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Abstract

Background Skeletal muscle wasting is a devastating consequence of cancer that affects up to 80% of cancer patients
and associates with reduced survival. Herein, we investigated the biological significance of Forkhead box P1 (FoxP1),
a transcriptional repressor that we demonstrate is up-regulated in skeletal muscle in multiple models of cancer cachexia
and in cachectic cancer patients.
Methods Inducible, skeletal muscle-specific FoxP1 over-expressing (FoxP1iSkmTg/Tg) mice were generated through crossing
conditional Foxp1a transgenic mice with HSA-MCM mice that express tamoxifen-inducible Cre recombinase under control
of the skeletal muscle actin promoter. To determine the requirement of FoxP1 for cancer-induced skeletal muscle wasting,
FoxP1-shRNA was packaged and targeted to muscles using AAV9 delivery prior to inoculation of mice with Colon-26
Adenocarcinoma (C26) cells.
Results Up-regulation of FoxP1 in adult skeletal muscle was sufficient to induce features of cachexia, including 15%
reduction in body mass (P < 0.05), and a 16–27% reduction in skeletal muscle mass (P < 0.05) that was characterized by a
20% reduction in muscle fibre cross-sectional area of type IIX/B muscle fibres (P = 0.020). Skeletal muscles from
FoxP1iSkmTg/Tg mice also showed significant damage and myopathy characterized by the presence of centrally nucleated
myofibres, extracellular matrix expansion, and were 19–26% weaker than controls (P< 0.05). Transcriptomic analysis revealed
FoxP1 as a potent transcriptional repressor of skeletal muscle gene expression, with enrichment of pathways related to
skeletal muscle structure and function, growth signalling, and cell quality control. Because FoxP1 functions, at least in part,
as a transcriptional repressor through its interaction with histone deacetylase proteins, we treated FoxP1iSkmTg/Tg mice with
Trichostatin A, and found that this completely prevented the loss of muscle mass (p = 0.007) and fibre atrophy (P < 0.001)
in the tibialis anterior. In the context of cancer, FoxP1 knockdown blocked the cancer-induced repression of myocyte enhancer
factor 2 (MEF2)-target genes critical to muscle differentiation and repair, improved muscle ultrastructure, and attenuated
muscle fibre atrophy by 50% (P < 0.05).
Conclusions In summary, we identify FoxP1 as a novel repressor of skeletal muscle gene expression that is increased in
cancer cachexia, whose up-regulation is sufficient to induce skeletal muscle wasting and weakness, and required for the
normal wasting response to cancer.
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Introduction

Cancer-induced cachexia is a metabolic condition defined by
the involuntary reduction in body weight resulting from the
loss of muscle mass, with or without concomitant loss of
fat.1 This devastating condition affects up to 80% of all cancer
patients2 and is causative in the functional impairments and
reduced quality of life experienced by these patients (refer
to Fearon et al.1 for review). Furthermore, the presence of
cachexia limits cancer treatment options due to increased
treatment toxicity2–4 and is associated with reduced
survival.5 Indeed, it is suggested that cachexia itself accounts
for approximately 20–30% of all cancer-related deaths.1,5,6

Unfortunately, there are currently no effective therapeutic
treatments for cachexia, which is in part due to our
incomplete understanding of cancer-induced cachexia
pathophysiology.

The current understanding of cancer cachexia indicates
that factors secreted by tumours together with factors
secreted as a result of the tumour–host interaction initiate
chronic systemic inflammation and metabolic disturbances,
which in turn trigger muscle wasting (refer to Baracos et al.7

for a detailed review of the current understanding of the
pathophysiology of cancer cachexia). Using experimental
models of cancer cachexia, several intracellular signalling
proteins, including the atrophy-associated Forkhead box O
(FoxO) transcription factors, were shown to mediate this
muscle wasting pathology.8–15 Skeletal muscle expression of
FoxO is increased in multiple models of cancer cachexia,
including the subcutaneous Lewis Lung Carcinoma (LLC) and
Colon 26 Adenocarcinoma (C26) models, the Yoshida ascites
hepatoma model, and in multiple orthotopic models of
pancreatic cancer cachexia, including the patient-derived
xenograft model, in which a fragment of a patient tumour
is directly sutured to the mouse pancreas.12,13,16–18 These
findings are relevant to patients, because FoxO1 is also
up-regulated in muscle biopsies from cancer patients who
exhibit cachexia.19,20 Subsequent work from our laboratory
further established that FoxO transcriptional activity is neces-
sary for cancer-induced muscle atrophy,15 thus pinpointing
FoxO-regulated genes as key mediators of the wasting
phenotype.13,15 Using genome-wide transcriptomic analyses
of muscle from tumour-bearing mice in which FoxO activity
was either intact or blocked via transduction with a dominant
negative FoxO construct, we identified FoxO as a key up-
stream activator of multiple transcription factors belonging
to the basic Leucine Zipper transcription factor family, which
was the most highly enriched functional annotation.15

Included among the basic Leucine Zipper transcription factors
up-regulated by FoxO was Forkhead box P1 (FoxP1), which is
a negative regulator of gene transcription. Indeed, through
its interaction with and recruitment of transcriptional
repressor complexes to gene promoters, FoxP1 exerts potent

transcriptional repression in several cell types.21–23 This is
potentially of interest, because recently published RNA-seq
data in the skeletal muscle of cachectic cancer patients
revealed gene repression as the predominant direction of
change of differentially expressed genes.24

Although the role of FoxP1 in skeletal muscle remains un-
known, FoxP1 has been shown to be involved in cell prolifer-
ation and differentiation in a variety of other tissues,25–30

including myocytes, in which FoxP1 deletion results in embry-
onic heart failure and death.31 In addition, mutations in
FoxP1 gene have been documented in patients presenting
with congenital heart defects,32 speech delay, contractures,
and hypertonia.33 Alterations in FoxP1 expression have also
been associated with poor cancer-survival prognosis,34–36

atherosclerosis,37 Huntington disease,38 heart failure,39

and cardiomyocyte hypertrophy.40 Based on our current
knowledge of the role of FoxP1, coupled with its concomitant
increase in the skeletal muscle of mice bearing atrophy-
inducing tumours, we hypothesized that FoxP1 is a key
mediator of cancer-induced skeletal muscle wasting. To test
this hypothesis, we generated conditional skeletal
muscle-specific FoxP1 over-expressing mice to determine
the sufficiency of FoxP1 to induce muscle wasting and weak-
ness, and through FoxP1 knockdown, further determined the
requirement of FoxP1 for the muscle atrophy phenotype in-
duced by tumour burden.

Materials and methods

Patient biopsies

Biopsies from the rectus abdominis muscle used for protein
analyses were obtained from non-cancer control patients un-
dergoing abdominal surgery and from cachectic patients di-
agnosed with pancreatic ductal adenocarcinoma (PDAC)
undergoing tumour resection surgery. All procedures were
compliant with an approved Institutional Review Board pro-
tocol, and written informed consent was obtained from all
patients. PDAC patients presenting a >5% body mass loss in
combination with muscle depletion (i.e. low skeletal muscle
index and SMI41) were classified as cachectic. Patient charac-
teristics, including SMI and skeletal muscle microarray data
for FOXP1 mRNA, were extracted from our previous work
(Series GSE13056320).

Animals

All animal procedures were approved by the University of
Florida Institutional Animal Care and Use Committee. Animals
were provided with ad libitum access to food (either a
standard diet or a tamoxifen diet, see below) and water,
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and housed in a temperature-controlled and humidity-
controlled facility on a 12 h of light/dark cycle.

Models of cancer cachexia
CD2F1 male mice were purchased from Charles River labora-
tory (Wilmington, Massachusetts, USA) and injected subcuta-
neously in each flank with 5 × 105 C26 tumour cells (cultured
as described in Roberts et al42) diluted in 100 μL of sterile
phosphate-buffered saline (PBS) (C26), or injected with sterile
PBS alone (vehicle). Male C57BL/6J mice were purchased
from Jackson laboratory (Bar Harbor, Maine, USA) and subcu-
taneously injected in each flank with 2.5 × 106 LLC cells di-
luted in 100 μL of sterile PBS (LLC) or equivalent volume of
sterile PBS (vehicle). LLC cells were cultured in Dulbecco’s
Modified Eagle Medium (DMEM) supplemented with 10%
foetal bovine serum, 1% penicillin, 1% streptomycin at 37°C
in a 5% CO2 humidified chamber. Male immunocompromised
NOD.Cg-Prkdcscid IL2rgtm1Wjl/SzJ (NSG) mice were purchased
from Jackson laboratory and inoculated either subcutane-
ously (flank) or orthotopically (ortho) with L3.6 pancreas-liver
(L3.6pl) cells as described previously.16 All muscles were
harvested when mice reached Institutional Animal Care and
Use Committees-mandated humane endpoint based on
tumour size and body condition scores.

Plasmid injections
Male C57BL/6J mice purchased from Jackson laboratory or
male Sprague Dawley Rats purchased from Charles River
(200 g) were used for experiments involving plasmid
electroporation.

Inducible over-expression of FoxP1 in skeletal muscles
Mice with conditional transgenic expression of FoxP1 were
created as previously described.25 Briefly, a FoxP1A transgene
preceded by an in-frame stop sequence flanked by two loxP
sites was knocked-in at the Rosa26 locus.25 These mice were
subsequently bred with HSA-MCM mice (purchased from
Jackson laboratory) in which the expression of a chimeric
Cre recombinase containing a mutated oestrogen receptor
ligand-binding domain is driven by the alpha-skeletal actin
promoter,43 to generate CRE+ tamoxifen-inducible skeletal
muscle-specific FoxP1 over-expressing (FoxP1iSkmTg/Tg) mice.
CRE- littermate controls treated with tamoxifen (tamoxifen
controls) or FoxP1iSkmTg/Tg mice treated with vehicle (genetic
controls) were used as controls, where indicated.

Tamoxifen treatment

FoxP1iSkmTg/Tg and CRE- littermate controls were injected
intraperitoneally with 80 mg/kg of tamoxifen (ThermoFisher,
Waltham, Massachusetts, USA) diluted in 100 μL of corn oil
on five consecutive days, whereas genetic controls were
injected with 100 μL of corn oil (vehicle). On the last day of
tamoxifen injection, standard diet was substituted with a diet

supplemented with 250 mg of tamoxifen per kilogram of diet
(TD.130856, Envigo, Huntingdon, UK). Mice were then
maintained on this diet until tissue harvest, for up to 6 weeks,
depending on the experiment.

Trichostatin treatment

Mice were intraperitoneally injected daily with 0.6 mg of
trichostatin (TSA) per kilogram of body mass (MilliporeSigma)
diluted in 100 μL of sterile PBS. For plasmid injection studies,
TSA treatments began on the day of plasmid injection. For
studies using FoxP1iSkmTg/Tg mice, TSA was delivered through-
out the duration of the tamoxifen treatment, that is during
the 23 days immediately preceding tissue harvest.

Adeno-associated virus (AAV) and plasmid
injections

AAV2/9-mCherry-U6-mFOXO1-shRNA, AAV2/9-mCherry-U6-
mFOXP1-shRNA and AAV9-GFP-U6-scrmb-shRNA were pur-
chased from Vector Biolabs (Malvern, Pennsylvania, USA).
All vectors were diluted in 20 μL of Lactated Ringer solution
to a final concentration of 1 × 1011 vector genome per muscle
and injected through the skin into the mid-belly of tibialis
anterior 2 weeks before C26 tumour cell inoculation, as
described previously.15

The FoxP1 plasmids were obtained from (i) Dr D’Mello
(University of Texas, Dallas, USA) and has been described in
Louis Sam Titus et al.38 and (ii) Addgene (pcDNA3.1 Foxp1A-
#16362, Addgene Watertown, Massachusetts). The pEGFP-
C1 plasmid (i.e. empty vector and EV) was purchased from
Clontech laboratories (#6084-1, Mountain View, California,
USA). The plasmid coding for the constitutively active FoxO1
(1099 pcDNA GFP FKHR AAA, #9023) and the 3XMEF2-luc re-
porter plasmid (plasmid # 32967) were obtained from
Addgene (Watertown, Massachusetts, USA). The FoxP1 pro-
moter reporter plasmid (MPRM17622-PG02) was purchased
from Genecopoeia (Rockville, Maryland, USA). Plasmid DNA,
amplified using bacterial cultures, was isolated using an
Endotoxin-free MaxiPrep kit (Qiagen, Hilden, Germany).
Plasmid DNA was subsequently precipitated with ethanol
and diluted in sterile PBS for in vivo injections and electropo-
ration as previously detailed,44 to a concentration of 1 μg/μL,
except for pEGFP-C1 that was diluted to 0.2 μg/μL. Each
tibialis anterior was injected with 20 μL.

Cardiotoxin injury

Tibialis anterior muscles of CRE+ FoxP1iSkmTg/Tg mice and
CRE- littermate controls were directly injected with 10 μM
of cardiotoxin (MilliporeSigma, Burlington, Massachusetts,
USA) diluted in 1xPBS (75 μL for male mice and 50 μL for
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female mice), which induces widespread degeneration and
de novomuscle regeneration. On the same day as cardiotoxin
injections, treatments with tamoxifen were initiated, and
injured muscles harvested 24 days later.

Ex vivo muscle function assessment

Ex vivo muscle function was assessed at the Physiological
Assessment Core of the University of Florida on freshly
isolated diaphragm strips and soleus muscles (as previously
described45,46) from ≥9-week-old FoxP1iSkmTg/Tg mice and
CRE- littermate controls, 3.5 weeks following initiation of ta-
moxifen treatment. Briefly, muscles were mounted on a force
transducer placed in a 22°C bath of Ringers solution that was
gas-equilibrated with 95% O2–5% CO2 attached to a dual
mode force transducer (Aurora Scientific, Ontario, Canada).
After determination of muscle optimal length, maximum iso-
metric twitch and tetanic forces were acquired using a single
supramaximal stimulation and a 500-ms stimulation train at
150 Hz, respectively, with a 5 min of rest period between
each set. Subsequently, diaphragm strips were stimulated at
5, 10, 30, 50, 70, 90, 110, 130, and 150 Hz to build a force–
frequency relationship, whereas solei were stimulated for
once per second for 10 min (200-μs pulse width, 100 Hz,
330-ms duration) in order to determine resistance to fatigue.

C2C12 culture

Murine C2C12 were obtained from the American Type
Culture Collection (Manassas, Virginia, USA). C2C12 were
cultured as previously described.47 Briefly, C2C12 were
incubated at 37°C in the presence of 5% CO2 in DMEM
supplemented with 10% foetal bovine serum and 1%
penicillin/streptomycin. Myoblasts were differentiated in
DMEM supplemented with 2% horse serum (Thermofisher).

RNA isolation, RT-qPCR, and microarray analyses

RNA isolation was performed by homogenization of muscle
samples or C2C12 cells in Trizol (ThermoFisher) followed
by extraction with chloroform and precipitation with
isopropanol. One microgram of RNA was retro-transcribed
using the SuperScript IV Reverse Transcriptase kit
(Thermofisher) according to the manufacturer guidelines.
Complementary DNA was used for amplification of the
following target genes using the TaqMan probe-based
chemistry (Thermofisher): FoxP1 (Mm00474848_m1), Mef2c
(Mm01340842_m1), Ky (Mm00600373_m1), Myom2
(Mm00500665_m1), Lmod3 (Mm01182486_m1), Casq1
(Mm00486725_m1), Casq2 (Mm00486742_m1), Ryr1
(Mm01175211_m1), Atp1b2 (Mm00442612_m1), Myod1
(Mm00440387_m1), Jph2 (Mm00517621_m1), and Acta1

(Mm01253177_m1). Gene expression quantification was per-
formed using a relative standard curve method. Microarray
analysis was performed by Boston University School of Med-
icine Microarray Core Facility using the Mouse Gene 2.0ST ar-
ray. Briefly, for determination of FoxP1 target genes, RNA
samples from tibialis anterior muscles (n = 3 mice per group)
transfected with FoxP1A or GFP plasmids were respectively
pooled and sent to Boston University Microarray Core for am-
plification, labelling, and hybridization on the Mouse Gene
2.0ST array. Similarly, to assess the extent to which FoxP1
knockdown prevents C26-induced transcriptional dysregula-
tion, RNA extracted from tibialis anterior muscles of C26
tumour-bearing and non-tumour bearing mice transfected
with mFOXP1-shRNA or scrambled-shRNA were pooled
(n = 3 per condition) and sent to Boston University Microar-
ray Core. Mouse Gene 2.0ST CEL files were normalized to pro-
duce gene-level expression values using the implementation
of the Robust Multiarray Average 48 in the affy package
(Version 1.36.1)49 included in the Bioconductor software
suite (Version 2.12)50 and an Entrez gene-specific probeset
mapping (17.0.0) from the Molecular and Behavioural Neuro-
science Institute (Brainarray) at the University of Michigan.51

Array quality was assessed by computing Relative Log Expres-
sion using the affyPLM package (Version 1.34.0),52 or by
performing Robust Multiarray Average normalization using
Expression Console (build 1.4.1.46) and computing area
under the curve values. Principal component analysis was
performed using the prcomp R function with expression
values that had been normalized across all samples to a mean
of zero and a standard deviation of one. Human homologues
of mouse genes were identified using HomoloGene
(Version 68).53 All microarray analyses were performed using
the R environment for statistical computing (Version 2.15.1).
For follow-up enrichment bioinformatics analyses, genes were
sorted based on their fold change (most down-regulated to
most up-regulated gene) compared with the empty
vector group and the full list of genes was entered into
String (Version 1154). Additional bioinformatics analyses
were conducted to identify enriched ‘Canonical
Pathways’ and ‘Diseases and Functions’ through the
Ingenuity Pathway Analysis software (QIAGEN Inc., https://
www.qiagenbioinformatics.com/products/ingenuity-pathway
-analysis,55) using a P value cut-off of 0.001 and a z-score ≤�2
or ≥2. In addition, genes down-regulated two-fold or greater
in response to C26, which were increased by two-fold or more
in the presence of FoxP1-shRNA, were further analysed with
DAVID (Version 6.8) to identify the most highly enriched
non-redundant functional annotations. Genes were also
analysed using Gene Set Enrichment Analysis, using the C3
(regulatory target gene sets) collection within the Molecular
Signatures Database (MSigDB 7.0) to identify enriched tran-
scription factor binding motifs among gene promoters.56,57

CEL files and expression values were deposited into MIAME
compliant NCBI Gene Expression Omnibus with accession
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number #GSE153068 (Link: https://www.ncbi.nlm.nih.gov/
geo/query/acc.cgi?acc=GSE153068 Token: etadawiaxzknbcj).

Immunohistochemistry

Skeletal muscle tissues were embedded in optimal cutting
temperature compound and frozen in liquid isopentane
cooled in liquid nitrogen before being stored at �80°C. Prior
to cryosectioning, samples were equilibrated at �20°C,
and then, 10-μm skeletal muscle sections were cut with
a microtome cryostat. Sections were stained with
haematoxylin/eosin (H&E) as described previously58 or stored
at �80°C. Fibres presenting internalized nuclei on H&E
images were considered to be regenerating and counted
using ImageJ software. Alizarin Red S stain was used to
identify calcium deposits in skeletal muscle fibres. Briefly,
muscle sections were thawed and air-dried for 30 min at
room temperature, hydrated in 100% and 70% ethanol,
stained in Alizarin red solution for 30 s, dehydrated in
acetone and acetone : xylene (1:1), and cleared in xylene. Pe-
riodic acid-Schiff was performed according to manufacturer
recommendation (Newcomer Supply, Middleton, Wisconsin,
USA). Immunofluorescence imaging was used to examine
fibre typology. Briefly, sections were thawed and air-dried
for 30 min, rehydrated for 5 min in PBS, blocked for 30 min
in 25% SuperBlock blocking buffer diluted in PBS
(ThermoFisher), incubated for 1 h at room temperature with
antibodies against myosin heavy chain I (BA-D5, DSHB) and
myosin heavy chain IIA (SC-71), washed 3 × 5 min with PBS,
incubated 1 h at room temperature with appropriate second-
ary antibodies and wheat germ agglutinin (WGA) conjugated
with Alexa Fluor 594 (Invitrogen, Carlsbad, California, USA),
and washed 3 × 5 min with PBS. To assess myofibre damage
and morphology, air-dried sections were rehydrated 5 min in
PBS, blocked for 30 min in 25% SuperBlock blocking buffer di-
luted in PBS (ThermoFisher), incubated for 1 h at room tem-
perature with WGA conjugated with Alexa Fluor 594 and
Alexa Fluor 488-conjugated goat anti-mouse immunoglobulin
G (IgG) antibody (Invitrogen, Carlsbad, California, USA) and
washed 3 × 5 min with PBS. Sections were then imaged
with a Leica DM5000B or Leica TCS SP8 microscope (Leica
Microsystems, Bannockburn IL). ImageJ was used for all im-
age analyses. Skeletal muscle fibre cross-sectional area was
measured by a semi-automated threshold analysis using the
WGA signal to delineate the borders of individual fibres. A to-
tal of 600–1400 (mean: ~1000), 230–775 (mean: ~500), and
1200–2600 (mean: ~2000) fibres were traced for every dia-
phragm, soleus, and tibialis anterior section, respectively.
The WGA signal was also used to detect increased extracellu-
lar matrix/fibrosis, by quantifying the percentage of muscle
area occupied by WGA-positive staining.59 Skeletal muscle fi-
bre damage was assessed through the identification of fibres
presenting intracellular WGA and/or IgG staining.59,60

Transmission electron microscopy

Muscles for transmission electron microscopy (TEM) were
sliced, fixed, and processed by the University of Florida In-
terdisciplinary Center for Biotechnology Research Electron
Microscopy core. Briefly, samples were fixed in Trump’s fix-
ative (EMS, Hatfield, PA), processed with the aid of a Pelco
BioWave Pro laboratory microwave (Ted Pella, Redding, CA,
USA), and washed in 0.1 M of sodium cacodylate, pH 7.22,
post fixed with buffered 2% OsO4, water washed and
dehydrated in a graded ethanol series from 25% through
100% with 5% increments. Dehydrated samples were infil-
trated in LRWhite Medium and Z6040 embedding primer
(EMS, Hatfield, PA) in 50%, 100% and cured at 60°C for
48 h. Semi-thick sections (500 nm) were stained with tolu-
idine blue. Ultra-thin sections were collected on carbon
coated Formvar nickel slot grids (EMS, Hatfield, PA)
post-stained with 2% aqueous uranyl acetate and Reynold’s
lead citrate. Sections were examined with a FEI Tecnai G2
Spirit Twin TEM (FEI Corp., Hillsboro, OR), and digital
images were acquired with a Gatan UltraScan 2 × 2 k
camera and Digital Micrograph software (Gatan Inc.,
Pleasanton, CA).

Western blotting

Snap frozen muscles were homogenized in ice-cold RIPA
buffer (MilliporeSigma) supplemented with protease inhibi-
tors (Fisher Scientific, Hampton, NH, USA), phosphatase in-
hibitors (Fisher Scientific) and sodium butyrate, and
centrifuged for 10 min at 10 000g at 4°C. Protein concentra-
tion was measured via a BCA assay (ThermoFisher). Samples
were mixed in a 1:1 ratio with 2X Laemmli buffer supple-
mented with 5% of ß-mercaptoethanol, denatured for 5 min
at 90°C, and 24 μg of protein was loaded to a 4–15% TGX
Stain-free gel (Biorad, Hercules, CA, USA). Following protein
electrophoresis, gels were activated by being exposed to UV
light for 1 min. Thereafter, proteins were transferred to a ni-
trocellulose membrane using the Transblot turbo transfer
system (Biorad). Membranes were subsequently blocked for
1 h in 5% bovine serum albumin diluted into TBS supple-
mented with 1% of Tween 20 (TBS-T), incubated with FoxP1
(1:1000, ab32010, Abcam, Cambridge, UK) or GAPDH
(1:2000, 14C10, Cell Signaling, Danvers, MA, USA) antibody
for 1 h at room temperature, washed 3 × 5 min in TBS-T, in-
cubated 1 h in the dark with appropriate secondary antibod-
ies (LI-COR, Biosciences, Lincoln, NE, USA), and washed
3 × 5 min with TBS-T before being imaged with an Odyssey
Imaging System (LI-COR, Biosciences). Signal intensity for
FoxP1 was quantified using the Image Studio Lab software
(LI-COR, Biosciences) and normalized to GAPDH or total
protein content.
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Statistical analyses

Depending on data normality, tested with Shapiro–Wilk test,
the following parametric or non-parametric statistical
tests were used. Comparisons between two groups were
conducted with two-tailed t-test or Mann–Whitney U test.
In instances where more than two groups needed to be com-
pared, one-way analysis of variance (ANOVA) or Kruskal–
Wallis one-way ANOVA were performed. Two-way mixed
ANOVAs [groups (CRE- littermate controls vs. FoxP1iSkmTg/Tg)
× treatment (vehicle vs. tamoxifen)] were used to test for dif-
ferences in tissue masses as well as to evaluate differences
between groups (CRE- littermate controls vs. FoxP1iSkmTg/Tg)
in forces evoked at different frequencies or throughout the
fatiguing protocol. When ANOVAs detected differences,
Tukey (for one-way ANOVA), Dunn’s (for Kruskal–Wallis
one-way ANOVA), and Sidak (two-way ANOVA) post hoc anal-
yses were used to test for differences among pairs of means.
The alpha level of significance was set to 0.05. Data are re-
ported as mean ± standard error. All statistical analyses were
performed with SigmaPlot software for Windows (version 11,
Systat, Chicago, IL, USA) and Prism 8 for MacOS X (GraphPad
Software, La Jolla, CA, USA). Prism 8 was also used for figures.

Results

FoxP1 is transcriptionally up-regulated in multiple
models of cancer cachexia, through a
FoxO1-dependent mechanism

Using reverse transcription–quantitative polymerase chain
reaction (RT-qPCR), we first confirmed that FoxP1 is increased
in skeletal muscle of cachectic mice bearing C26 tumours,
and further established that FoxP1 is elevated in several addi-
tional mouse models of cancer cachexia, including the subcu-
taneous LLC and L3.6pl models, as well as in the orthotopic
L3.6pl model of pancreatic cancer cachexia (Figure 1A). We
further determined through western blotting, the protein
expression of FOXP1 in skeletal muscle of sham and C26
tumour-bearing mice—which revealed the likely presence of
multiple FOXP1 isoforms, including full length FOXP1
(~95 kDa), and at least two truncated versions that likely cor-
respond to the smaller FOXP1 isoforms expressed in mice.61

Compared with sham, C26 mice showed notable variations
in the abundance of the different FOXP1 isoforms present
in muscle, with a numerical increase in total FOXP1
(P = 0.076) and a significant increase in the smallest FOXP1
isoform (Figure 1B–F). These data therefore align with our
RT-qPCR data, and together support the notion that FoxP1
is up-regulated in muscle of cachectic tumour-bearing mice.

We previously identified, through an unbiased microarray
analysis, that FoxP1 is a downstream target of FoxO, which is

increased in the skeletal muscle of C26 tumour-bearing
mice.15 Of the FoxO family members, FoxO1 is the predomi-
nant isoform increased in skeletal muscle of both cachectic
tumour-bearing mice and cachectic cancer patients.12,13,19,20

We therefore determined whether FoxO1 is sufficient to in-
crease FoxP1 transcription and required for its up-regulation
in response to tumour burden. Rodent skeletal muscles were
transfected with an empty vector or constitutively active
FoxO1 expression plasmid plus a FoxP1 promoter reporter
and harvested 4 days later. Compared with empty vector,
FoxO1 significantly increased transcription from the FoxP1
promoter reporter (Figure 1G). In line with this finding,
blocking the cancer-induced up-regulation of FoxO1 via
AAV2/9 delivery of FoxO1-shRNA prevented the C26-induced
increase in FoxP1 mRNA (Figure 1H)—thus demonstrating
the sufficiency and requirement of FoxO1 for FoxP1 up-
regulation.

Skeletal muscle-specific induction of FoxP1 induces
body and skeletal muscle wasting

To determine the physiological significance of FoxP1
up-regulation in skeletal muscle, we utilized plasmid injection
and electroporation to transfect muscle with a FoxP1 expres-
sion plasmid (or an empty vector to serve as control), along
with a GFP expression plasmid, to visualize transfected fibres.
Skeletal muscle transfected with FoxP1 showed a 10% reduc-
tion in mass, and significantly reduced skeletal muscle fibre
CSA 7 days post-transfection, indicating that FoxP1 up-regula-
tion in skeletal muscle is sufficient to induce muscle fibre atro-
phy (Figure S1A–B). To substantiate and extend these findings,
we generated mice in which FoxP1 over-expression could be
induced in skeletal muscles (FoxP1iSkmTg/Tg mice) via treatment
with tamoxifen (Figure 2A–C). A 15-fold increase in FoxP1
mRNA (Figure 2A) and a four-fold increase in the protein ex-
pression of full length FOXP1 (Figures 2B–C and S2) were ob-
served in response to tamoxifen treatment in skeletal
muscles of FoxP1iSkmTg/Tg mice. Compared with both CRE- lit-
termate controls treated with tamoxifen, and to FoxP1iSkmTg/

Tg mice treated with vehicle, FoxP1iSkmTg/Tg mice treated with
tamoxifen showed body wasting reflected by an average loss
of 15% of their original body mass (Figure 2D–F). Moreover,
the body wasting in FoxP1iSkmTg/Tg was associated with
significant skeletal muscle wasting highlighted by lower mus-
cle masses in the tibialis anterior (�16%), gastrocnemius com-
plex/triceps surae (�17%), and quadriceps (�27%) of female
(Figure 2G–I) and male FoxP1iSkmTg/Tg mice (Figure S3).
Noteworthy, FoxP1 over-expression in skeletal muscle also
caused fat wasting in several, but not all FoxP1iSkmTg/Tg mice
(Figures S3 and S4B), whereas heart and spleen masses were
not affected (Figure S3E,G and S4A,C). Overall, these data
show that sustained FoxP1 over-expression in skeletal muscle
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is sufficient to induce body, muscle, and fat wasting, although
the latter was variable.

To further determine whether the muscle wasting observed
in FoxP1iSkmTg/Tg mice is associated with muscle fibre atrophy,
we measured tibialis anterior fibre cross-sectional area
(Figure 2J–O). Compared with genetic controls, FoxP1iSkmTg/Tg

mice showed a leftward shift in their fibre size distribution
(Figure 2K); a similar shift was observed in FoxP1iSkmTg/Tg

diaphragm muscles (Figure S5). To determine whether this
fibre size reduction was fibre-type specific and associated with
a shift in fibre type composition, we immunostained tibialis
anterior cross-sections to distinguish between myosin heavy
chain I (type I), myosin heavy chain IIA (type IIA), and myosin
heavy chain IIX/B (Type IIX/B) fibres. Type I fibres accounted
for less than 1% of total fibres in FoxP1iSkmTg/Tg mice and
genetic controls and were therefore excluded from further
analyses. Type IIA fibres represented approximately 43% of
total fibres in FoxP1iSkmTg/Tg vs. 35% in genetic controls
(Figure 2L), whereas Type IIX/B fibres accounted for 57% of

total fibres in FoxP1iSkmTg/Tg vs. 62% in genetic controls
(Figure 2M), neither of which were significantly different be-
tween strains. Fibre-type specific analyses of muscle fibre size
further demonstrated significant myofibre atrophy of type
IIX/B fibres in FoxP1iSkmTg/Tg mice (Figure 2N–O), indicating
that the leftward shift in the fibre size distribution in
FoxP1iSkmTg/Tg mice is primarily driven by the atrophy of larger
myofibres. Taken together, these data demonstrate that
muscle-specific FoxP1 over-expression is sufficient to induce
muscle wasting and muscle fibre atrophy.

Skeletal muscle-specific induction of FoxP1 induces
myopathy

To gain further insights into the effects of FoxP1
up-regulation in skeletal muscle, we examined skeletal mus-
cle morphology and ultrastructure in multiple muscle groups
of FoxP1iSkmTg/Tg mice, including tibialis anterior, diaphragm,

Figure 1 FoxP1 is up-regulated in multiple models of cancer cachexia in a FoxO1-dependent manner. (A) Changes in FoxP1 mRNA in mouse skeletal
muscle in various experimental models of cancer cachexia, including the subcutaneous murine colon 26 adenocarcinoma (C26) and Lewis lung carci-
noma (LLC) models, and the human pancreas-liver (L3.6pl) xenograft models, in which human L3.6pl cells were injected into the flank or orthotopically
(ortho) into the pancreas. Note that independent unpaired two-tailed t-tests were performed for the different cachexia models. (B–F) FOXP1 protein
expression in skeletal muscle of C26 tumour-bearing and non-tumour-bearing (Sham) mice. In panel (C), total FOXP1 expression was quantified by sum-
ming the signal from FOXP1A, FOXP1B, and FOXP1C and normalizing to total protein. (G) Transfection of rat solei with a constitutively active FoxO1
expression plasmid (ca. FoxO1) is sufficient to increase FoxP1 transcription, in vivo, as highlighted by its ability to increase a luciferase reporter gene
driven by the FoxP1 promoter (RLU = relative light unit). (H) FoxO1 knockdown in mouse tibialis anterior, through transduction of muscles with AAV9
vector encoding FoxO1-shRNA (or scrambled-shRNA), prevents the C26-induced upregulation of FoxP1 mRNA. For panels (A)–(G), depending on data
distribution, unpaired two-tailed t-tests or Mann–Whitney tests were performed to test for statistical differences between groups. A one-way analysis
of variance (ANOVA) was conducted to test for statistical differences between means in panel (H). Data are reported as mean ± SEM.
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Figure 2 Inducible, skeletal muscle-specific FoxP1 over-expression induces body and skeletal muscle wasting. FoxP1 over-expression was induced by
injecting mice intraperitoneally with tamoxifen for five consecutive days, followed by maintenance on a tamoxifen diet until study endpoint. Mice were
euthanized following 6 weeks of treatment, or upon reaching IACUC-mandated endpoint, based on cachexia development. (A–C) Tamoxifen treatment
(started at 9–15 weeks of age) increases FoxP1 mRNA (A) and protein (B–C) expression in CRE+ FoxP1iSkmTg/Tg mice compared with controls. (D–I)
Skeletal muscle-specific FoxP1 over-expression induces body wasting (D–F) and skeletal muscle wasting (G–I). TAM = tamoxifen. (J) Representative im-
ages of tibialis anterior cross-sections stained for wheat germ agglutinin (WGA), myosin heavy chain type I (MHCI), and myosin heavy chain type IIA
(MHCIIA). CON = genetic controls. (K) Quantification of tibialis anterior muscle fibre cross-sectional area (CSA) shows a leftward shift in fibre sizes in
response to FoxP1 over-expression. CSA data were binned and fit with a Gaussian least squares regression. Significance was determined by
calculating the extra sum-of-squares F test. (L–M) Quantification of type IIA (L) and type IIX/B (M) fibre percentage in genetic control (CON) and
CRE+ FoxP1iSkmTg/Tg tibialis anterior. (N–O) Quantification of type IIA (N) and type IIX/B (O) muscle fibre CSA showing type IIX/B fibre atrophy in tibialis
anterior muscles over-expressing FoxP1. Statistical differences were determined by conducting unpaired two-tailed t-tests or Mann–Whitney tests in
panels (A) and (L–O), one-way ANOVA in panel (C) and two-way ANOVAs in panels (D)–(I). Data shown are from female mice and are reported as
mean ± SEM. Note that data from male CRE+ FoxP1iSkmTg/Tg mice and CRE- littermate controls are presented in Figure S3.
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and soleus, which revealed widespread muscle
disruptions (Figures 3 and S6). In this regard, H&E staining
of FoxP1iSkmTg/Tg mice revealed significant myopathy charac-
terized by the presence of centrally nucleated myofibres
and increased extracellular space (Figure 3A–B), suggesting
significant muscle remodelling. This myopathy was also asso-
ciated with significant myofibre damage, as confirmed
through intracellular staining of both WGA and IgG—which
requires previous membrane damage59,60,62 (Figures 3C–E
and S6A–C). FoxP1iSkmTg/Tg mice also showed increased total
muscle area occupied by WGA—which has been used as a
surrogate marker for fibrosis63—(Figures 3F and S6D), and
calcium deposition (Figure 3G and S6E), which further sup-
port the dystrophic-like changes observed via H&E staining.63

We also observed in muscle of FoxP1iSkmTg/Tg mice the pres-
ence of various cytosolic abnormalities, including the pres-
ence of periodic acid Schiff-positive vacuoles presumed to
be filled with polysaccharides (e.g. glycogen) or other macro-
molecules containing a high proportion of carbohydrates
(Figure 3H). These findings were supported via TEM, which
also revealed the presence of cellular-material filled vacuoles
(Figure 4). Also consistent with our histological findings of
muscle damage, TEM revealed marked disruption to sarco-
mere architecture, and accumulation of non-contractile ma-
terial within myofibres of FoxP1iSkmTg/Tg mice.

Skeletal muscles of FoxP1iSkmTg/Tg mice display
muscle weakness

On the basis of our findings of both muscle wasting and my-
opathy in FoxP1iSkmTg/Tg mice, we hypothesized that these
mice would also demonstrate muscle weakness. We therefore
measured muscle contractile properties in the diaphragm and
soleus muscles, the latter of which was spared from muscle
wasting (Figure S7), but showed significant myopathy (Figures
3–4 and S6). FoxP1iSkmTg/Tg mice showed significantly reduced
specific maximal tetanic force produced by muscle strips dis-
sected from female (�26%) and male (�19%) diaphragm,
whereas specific twitch force was numerically reduced by
19% in female mice and 11% in male mice, compared with
CRE- littermate controls (Figures 5A–B and S8). Noteworthy,
diaphragm strips from female FoxP1iSkmTg/Tg mice showed
longer half relaxation time (+54%), but unchanged time to
peak twitch (+2%) compared with diaphragm strips from
CRE- littermate controls (Figure 5C–D) suggesting that FoxP1
over-expression resulted in slower contractile properties; to
note, this slowing of the twitch properties was not observed
in diaphragm strips harvested from male FoxP1iSkmTg/Tg mice
(�1% and +15%, respectively). In agreement with the slower
contractile properties observed in female mice, a leftward
shift in the force–frequency relationship was observed in dia-
phragm of female mice over-expressing FoxP1, with higher
relative forces produced at 10 and 30 Hz by FoxP1iSkmTg/Tg

compared with diaphragm strips from CRE- littermates, whe-
reas forces produced at high frequencies were lower (�17%
to 27%) in FoxP1iSkmTg/Tg mice compared with CRE- littermate
controls (Figure 5E–F). Similar to the diaphragm, soleus mus-
cles from female FoxP1iSkmTg/Tg mice were weaker than soleus
from CRE- littermate controls, with reductions of 19% and
26% in specific twitch and tetanic force, respectively (Figure
5G–H). No changes were observed in soleus time to peak
twitch (+38%) or half relaxation time (+5%) (data not shown).
Noteworthy, FoxP1 over-expression did not affect soleus
fatigue susceptibility as indicated by the similar extent of
force loss measured over the course of a fatiguing protocol
(Figure S9). Taken together, these data indicate that even in
skeletal muscles that do not exhibit FoxP1-induced muscle
fibre atrophy, FoxP1 is sufficient to induce significant skeletal
muscle weakness.

FoxP1 exerts transcriptional repression on gene
networks involved in skeletal muscle structural
development and function, and in cell quality
control

To gain insights into the early mechanisms underpinning skel-
etal muscle wasting, weakness, and myopathy induced by
FoxP1 over-expression, mouse tibialis anterior were
transfected with a FoxP1 plasmid or empty vector and muscle
tissues harvested 4 days later for transcriptomic analysis.
Muscle samples within each group were pooled, and microar-
ray analysis conducted to identify genes differentially regu-
lated by FOXP1. The top 50 most enriched terms obtained
for Biological Process, Molecular Function, Cellular
Component, Kyoto Encyclopedia of Genes and Genomes,
and Reactome gene ontology are presented in Data S1. For
each category, the 50 most enriched terms were all predicted
to be down-regulated—which is in line with the known func-
tion of FoxP1 as a transcriptional repressor.21–23 Noteworthy,
among the most significantly enriched annotations down-
regulated by FoxP1 were those related to skeletal muscle
structure, function, and development (sarcomere, false dis-
covery rate (FDR) = 2.90E-15; sarcoplasmic reticulum,
FDR = 2.28E-08; myogenesis FDR = 1.25E-05), chromatin re-
modelling through histone acetylation (histone acetyltrans-
ferase complex, FDR = 8.78E-14; histone H4-K16 acetylation,
FDR = 1.09E-05), cell quality control (autophagy-animal,
FDR = 2.09E-19; phagophore assembly site, FDR = 2.56E-06),
and cell metabolism (glycogenolysis, FDR = 4.1E-04) (Data
S1). Additional insight into the potential downstream conse-
quences of these transcriptional perturbations was further
obtained using the diseases and functions analyses provided
by Ingenuity Pathway Analysis (Figure 6A), which predicted
terms related to organismal death, growth failure, and mus-
cle cell death to be up-regulated by FoxP1. In agreement with
this, functions related to body size and muscle contractility
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Figure 3 Skeletal muscles of FoxP1iSkmTg/Tg exhibit myopathy. (A) Representative images of haematoxylin and eosin (H&E) stained cross-sections
show increased extracellular space, presence of mononucleated cells, and increased number of myofibres with centralized nuclei in muscles from
CRE+ FoxP1

iSkmTg/Tg
mice compared with CRE- littermate controls (CON). (B) Quantification of total number of fibres presenting internalized nuclei

in soleus muscle cross-sections from CRE+ FoxP1iSkmTg/Tg mice and CRE- littermate controls. (C) Representative muscle cross-sections from female
CRE+ FoxP1

iSkmTg/Tg
mice and CRE- littermate controls stained with mouse immunoglobulin G (IgG) antibodies and wheat germ agglutinin (WGA).

(D–F) muscles from female CRE+ FoxP1iSkmTg/Tg mice show increased presence of intra-myofibre endogenous IgG (D) and WGA (E) indicative of
muscle damage, and increased percent area positive for WGA (F) compared to CRE- littermate controls. Data are reported as mean ± SEM. (G) Skel-
etal muscle cross-sections from female CRE+ FoxP1

iSkmTg/Tg
mice stained with Alizarin Red S show dysregulation of intracellular Ca

2+
compared with

CRE- littermate controls. (H) Representative images of tibialis anterior cross-sections stained with periodic acid-Schiff (PAS) reveal the accumulation
of PAS + vacuoles in muscles of CRE+ FoxP1

iSkmTg/Tg
mice compared with CRE- littermate controls (CON). Depending on data distribution, unpaired

two-tailed t-tests or Mann–Whitney tests were performed to test for statistical differences between groups. Data are reported as mean ± SEM. Note
that data from male CRE+ FoxP1iSkmTg/Tg mice and CRE- littermate controls are presented in Figure S6.
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were predicted to be down-regulated in muscles over-
expressing FoxP1 (Figure 6B). On the basis of these findings,
we validated several target genes critical to muscle structural
development, function and maintenance as downstream
target genes repressed by FoxP1 using RT-qPCR, including
myocyte enhancer factor 2c (Mef2c), kyphoscoliosis pepti-
dase (Ky), myomesin 2 (Myom2), leiomodin 3 (Lmod3),
calsequestrin 1 (Casq1), and ryanodine receptor 1 (Ryr1, Fig-
ure 6C). Taken together, these transcriptional data align with
our histological findings of muscle wasting, myopathy, and
weakness in muscles of FoxP1iSkmTg/Tg mice and implicate
the repression of muscle-specific genes that regulate muscle
structure and function as potential underlying mechanisms.

FoxP1 negatively regulates muscle fibre regrowth
following cardiotoxin injury

On the basis of our finding that FoxP1 repressed numerous
muscle-specific genes known to be critical for muscle cell

differentiation and maturation into functional muscle fibres,
we examined the mRNA levels of FoxP1 in C2C12 cells under-
going myogenic differentiation. We found that the mRNA
levels of FoxP1 are highest in proliferating C2C12 myoblasts
and decline during differentiation into mature myotubes
(Figure 7A). These data align with published microarray
data,64 and taken together with our findings in FoxP1iSkmTg/Tg

mice, suggest that FoxP1 could function as a negative regula-
tor of muscle differentiation. We therefore determined
in vivo, whether FoxP1iSkmTg/Tg mice show disruptions in de
novo myofibre regeneration and regrowth following
cardiotoxin injury. Tibialis anterior muscles of Foxp1iSkmTg/Tg

mice and CRE- littermate controls were therefore injected
with cardiotoxin, and on the same day, we initiated tamoxifen
treatments—consisting of daily tamoxifen injections for
5 days, followed by maintenance on a tamoxifen diet until
Day 24, when muscle tissues were harvested for morphologi-
cal analyses. Cardiotoxin injury causes complete degeneration
and removal of adult muscle fibres, followed by proliferation
of skeletal muscle stem and myogenic precursor cells that

Figure 4 Inducible, skeletal muscle-specific FoxP1 over-expression causes ultra-structural alterations. Transmission electron microscopy images show
ultra-structural alterations in muscles from female CRE+ FoxP1iSkmTg/Tg mice compared with CRE- littermate controls. C, core; h, hypercontracted sar-
comeres; L, lysosome; m. irr., membrane irregularities; N, internalized nucleus; NC, non-contractile material; nf, necrotioc fibre; V, vacuoles.
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subsequently undergo differentiation, fuse and regrow into
fully functional de novo myofibres. In Foxp1iSkmTg/Tg mice, all
myogenic precursors undergoing differentiation would be
expected to undergo CRE-mediated recombination and
up-regulate FoxP1 as soon as the skeletal muscle actin (Acta1)
promoter, which drives CRE expression, becomes active. In
C2C12 muscle cells, we show that Acta1 mRNA is elevated
as early as 1 day post-differentiation ( approximately nine-
fold, Figure 7B). Upon tissue harvest 24 days post-injury, in-
jured muscles from FoxP1iSkmTg/Tg mice weighed ~21% less
than injured muscles from CRE- controls (Figure 7C), and

displayed significantly smaller (32%) regenerating fibres
(Figure 7D–G).

FoxP1-dependent muscle wasting requires histone
deacetylase activity

Thus far, we have established that FoxP1 acts as a transcrip-
tional repressor of skeletal muscle gene expression whose
up-regulation in skeletal muscle is sufficient to cause muscle
damage and wasting and impede regrowth of regenerating

Figure 5 Inducible, skeletal muscle-specific FoxP1 over-expression causes skeletal muscle weakness. Specific twitch (A) and tetanic (B) forces re-
corded from diaphragm strips from CRE+ FoxP1iSkmTg/Tg mice (orange) and CRE- littermate controls (blue). Twitch contraction (C) and half relax-
ation times (D) show slower kinetics in female CRE+ FoxP1iSkmTg/Tg mice vs. CRE- littermate controls. (E–F) Force–frequency relationships obtained
from CRE+ FoxP1iSkmTg/Tg mice and CRE- littermate controls indicate that diaphragms from CRE+ FoxP1iSkmTg/Tg mice show reduced specific forces,
and a leftward shift at low stimulation frequencies (F). Twitch (G) and tetanus (H) forces recorded from soleus muscles harvested from CRE+
FoxP1iSkmTg/Tg mice (orange) and CRE- littermate controls. Depending on data distribution, unpaired two-tailed t-tests or Mann–Whitney tests
were performed to test for statistical differences between groups in panels (A–D) and (G–H). Statistical differences between means were tested
by conducting two-way mixed ANOVAs for panels (E) and (F). Data are reported as mean ± SEM.
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Figure 6 Acute FoxP1 over-expression in skeletal muscle leads to dysregulation of skeletal muscle homeostatic pathways. Mouse tibialis anterior mus-
cles were transfected with a FoxP1 plasmid or empty vector and microarray analyses were conducted on pooled samples (n = 3 per group). (A-B) IPA
enriched diseases and functions that are up-regulated (A) and down-regulated (B) in response to acute FoxP1 over-expression. (C) RT-qPCR validation
for selected genes involved in muscle structural development, function, and maintenance. Depending on data distribution, unpaired two-tailed t-tests
or Mann–Whitney tests were performed to test for statistical differences between groups. Data are reported as mean ± SEM.
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myofibres. In other cell types, FoxP1 has been established to
exert transcriptional repression and mediate cellular func-
tions through its interaction with transcriptional repressor
complexes containing histone deacetylase (HDAC) proteins.21

We therefore further determined whether HDACs are
necessary for FoxP1 to induce skeletal muscle wasting and

myopathy. As shown in Figure 8A–E, daily treatment of
FoxP1iSkmTg/Tg mice with TSA completely prevented FoxP1
from inducing both body and skeletal muscle wasting,
markedly improved muscle morphology (Figure 8F–G), and
prevented fibre atrophy (Figure 8H). Moreover, skeletal mus-
cles from FoxP1iSkmTg/Tg mice treated with TSA were devoid of

Figure 7 Inducible, skeletal muscle-specific up-regulation of FoxP1 impedes muscle regeneration following injury. (A–B) FoxP1 (A) and Acta1 (B) mRNA
expression measured in proliferating C2C12 myoblasts (Day 0) and following 1, 2, or 5 days of differentiation into myotubes. (C–G) Tibialis anterior
muscles of CRE+ FoxP1iSkmTg/Tg mice and CRE- littermate controls (CON) were injured via direct injection of cardiotoxin on the same day as tamoxifen
treatments were initiated. Twenty-four days post-injury, FoxP1

iSkmTg/Tg
mice showed reduced muscle mass (C), and reduced cross-sectional area (CSA)

of regenerating myofibres, as visualized in tibialis anterior muscle cross-sections stained with H&E (D) and as quantified in (E–G). Cross-sectional area
data were binned, fit with a Gaussian least squares regression and significance was determined by calculating the extra sum-of-squares F test. Statis-
tical differences were determined by conducting one-way ANOVAs in panels (A) and (B), and unpaired two-tailed t-tests or Mann–Whitney tests in
panels (C) and (E). Data are reported as mean ± SEM.
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vacuoles (Figure 8F), showed numerical reduction in the
presence of internalized nuclei (Figure 8I), and did not exhibit
increased extracellular matrix expansion (Figure 8J). TSA

treatment of mice in which FoxP1 over-expression was
acutely induced in tibialis anterior by transfection of FoxP1
expression plasmid also disrupted the ability of FoxP1 to

Figure 8 FoxP1-dependent induction of body and skeletal muscle wasting occurs through an HDAC-dependent manner. (A–I) Tamoxifen-treated CRE+
FoxP1

iSkmTg/Tg
mice received daily intraperitoneal (IP) injections of trichostatin A (TSA, a pan HDAC inhibitor). TSA treatment blunted the

FoxP1-dependent loss of body mass (A) and skeletal muscle mass (B–E). Body and muscle masses are expressed as percent of sex-matched CRE-
littermate controls (CON). (F–G) Representative images of FoxP1

iSkmTg/Tg
muscle cross-sections stained with haematoxylin & eosin (H&E, F) and wheat

germ agglutinin (WGA, G) show that TSA treatment protects against FoxP1-induced muscle fibre atrophy (H), myopathy including degeneration/regen-
eration (I), and extracellular matrix (ECM) deposition (J). Data are normalized to CRE- littermate controls and reported as mean ± SEM. Cross-sectional
area data were binned, fit with a Gaussian least squares regression and significance was determined by calculating the extra sum-of-squares F test.
Depending on data distribution, unpaired two-tailed t-tests or Mann–Whitney tests were performed to test for statistical differences between groups
in panels (A–E) and (I and J). [Note that data for mice not treated with TSA originate from the same mice as in Figures 2, 3, S3, and S6].
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exert transcriptional repression of several muscle-specific
genes (Figure S10). Together, these data thus implicate
HDACs as key mediators of the skeletal muscle phenotype in-
duced by FoxP1, including the repression of muscle-specific
genes and its induction of skeletal muscle damage, wasting,
and remodelling.

FoxP1 represses MEF2 target gene transcription
during cancer cachexia

On the basis of our findings that FoxP1 is sufficient to repress
muscle-specific gene expression and induce muscle wasting,
we next sought to determine whether the up-regulation of
endogenous FoxP1 mediates muscle wasting in response to
tumour burden. Mouse tibialis anterior muscles were there-
fore injected with AAV9 encoding FoxP1 shRNA or scrambled
shRNA 2 weeks before C26 tumour inoculation and tissues
were harvested at Institutional Animal Care and Use
Committees-mandated endpoint. Knockdown of FoxP1 par-
tially attenuated muscle fibre atrophy induced by tumour
burden (Figure 9A) and visually improved muscle ultrastruc-
ture as observed via TEM (Figure 9B). Microarray analysis
on tibialis anterior pooled samples revealed FoxP1 as a key
mediator of the cancer-induced transcriptional repression of
gene networks critical to muscle structure, function, and re-
generation/repair. These findings were supported through
both String analysis of all genes (Figure 9C), and through
follow-up analysis using DAVID, of the 249 genes identified
to be repressed by two-fold or more in response to C26,
whose expression was rescued by FoxP1-shRNA by two-fold
or greater (Figure 9D). Indeed, functional annotations related
to skeletal muscle contraction, muscle cell differentiation,
and calcium ion transmembrane transport were highly
enriched. We further analysed these 249 FoxP1 targets re-
pressed in response to tumour burden using Gene Set Enrich-
ment Analysis and the Molecular Signatures Database to
identify conserved transcription factor binding motifs com-
monly shared among their gene promoters (Figure 9E). In-
cluded among the top 10 most highly enriched binding
motifs were those corresponding to the myogenic transcrip-
tion factors, myocyte enhancer factor 2 (MEF2), and myo-
genic differentiation 1 (MYOD1), which cooperatively
regulate muscle-specific gene expression.65–67 Indeed, sev-
eral downstream targets of MEF2 involved in muscle struc-
ture and function were among the top FoxP1 target genes
repressed in response to tumour burden (Data S2), including
Casq1, Casq2, Lmod3, Ky, and Mef2c (Figure 9F)—suggesting
that FoxP1 up-regulation disrupts MEF2 transcriptional activ-
ity. To test this, we acutely transfected mouse muscle with a
Foxp1 expression plasmid plus a MEF2-dependent luciferase
reporter using plasmid injection and electroporation and
found that FoxP1 significantly repressed the MEF2 reporter
(Figure 9G). These findings collectively highlight FoxP1 as a

negative regulator of MEF2, whose up-regulation in response
to tumour burden contributes to the repression of MEF2 tar-
get gene transcription, ultrastructural alterations and to the
normal atrophy process.

FoxP1 is increased in skeletal muscle of cachectic
cancer patients

On the basis of our findings that FoxP1 is both sufficient and
required for cancer-associated muscle wasting, we sought to
determine whether our findings are relevant to skeletal mus-
cle wasting in human cancer patients. We thus measured the
protein expression of FOXP1 in muscle biopsies from
non-cancer controls and patients with PDAC—a cancer type
displaying one of the highest incidences of cachexia.7 Com-
pared with non-cancer controls, FOXP1 protein expression
was increased in skeletal muscle of cancer patients defined
as cachectic based on body mass loss of >5% in combination
with muscle depletion (i.e. low skeletal muscle index) (Figure
10A–B). Moreover, extraction of skeletal muscle microarray
data from a larger cohort of PDAC patients20,68 further re-
vealed a positive correlation between the mRNA levels of
FOXP1 and body mass loss (Figure 10C), and a negative corre-
lation between the mRNA levels of FOXP1 and skeletal mus-
cle index (Figure 10D). In support of these findings, FOXP1
mRNA levels were significantly higher in PDAC patients classi-
fied as cachectic compared with weight-stable non-cancer
controls (Figure 10E), which aligns with our finding of in-
creased abundance of FOXP1 protein. These data provide sig-
nificant translational relevance to our findings in mouse
models, which demonstrate that FoxP1 is sufficient to induce
muscle wasting and weakness, and mediates the normal mus-
cle atrophy response to tumour burden.

Discussion

The present study identifies FoxP1 as a novel transcriptional
repressor in skeletal muscle, whose conditional activation in
adult muscle fibres is sufficient to induce muscle wasting
and dysfunction, and impedes the regrowth of regenerating
myofibres. We demonstrate that FoxP1-induced muscle
wasting and remodelling is mediated through HDACs—which
are known to interact with FoxP1 as part of larger transcrip-
tional complexes—to induce gene repression. We further
show that these findings are relevant to muscle wasting asso-
ciated with cancer, as FoxP1 expression was elevated in mul-
tiple mouse models of cancer cachexia, and its knockdown
attenuated cancer-associated muscle fibre atrophy. Using
skeletal muscle biopsies from cancer patients, we demon-
strate that these findings are relevant to human cancer
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Figure 9 FoxP1 mediates cancer-induced muscle atrophy and the repression of MEF2 target genes. (A) Transduction of tibialis anterior muscles of
C26-tumour bearing mice with an AAV9 vector encoding FoxP1-shRNA blunts the C26-induced reduction in muscle fibre cross-sectional area (CSA) that
is observed in muscles transduced with AAV9 encoding scrambled-shRNA. (B) Representative transmission electron microscopy images of tibialis an-
terior muscles from sham and C26-tumour bearing mice transduced with the AAV9 encoding FoxP1 shRNA or scrambled shRNA, showing ultrastruc-
tural alterations in response to C26 tumour burden, that are improved in response to FoxP1 knockdown. (C) Microarray analyses conducted on
pooled samples (n = 3 per group) and further analysed with string to identify enriched cellular components, indicate that FoxP1 knockdown attenuates
the tumour-induced repression of genes involved in muscle structure/function (blue categories) and reduces the activation of genes involved in protein
breakdown (red categories). (D–E) Genes repressed by two-fold or more in response to C26 tumour burden that were rescued by two-fold or more in
muscles expressing FoxP1-shRNA (249 genes) were further analysed using DAVID to identify enriched non-redundant functional annotations (D), and
using gene set enrichment analysis (GSEA) and the molecular signatures database to identify enriched transcription factor binding motifs among gene
promoters (E). FoxP1 targets repressed in muscle of C26 mice were enriched for MEF2 and MYOD target genes involved in muscle contraction and
muscle cell differentiation. (F) RT-qPCR validation demonstrating that FoxP1 knockdown rescues the C26-induced repression of several MEF2 target
genes involved in muscle structural development, function, and maintenance. (G) Mouse tibialis anterior muscles were transfected with a FoxP1 ex-
pression plasmid or empty vector, plus a MEF2-dependent luciferase reporter to assess MEF2 activity. RLU = relative light unit. Statistical differences
were determined by conducting a one-way ANOVA in panel (A), unpaired two-tailed t-test or Mann–Whitney tests depending on data distribution in
panel (F) and Wilcoxon test in panel (G). Data are reported as mean ± SEM.
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cachexia, because the levels of FOXP1 mRNA and protein
were elevated in patients defined as cachectic.

Previous studies from our laboratory,13,15 and others,69

have established the importance of the FoxO transcription
factors in promoting tumour-induced muscle wasting, and
our previous work identified FoxP1—whose role in skeletal
muscle has not been studied to this date—as a
FoxO-dependent gene.15 Our present data extend this previ-
ous work by showing that skeletal muscle expression of
FoxP1 is increased in multiple models of cancer cachexia in
which FoxO factors are also elevated, and by further identify-
ing FoxP1 as a downstream target of FoxO1. This finding
aligns with microarray data collected from mice conditionally

deleted for FoxO1/FoxO3a/FoxO4 specifically in skeletal mus-
cle, in which FoxP1 was identified as a FoxO-target in re-
sponse to starvation.70 Importantly, FoxO1 is consistently
identified as a cachexia-associated gene increased in muscle
of cancer patients,19,20 and we show that increased levels
of FoxP1 are also associated with cachexia in cancer patients.
Thus, cancer-induced muscle wasting could be mediated, at
least in part, through a FoxO1–FoxP1-dependent mechanism.
In support of this, over-expression of FoxP1 in skeletal mus-
cles led not only to skeletal muscle wasting but also body
wasting and was often coincident with fat wasting, which
are all features of cachexia observed in cancer patients and
tumour-bearing mice. Moreover, Foxp1iSkmTg/Tg mice also

Figure 10 FoxP1 expression is increased in skeletal muscle of patients with pancreatic ductal adenocarcinoma (PDAC) exhibiting cachexia. (A–B) FOXP1
protein expression is increased in rectus abdominis muscle biopsies from cachectic PDAC patients compared with non-cancer control patients. In panel
(A), arrows point to the two FoxP1 isoforms quantified in B. (C–E) FOXP1 mRNA expression in rectus abdominis muscle of PDAC patients correlates
positively with body mass loss (C) and negatively with skeletal muscle index (D) and is increased in cachectic PDAC patients when compared with
weight-stable non-cancer controls with normal muscularity (E). Note: mRNA data were extracted from microarray analyses previously analysed and
published in combination with histological assessment of muscle biopsies20 and in combination with MRI-based measures of skeletal muscularity
and muscle quality.

68
Statistical differences were determined by conducting unpaired two-tailed t-test or Mann–Whitney tests depending on data

distribution in panels (B) and (E), and simple linear regression analyses in panels (C) and (D). Data are reported as mean ± SEM.
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showed evidence of additional myopathies similar to that ob-
served in skeletal muscle biopsies from cachectic cancer
patients,20 including evidence of damage, myofibres with
centralized nuclei, and expansion of extracellular matrix—
the latter of which could be related to our finding that FoxP1
up-regulation also disrupted the muscle regenerative
process.71

Genome-wide transcriptomic analyses in muscles acutely
over-expressing FoxP1 revealed FoxP1 as a potent transcrip-
tional repressor of skeletal muscle gene expression—with sig-
nificant enrichment of functional annotations related to
skeletal muscle structure, function, and myogenesis. In line
with this, Foxp1iSkmTg/Tg mice showed significant disruptions
in de novo myofibre regrowth following cardiotoxin injury,
which relies on the activation of muscle-specific genes to
complete the regenerative process.67 These findings were
also congruent with the role of endogenous FoxP1 in a mouse
model of cancer cachexia, whose knockdown blocked the
cancer-induced repression of genes critical to muscle struc-
ture, function, and muscle differentiation. Importantly, pro-
moter analysis of target genes repressed by FoxP1 during
cancer revealed strong enrichment of binding sites for
MEF2—a family of transcription factors that activate
muscle-specific genes and are together required for muscle
differentiation and regeneration.67 In further support of
FoxP1 as a negative regulator of MEF2, we found that FoxP1
was also sufficient to repress a MEF2-dependent luciferase
reporter. These findings are noteworthy, because we recently
showed that MEF2c gain-of-function protects against cancer-
associated muscle wasting and weakness,68 and highlight
FoxP1 up-regulation as a novel mechanism that contributes
to the disruption of MEF2 target gene transcription during
cancer cachexia.

Mechanistically, our findings indicate that HDACs are nec-
essary for FoxP1 to elicit skeletal muscle wasting and play a
role in FoxP1-dependent transcriptional repression. Indeed,
treatment of Foxp1iSkmTg/Tg mice with TSA completely
prevented the muscle wasting phenotype induced in these
mice and interfered with FoxP1-dependent repression of
several muscle-specific genes. These findings align with pub-
lished studies that have both established HDACs as necessary
mediators of FoxP1 cellular functions21 and identified FoxP1
to induce gene repression through its interaction and recruit-
ment of transcriptional repressor complexes containing HDAC
proteins, including the Nucleasome Remodelling and
deacetylation complex,21 and nuclear receptor corepressor
2 (also known as SMRT23) to gene promoters. It is therefore
possible that FoxP1 may exert transcriptional repression of
skeletal muscle target genes through a similar mechanism.
In fact, muscle-specific gene transcription is tightly controlled
through the opposing roles of histone acetyltransferases and
HDAC proteins, with HDAC activity and the associated NCOR
complex repressing gene transcription.72 However, it is
critical to acknowledge that HDACs regulate numerous

transcription factors, whose dysregulation in the presence
of TSA could indirectly interfere with FoxP1 functions in
skeletal muscle. Thus, additional studies are needed to not
only identify direct FoxP1 targets, but to determine
whether FoxP1 occupancy of target gene promoters
impacts the occupancy of HDACs, and other regulatory fac-
tors that together dictate promoter activity and promoter
accessibility.

While the current study demonstrates the biological signif-
icance of full-length FoxP1 in mouse skeletal muscle, which is
transcribed by the FoxP1A transcript, both mice and humans
express several additional truncated FoxP1 isoforms that re-
sult from alternative splicing.61,73 In fact, several truncated
versions of FoxP1 were observed through western blots of
skeletal muscle from mice and humans, with a smaller FoxP1
isoform between ~55 and 65 kDa showing increased abun-
dance in response to cancer cachexia. Thus, future studies
are needed to not only delineate the predominant FoxP1 iso-
forms expressed in skeletal muscle under baseline conditions
and in response to cancer cachexia but to also determine
their functional importance in muscle.

In summary, our data identify FoxP1 as a novel transcrip-
tional repressor of skeletal muscle gene expression that is
up-regulated in multiple models of cancer cachexia and in
muscle of cachectic cancer patients that is sufficient to induce
features of cachexia, including body mass loss, muscle
wasting and weakness, and impaired muscle regeneration.
Our data further indicate that the muscle wasting phenotype
induced by FoxP1 is mediated through an HDAC-dependent
mechanism, and that similar to treatment with HDAC
inhibitors,74 knockdown of FoxP1 also confers partial
protection against cancer-induced muscle fibre atrophy.
These findings therefore indicate that blocking the activity
of specific transcriptional repressor complexes that regulate
muscle-specific targets could be effective strategies to im-
pede cancer-associated muscle wasting and weakness.

Ethics statement

The authors of this manuscript certify that they comply with
the ethical guidelines for authorship and publishing in the
Journal of Cachexia, Sarcopenia and Muscle.

Author contributions

SMJ and ARJ conceived the study; DN, RLN, CSC, SMJ, and ARJ
participated in the data acquisition, analysis, and interpreta-
tion; JGT collected the human samples; HH created mice with
conditional transgenic expression of FoxP1 used to generate
FoxP1iSkmTg/Tg mice; DN and SMJ wrote the manuscript. All
authors read and approved the submitted version and have

FoxP1 causes skeletal muscle wasting 439

Journal of Cachexia, Sarcopenia and Muscle 2021; 12: 421–442
DOI: 10.1002/jcsm.12666



agreed to be personally accountable for the author’s own
contributions and to ensure that questions related to the ac-
curacy or integrity of any part of the work are appropriately
investigated and resolved.

Acknowledgements

The authors would like to thank Dr Santosh D’Mello for shar-
ing the FoxP1 plasmid; the Physiological Assessment Core at
the University of Florida, which was established under the
Senator Paul D. Wellstone Muscular Dystrophy Cooperative
Research Center awarded to H. Lee Sweeney (overall PI;
U54AR052646), for performing the muscle contractility ex-
periments; the University of Florida Interdisciplinary Center
for Biotechnology Research Electron Microscopy Core for
the electron microscopy; the Boston University Microarray
Core, which is supported by a Clinical and Translational Sci-
ence Award grant UL1-TR001430, for performing the microar-
ray analyses; Dr Brandon Roberts for his contributions in
measuring fibre CSA in the cancer cachexia studies; Dr
Andrew D’Lugos for his help with TSA injections and; Dr
Andrew D’Lugos, Dr Andrea Delitto and Dr Michael Deyhle
for thoughtful discussion of the data presented here.

Funding

This work was supported by the National Institute of Arthritis,
Musculoskeletal and Skin Diseases (R01AR060209 to ARJ). D.

N. was supported by the Swiss National Science Foundation
(P400PM_180814), and R.L.N. was supported by a National
Institute of Child Health and Human Development Grant
(T32-HD-043730).

Online supplementary material

Additional supporting information may be found online in the
Supporting Information section at the end of the article.

Data S1. Supporting Information
Data S2. Supporting Information
Figure S1–S10. Transfection of a FoxP1 plasmid induces fiber
atrophy. Tibialis anterior muscles co-transfected with a GFP
empty vector and either a FoxP1 expression plasmid or
empty vector show reduced (A) muscle mass and (B) fiber
cross-sectional area (CSA). Minimum feret diameters (MFD)
were binned, fit with a Gaussian least squares regression
and significance was determined by calculating the extra
sum-of-squares F test. Data are shown as Mean ±SEM.

Conflict of interest

The authors declare that they have no conflict of interest.

References

1. Fearon K, Arends J, Baracos V. Understand-
ing the mechanisms and treatment options
in cancer cachexia. Nat Rev Clin Oncol
2013;10:90–99.

2. Dewys WD, Begg C, Lavin PT, Band PR,
Bennett JM, Bertino JR, et al. Prognostic ef-
fect of weight loss prior to chemotherapy
in cancer patients. Am J Med 1980;69:
491–497.

3. Andreyev HJ, Norman AR, Cunningham D,
Oates JR, Clarke PA. Kirsten ras mutations
in patients with colorectal cancer: the mul-
ticenter "RASCAL" study. J Natl Cancer Inst
1998;90:675–684.

4. Cespedes Feliciano EM, Lee VS, Prado CM,
Meyerhardt JA, Alexeeff S, Kroenke CH,
et al. Muscle mass at the time of diagnosis
of nonmetastatic colon cancer and early
discontinuation of chemotherapy, delays,
and dose reductions on adjuvant FOLFOX:
the C-SCANS study. Cancer 2017;123:
4868–4877.

5. Bachmann J, Heiligensetzer M, Krakowski-
Roosen H, Buchler MW, Friess H,
Martignoni ME. Cachexia worsens

prognosis in patients with resectable pan-
creatic cancer. J Gastrointest Surg
2008;12:1193–1201.

6. Mendes MC, Pimentel GD, Costa FO,
Carvalheira JB. Molecular and neuroendo-
crine mechanisms of cancer cachexia. J
Endocrinol 2015;226:R29–R43.

7. Baracos VE, Martin L, Korc M, Guttridge
DC, Fearon KCH. Cancer-associated
cachexia. Nat Rev Dis Primers
2018;4:17105.

8. Puppa MJ, Gao S, Narsale AA, Carson JA.
Skeletal muscle glycoprotein 130’s role in
Lewis lung carcinoma-induced cachexia.
FASEB J 2014;28:998–1009.

9. Talbert EE, Yang J, Mace TA, Farren MR,
Farris AB, Young GS, et al. Dual inhibition
of MEK and PI3K/Akt rescues cancer ca-
chexia through both tumor-extrinsic and
-intrinsic activities. Mol Cancer Ther
2017;16:344–356.

10. Zhang G, Jin B, Li YPC. EBPbeta mediates
tumour-induced ubiquitin ligase atrogin1/
MAFbx upregulation and muscle wasting.
EMBO J 2011;30:4323–4335.

11. Zhang G, Liu Z, Ding H, Miao H, Garcia JM,
Li YP. Toll-like receptor 4 mediates Lewis
lung carcinoma-induced muscle wasting
via coordinate activation of protein degra-
dation pathways. Sci Rep 2017;7:2273.

12. Cornwell EW, Mirbod A, Wu CL, Kandarian
SC, Jackman RW. C26 cancer-induced mus-
cle wasting is IKKbeta-dependent and NF-
kappaB-independent. PLoS ONE 2014;9:
e87776.

13. Reed SA, Sandesara PB, Senf SM, Judge AR.
Inhibition of FoxO transcriptional activity
prevents muscle fiber atrophy during ca-
chexia and induces hypertrophy. FASEB J
2012;26:987–1000.

14. Smith IJ, Roberts B, Beharry A, Godinez GL,
Payan DG, Kinsella TM, et al. Janus kinase
inhibition prevents cancer- and myocardial
infarction-mediated diaphragm muscle
weakness in mice. American journal of
physiology regulatory, integrative and
comparative. Phys Ther 2016;310:
R707–R710.

15. Judge SM, Wu CL, Beharry AW, Roberts
BM, Ferreira LF, Kandarian SC, et al.

440 D. Neyroud et al.

Journal of Cachexia, Sarcopenia and Muscle 2021; 12: 421–442
DOI: 10.1002/jcsm.12666



Genome-wide identification of
FoxO-dependent gene networks in skeletal
muscle during C26 cancer cachexia. BMC
Cancer 2014;14:997.

16. Delitto D, Judge SM, Delitto AE, Nosacka
RL, Rocha FG, DiVita BB, et al. Human pan-
creatic cancer xenografts recapitulate key
aspects of cancer cachexia. Oncotarget
2017;8:1177–1189.

17. Lecker SH, Jagoe RT, Gilbert A, Gomes M,
Baracos V, Bailey J, et al. Multiple types
of skeletal muscle atrophy involve a com-
mon program of changes in gene expres-
sion. FASEB J 2004;18:39–51.

18. Nosacka RL, Delitto AE, Delitto D, Patel R,
Judge SM, Trevino JG, et al. Distinct ca-
chexia profiles in response to human pan-
creatic tumours in mouse limb and
respiratory muscle. J Cachexia Sarcopenia
Muscle 2020;11:820–837.

19. Skorokhod A, Bachmann J, Giese NA,
Martignoni ME, Krakowski-Roosen H.
Real-imaging cDNA-AFLP transcript profil-
ing of pancreatic cancer patients: Egr-1 as
a potential key regulator of muscle ca-
chexia. BMC Cancer 2012;12:265.

20. Judge SM, Nosacka RL, Delitto D, Gerber
MH, Cameron ME, Trevino JG, et al. Skele-
tal muscle fibrosis in pancreatic cancer pa-
tients with respect to survival. JNCI cancer
spectrum 2018;2:pky043.

21. Chokas AL, Trivedi CM, Lu MM, Tucker PW,
Li S, Epstein JA, et al. Foxp1/2/4-NuRD in-
teractions regulate gene expression and
epithelial injury response in the lung via
regulation of interleukin-6. J Biol Chem
2010;285:13304–13313.

22. Rocca DL, Wilkinson KA, Henley JM.
SUMOylation of FOXP1 regulates
transcriptional repression via CtBP1 to
drive dendritic morphogenesis. Sci Rep
2017;7:877.

23. Jepsen K, Gleiberman AS, Shi C, Simon DI,
Rosenfeld MG. Cooperative regulation in
development by SMRT and FOXP1. Genes
Dev 2008;22:740–745.

24. Talbert EE, Cuitino MC, Ladner KJ,
Rajasekerea PV, Siebert M, Shakya R,
et al. Modeling human cancer-induced ca-
chexia. Cell Rep 2019;28:1612–1622, e4.

25. Wang H, Geng J, Wen X, Bi E, Kossenkov
AV, Wolf AI, et al. The transcription
factor Foxp1 is a critical negative
regulator of the differentiation of follicular
helper T cells. Nat Immunol 2014;15:
667–675.

26. Feng X, Ippolito GC, Tian L,Wiehagen K, Oh
S, Sambandam A, et al. Foxp1 is an essen-
tial transcriptional regulator for the gener-
ation of quiescent naive T cells during
thymocyte development. Blood
2010;115:510–518.

27. Li H, Liu P, Xu S, Li Y, Dekker JD, Li B, et al.
FOXP1 controls mesenchymal stem cell
commitment and senescence during
skeletal aging. J Clin Invest 2017;127:
1241–1253.

28. Dasen JS, De Camilli A,Wang B, Tucker PW,
Jessell TM. Hox repertoires for motor neu-
ron diversity and connectivity gated by a
single accessory factor, FoxP1. Cell
2008;134:304–316.

29. Adams KL, Rousso DL, Umbach JA, Novitch
BG. Foxp1-mediated programming of
limb-innervating motor neurons from
mouse and human embryonic stem cells.
Nat Commun 2015;6:6778.

30. Zhang Y, Li S, Yuan L, Tian Y, Weidenfeld J,
Yang J, et al. Foxp1 coordinates cardiomyo-
cyte proliferation through both
cell-autonomous and nonautonomous
mechanisms. Genes Dev 2010;24:
1746–1757.

31. Wang B, Weidenfeld J, Lu MM, Maika S,
Kuziel WA, Morrisey EE, et al. Foxp1 regu-
lates cardiac outflow tract, endocardial
cushion morphogenesis and myocyte pro-
liferation and maturation. Development
2004;131:4477–4487.

32. Chang SW, Mislankar M, Misra C, Huang N,
Dajusta DG, Harrison SM, et al. Genetic ab-
normalities in FOXP1 are associated with
congenital heart defects. Hum Mutat
2013;34:1226–1230.

33. Pariani MJ, Spencer A, Graham JM Jr,
Rimoin DL. A 785kb deletion of
3p14.1p13, including the FOXP1 gene, as-
sociated with speech delay, contractures,
hypertonia and blepharophimosis. Eur J
Med Genet 2009;52:123–127.

34. Luo X, Yang Z, Liu X, Liu Z, Miao X, Li D,
et al. The clinicopathological significance
of forkhead box P1 and forkhead box O3a
in pancreatic ductal adenocarcinomas. Tu-
mour biology: the journal of the Interna-
tional Society for. Oncodev Biol Med
2017;39:1010428317699129.

35. Donizy P, Pagacz K, Marczuk J, Fendler W,
Maciejczyk A, Halon A, et al. Upregulation
of FOXP1 is a new independent unfavor-
able prognosticator and a specific predictor
of lymphatic dissemination in cutaneous
melanoma patients. Onco Targets Ther
2018;11:1413–1422.

36. Mottok A, Jurinovic V, Farinha P,
Rosenwald A, Leich E, Ott G, et al. FOXP1
expression is a prognostic biomarker in fol-
licular lymphoma treated with rituximab
and chemotherapy. Blood 2018;131:
226–235.

37. Bot PT, Grundmann S, Goumans MJ, de
Kleijn D, Moll F, de Boer O, et al. Forkhead
box protein P1 as a downstream target of
transforming growth factor-beta induces
collagen synthesis and correlates with a
more stable plaque phenotype. Atheroscle-
rosis 2011;218:33–43.

38. Louis Sam Titus ASC, Yusuff T, Cassar M,
Thomas E, Kretzschmar D, D’Mello SR. Re-
duced expression of Foxp1 as a contribut-
ing factor in Huntington’s disease. J
Neurosci 2017;37:6575–6587.

39. Hannenhalli S, Putt ME, Gilmore JM, Wang
J, Parmacek MS, Epstein JA, et al. Transcrip-
tional genomics associates FOX transcrip-
tion factors with human heart failure.
Circulation 2006;114:1269–1276.

40. Bai S, Kerppola TK. Opposing roles of FoxP1
and Nfat3 in transcriptional control of car-
diomyocyte hypertrophy. Mol Cell Biol
2011;31:3068–3080.

41. Martin L, Birdsell L, Macdonald N, Reiman
T, Clandinin MT, McCargar LJ, et al. Cancer
cachexia in the age of obesity: skeletal

muscle depletion is a powerful prognostic
factor, independent of body mass index. J
Clin Oncol 2013;31:1539–1547.

42. Roberts B, Frye G, Ahn B, Ferreira L, Judge
A. Cancer cachexia decreases specific force
and accelerates fatigue in limb muscle.
Biochem Biophys Res Commun
2013;435:488–492.

43. McCarthy JJ, Srikuea R, Kirby TJ, Peterson
CA, Esser KA. Inducible Cre transgenic
mouse strain for skeletal muscle-specific
gene targeting. Skeletal muscle 2012;2:8.

44. Senf SM, Dodd SL, McClung JM, Judge AR.
Hsp70 overexpression inhibits NF-kappaB
and Foxo3a transcriptional activities and
prevents skeletal muscle atrophy. FASEB J
2008;22:3836–3845.

45. Moorwood C, Liu M, Tian Z, Barton ER. Iso-
metric and eccentric force generation as-
sessment of skeletal muscles isolated
from murine models of muscular dystro-
phies. J Vis Exp 2013. https://doi.org/
10.3791/50036

46. Vassilakos G, Lei H, Yang Y, Puglise J,
Matheny M, Durzynska J, et al. Deletion
of muscle IGF-I transiently impairs growth
and progressively disrupts glucose homeo-
stasis in male mice. FASEB J
2019;33:181–194.

47. Callaway CS, Delitto AE, Patel R, Nosacka
RL, D’Lugos AC, Delitto D, et al. IL-8 re-
leased from human pancreatic cancer and
tumor-associated stromal cells signals
through a CXCR2-ERK1/2 axis to induce
muscle atrophy. Cancer 2019;11:1863.

48. Irizarry RA, Hobbs B, Collin F,
Beazer-Barclay YD, Antonellis KJ, Scherf U,
et al. Exploration, normalization, and sum-
maries of high density oligonucleotide ar-
ray probe level data. Biostatistics
2003;4:249–264.

49. Gautier L, Cope L, Bolstad BM, Irizarry RA.
affy—analysis of Affymetrix GeneChip data
at the probe level. Bioinformatics
2004;20:307–315.

50. Gentleman RC, Carey VJ, Bates DM, Bolstad
B, Dettling M, Dudoit S, et al.
Bioconductor: open software development
for computational biology and bioinfor-
matics. Genome Biol 2004;5:R80.

51. Dai M, Wang P, Boyd AD, Kostov G, Athey
B, Jones EG, et al. Evolving gene/transcript
definitions significantly alter the interpre-
tation of GeneChip data. Nucleic Acids Res
2005;33:e175.

52. Brettschneider J, Collin F, Bolstad B, Speed
TP. Quality assessment for short oligonu-
cleotide microarray data. Dent Tech
2008;50:241–264.

53. Coordinators NR. Database resources of
the National Center for Biotechnology In-
formation. Nucleic Acids Res 2013;36:
D8–D20.

54. Szklarczyk D, Gable AL, Lyon D, Junge A,
Wyder S, Huerta-Cepas J, et al. STRING
v11: protein-protein association networks
with increased coverage, supporting func-
tional discovery in genome-wide experi-
mental datasets. Nucleic Acids Res
2019;47:D607–D613.

55. Kramer A, Green J, Pollard J Jr, Tugendreich
S. Causal analysis approaches in ingenuity

FoxP1 causes skeletal muscle wasting 441

Journal of Cachexia, Sarcopenia and Muscle 2021; 12: 421–442
DOI: 10.1002/jcsm.12666

https://doi.org/10.3791/50036
https://doi.org/10.3791/50036


pathway analysis. Bioinformatics
2014;30:523–530.

56. Subramanian A, Tamayo P, Mootha VK,
Mukherjee S, Ebert BL, Gillette MA, et al.
Gene set enrichment analysis: a
knowledge-based approach for
interpreting genome-wide expression pro-
files. Proc Natl Acad Sci U S A
2005;102:15545–15550.

57. Mootha VK, Lindgren CM, Eriksson KF,
Subramanian A, Sihag S, Lehar J, et al.
PGC-1alpha-responsive genes involved in
oxidative phosphorylation are coordinately
downregulated in human diabetes. Nat
Genet 2003;34:267–273.

58. Senf SM, Howard TM, Ahn B, Ferreira LF,
Judge AR. Loss of the inducible Hsp70 de-
lays the inflammatory response to skeletal
muscle injury and severely impairs muscle
regeneration. PLoS ONE 2013;8:e62687.

59. Nakae Y, Dorchies OM, Stoward PJ, Zim-
mermann BF, Ritter C, Ruegg UT. Quantita-
tive evaluation of the beneficial effects in
the mdx mouse of epigallocatechin gallate,
an antioxidant polyphenol from green tea.
Histochem Cell Biol 2012;137:811–827.

60. Straub V, Rafael JA, Chamberlain JS, Camp-
bell KP. Animal models for muscular dys-
trophy show different patterns of
sarcolemmal disruption. J Cell Biol
1997;139:375–385.

61. Wang B, Lin D, Li C, Tucker P. Multiple do-
mains define the expression and regulatory
properties of Foxp1 forkhead transcrip-
tional repressors. J Biol Chem
2003;278:24259–24268.

62. Acharyya S, Butchbach ME, Sahenk Z,Wang
H, Saji M, Carathers M, et al. Dystrophin
glycoprotein complex dysfunction: a regu-
latory link between muscular dystrophy
and cancer cachexia. Cancer Cell
2005;8:421–432.

63. Emde B, Heinen A, Godecke A, Bottermann
K. Wheat germ agglutinin staining as a suit-
able method for detection and quantifica-
tion of fibrosis in cardiac tissue after
myocardial infarction. Eur J Histochem
2014;58:2448.

64. Tomczak KK, Marinescu VD, Ramoni MF,
Sanoudou D, Montanaro F, Han M, et al.
Expression profiling and identification of
novel genes involved in myogenic differen-
tiation. FASEB J 2004;18:403–405.

65. Potthoff MJ, Olson EN. MEF2: a central reg-
ulator of diverse developmental programs.
Development 2007;134:4131–4140.

66. Mokalled MH, Johnson AN, Creemers
EE, Olson EN. MASTR directs
MyoD-dependent satellite cell differentia-
tion during skeletal muscle regeneration.
Genes Dev 2012;26:190–202.

67. Liu N, Nelson BR, Bezprozvannaya S, Shel-
ton JM, Richardson JA, Bassel-Duby R,
et al. Requirement of MEF2A, C, and D
for skeletal muscle regeneration. Proc Natl
Acad Sci U S A 2014;111:4109–4114.

68. Judge SM, Deyhle MR, Neyroud D, Nosacka
RL, D’Lugos AC, Cameron ME, et al. MEF2c-
dependent downregulation of myocilin
mediates cancer-induced muscle wasting
and associates with cachexia in patients

with cancer. Cancer Res 2020;80:
1861–1874.

69. Liu CM, Yang Z, Liu CW, Wang R, Tien P,
Dale R, et al. Effect of RNA oligonucleotide
targeting Foxo-1 on muscle growth in nor-
mal and cancer cachexia mice. Cancer Gene
Ther 2007;14:945–952.

70. Milan G, Romanello V, Pescatore F, Armani
A, Paik JH, Frasson L, et al. Regulation of
autophagy and the ubiquitin-proteasome
system by the FoxO transcriptional net-
work during muscle atrophy. Nat Commun
2015;6:6670.

71. He WA, Berardi E, Cardillo VM, Acharyya S,
Aulino P, Thomas-Ahner J, et al. NF-
kappaB-mediated Pax7 dysregulation in
the muscle microenvironment promotes
cancer cachexia. J Clin Invest
2013;123:4821–4835.

72. McKinsey TA, Zhang CL, Olson EN. Control
of muscle development by dueling HATs
and HDACs. Curr Opin Genet Dev
2001;11:497–504.

73. Brown PJ, Ashe SL, Leich E, Burek C,
Barrans S, Fenton JA, et al. Potentially on-
cogenic B-cell activation-induced smaller
isoforms of FOXP1 are highly expressed in
the activated B cell-like subtype of DLBCL.
Blood 2008;111:2816–2824.

74. Tseng YC, Kulp SK, Lai IL, Hsu EC, He WA,
Frankhouser DE, et al. Preclinical investiga-
tion of the novel histone deacetylase inhib-
itor AR-42 in the treatment of
cancer-induced cachexia. J Natl Cancer Inst
2015;107:djv274.

442 D. Neyroud et al.

Journal of Cachexia, Sarcopenia and Muscle 2021; 12: 421–442
DOI: 10.1002/jcsm.12666



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles false
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /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 false
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo false
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /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 true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /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 true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /PDFX1a:2001
  ]
  /PDFX1aCheck true
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError false
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (Euroscale Coated v2)
  /PDFXOutputConditionIdentifier (FOGRA1)
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org)
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <>
    /CHT <>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF che devono essere conformi o verificati in base a PDF/X-1a:2001, uno standard ISO per lo scambio di contenuto grafico. Per ulteriori informazioni sulla creazione di documenti PDF compatibili con PDF/X-1a, consultare la Guida dell'utente di Acrobat. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 4.0 e versioni successive.)
    /JPN <>
    /KOR <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die moeten worden gecontroleerd of moeten voldoen aan PDF/X-1a:2001, een ISO-standaard voor het uitwisselen van grafische gegevens. Raadpleeg de gebruikershandleiding van Acrobat voor meer informatie over het maken van PDF-documenten die compatibel zijn met PDF/X-1a. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 4.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENG (Modified PDFX1a settings for Blackwell publications)
    /ENU (Use these settings to create Adobe PDF documents that are to be checked or must conform to PDF/X-1a:2001, an ISO standard for graphic content exchange.  For more information on creating PDF/X-1a compliant PDF documents, please refer to the Acrobat User Guide.  Created PDF documents can be opened with Acrobat and Adobe Reader 4.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /HighResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


