiple datasets, to-
gether these screens identified 31 common genes in both nucleotide catabolism
and biosynthesis pathways, including the PPP and one carbon metabolism
(Fig. 1D; Supplementary Table S5). These data suggest that multiple nucleotide
metabolism pathways are a vulnerability in p16/CDKNAlow cells.

p16/CDKN2A Expression Negatively Correlates with
Nucleotide Pathway Activity
As we observed negative enrichment in both nucleotide synthesis and
catabolism genes (Fig. 1), we aimed to further refine potential targetable hits.
Toward this goal, we cross-compared our nucleotidemetabolism signature with
RNA-seq data and found that multiple genes were both depleted in the CRISPR
screen and transcriptionally upregulated in shp16 cells (Fig. 2A; Supplementary
Table S6). We previously demonstrated that the PPP enzyme RPIA is trans-
lationally regulated (12). To investigate whether other nucleotide metabolic
proteins also undergo translational regulation, we performed Poly-seq.

AACRJournals.org Cancer Res Commun; 4(5) May 2024 1179



Tangudu et al.

FIGURE 2 p16/CDKN2A negatively correlates with multiple nucleotide metabolism genes, proteins, and metabolites. A–D, SKMEL28 human
melanoma cells were infected with lentivirus expressing a shRNA targeting p16 (shp16). shGFP was used as a control (shCont). A, Expression of the
128 nucleotide metabolism gene signature from RNA-seq. Raw data can be found in Supplementary Table S6. B, Polysome fractionation was
performed and both the heavy fraction (>2 ribosomes) and total mRNA were sequenced. The ratio of heavy to total was used to assess transcripts
with increased translation. Raw data can be found in Supplementary Table S7. C, Genes that are transcriptionally or translationally upregulated in shp16
SKMEL28 cells. D, Expression of the indicated proteins by proteomics. E and F, DepMap data of cutaneous melanoma cell lines. E, mRNA expression of
23 genes identified in the CRISPR screens. F, Protein expression of genes identified in the CRISPR screens. Note only 20 proteins were found in the
DepMap data. G, Steady-state metabolite profile of one carbon metabolites and purines.
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This analysis identified additional nucleotide metabolism transcripts that are
also both depleted in the CRISPR screen and translationally upregulated in
shp16 cells (Fig. 2B; Supplementary Table S7). Of the 31 common genes, 23
(∼75%) are either transcriptionally or translationally upregulated in shp16
cells and many correspond to either de novo purine synthesis or one carbon
metabolism (Fig. 2C). Several of these were validated to be increased in shp16
cells at the protein level (Fig. 2D). Using data from theDepMap, we foundmany
of these 23 genes and proteins correlate with CDKNA mRNA in cutaneous
melanoma cell lines (Fig. 2E and F). Consistently, one carbon metabolites and
purines were significantly increased in cells upon knockdown of p16/Ckdna
(Fig. 2G). Together, these data demonstrate that de novo purine synthesis and
one carbon metabolism pathways are upregulated at multiple steps in p16low

cells.

Inhibition of De Novo Purine Synthesis and One
Carbon Metabolism Decreases Proliferation in
p16/CDKN2Alow Cells
Our CRISPR dropout screens reveal that p16/Cdkna knockdown cells exhibit
a vulnerability in multiple nucleotide metabolism pathways (Fig. 1). Further
analysis indicates a significant upregulation of de novo purine synthesis and
one carbon metabolism genes, enzymes, and metabolites in p16/CDKNAlow

cells (Fig. 2). As our goal is to identify pharmacologic approach to treat these
cancer cells, we next used a variety of inhibitors targeting enzymes within
these pathways, including several inhibitors of CRISPR screen dropout hits:
DHFR, IMPDH, andGART (Fig. 3A), although it is important to note that these
inhibitorsmay have additional targets. SKMEL28 cells with p16 knockdowndis-
play decreased proliferation upon inhibition of de novo purine synthesis and
one carbon metabolism pathways in vitro (Fig. 3B). Similar results were ob-
served using cell lines from DepMap and in mouse cells with knockdown or
KO of Cdkna (Fig. 3C; Supplementary Fig. S2A–S2C). Pyrimidine synthesis
inhibitors did not have similar effects on p16/Cdknalow cells (Supplementary
Fig. S2D and S2E). For further analysis, we selected the antifolate methotrexate
as a lead compound due to its large effect on p16low cells (Fig. 3B). We found
that methotrexate increased the percentage of cells in S-phase to a greater ex-
tent in both SKMEL28 shp16 and Yumm5.2 shCdkna cells than in p16/Cdkna
wildtype controls (Supplementary Fig. S2F and S2G). Interestingly, knockdown
of RB1, which increased proliferation to a similar extent as p16 knockdown
(Supplementary Fig. S2H and S2I), did not sensitize cells to antifolates to the
same extent as knockdown of p16 (Supplementary Fig. S2J). This suggests
a mechanism beyond simply increased proliferation. Finally, while prior re-
ports have demonstrated that deletions of theMTAP gene, located in the same
chromosomal locus as CDKNA (9p21) and often deleted together (33, 34), in-
crease sensitivity to de novo purine inhibitors and antifolates (35–39), we did
not observe decreased MTAP expression in our p16/Cdkna knockdown cells
(Supplementary Fig. S2K). Altogether, these data validate our CRISPR screen
through an orthogonal pharmacologic approach and highlight the essential role
of both de novopurine synthesis and one carbonmetabolism to the proliferation
of p16/CDKNAlow cells.

Antifolates Induce Apoptosis in p16/CDKN2A
Knockdown Cells
Next, we aimed to explore the mechanism of decreased proliferation in
p16/CDKNAlow cells treated with antifolates. Knockdown of p16/Cdkna in-
creased cytotoxicity upon antifolate treatment (Fig. 4A; Supplementary Fig.
S3A), accompanied by increased apoptosis (Fig. 4B; Supplementary Fig. S3B),

although the differences in Yumm5.2 cells were less robust than in SKMEL28.
Interestingly, we found that methotrexate depleted purines to a much larger
extent in shp16 cells compared with controls (Fig. 4C). We did not observe in-
creased senescence in these cells upon antifolate treatment (Supplementary Fig.
S3C). This is in contrast to the CDK4/6 inhibitor palbociclib, which induced ro-
bust SA-β-Gal staining in shp16 cells (Supplementary Fig. S3D), although the
senescence-associated secretory phenotype (SASP) was blunted (Supplemen-
tary Fig. S3E), consistent with our prior report that loss of p16 abrogates the
SASP (40). Furthermore, shp16 cells did not exhibit significant proliferation
after methotrexate or lometrexol washout; however, they did show increased
proliferation upon palbociclib washout (Supplementary Fig. S3F). These data
suggest that inhibition of de novo purine synthesis via the folate cycle induces
apoptosis and not a cytostatic effect. In addition, while CDK4/6 inhibitors are
a rational therapeutic option for p16/CDKNAlow tumors, our findings suggest
that they may not have long-term effects. Many studies have reported a role for
the SASP in the antitumor response to CDK4/6 inhibitors (41); therefore, our
data havemultiple implications for the clinical use of these inhibitors in patients
harboring p16/CDKNAlow tumors.

To begin to interrogate a mechanism of increased sensitivity of p16low cells
to antifolates, we explored two possibilities: folate transporter expression
and DNA damage. Interestingly, we observed increased expression of folate
transporters in p16low cells (Supplementary Fig. S3G), although the specific
transporter was different in human versus mouse cells. As these proteins also
transport antifolates (42), it is possible that this is one of the mechanisms of
increased sensitivity. Finally, in our recent report, we found that knockdown of
p16/Cdkna increases DNA damage foci (11). Methotrexate further exacerbated
DNA damage in cells with knockdown of p16/Cdkna (Fig. 4D; Supplementary
Fig. S3H). These data demonstrate that p16/CDKNAlow cells have enhanced
DNA damage upon antifolate treatment and provide insights into the potential
mechanisms driving the increase in apoptosis in these cells.

Knockdown of p16 In Vivo Decreases Tumor Burden in
Response to the Antifolate Methotrexate
We observed decreased proliferation, increased metabolites from one carbon
metabolism, and increased in death of shp16 cells treated with the antifolate
methotrexate (Figs. 2 and 4). Thus, we determined the effects of methotrex-
ate in subcutaneous SKMEL28 tumors with and without p16 knockdown. We
observed a significant difference in tumor growth rate between shp16 tumors
treatedwithmethotrexate versus vehicle controls (P= 0.031) at day 30when the
first vehicle-treated mice reached IACUC endpoints (1,000 mm3). We also ob-
served a trend toward increased survival in mice bearing shp16 tumors treated
with methotrexate (Fig. 5A; Supplementary Fig. S4A). Control tumors did not
show appreciable differences in growth between treatment and vehicle control
(P = 0.734), and mice bearing control tumors did not have a significant differ-
ence in survival between vehicle andmethotrexate treatment groups at the time
the shp16 tumors all reached endpoint (Fig. 5B; Supplementary Fig. S4B). No-
tably, control tumors show a slower growth comparedwith shp16 tumors, which
may impair methotrexate efficacy. Interestingly, comparison between control
tumors and shp16 methotrexate-treated tumors was highly significant both at
day 30 (P = 0.002) and at the timepoint when all shp16 mice had reach end-
point (day 55, P < 0.001), although we do note variability in this experiment
(Supplementary Fig. S4C and S4D). Methotrexate is known to have side ef-
fects, including decreased white blood cell counts (43). We did not observe
differences in body weight or blood cell counts in mice bearing shp16 tumors
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FIGURE 3 p16/CDKN2Alow cells are more sensitive to inhibitors of nucleotide metabolism. A, Table of inhibitors used in in vitro cell line studies.
1C metabolism = one carbon metabolism. B, SKMEL28 human melanoma cells were infected with lentivirus expressing a shRNA targeting p16 (shp16).
shGFP was used as a control (shCont). Cells were treated with the indicated inhibitors and proliferation was assessed by crystal violet staining. IC50

and fold change (shp16 vs. shCont, FC) are indicated. Data from one of 2–3 independent experimental replicates are shown (n = 6). C, Increased drug
sensitivity from DepMap data of cutaneous melanoma cell lines with high or low CDKN2A expression. Data are mean ± SD. t test. *, P < 0.05;
**, P < 0.01.

treated with methotrexate at the dose and duration used (Supplementary Fig.
S4E and S4F). These data provide evidence that methotrexate may be clinically
beneficial for p16/CDKNAlow tumors, although additional experiments with
fine-tuned methotrexate regimens and additional models are needed.

De Novo Purine Synthesis and One Carbon Metabolism
Genes Correspond to Worse Melanoma Patient Survival
Finally, using TCGA data, we found that upregulation of de novo purine syn-
thesis and one carbonmetabolism genes occurs inmanymetastaticmelanomas,
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FIGURE 4 Multiple antifolates induce apoptosis in p16 knockdown cells. A–D, SKMEL28 human melanoma cells were infected with lentivirus
expressing a shRNA targeting p16 (shp16). shGFP was used as a control (shCont). A, Cells were treated with the indicated inhibitors (MTX –
0.17 μmol/L; LTX – 0.12 μmol/L) and cytotoxicity was assessed using IncuCyte Cytotox Green reagent. Data from one of three independent experimental
replicates are shown (n = 6). Data are mean ± SD. One-way ANOVA at endpoint. ****, P < 0.0001. B, Cells were treated with the indicated inhibitors
(MTX – 0.17 μmol/L; LTX – 0.12 μmol/L) for 72 hours, and apoptosis was assessed using Annexin V/PI (propidium iodide) staining by flow cytometry.
Data from one of three independent experimental replicates are shown (n = 6). One-way ANOVA of live cells. ****, P < 0.0001. C, Purine metabolite
abundance by mass spectrometry. Cells were treated with methotrexate (MTX; 0.17 μmol/L, 72 hours). Data represent one independent experimental
replicate (n = 8). Controls are the same data as shown in Fig. 2G. D, Cells were treated with lometrexol (LTX; 0.17 μmol/L) or methotrexate (MTX;
0.17 μmol/L) for 72 hours, and immunofluorescence analysis for γH2AX foci was performed. Data from one of two independent experimental replicates
are shown (n = 3). Data are mean ± SD. One-way ANOVA. ****, P < 0.0001; ns = not significant.

althoughMTAP is typically downregulated because of deletion of chromosome
9p21 (ref. 44; Fig. 6A; Supplementary Table S8). Moreover, alteration of these
genes corresponds with worse overall survival (Fig. 6B), whereas upregulation
of genes involved in de novo pyrimidine synthesis, overall nucleotide biosynthe-
sis, or nucleotide salvage does not have an association with melanoma patient
survival (Fig. 6C–E). Together, these data show that alterations in genes re-
lated to de novo purine synthesis and one carbon metabolism are specifically
associated with melanoma patient survival.

Discussion
We previously found that p16 loss increases nucleotide synthesis via
mTORC1 and the PPP (12). Here we identified multiple other nucleotide

metabolic enzymes that are potential therapeutically targetable vulnerabilities
of p16/CDKNAlow cells. Upon direct comparison of multiple antifolates and
antimetabolites in both human and mouse isogenic pairs with knockdown of
p16 and shCdkna, we found that p16 status corresponds to therapeutic re-
sponse to many of these agents. These agents induce cell death, unlike the
CDK4/6 inhibitor palbociclib that induces senescence. Given the context-
dependent effects of senescence on the microenvironment (detailed below),
these data suggest that de novo purine synthesis or one carbon metabolism
inhibitors may provide therapeutic benefit for the approximately 50% of
p16/CDKNAlow human tumors.

Previous studies and clinical trials found that most chemotherapies have little
clinical benefit in patients with melanoma (45). However, to date, trials have
not stratified patients based on p16/CDKNA expression. To our knowledge,
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FIGURE 5 shp16 tumors are more sensitive to the antifolate
methotrexate. A and B, SKMEL28 human melanoma cells were infected
with lentivirus expressing a shRNA targeting GFP (shCont) or p16
(shp16). A total of 107 cells were subcutaneously implanted into athymic
nude mice. Mice were treated with vehicle controls or methotrexate
(MTX). Individual tumor growth curves in shp16 tumors (A) and shCont
tumors (B). Shown are growth rates ± SE. Linear mixed-model group
comparisons: shp16 versus shCont P < 0.001; shCont: MTX versus vehicle
P = 0.734; shp16: MTX versus vehicle P = 0.031; (shp16: MTX vs. vehicle)
versus (Control: vehicle vs. MTX) P = 0.002.

there is only one study that shows a potential susceptibility to antimetabolites,
including methotrexate in p16/CDKNA-altered astrocytic tumors (46). While
alterations of p16/CDKNA are widely reported in melanoma (47, 48), there is
a lack of p16/CDKNA assessment in the routine clinical practice unless hered-
itary melanoma is suspected (49). Notably, recent surveys conducted among
dermatologists, pathologists, and general practitioners from different countries
including the United States indicate that only 7.3% of clinicians routinely assess
p16 status for their diagnoses (50). The reasons for the lack of p16 assessment
is not clear but may be due in part to complexities arising from the hetero-
geneity and non-binary nature of p16 IHC staining (51). Our data suggest that
while patients with wildtype p16/CDKNA or high to moderate p16/CDKNA
expression would likely not robustly respond to antimetabolite therapies, those
with low or mutant p16/CDKNA may benefit. In addition, we acknowledge
that methotrexate has not shown clinical efficacy in melanoma, and therefore
other factors beyond p16/CDKNA status are likely at play. It is possible that this
finding is more relevant in cancers other than melanoma. Indeed, we have pre-
viously published that our work on p16 loss is universal to many cancer types
(12, 40). Moreover, the CDKNA gene, located on chromosome 9p21 is often
deleted along with neighboring genes including MTAP (44). Prior work has
found that patients withMTAP deletions aremore responsive to de novo purine
synthesis inhibitors, including antifolates (35, 36, 52). However, we did not ob-
serve a decrease in MTAP expression upon p16 knockdown (Supplementary
Fig. S2K), suggesting that suppression of p16/CDKNA itself may contribute to
increased sensitivity to de novo purine and one carbon metabolism inhibitors.
Thus, cancers with homozygous deletion of the entire locus containing both

genes would presumably be highly sensitive to these inhibitors, although this
will need to be tested experimentally in isogenic cells. In addition, we previ-
ously demonstrated that p16 loss increases mTORC1 activity (12), and a recent
study found that cancers with increased mTORC1, such as those with TSC2 de-
ficiency, are highly sensitive to inhibitors of IMPDH (53). Both studies suggest
mTORC1 pathway as potential mechanism to regulate the purine metabolism
in p16low cells. Together, these findings underscore the importance of reeval-
uating whether patient stratification based on p16/CDKNA status should be
regularly incorporated into clinical practice for future antimetabolite therapy.

Multiple antifolates increased cell death in cells with p16 orCdkna knockdown
(Fig. 4; Supplementary Fig. S3), although the precise mechanism remains to
be determined. p16 knockdown cells proliferate faster than p16 wildtype cells
(Supplementary Fig. S1B). Increased proliferation would increase the demand
for dNTPs and likely other nucleotides required for biomass. Indeed, many
chemotherapies are more effective in highly proliferative cells, and the status
of other cell cycle regulators affect response to antifolates and antimetabolites
(54–56). Interestingly, we found that RB1 knockdown also increased prolifera-
tion of cells but did notmarkedly affect sensitivity to antifolates (Supplementary
Fig. S2I and S2J). This is similar to our prior work showing that p16 has roles
outside of the canonical RB pathway (12). We cannot rule out other effects of
these agents, such as redox imbalance due to inhibition of glutathione synthe-
sis or NADPH, changes in methylation due to methionine cycle dysregulation,
or energy stress due to decreased ATP. Indeed, one article has linked p16 de-
ficiency to increased mitochondrial reactive oxygen species that is uncoupled
from cell cycle regulation (57), again suggesting a need to better understand
noncanonical roles of p16 when mechanistically investigating therapies. An-
other recent article found that imbalanced nucleotides decrease proliferation
(58); thus, it is also possible that the antimetabolites used here create a nu-
cleotide imbalance that perturb S-phase. Whether methotrexate killing activity
in p16/CDKNAlow cells is only due to decreased nucleotide or additional path-
ways will be determined in future studies. We did identify three intriguing
potential mechanisms to explain the increased sensitivity in p16low cells. First,
there is a marked increase in one carbon metabolites and purines in shp16 cells
compared with controls, and methotrexate depletes purines to a greater extent
in these cells (Figs. 2G and 4C). Second, expression of folate transporters is
increased in p16/Cdknalow cells (Supplementary Fig. S3G). Thus, it is possi-
ble that antifolates are taken up by these cells to a greater extent. Finally, we
found an increase in basal DNA damage foci in p16/Cdknalow cells (11) that
was exacerbated by antifolates (Fig. 4D; Supplementary Fig. S3H). These data
are consistent with prior work on DNA damage and sensitivity to antifolates
(59, 60). All these data point to the enhanced cell cycle disruption and sensitiv-
ity to these agents observed in p16/Cdknalow cells. Futureworkwill be required
to more fully elucidate the mechanisms of sensitivity, which may provide addi-
tional evidence into the metabolic reprogramming induced by p16/CDKNA
loss. Interestingly, recent reports have demonstrated that media and FBS con-
ditions are critically important for response tomethotrexate (61, 62). Moreover,
depleting folate may increase sensitivity to antifolates (63, 64). In this regard,
it is interest to speculate that depleting folate in the media or diet may more
robustly affect p16/Cdknalow cells either alone or in combination with antifo-
lates. While outside the scope of the present study, future studies will be aimed
at understanding how diet, and dietary folate specifically, affects p16low tumors.

Melanoma standard-of-care is now immunotherapy (65–67), although >40%
of patients do not achieve a significant response (66–70). Interestingly, recent
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data demonstrate that a decreased purine to pyrimidine ratio leads to a nu-
cleotide imbalance that elevates the expression of the immunoproteasome and
enhances anti-PD1 response (71, 72). Another study found that the antifolate
pemetrexed induces immunogenic cell death and augments T-cell function
to synergize with anti-PD1 (73). Therefore, these inhibitors may promote an

antitumor immune response that could be exploited in combination with im-
munotherapy. Indeed, multiple trials are ongoing to better understand whether
these agents can be used in combination in a variety of solid tumors, includ-
ing melanoma (ref. 9; clinicaltrials.gov). While these drugs are also potent
immunosuppressants, our data suggest that there is a therapeutic window in
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p16/CDKNAlow tumors thatmay allow for an antitumor response that does not
have marked effects on blood cell counts (Supplementary Fig. S4F), although
additional experiments are needed.

CDK4/6 inhibitors are currently in clinical trials in combination with
immunotherapies in melanoma and other solid tumors (refs. 9, 74–76;
clinicaltrials.gov). These inhibitors induce cytostasis, generally associated with
a senescence arrest (77). Indeed, we observed increased SA-β-Gal activity
in shp16 cells treated with the CDK4/6 inhibitor palbociclib (Supplementary
Fig. S3D). However, cells began to proliferate again after washout of palbo-
ciclib, suggesting that this is either a pseudosenescent phenotype or that a
population of cells that do not senesce are capable of repopulating after discon-
tinuing therapy. Induction of senescence may promote an antitumor immune
response via the SASP (78–82), although other studies suggest senescence and
the SASP is immunosuppressive (83–85). We previously published that loss of
p16/CDKNA expression corresponds to decreased SASP (40), and our data
here indicate a blunted SASP induction in p16 knockdown cells treated with
palbociclib (Supplementary Fig. S3E). This suggests that while CDK4/6 in-
hibitors induce a potent cytostatic effect in p16low cells, they may not have the
added benefit to potentiate immunotherapy due to suppressed proinflamma-
tory factors. Experiments to determine the extent of synergy between CDK4/6
inhibitors and immunotherapy in the context of p16/CKDNA expression will
be helpful toward understanding this combination.

While our study successfully uncovered the correlation between p16/CDKNA
status and the therapeutic response to various inhibitors of de novo purine
synthesis pathway including antifolates, some limitations of this study war-
rant acknowledgement. First, this study is based on CRISPR screens but use
pharmacologic agents for validation, some of which are known to work via
polypharmacology. Second, this study is limited in cellular models. How-
ever, our strategic inclusion of two cell lines from different species (human
and mouse) increase the biological significance of our findings through a
cross-species validation suggesting a conservedmechanism.Moreover, this ob-
servation paves the way to explore antifolates in other cancer cell types with low
p16 expression. Finally, although we demonstrate a robust in vitro response, our
in vivo experiment showed a modest and variable response of shp16 tumors to
methotrexate. Future studies using additional animal models and fine-tuned
therapeutic regimens—such as changing folate in the diet—are necessary to
further understand the effect of antimetabolites in vivo.

In summary, we identified multiple metabolic vulnerabilities of p16/
CDKNAlow cancer cells that can be exploited using various antimetabo-
lites or antifolates. While we focused on melanoma cells, these results may
have implications for other human tumors where p16/CDKNA expression is
lost as we have previously published that metabolic changes due to p16 loss are
a universal phenomenon (12). Low expression of p16/CDKNA may open up
a therapeutic window for these agents that kill tumor cells, although this will
need to be further investigated in humans.

Authors’ Disclosures
R. Buj reports grants fromMelanoma Research Foundation during the conduct
of the study. M.A. Lyons reports grants from University of Pittsburgh, UPMC
Hillman Cancer Center during the conduct of the study. C.A. Lyssiotis reports
personal fees fromOdyssey Therapeutics, ThirdRockVentures, T-Knife Thera-
peutics, and Astellas Pharmaceuticals outside the submitted work; in addition,
C.A. Lyssiotis has a patent to US Patent No: 2015126580-A1, May 7, 2015 is-
sued, a patent to US Patent No: 20190136238, May 9, 2019 issued, and a patent
to International Patent No:WO2013177426-A2, April 23, 2015 issued. K.M. Aird
reports grants from University of Pittsburgh during the conduct of the study.
No disclosures were reported by the other authors.

Authors’ Contributions
N.K. Tangudu: Investigation, visualization, methodology, writing-review and
editing. R. Buj: Investigation, visualization, methodology, writing-review and
editing.H.Wang: Investigation. J.Wang: Software, formal analysis.A.R. Cole:
Investigation, writing-review and editing. A. Uboveja: Investigation, writing-
review and editing. R. Fang: Investigation, writing-review and editing. A.
Amalric: Investigation, writing-review and editing. B. Yang: Investigation. A.
Chatoff: Investigation, methodology. C.V. Crispim: Investigation, methodol-
ogy. P. Sajjakulnukit: Investigation. M.A. Lyons: Methodology. K. Cooper:
Formal analysis. N. Hempel: Writing-review and editing. C.A. Lyssiotis: Su-
pervision, methodology. U.R. Chandran: Supervision, methodology. N.W.
Snyder: Funding acquisition, writing-review and editing. K.M. Aird: Con-
ceptualization, supervision, funding acquisition, visualization, writing-original
draft, writing-review and editing.

Acknowledgments
We would like to thank Fran Vazquez for help with the CRISPR schematic
and Stacy Gelhaus and Matthew Macdonald for help with proteomics. This
work was supported by grants from the NIH (R37CA240625 to K.M. Aird,
R01CA259111 to K.M. Aird and N.W. Snyder, and T32GM133332 to A.R. Cole),
the Melanoma Research Foundation (to R. Buj), and the Ovarian Cancer
Research Alliance (MIG-2023-2-1018 to A. Uboveja). This project used the fol-
lowing Hillman Cancer Center Flow Facility, Cancer Bioinformatics Services,
Cancer Biostatistics Services, Cancer Genomics Facility, and Animal Facil-
ity shared resources which are supported in part by award P30CA047904.
This project used the University of Pittsburgh Proteomics Core (funded by
S10OD023402 and S10OD032141).

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

Received October 10, 2023; revised March 04, 2024; accepted April 11, 2024;
published first May 02, 2024.

References
1. Sherr CJ. The INK4a/ARF network in tumour suppression. Nat Rev Mol Cell Biol

2001;2: 731-7.

2. Esteller M, Corn PG, Baylin SB, Herman JG. A gene hypermethylation profile of
human cancer. Cancer Res 2001;61: 3225-9.

3. Ruas M, Brookes S, McDonald NQ, Peters G. Functional evaluation of tumour-
specific variants of p16INK4a/CDKN2A: correlation with protein structure
information. Oncogene 1999;18: 5423-34.

4. Inoue K, Fry EA. Aberrant expression of p16(INK4a) in human cancers – a new
biomarker? Cancer Rep Rev 2018;2: 10.15761/CRR.1000145.

1186 Cancer Res Commun; 4(5) May 2024 https://doi.org/10.1158/2767-9764.CRC-23-0450 | CANCER RESEARCH COMMUNICATIONS

http://clinicaltrials.gov
https://aacrjournals.org/cancerrescommun/


Purine Metabolism is a Vulnerability of p16-low Cancer

5. Quelle DE, Cheng M, Ashmun RA, Sherr CJ. Cancer-associated mutations at
the INK4a locus cancel cell cycle arrest by p16INK4a but not by the alter-
native reading frame protein p19ARF. Proc Nat Acad Sci U S A 1997;94:
669-73.

6. Kreuger IZM, Slieker RC, van Groningen T, van Doorn R. Therapeutic strate-
gies for targeting CDKN2A loss in melanoma. J Invest Dermatol 2023;143:
18-25.

7. Zhao R, Choi BY, Lee MH, Bode AM, Dong Z. Implications of genetic and epi-
genetic alterations of CDKN2A (p16(INK4a)) in cancer. EBioMedicine 2016;8:
30-9.

8. Garutti M, Targato G, Buriolla S, Palmero L, Minisini AM, Puglisi F. CDK4/6
inhibitors in melanoma: a comprehensive review. Cells 2021;10: 1334.

9. Lelliott EJ, Sheppard KE, McArthur GA. Harnessing the immunotherapeutic po-
tential of CDK4/6 inhibitors in melanoma: is timing everything? NPJ Precis
Oncol 2022;6: 26.

10. Buj R, Aird KM. p16: cycling off the beaten path. Mol Cell Oncol 2019;6: e1677140.

11. Tangudu NK, Huang Z, Fang R, Buj R, Uboveja A, Cole AR, et al. ATR promotes
mTORC1 activation via de novo cholesterol synthesis in p16-low cancer cells.
bioRxiv 2023.

12. Buj R, Chen CW, Dahl ES, Leon KE, Kuskovsky R, Maglakelidze N, et al. Suppres-
sion of p16 induces mTORC1-mediated nucleotide metabolic reprogramming.
Cell Rep 2019;28: 1971-80.

13. Turgeon MO, Perry NJS, Poulogiannis G. DNA damage, repair, and cancer
metabolism. Front Oncol 2018;8: 15.

14. Aird KM, Zhang R. Nucleotide metabolism, oncogene-induced senescence and
cancer. Cancer Lett 2015;356: 204-10.

15. Shi DD, Savani MR, Abdullah KG, McBrayer SK. Emerging roles of nucleotide
metabolism in cancer. Trends Cancer 2023;9: 624-35.

16. Ali ES, Ben-Sahra I. Regulation of nucleotide metabolism in cancers and
immune disorders. Trends Cell Biol 2023;33: 950-66.

17. Buj R, Aird KM. Deoxyribonucleotide triphosphate metabolism in cancer and
metabolic disease. Front Endocrinol 2018;9: 177.

18. Kohnken R, Kodigepalli KM, Wu L. Regulation of deoxynucleotide metabolism
in cancer: novel mechanisms and therapeutic implications. Mol Cancer 2015;14:
176.

19. Lane AN, Fan TW. Regulation of mammalian nucleotide metabolism and
biosynthesis. Nucleic Acids Res 2015;43: 2466-85.

20. Tong X, Zhao F, Thompson CB. The molecular determinants of de novo
nucleotide biosynthesis in cancer cells. Curr Opin Genet Dev 2009;19: 32-7.

21. Yang M, Vousden KH. Serine and one-carbon metabolism in cancer. Nat Rev
Cancer 2016;16: 650-62.

22. Uphoff CC, Drexler HG. Detection of mycoplasma contaminations. Methods Mol
Biol 2005;290: 13-23.

23. Joung J, Konermann S, Gootenberg JS, Abudayyeh OO, Platt RJ, Brigham
MD, et al. Genome-scale CRISPR-Cas9 knockout and transcriptional activation
screening. Nat Protoc 2017;12: 828-63.

24. Birsoy K, Wang T, Chen WW, Freinkman E, Abu-Remaileh M, Sabatini DM. An
essential role of the mitochondrial electron transport chain in cell proliferation
is to enable aspartate synthesis. Cell 2015;162: 540-51.

25. Li W, Xu H, Xiao T, Cong L, Love MI, Zhang F, et al. MAGeCK enables robust
identification of essential genes from genome-scale CRISPR/Cas9 knockout
screens. Genome Biol 2014;15: 554.

26. Robinson MD, McCarthy DJ, Smyth GK. edgeR: a Bioconductor package for
differential expression analysis of digital gene expression data. Bioinformatics
2010;26: 139-40.

27. Kolde R, Laur S, Adler P, Vilo J. Robust rank aggregation for gene list integration
and meta-analysis. Bioinformatics 2012;28: 573-80.

28. Petrova B, Warren A, Vital NY, Culhane AJ, Maynard AG, Wong A, et al.
Redox metabolism measurement in mammalian cells and tissues by LC-MS.
Metabolites 2021;11: 313.

29. Cox J, Mann M. MaxQuant enables high peptide identification rates, individu-
alized p.p.b.-range mass accuracies and proteome-wide protein quantification.
Nat Biotechnol 2008;26: 1367-72.

30. Cox J, Neuhauser N, Michalski A, Scheltema RA, Olsen JV, Mann M. Andromeda:
a peptide search engine integrated into theMaxQuant environment. J Proteome
Res 2011;10: 1794-805.

31. Dimri GP, Lee X, Basile G, Acosta M, Scott G, Roskelley C, et al. A biomarker that
identifies senescent human cells in culture and in aging skin in vivo. Proc Nat
Acad Sci U S A 1995;92: 9363-7.

32. Zhu XG, Chudnovskiy A, Baudrier L, Prizer B, Liu Y, Ostendorf BN, et al. Func-
tional genomics in vivo reveal metabolic dependencies of pancreatic cancer
cells. Cell Metab 2021;33: 211-21.

33. Mavrakis KJ, McDonald ER 3rd, Schlabach MR, Billy E, Hoffman GR, deWeck
A, et al. Disordered methionine metabolism in MTAP/CDKN2A-deleted cancers
leads to dependence on PRMT5. Science 2016;351: 1208-13.

34. Marjon K, Cameron MJ, Quang P, Clasquin MF, Mandley E, Kunii K, et al.
MTAP deletions in cancer create vulnerability to targeting of the MAT2A/
PRMT5/RIOK1 axis. Cell Rep 2016;15: 574-87.

35. Hu Q, Qin Y, Ji S, Shi X, Dai W, Fan G, et al. MTAP deficiency-induced metabolic
reprogramming creates a vulnerability to cotargeting de novo purine synthesis
and glycolysis in pancreatic cancer. Cancer Res 2021;81: 4964-80.

36. Alhalabi O, Chen J, Zhang Y, Lu Y, Wang Q, Ramachandran S, et al. MTAP defi-
ciency creates an exploitable target for antifolate therapy in 9p21-loss cancers.
Nat Commun 2022;13: 1797.

37. Kamatani N, Nelson-Rees WA, Carson DA. Selective killing of human malignant
cell lines deficient in methylthioadenosine phosphorylase, a purine metabolic
enzyme. Proc Nat Acad Sci U S A 1981;78: 1219-23.

38. Hori H, Tran P, Carrera CJ, Hori Y, Rosenbach MD, Carson DA, et al. Methylth-
ioadenosine phosphorylase cDNA transfection alters sensitivity to depletion
of purine and methionine in A549 lung cancer cells. Cancer Res 1996;56:
5653-8.

39. Li W, Su D, Mizobuchi H, Martin DS, Gu B, Gorlick R, et al. Status of methylth-
ioadenosine phosphorylase and its impact on cellular response to L-alanosine
and methylmercaptopurine riboside in human soft tissue sarcoma cells. Oncol
Res 2004;14: 373-9.

40. Buj R, Leon KE, Anguelov MA, Aird KM. Suppression of p16 alleviates the
senescence-associated secretory phenotype. Aging 2021;13: 3290-312.

41. Wagner V, Gil J. Senescence as a therapeutically relevant response to CDK4/6
inhibitors. Oncogene 2020;39: 5165-76.

42. Hou Z, Matherly LH. Biology of themajor facilitative folate transporters SLC19A1
and SLC46A1. Curr Top Membr 2014;73: 175-204.

43. Hansen HH, Selawry OS, Holland JF, McCall CB. The variability of individual
tolerance to methotrexate in cancer patients. Br J Cancer 1971;25: 298-305.

44. ZhangH, Chen ZH, Savarese TM. Codeletion of the genes for p16INK4,methylth-
ioadenosine phosphorylase, interferon-alpha1, interferon-beta1, and other 9p21
markers in human malignant cell lines. Cancer Genet Cytogenet 1996;86: 22-8.

45. Luke JJ, Schwartz GK. Chemotherapy in the management of advanced
cutaneous malignant melanoma. Clin Dermatol 2013;31: 290-7.

46. Iwadate Y, Mochizuki S, Fujimoto S, Namba H, Sakiyama S, Tagawa M, et al.
Alteration of CDKN2/p16 in human astrocytic tumors is related with increased
susceptibility to antimetabolite anticancer agents. Int J Oncol 2000;17: 501-5.

47. Cancer GenomeAtlas Network. Genomic classification of cutaneousmelanoma.
Cell 2015;161: 1681-96.

48. Curtin JA, Fridlyand J, Kageshita T, Patel HN, BusamKJ, Kutzner H, et al. Distinct
sets of genetic alterations in melanoma. N Engl J Med 2005;353: 2135-47.

49. Newcomer K, Robbins KJ, Perone J, Hinojosa FL, Chen D, Jones S, et al. Ma-
lignant melanoma: evolving practice management in an era of increasingly
effective systemic therapies. Curr Probl Surg 2022;59: 101030.

50. Lam GT, Martini C, Brooks T, Prabhakaran S, Hopkins AM, Ung BS, et al. Insights
into melanoma clinical practice: a perspective for future research. Cancers
2023;15: 4631.

51. Oaxaca G, Billings SD, Ko JS. p16 range of expression in dermal predominant
benign epithelioid and spindled nevi and melanoma. J Cutan Pathol 2020;47:
815-23.

52. Tang B, Lee HO, An SS, Cai KQ, Kruger WD. Specific Targeting of MTAP-deleted
tumors with a combination of 2’-Fluoroadenine and 5’-Methylthioadenosine.
Cancer Res 2018;78: 4386-95.

AACRJournals.org Cancer Res Commun; 4(5) May 2024 1187



Tangudu et al.

53. Valvezan AJ, McNamara MC, Miller SK, Torrence ME, Asara JM, Henske EP,
et al. IMPDH inhibitors for antitumor therapy in tuberous sclerosis complex. JCI
insight 2020;5: e135071.

54. Robinson TJ, Liu JC, Vizeacoumar F, Sun T, Maclean N, Egan SE, et al. RB1 status
in triple negative breast cancer cells dictates response to radiation treatment
and selective therapeutic drugs. PLoS One 2013;8: e78641.

55. Filippone MG, Gaglio D, Bonfanti R, Tucci FA, Ceccacci E, Pennisi R, et al. CDK12
promotes tumorigenesis but induces vulnerability to therapies inhibiting folate
one-carbon metabolism in breast cancer. Nat Commun 2022;13: 2642.

56. Derenzini M, Donati G, Mazzini G, Montanaro L, Vici M, Ceccarelli C, et al. Loss
of retinoblastoma tumor suppressor protein makes human breast cancer cells
more sensitive to antimetabolite exposure. Clin Cancer Res 2008;14: 2199-209.

57. Tyagi E, Liu B, Li C, Liu T, Rutter J, Grossman D. Loss of p16(INK4A) stimulates
aberrant mitochondrial biogenesis through a CDK4/Rb-independent pathway.
Oncotarget 2017;8: 55848-62.

58. Diehl FF, Miettinen TP, Elbashir R, Nabel CS, Darnell AM, Do BT, et al. Nucleotide
imbalance decouples cell growth from cell proliferation. Nat Cell Biol 2022;24:
1252-64.

59. Xie L, Zhao T, Cai J, Su Y, Wang Z, DongW. Methotrexate induces DNA damage
and inhibits homologous recombination repair in choriocarcinoma cells. Onco
Targets Ther 2016;9: 7115-22.

60. Martin SA, McCarthy A, Barber LJ, Burgess DJ, Parry S, Lord CJ, et al. Methotrex-
ate induces oxidative DNA damage and is selectively lethal to tumour cells
with defects in the DNA mismatch repair gene MSH2. EMBO Mol Med 2009;1:
323-37.

61. Abbott KL, Ali A, Casalena D, Do BT, Ferreira R, Cheah JH, et al. Screening in
serum-derived medium reveals differential response to compounds targeting
metabolism. Cell Chem Biol 2023;30: 1156-68.

62. Kyle MF, Kelli MW, Nicholas JR, Andrea LH, Tobie DL, Matthew DH, et al.
Conditional lethality profiling reveals anticancer mechanisms of action and
drug-nutrient interactions. bioRxiv 2023.

63. ZhuWY, Bunni M, Priest DG, DiCapua JL, Dressler JM, Chen Z, et al. Severe folate
restriction results in depletion of and alteration in the composition of the intra-
cellular folate pool, moderate sensitization to methotrexate and trimetrexate,
upregulation of endogenous DHFR activity, and overexpression of metalloth-
ionein II and folate receptor alpha that, upon folate repletion, confer drug
resistance to CHL cells. J Exp Ther Oncol 2002;2: 264-77.

64. Zhao R, Zhang S, Hanscom M, Chattopadhyay S, Goldman ID. Loss of reduced
folate carrier function and folate depletion result in enhanced pemetrexed
inhibition of purine synthesis. Clin Cancer Res 2005;11: 1294-301.

65. Larkin J, Chiarion-Sileni V, Gonzalez R, Grob JJ, Cowey CL, Lao CD, et al.
Combined nivolumab and ipilimumab or monotherapy in untreated melanoma.
N Engl J Med 2015;373: 23-34.

66. Robert C, Schachter J, Long GV, Arance A, Grob JJ, Mortier L, et al. Pem-
brolizumab versus ipilimumab in advanced melanoma. N Engl J Med 2015;372:
2521-32.

67. Robert C, Long GV, Brady B, Dutriaux C, Maio M, Mortier L, et al. Nivolumab
in previously untreated melanoma without BRAF mutation. N Engl J Med
2015;372: 320-30.

68. Valsecchi ME. Combined nivolumab and ipilimumab or monotherapy in
untreated melanoma. N Engl J Med 2015;373: 1270.

69. Wolchok JD, Chiarion-Sileni V, Gonzalez R, Rutkowski P, Grob JJ, Cowey CL,
et al. Overall survival with combined nivolumab and ipilimumab in advanced
melanoma. N Engl J Med 2017;377: 1345-56.

70. Callahan MK, Kluger H, Postow MA, Segal NH, Lesokhin A, Atkins MB, et al.
Nivolumab plus ipilimumab in patients with advanced melanoma: updated sur-
vival, response, and safety data in a phase I dose-escalation study. J Clin Oncol
2018;36: 391-8.

71. Keshet R, Lee JS, Adler L, Iraqi M, Ariav Y, Lim LQJ, et al. Targeting purine syn-
thesis in ASS1-expressing tumors enhances the response to immune checkpoint
inhibitors. Nat Cancer 2020;1: 894-908.

72. Lee JS, Adler L, Karathia H, Carmel N, Rabinovich S, Auslander N, et al.
Urea cycle dysregulation generates clinically relevant genomic and biochemical
signatures. Cell 2018;174: 1559-70.

73. Schaer DA, Geeganage S, Amaladas N, Lu ZH, Rasmussen ER, Sonyi A, et al. The
folate pathway inhibitor pemetrexed pleiotropically enhances effects of cancer
immunotherapy. Clin Cancer Res 2019;25: 7175-88.

74. Moore EK, Strazza M, Mor A. Combination approaches to target PD-1 signaling
in cancer. Front Immunol 2022;13: 927265.

75. Ettl T, Schulz D, Bauer RJ. The renaissance of cyclin dependent kinase inhibitors.
Cancers 2022;14: 293.

76. Liu ZB, Zhang L, Bian J, Jian J. Combination strategies of checkpoint
immunotherapy in metastatic breast cancer. Onco Targets Ther 2020;13:
2657-66.

77. Klein ME, KovatchevaM, Davis LE, TapWD, KoffA. CDK4/6 inhibitors: themech-
anism of action may not be as simple as once thought. Cancer Cell 2018;34:
9-20.

78. Hao X, Zhao B, Zhou W, Liu H, Fukumoto T, Gabrilovich D, et al. Sen-
sitization of ovarian tumor to immune checkpoint blockade by boosting
senescence-associated secretory phenotype. iScience 2021;24: 102016.

79. Xue W, Zender L, Miething C, Dickins RA, Hernando E, Krizhanovsky V, et al.
Senescence and tumour clearance is triggered by p53 restoration in murine
liver carcinomas. Nature 2007;445: 656-60.

80. Chen HA, Ho YJ, Mezzadra R, Adrover JM, Smolkin R, Zhu C, et al. Senescence
rewires microenvironment sensing to facilitate antitumor immunity. Cancer
Discov 2023;13: 432-53.

81. Marin I, Boix O, Garcia-Garijo A, Sirois I, Caballe A, Zarzuela E, et al. Cellular
senescence is immunogenic and promotes antitumor immunity. Cancer Discov
2023;13: 410-31.

82. Paffenholz SV, Salvagno C, Ho YJ, Limjoco M, Baslan T, Tian S, et al. Senes-
cence induction dictates response to chemo- and immunotherapy in preclinical
models of ovarian cancer. Proc Nat Acad Sci U S A 2022;119: e2117754119.

83. Oesterreich S, Aird KM. Senescence and immunotherapy: redundant im-
munomodulatory pathways promote resistance. Cancer Immunol Res 2023;11:
401-4.

84. Shahbandi A, Chiu FY, Ungerleider NA, Kvadas R, Mheidly Z, Sun MJS, et al.
Breast cancer cells survive chemotherapy by activating targetable immune-
modulatory programs characterized by PD-L1 or CD80. Nat Cancer 2022;3:
1513-33.

85. Faget DV, Ren Q, Stewart SA. Unmasking senescence: context-dependent
effects of SASP in cancer. Nat Rev Cancer 2019;19: 439-53.

1188 Cancer Res Commun; 4(5) May 2024 https://doi.org/10.1158/2767-9764.CRC-23-0450 | 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


