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and leukocyte infiltration after acute
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Abstract

Innate pro-inflammatory processes, such as chemokine signaling and leukocyte infiltration, predominate during the first

48 h after an acute skeletal muscle injury. However, the time course of chemokine expression and its relationship to

leukocyte infiltration after acute muscle injury within this early post-injury time period has not been investigated. In this

study, 46 anesthetized female C57BL/6NHsd mice underwent a closed crush injury of the gastrocnemius muscle and

were euthanized 4, 8, 24 and 48 h post-injury. Microarray analysis found 14 chemokine genes to be up-regulated during

this period, 12 of which are involved in macrophage or neutrophil chemotaxis, with up-regulation peaking at either 8 or

48 h. RT-PCR analysis on select chemokines confirmed the microarray activation pattern. Neutrophil infiltration patterns

mirrored the time course of neutrophil-related chemokines with Gr-1-, 1A8- and 7/4-positive neutrophils infiltrating the

muscle 4 h after injury, decreasing at 48 h. Conversely, gene expression and relative quantification levels of macrophage-

related chemokines Ccl2 and Ccl7 peaked at 8 h, preceding the infiltration of CD68- and F4/80-positive macrophages,

and protein expression of Ccl2 in the muscle. The up-regulation of other macrophage-related chemokines and their

receptors peaked at 48 h post-injury.
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Introduction

Pro-inflammatory processes predominate during the
first 48 h after an acute skeletal muscle injury.1 Acute
inflammation is characterized by the migration of
leukocytes to the site of injury, beginning with the infil-
tration of neutrophils and macrophages.1 Neutrophils
from the damaged microvasculature are the first to
invade the injured site, where they induce cell mem-
brane damage and initiate the removal of cellular
debris.1 The influx of phagocytic M1 macrophages fol-
lows that of neutrophils.1 M1 macrophages are classic-
ally activated macrophages that correspond to and
promote the pro-inflammatory response, and have a
primary role in the removal of necrotic cells and cellular
debris.2 As part of the phagocytosis and cellular break-
down processes, both neutrophils and M1 macrophages
have the ability to secrete free radicals, such as nitric
oxide, which cause secondary tissue damage.2,3 The
phagocytosis of muscle debris by M1 macrophages
may also lead to a reduction of pro-inflammatory,

and an increase in anti-inflammatory, cytokines.4,5

These changes facilitate the suppression of M1 pheno-
type activity approximately 48 h after injury, and
induce monocyte differentiation into alternatively acti-
vated M2 macrophages, which attenuate the pro-
inflammatory response, halt secondary damage and
promote muscle repair.1,4 Therefore, the recruitment
of neutrophils and M1 macrophages during the first
48 h is critical to muscle recovery.
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Neutrophils and M1 macrophages migrate to the
injured muscle via chemokine signaling.6 Chemokines
are small cytokines with chemoattractant properties,
and belong to one of four families: C, CC, CXC and
CX3C.7 These families are differentiated by the number
and order of the amino-terminal cysteine residues and
vary in their specific actions by binding to specific seven
transmembrane-domain G protein-coupled receptors of
the same family.6,8 The C and CX3C families are
chemotactic for lymphocytes,9 while CC chemokines
and their receptors are primarily involved in the migra-
tion and activation of monocytes, macrophages and
lymphocytes.6 Finally, the CXC family can further be
divided into two subgroups based on whether a three-
residue motif (ELR) is found adjacent to the CXC
motif. Those CXC chemokines that contain ELR
have neutrophil specificity.9

With regard to acute muscle injury, the focus thus
far has been on the relationship between chemokines
and muscle regeneration. Warren et al.10 found that at
14 d post-injury, Ccr5- and Ccl2-deficient mice had
incomplete muscle recovery, exhibiting increased inter-
stitial fat and collagen. Ccr2�/�mice also displayed
signs of impaired regeneration 2 wk post-injury, with
large areas of interstitial space, the continued presence
of inflammatory cells and a 60% smaller area of regen-
erating myofibers than wild type (WT) mice.11

Similarly, Lu et al.12,13 found that regenerated fibers
of Ccl2�/�and Ccr2�/�mice, after cytotoxic injury,
were smaller than those of WT controls.

These deficits in regeneration may be caused, in part,
by incomplete pro-inflammatory processes. Lu
et al.12,13 also showed that chemokine deficits (e.g.
Ccl2 and Ccr2) reduced M1 macrophage recruitment
and delayed phagocytosis. These authors posited that
this contributed to the delayed myotube formation in
the Ccr2�/� and Ccl2�/� mice. Similarly, in cardio-
toxin-induced injured muscle, Martinez et al.14 found
attenuated macrophage infiltration 3 d post-injury, the
continued presence of necrotic fibers at 7 d, and smaller
regenerating myofibers at 28 d in Ccr2�/� and Ccl2�/�

mice. These results indicate that the chemokine activa-
tion and leukocyte response during the pro-inflamma-
tory phase may be critical to the success of muscle
recovery. Therefore, the purpose of this study was to
investigate the time course of gene, mRNA and protein
expression of multiple C and CXC chemokines in rela-
tion to the leukocyte response in injured skeletal muscle
during the early post-injury period.

Materials and methods

Animals

Forty-six female C57BL/6NHsd mice (Mus musculus,
6–9 wk old) were purchased from Harlan
Laboratories (Indianapolis, IN, USA) and allowed to

acclimate for at least 5 d after arrival. Mice were housed
individually, under a 12:12 h light:dark cycle, with food
and water available ad libitum. Animal care and use
procedures were conducted in accordance with the cri-
teria outlined in the Guide for the Care and Use of
Laboratory Animals;15 these procedures were reviewed
and approved by the University of Nevada, Las Vegas
and the United States Air Force Institutional Animal
Care and Use Committees.

Experimental procedure

Mice were administered buprenorphine (0.05–0.10mg/
kg; Buprenex, Reckitt Benckiser Pharmaceuticals,
Richmond, VA, USA). Then, after at least 20min,
mice were anesthetized with inhalant isoflurane (3–4%
to effect) and 100% oxygen. Next, a closed crush injury
was induced in the right gastrocnemius muscle using the
procedure described previously.16 The left gastrocne-
mius muscle served as the uninjured control. Mice
were administered additional doses of buprenorphine
approximately every 12 h after the first dose, for a max-
imum of three doses.

At 4, 8, 24 or 48 h post-injury, the plantarflexor mus-
cles (gastrocnemius, soleus and plantaris) were collected
from the anesthetized mice. After tissue collection, the
anesthetized mice were euthanized by cervical disloca-
tion. For the microarray and RT-PCR analysis, the
uninjured (left; n¼ 21) and injured (right; n¼ 21)
gastrocnemius muscles were separated from the soleus
and plantaris, flash frozen in liquid nitrogen and stored
at �150�C. For immunolabeling, the uninjured (left;
n¼ 25) and injured (right; n¼ 25) plantarflexor mus-
cles, as a group, were mounted on cork, immersed in
melting isopentane cooled by liquid nitrogen and stored
at �70�C.

Gene expression-based microarray analysis

Frozen gastrocnemius muscle samples were weighed and
RNA was extracted using the Qiagen RNeasy Fibrous
TissueMidi Kit (Qiagen, Valencia, CA, USA) according
to the manufacturer’s instructions. The concentration
and purity of the RNA was measured by a NanoDrop
ND-1000 Spectrophotometer (Thermo Scientific,
Wilmington, DE, USA) and recorded. This RNA was
used for both microarray and RT-PCR analysis. RNA
samples were stored at �70�C until assayed.

Isolated RNA quality was evaluated for microarray
using an Agilent 2100 Bioanalyzer (Agilent
Technologies, Santa Clara, CA, USA). Only samples
passing this stringent quality control were included
for analysis. RNA samples were processed according
to the manufacturer’s established protocol for the
Affymetrix GeneChip Whole Transcript Sense Target
labeling using Affymetrix Mouse Gene 1.0ST arrays
(Affymetrix, Santa Clara, CA, USA). Methods included
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first- and second-strand cDNA synthesis, purification,
cRNA synthesis via in vitro transcription, biotin labeling
and fragmentation of cRNA, hybridization, washing
and staining with fluorescent biotinylated anti-streptavi-
din Ab, and scanning on an Affymetrix GeneChip 3000
scanner. The Affymetrix GeneChip Command Console
software was used for image generation and feature
extraction.

After several quality control steps, raw microarray
data were pre-processed and analyzed with
Bioconductor software.17 The data were normalized
with the Bioconductor RMA package,18 and the
limma package in Bioconductor19 was then used to
identify genes with significant evidence for differential
expression. Using a modified t-test in conjunction with
an empirical Bayes method to moderate the standard
errors of the estimated log-fold changes, P-values were
calculated and adjusted for multiplicity with the
Bioconductor q-value package. Genes with at least a
differential log-fold change of one-fold or greater and
P< 0.05 at any of the four time points were considered
significant.

RT-PCR analysis

RT-PCR was used to confirm the time course of expres-
sion of the chemokines, Cxcl1, Cxcl2, Cxcl5 and Ccl2,
and the chemokine receptors Ccr2 and Cxcr2. These
were chosen as they are the most frequently studied
macrophage- and neutrophil-related chemokines in rela-
tion to muscle injury. All primers and the 18S rRNA
reference gene were obtained from Applied Biosystems
(Grand Island, NY, USA). cDNA was generated from
the RNA samples using the Applied Biosystems High
Capacity Reverse Transcription Kit (Invitrogen, Foster
City, CA, USA) and then stored at �20�C.

RT-PCR plates contained the Applied Biosystems
TaqMan Universal PCR Master mix with appropriate
primer and 2 ml of cDNA, for a total volume of 25 ml
per well. An Applied Biosystems 7300 real-time PCR
system was used for amplification, with a thermocycling
profile of 50�C for 2min, 95�C for 10min, 95�C for
15 s� 40 and then 60�C for 1min. The relative chemo-
kine gene expression levels were compared with an 18S
reference gene in the gastrocnemius cDNA, and the
data were normalized to a pool of uninjured gastrocne-
mius cDNA from five mice. Differences in gene expres-
sion levels were quantified using the ��Ct relative
quantification (RQ) method performed using the
Applied Biosystems 7300 SDS software. Data are
expressed as RQ values.

Histology and immunolabeling

Ten-micron-thick serial cross-sections were cut at the
location of the hematoma and applied to poly-L-lysine-
coated slides before being stored at �70�C. Muscle

sections were then stained with hematoxylin and eosin
to examine general morphology, or underwent immu-
nolabeling to quantify the leukocyte response.

To detect the presence of leukocytes, immunolabeling
was performed using five primary monoclonal Abs: (i)
rat anti-mouse Ly-6C/G, epitope Gr-1 (1:20; Invitrogen,
Carlsbad, CA, USA); (ii) rat anti-mouse Ly-6G, epitope
1A8 (1:20; BD Biosciences Pharmingen, San Diego, CA,
USA); (iii) rat anti-mouse 7/4 (1:20; AbD Serotec,
Raleigh, NC, USA); (iv) rat anti-mouse CD68 (1:100;
AbD Serotec); and (v) rat anti-mouse F4/80 (1:20;
Invitrogen). Gr-1 (Ly6C/G) and 1A8 (Ly6G) recognize
neutrophils,20 the 7/4 Ab detects neutrophils, monocytes
and activated macrophages,21 and the CD68 and F4/80
Abs detect macrophages.22,23

Additional Abs were used to detect chemokine pro-
tein expression in the muscle. A goat anti-rat monocyte
chemotactic protein-1 Ab (MCP-1; 1:20; R-17; Santa
Cruz Biotechnology, Dallas, TX, USA) with a biotiny-
lated donkey anti-goat IgG-B pre-absorbed secondary
Ab (1:200; Santa Cruz Biotechnology) was used to
detect Ccl2 protein expression.10,24 To detect the
expression of Cxcl2, immunolabeling was performed
using a rabbit anti-mouse macrophage inflammatory
protein-2 Ab (MIP-2; AAM48; 1:5 dilution; AbD
Serotec) and a biotinylated goat anti-rabbit IgG affinity
purified (1:200; Vector Laboratories, Burlingame, CA,
USA) secondary Ab.

Immunolabeling was conducted as described previ-
ously,25 except for the substrate reaction step. In this
study, Vector VIP substrate solution (Vector VIP
Substrate Kit; Vector Laboratories) was applied to all
sections for 1 (7/4 Ab), 3 (CD68, F4/80, Gr-1, 1A8 and
Cxcl2 Abs) or 5min (Ccl2 Ab).

Image analysis

Quantification of leukocyte Ag immunolabeling was per-
formed using the same computer-assisted approach as
described previously.16,26 For the anti-CD68 Ab, an
area of interest (AOI) of 1.00 mm2 with the most immu-
nolabeling was captured from the immunolabeled sec-
tions of injured and uninjured lateral gastrocnemius
muscle. Analysis of the uninjured muscle was performed,
and the size of the AOI area was chosen, to account for
the resident CD68-positive macrophages present in unin-
jured muscle. Extraneous muscle features, such as blood
vessels, were erased from the AOI; after erasing, the
range of the adjusted AOI areas was 0.96–1.00 mm2. A
threshold that assigned pixels to immunolabeling within
each AOI was then determined. For the F4/80, Gr-1,
1A8 and 7/4 Abs, owing to the absence of neutrophils
in uninjured muscle, only immunolabeled sections of
injured muscle were analyzed, and the AOI was reduced
to 0.07 mm2 to target the injured area.

For each Ab, pixels assigned to immunolabeling
within each AOI were converted to area (mm2); this
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area was divided by the adjusted AOI area and the
quotient was multiplied by 100 to calculate the Ab
area percentage. After these values were calculated for
each adjusted AOI, means� SE were determined for
each group.

Statistical analysis

Data were analyzed using SAS version 9.2. A one-tailed
Wilcoxon signed-rank test was used to detect differ-
ences in CD68 area percentage between injured and
uninjured muscle. Wilcoxon rank sum was used to
investigate the difference between the 24 and 48 h
post-injury time points for CD68 and F4/80 area per-
centage. Owing to the multiple time point groups,
Kruskal–Wallis tests were performed to investigate dif-
ferences in Gr-1, 7/4 and 1A8 area percentage and che-
mokine RT-PCR RQ levels among the four time points
(4, 8, 24 and 48 h). Follow-up individual comparisons
with Bonferroni adjustments were performed if a sig-
nificant difference among the four time points was
found for any of the dependent variables. The signifi-
cance level was fixed at the 5% level.

Results

Chemokine expression

Microarray assessment detected 14 up-regulated che-
mokine genes at one or more of the four post-injury
time points. Twelve genes were neutrophil and/or
macrophage-related, whereas the other two genes

were only related to T cell functioning (Table 1). The
neutrophil- and T cell-related genes peaked within the
first 8 h. In contrast, genes for macrophage-related che-
mokines were elevated at 4 h post-injury and remained
elevated (Ccl2 and Ccl7) or gradually rose to peak
expression levels at 48 h (Ccr2, Ccr5, Ccl6 and Ccl8).

The magnitude and pattern of expression observed
in the microarray analysis was confirmed by RT-PCR
for Cxcl1, Cxcl2, Cxcl5, Cxcr2, Ccl2 and Ccr2. Except
for Ccl2, RQ levels for each chemokine differed signifi-
cantly over the post-injury time period (Figure 1).
While Cxcr2 RQ levels were found to significantly
differ over time, there were no statistically significant
differences in expression level when comparing 4 h to
the 8, 24 and 48 h time points. Cxcl1, Cxcl2 and Cxcl5
RQ levels at 4 and 8 h were significantly higher in com-
parison with levels at 48 h. Cxcl2 and Cxcl5 had the
highest RQ values of the six chemokines and shared
the same pattern of activation, peaking at 8 h post-
injury and decreasing approximately eight- and sixfold,
respectively, through 48 h. Cxcl2 myofiber immunola-
beling was observed in injured, but not uninjured,
muscle 24 and 48 h post-injury. Cxcl1 RQ levels were
also significantly different at 4 and 8 h compared with
48 h, but peaked at 4 h post-injury before decreasing
over the post-injury period.

In contrast to the CXC chemokines, Ccr2 RQ levels
at 4 and 8 h were significantly lower than at 48 h. The
RQ levels of the Ccr2 ligand, Ccl2, peaked at 8 h and
remained elevated throughout the 48 h post-injury
period. Small, faintly intense Ccl2-positive cells were
observed in uninjured muscle, and minimal Ccl2

Table 1. Up-regulated chemokines at 4, 8, 24 and 48 h post-injury.

Accession

number Description

4 h fold change

(n¼ 5)

8 h fold change

(n¼ 5)

24 h fold change

(n¼ 5)

48 h fold change

(n¼ 6)

NM_009909 Cxcr2a 15.14 21.21 7.46 2.23

NM_011333 Ccl2/MCP-1b 10.92 17.58 11.44 8.59

NM_013654 Ccl7/MCP-3b 7.52 10.94 8.61 6.29

NM_011337 Ccl3/MIP-1aa,b 4.49 6.09 3.68 4.43

NM_009912 Ccr1a,b 4.12 7.12 4.43 4.60

NM_009141 Cxcl5/ENA-78/LIXa 3.37 7.61 1.88 1.63

NM_009140 Cxcl2/MIP-2a 3.32 4.48 2.01 1.44

NM_011332 Ccl17/TARCc 2.47 2.56 0.98 1.47

NM_008599 Cxcl9/MIGc 2.33 1.16 0.96 1.05

NM_011338 Ccl9/MIP-1gb,c 1.84 4.14 5.30 5.52

NM_009917 Ccr5b 1.46 4.29 5.70 5.93

NM_009915 Ccr2b 1.44 3.41 6.20 6.86

NM_009139 Ccl6/C10a,b 1.28 3.31 6.76 6.91

NM_021443 Ccl8/MCP-2b 1.25 1.69 3.69 4.62

aNeutrophil-related.
bMacrophage-related.
cLymphocyte-related.
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immunolabeling was observed in 8 h- and 24 h-injured
muscle (data not shown). However, at 48 h, increased
numbers of larger, strongly intense Ccl2-positive cells
were observed in the area of injury (Figure 2C–F).

Leukocyte infiltration

Neutrophils. Gr-1-, 1A8- and 7/4-positive cells were not
consistently observed in uninjured muscle. The area
percentage for these Abs was elevated as early as 4 h
post-injury (Figure 3A). Gr-1 and 1A8 area percentage
significantly decreased from 4 to 48 h. However, 7/4
area percentage remained elevated during the post-
injury period.

The general appearance and location of Ab-positive
cells was similar between Gr-1, 1A8 and 7/4. At 4, 8 and
24 h post-injury, these cells exhibited medium intensity,
appeared as discrete cells or in clusters, and were located
within connective tissue and myofibers. At 48 h post-
injury, positive cells were of lighter intensity, discrete
and localized to connective tissue (Figure 3B–E).

Macrophages. At 24 and 48 h post-injury, there were sig-
nificant differences in CD68 area percentage between

injured and uninjured muscle (P< 0.05; Figure 4). In
contrast to Gr-1, 1A8 and 7/4 area percentage, there
was no increase in CD68 area percentage at 4 or 8 h
post-injury. However, there was a significant increase in
CD68 area percentage from 24 to 48 h (P¼ 0.03). The
pattern and location of CD68-positive cells also varied
from 24 to 48 h. At 24 h post-injury, CD68-positive cells
were of strong intensity and discretely distributed in
connective tissue, while at 48 h CD68-positive cells
were clustered in connective tissue and myofibers.

F4/80-positive cells were not consistently observed in
uninjured muscle or at 4 and 8 h post-injury. At 24 and
48 h post-injury, an increase in area percentage of F4/
80-positive cells was present in the injury area. The
increase in F4/80 area percentage from 24 to 48 h
approached significance (P¼ 0.06). Unlike CD68-posi-
tive cells, F4/80-positive cells were moderately intense
and detected as clusters and within myofibers at 24 and
48 h post-injury (Figure 2A,B).

Discussion

Although certain CC and CXC chemokines are known
to be up-regulated during muscle inflammation and/or
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Figure 1. Chemokine RQ levels at 4 (n¼ 5), 8 (n¼ 5), 24 (n¼ 5) and 48 h (n¼ 6) post-injury. (A) Cxcl1 mRNA levels decreased

from 4 and 8 h to return to normal levels at 48 h. (B) Cxcl2 levels were elevated at 4 and 8 h, then decreased at 24 and 48 h. (C) Cxcl5
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48 h post-injury. *4 and 8 h versus 48 h. P< 0.05. Data are means� SE.
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muscle regeneration,27–29 this study is the first to
explore a repertoire of chemokine gene expression,
and neutrophil and macrophage Ags at multiple time
points during an early post-injury period. The major
discovery is that neutrophil-related and certain macro-
phage-related CC chemokines have elevated expression
4 and 8 h post-injury. This elevation coincides with
peak Gr-1, 1A8 and 7/4 neutrophil infiltration, but pre-
cedes CD68 and F4/80 macrophage infiltration.
Additionally, other macrophage-related CC chemo-
kines peaked at 48 h post-injury.

These data indicate a collective bimodal peak up-
regulation of macrophage-related chemokines after
acute crush muscle injury. Although Paoni et al.28

showed certain macrophage-related chemokines up-
regulated as early as 4 h post-injury, most investigations
have focused on the time points coinciding with macro-
phage infiltration, 24 and 48 h post-injury.10,27 Our data
extend these findings by examining mRNA via micro-
array and RT-PCR levels at two points, before and at
macrophage infiltration. Specifically, we found that
Ccl2 and Ccl7 are up-regulated during the first 24 h,
while the remaining macrophage-related ligands and
receptors, Ccr2 and Ccr5, are more highly expressed
towards the end of the early post-injury period. The
up-regulation of these chemokines at 48 h is consistent
with the findings of Hirata et al.27 who reported the up-
regulation of CC chemokines, including Ccl6, Ccr2 and
Ccr5, 48 h after muscle injury.

A collective bimodal peak up-regulation could have
functional significance for the appearance of M1/M2
macrophage phenotypes. The up-regulation of macro-
phage-related chemokines, such as Ccl2 and Ccl7, in the
first 24 hmay be linked to the recruitment and activation
of the phagocytic M1 phenotype. Tsou et al.30 estab-
lished a role for Ccl2 and Ccl7 in mobilizing Ccr2-posi-
tive monocytes from the bone marrow to injured tissue.
Monocytes with positive Ccr2 receptor expression char-
acterize a subset of blood monocytes known as ‘inflam-
matory monocytes,’ which migrate to sites of
inflammation, and are therefore likely to have a pro-
inflammatory role.31 Furthermore, Lu et al.13 showed
the Ccr2 receptor to be integral in the recruitment of
phagocytic macrophages into muscle following injury.

The presence of M1 macrophages begins to decline
significantly at 48 h, coinciding with an increase in the
muscle repair and regeneration associated M2 pheno-
type.32 Therefore, recruitment and activation of M2
macrophages may be performed by the CC chemokines
peaking in up-regulation at 48 h post-injury. However,
while separated temporally, the activation of the two
macrophage phenotypes is closely linked. Arnold et al.4

suggested that the phenotype switch from M1 to M2 is
reliant upon the phagocytosis of debris by M1 macro-
phages and occurs 48 h after injury. That is, after
phagocytosis of necrotic muscle cell debris, M1 macro-
phages secrete anti-inflammatory IL-10, which induces
monocyte differentiation into the M2 phenotype.4
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Alternatively, the up-regulation of certain chemo-
kines hours before the infiltration of CD68- and F4/
80-positive macrophages may signify a lag in the
timing of these signaling pathways in C57BL/6 mice.
These mice have low levels of circulating monocytes;33

therefore, early up-regulation of certain CC chemo-
kines may be needed for the infiltration of macrophages
at 24 and 48 h post-injury. Our findings and those of
others10,29 suggest that the recruitment of macrophages
via these signaling pathways takes time. In this study,
Ccl2 RQ levels were elevated as early as 4 h; however,
increased Ccl2 immunolabeling and peak macrophage
infiltration was not observed until 48 h post-injury.

With few circulating monocytes to enter the muscle
immediately after injury, one possible source of these
chemokines, which initiate the infiltration of bone
marrow-derived macrophages during the first 24 h, is
the resident macrophage. Arnold et al.4 reported that
resident F4/80-positive macrophages from notexin-
induced injured tibialis anterior muscle produced a
larger amount of Ccl2 than exudate, infiltrating F4/

80-positive macrophages.34 Henderson et al.35 also
reported resident macrophage populations as a source
of Ccl2 for the recruitment of blood monocytes to the
peritoneum within 2 h of inflammation.

The current macrophage-related chemokine gene,
Ccl2 protein and macrophage infiltration findings also
contribute to understanding the relationship between
chemokine activation and macrophage infiltration
time courses. Ccl2 protein expression follows a similar
pattern to both CD68- and F4/80-positive cellular infil-
tration, as all are significantly increased at 48 h.
Therefore, macrophage infiltration and macrophage-
related chemokine protein expression may be closely
linked, which may represent tight chemokine regulation
of macrophages.

Additionally, the results of this study expand our
understanding of the time course of chemokine genes by
indicating thatCcl6,Ccl8,Ccl9,Ccr2 andCcr5begin tobe
up-regulated as early as 8 h post-injury. Ccr2 and Ccr5
have previously been shown to be significantly up-regu-
lated at 24h,10,28 but not 4 h, post-injury.28

Unlike the up-regulation of macrophage-related che-
mokines, the RQ levels of neutrophil-related chemo-
kines had one peak in elevation before declining.
Previously, Paoni et al.28 and Brigitte et al.34 reported
up-regulation and increased protein levels of Cxcl1 at 4,
12, 24 and 72 h post-injury; Paoni et al.28 found this
same sustained elevation of Cxcl2 and Cxcl5. In con-
trast to these findings, Cxcl1, Cxcl2 and Cxcl5 expres-
sion levels in this study had almost returned to normal
at 24 h. Therefore, while the initial timing of expression
of these three chemokines is similar to previous
research,28,34 the duration of the elevated levels is
different.

One possible explanation for this difference could be
the type of muscle injury model used in the previous
studies. Paoni et al.28 used hind-limb ischemia, which
involves surgical isolation of the artery and long-term
ligation, and Brigitte et al.34 injected the chemical toxin
notexin, which affects myofibers and surrounding cells.
In contrast, our model is a short-term, targeted mech-
anical insult. Therefore, the pro-inflammatory response
in our model may resolve more quickly.

In this study, despite the decline in the expression of
neutrophil-related chemokines, Cxcl1, Cxcl2 and Cxcl5
at 24 h, Cxcl2-positive myofibers, and Gr-1- and 1A8-
positive cells were present at 48 h post-injury. This
delay between the up-regulation of Cxcl2 gene expres-
sion and the appearance of the chemokine in the muscle
has been reported previously. Hua et al.36 found that
Cxcl2 mRNA was up-regulated in injured muscle at 4
and not 24 h, but immunohistochemistry did not show
protein in the muscle until 24 h.

While the area percentage of 7/4-positive cells did
not significantly decrease at 48 h, this result is most
likely due to a sample outlier. We do not believe that
the presence of 7/4-positive cells in our study is

30(A)

(B) (C)

(F) (G)

(E)(D)

*

*

*

25

20

15

A
re

a 
pe

rc
en

ta
ge

10

5

0
7/41A8Gr-1

Figure 3. Neutrophil infiltration and Cxcl2 expression. (A)

Area percentage of Abs anti-Gr-1, anti-1A8 and 7/4 at 4 (striped

bars; n¼ 5), 8 (cross-hatched bars; n¼ 10), 24 (white bars; n¼ 5)

and 48 h (black bars; n¼ 5) post-injury. Medium intense clustered

and discrete anti-Gr-1 immunolabeling was present in injured

muscle at (B) 4 h, (C) 8 h and (D) 24 h post-injury. (E) Lighter,

discretely distributed anti-Gr-1 immunolabeling was observed

48 h post-injury. Medium intense Cxcl2 myofiber immunolabeling

was observed at (F) 24 h and (G) 48 h. *P< 0.05. Bar¼ 100mm.
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indicative of monocyte infiltration for two reasons.
First, at 4 h post-injury when 7/4-positive cells were
first detected, no F4/80-positive cells were observed.
Both Henderson et al.35 and Rosas et al.21 found that
7/4-positive monocytes and/or macrophages highly
express the F4/80 Ag. Second, the 7/4-positive cells pre-
sent at 4 and 8 h post-injury exhibited the same distri-
bution as the Gr-1- and 1A8-positive cells, suggesting
that in this study Gr-1, 1A8 and 7/4 are expressed on
the same cells—neutrophils.

In conclusion, while the first 8 h after injury are crit-
ical for expression of neutrophil-related chemokines,
there is a collective bimodal activation pattern of
macrophage-related chemokines at 8 and 48 h.
Further research is needed to assess when these neutro-
phil-related and 48 h macrophage-related chemokines
appear in the muscle. In vivo studies that assess the
chemokine response together with the resulting leuko-
cyte infiltration would confirm and extend these obser-
vational findings. Future research should also
investigate the functional significance of this bimodal
peak and its possible role in activating different macro-
phage phenotypes. Finally, an investigation into the
effect of these findings on muscle repair and regener-
ation would be of interest as this study provides insight
into the administration timing of potential therapies

promoting macrophage-related mechanisms of muscle
repair processes.

Funding

This work was supported by the Air Force Surgeon General’s
Office under agreement number FA7014-10-2-0001 (awarded
to BS). The views and conclusions contained herein are those

of the authors and should not be interpreted as necessarily
representing the official policies or endorsement, either
expressed or implied, of the Air Force Surgeon General’s

Office or the U.S. Government.

Acknowledgments

We would like to thank Federico M. Farin, Theo Bammler,
James Macdonald and Jesse Tsai for their assistance with the
microarray analysis, and Ayelet Goldshmid for her technical

assistance. We also thank Kirsten Speck for her editorial
assistance.

References

1. Tidball JG and Villalta SA. Regulatory interactions between

muscle and the immune system during muscle regeneration. Am

J Physiol Regul Integr Comp Physiol 2010; 298: R1173–R1187.

2. Van Ginderachter JA, Movahedi K, Hassanzadeh Ghassabeh G,

et al. Classical and alternative activation of mononuclear phago-

cytes: Picking the best of both worlds for tumor promotion.

Immunobiology 2006; 211: 487–501.

10(A)

(B)

(C) (D)

*

*

*

9

C
D

68
 a

re
a 

pe
rc

en
ta

ge 8

7

6

5

4

3

2

1

0
24 h 48 h

Figure 4. CD68 area percentage. (A) CD68 area percentage was greater in injured (white bars) than in uninjured (black bars) muscle

at 24 (n¼ 5) and 48 h (n¼ 5) post-injury. (B) Few CD68-positive macrophages were observed in uninjured muscle at 48 h post-injury.

(C) CD68-positive macrophages were present in injured muscle at 24 h, before the peak in the area percentage of CD68-positive

macrophages at (D) 48 h post-injury. *P< 0.05. Bar¼ 100 mm.

Nicholas et al. 273

 at PENNSYLVANIA STATE UNIV on September 16, 2016ini.sagepub.comDownloaded from 

http://ini.sagepub.com/


3. Tidball JG. Inflammatory processes in muscle injury and repair.

Am J Physiol Regul Integr Comp Physiol 2005; 288: R345–R353.

4. Arnold L, Henry A, Poron F, et al. Inflammatory monocytes

recruited after skeletal muscle injury switch into antiinflamma-

tory macrophages to support myogenesis. J Exp Med 2007; 204:

1057–1069.

5. Tidball JG. Mechanisms of muscle injury, repair, and regener-

ation. Compr Physiol 2011; 1: 2029–2062.

6. Zlotnik A and Yoshie O. Chemokines: A new classification

system and their role in immunity. Immunity 2000; 12: 121–127.

7. Baggiolini M. Chemokines in pathology and medicine. J Intern

Med 2001; 250: 91–104.

8. Baggiolini M. Chemokines and leukocyte traffic. Nature 1998;

392: 565–568.

9. Laing KJ and Secombes CJ. Chemokines. Dev Comp Immunol

2004; 28: 443–460.

10. Warren GL, O’Farrell L, Summan M, et al. Role of CC chemo-

kines in skeletal muscle functional restoration after injury. Am J

Physiol Cell Physiol 2004; 286: C1031–C1036.

11. Warren GL, Hulderman T, Mishra D, et al. Chemokine receptor

CCR2 involvement in skeletal muscle regeneration. FASEB J

2005; 19: 413–415.

12. Lu H, Huang D, Ransohoff RM, et al. Acute skeletal muscle

injury: CCL2 expression by both monocytes and injured muscle

is required for repair. FASEB J 2011; 25: 3344–3355.

13. Lu H, Huang D, Saederup N, et al. Macrophages recruited via

CCR2 produce insulin-like growth factor-1 to repair acute skel-

etal muscle injury. FASEB J 2011; 25: 358–369.

14. Martinez CO, McHale MJ, Wells JT, et al. Regulation of skeletal

muscle regeneration by CCR2-activating chemokines is directly

related to macrophage recruitment. Am J Physiol Regul Integr

Comp Physiol 2010; 299: R832–R842.

15. Institute for Laboratory Animal Research. Guide for the care and

use of laboratory animals, 8th ed. Washington, DC: National

Academies Press, 2011.

16. Dobek GL, Fulkerson ND, Nicholas J, et al. Mouse model of

muscle crush injury of the legs. Comp Med 2013; 63: 227–232.

17. Gentleman RC, Carey VJ, Bates DM, et al. Bioconductor: Open

software development for computational biology and bioinfor-

matics. Genome Biol 2004; 5: R80.

18. Irizarry RA, Hobbs B, Collin F, et al. Exploration, normaliza-

tion, and summaries of high density oligonucleotide array probe

level data. Biostatistics 2003; 4: 249–264.

19. Smyth GK. Linear models and empirical bayes methods for

assessing differential expression in microarray experiments. Stat

Appl Genet Mol Biol 2004; 3: art. no. 3.

20. Fleming TJ, Fleming ML and Malek TR. Selective expression of

Ly-6G on myeloid lineage cells in mouse bone marrow: RB6-8C5

mAb to granulocyte-differentiation antigen (Gr-1) detects mem-

bers of the Ly-6 family. J Immunol 1993; 151: R345–R353.

21. Rosas M, Thomas B, Stacey M, et al. The myeloid 7/4-antigen

defines recently generated inflammatory macrophages and is syn-

onymous with Ly-6B. J Leukoc Biol 2010; 88: 169–180.

22. Da Silva RP and Gordon S. Phagocytosis stimulates alternative

glycosylation of macrosialin (mouse CD68), a macrophage-spe-

cific endosomal protein. Biochem J 1999; 338: 687–694.

23. Malorny U, Michels E and Sorg C. A monoclonal Ab against an

antigen present on mouse macrophages and absent from mono-

cytes. Cell Tissue Res 1986; 243: 421–428.

24. Mehrabian M, Sparkes RS, Mohandas T, et al. Localization of

monocyte chemotactic protein-1 gene (SCYA2) to human

chromosome 17q11.2-q21.1. Genomics 1991; 9: 200–203.

25. St Pierre Schneider B, Vigil SA and Moonie S. Body weight and

leukocyte infiltration after an acute exercise-related muscle injury

in ovariectomized mice treated with estrogen and progesterone.

Gen Comp Endocrinol 2012; 176: 144–150.

26. St Pierre Schneider B, Moonie S, Fulkerson ND, et al. Simulated

flight, muscle genetics, and inflammatory indicators in mice.

Aviat Space Environ Med 2013; 84: 840–844.

27. Hirata A, Masuda S, Tamura T, et al. Expression profiling of

cytokines and related genes in regenerating skeletal muscle after

cardiotoxin injection: A role for osteopontin. Am J Pathol 2003;

163: 203–215.

28. Paoni NF, Peale F, Wang F, et al. Time course of skeletal muscle

repair and gene expression following acute hind limb ischemia in

mice. Physiol Genom 2003; 11: 263–272.

29. Summan M, McKinstry M, Warren GL, et al. Inflammatory

mediators and skeletal muscle injury: A DNA microarray ana-

lysis. J Interferon Cytokine Res 2003; 23: 237–245.

30. Tsou CL, Peters W, Si Y, et al. Critical roles for CCR2 and

MCP-3 in monocyte mobilization from bone marrow and recruit-

ment to inflammatory sites. J Clin Invest 2007; 117: 902–909.

31. Gordon S and Taylor PR. Monocyte and macrophage hetero-

geneity. Nat Rev Immunol 2005; 5: 953–964.

32. St Pierre BA and Tidball JG. Differential response of macro-

phage subpopulations to soleus muscle reloading after rat hind-

limb suspension. J Appl Physiol 1994; 77: 290–297.

33. Geissmann F, Jung S and Littman DR. Blood monocytes consist

of two principal subsets with distinct migratory properties.

Immunity 2003; 19: 71–82.

34. Brigitte M, Schilte C, Plonquet A, et al. Muscle resident macro-

phages control the immune cell reaction in a mouse model of

notexin-induced myoinjury. Arthritis Rheum 2010; 62: 268–279.

35. Henderson RB, Hobbs JAR, Mathies M, et al. Rapid recruitment

of inflammatory monocytes is independent of neutrophil migra-

tion. Blood 2003; 102: 328–335.

36. Hua HT, Al-Badawi H, Entabi F, et al. CXC chemokine expres-

sion and synthesis in skeletal muscle during ischemia/reperfusion.

J Vasc Surg 2005; 42: 337–343.

274 Innate Immunity 21(3)

 at PENNSYLVANIA STATE UNIV on September 16, 2016ini.sagepub.comDownloaded from 

http://ini.sagepub.com/

