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Abstract
While some species and tissue types are injured by oxygen deprivation, anoxia tolerant organisms
display a protective response that has not been fully elucidated and is well-suited to genomic and
proteomic analysis. However, such methodologies have focused on transcriptional responses,
prolonged anoxia, or have used cultured cells or isolated tissues. In this study of intact zebrafish
embryos, a species capable of >24 h survival in anoxia, we have utilized 2D difference in gel
electrophoresis to identify changes in the proteomic profile caused by near-lethal anoxic durations
as well as acute anoxia (1 h), a timeframe relevant to ischemic events in human disease when response
mechanisms are largely limited to post-transcriptional and post-translational processes. We observed
a general stabilization of the proteome in anoxia. Proteins involved in oxidative phosphorylation,
antioxidant defense, transcription, and translation changed over this time period. Among the largest
proteomic alterations was that of muscle cofilin 2, implicating the regulation of the cytoskeleton and
actin assembly in the adaptation to acute anoxia. These studies in an intact embryo highlight
proteomic components of an adaptive response to anoxia in a model organism amenable to genetic
analysis to permit further mechanistic insight into the phenomenon of anoxia tolerance.
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1. Introduction
Understanding cellular and organismal responses to the energetic challenges posed by anoxia
may permit insight into ischemic disease as well as the metabolic perturbations that occur in
conditions such as cancer (Bui et al. 2006; Bickler et al. 2007). Broad and unbiased approaches
examining global changes in gene expression and activity offer an opportunity to uncover

Corresponding Author: Jonathan D. Gitlin, M.D., Edward Mallinckrodt Department of Pediatrics, Washington University School of
Medicine, 660 South Euclid Avenue, Box 8208, St. Louis, Missouri 63110, USA, Phone: (314) 286-2764; Fax: (314) 286-2784, Email:
jonathan.d.gitlin@vanderbilt.edu.
Publisher's Disclaimer: This is a PDF file of an unedited manuscript that has been accepted for publication. As a service to our customers
we are providing this early version of the manuscript. The manuscript will undergo copyediting, typesetting, and review of the resulting
proof before it is published in its final citable form. Please note that during the production process errors may be discovered which could
affect the content, and all legal disclaimers that apply to the journal pertain.

NIH Public Access
Author Manuscript
Comp Biochem Physiol Part D Genomics Proteomics. Author manuscript; available in PMC 2010
April 21.

Published in final edited form as:
Comp Biochem Physiol Part D Genomics Proteomics. 2009 March ; 4(1): 21–31. doi:10.1016/j.cbd.
2008.09.003.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



critical signals and responses to limited oxygen availability. These studies are of particular
interest in anoxia tolerant organisms as the processes identified may represent protective
adaptations with therapeutic implications. The zebrafish embryo (Danio rerio) has been
demonstrated to survive over 24 h in anoxia (Padilla et al. 2001; Mendelsohn et al. 2008b),
and the accessibility of this organism to forward and reverse genetic and pharmacologic
analysis as well as its rapid transparent development make it an excellent model with which
to study the mechanisms of anoxia tolerance.

Acute anoxia has the potential to cause significant perturbations in cellular energy homeostasis
before new genes can be transcribed and translated. Furthermore, new gene expression is
energy-demanding (Hochachka et al. 1996). Thus, an early component of the sensation and
response to anoxia may include post-transcriptional or post-translational mechanisms.
Consistent with this idea, recent studies have revealed that chemical anoxia caused by cyanide
caused an almost immediate developmental arrest in zebrafish embryos that was reversible
when the drug was removed (Mendelsohn et al. 2008b). Critically, arrest occurred despite the
inhibition of transcription (Mendelsohn et al. 2008a). This rapid, transcription-independent
response may preclude pathways that require new gene expression and suggests that the
adaptive response to anoxia is mediated at least in part by activities of the existing pool of
mRNA and protein. Proteomic analysis is ideally suited to study these early changes in anoxia.

Previous proteomic studies have examined nuclear (Shakib et al. 2005), skeletal muscle (De
Palma et al. 2007), or hippocampal proteins (Klein et al. 2003) regulated by prolonged hypoxia.
These studies have implicated a broad range of cellular functions in the response to hypoxia,
including metabolic enzymes and hypoxia-inducible factor (HIF) targets. Recently,
methodologies for proteomic analysis of zebrafish have been developed (Link et al. 2006b;
Tay et al. 2006). Proteomic techniques in zebrafish have been utilized to observe changes in
the proteome over developmental time (Lucitt et al. 2008) or in different germ layers (Link et
al. 2006a), and one study has investigated proteomic changes in zebrafish muscle after
prolonged hypoxia, though proteins were not identified (Bosworth et al. 2005). Additional
studies have examined the effects of long term anoxia in rainbow trout cells (Wulff et al.
2008b) and compared the impact of anoxia and azide treatment following reoxygenation (Wulff
et al. 2008a), though these experiments did not utilize an intact organism and did not examine
proteomic changes immediately following acute anoxia. Nevertheless, these important studies
have laid the groundwork for the analysis of the proteomic responses to environmental stressors
in a teleost model organism.

In this current study we applied 2D difference in gel electrophoresis (2D-DIGE) to examine
the response of zebrafish embryos to anoxia with particular focus on the earliest responses to
acute anoxia (1 h). We have also assessed the stability of the proteome as an arrested embryo
nears its maximum duration of anoxic viability. Broadly, though the proteome is globally
stabilized even after prolonged anoxia, modifications of the proteome caused by anoxia
involved proteins regulating translation, transcription, oxidative phosphorylation and the
cytoskeleton. Several proteins, including muscle cofilin 2, function to regulate actin assembly,
suggesting a role for the cytoskeleton in the immediate and long term adaptation to anoxia.

2. Materials and Methods
2.1 Experimental Animals

Wild type (AB strain) zebrafish (Danio rerio, Cyprinidae, Cypriniformes)were maintained in
a 14h-light/10h-dark cycle and housed according to guidelines of the Washington University
Animal Studies Committee. Embryos were obtained by in vitro fertilization to maximize
developmental synchronization and in all conditions were incubated at 28.5° C. Images were
taken with an SZX12 zoom stereomicroscope (Olympus).
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2.2 Environmental conditions
Normoxia is defined as egg water equilibrated with room air consisting of an approximate
78:20 ratio of nitrogen and oxygen, water vapor and trace carbon dioxide. A Bactron II
anaerobic chamber (Shel Labs, Cornelius, OR, USA) was used to create an anoxic environment
and contains an atmosphere of 90% N2, 5% CO2, and 5% H2 and a temperature-controlled
incubator. A palladium catalyst, which removes residual oxygen by reaction with H2, was
heated to above 160° C to reactivate it and was replaced daily. To account for potential
acidification of egg water by CO2, all egg water was buffered with 1 mg/mL sodium
bicarbonate, pH 7.1. No developmental abnormalities were observed in this egg water, the
stability of the pH of this egg water was verified in normoxia and anoxia, and it was used in
both normoxic and anoxic experiments. Incubation of embryos in 5% CO2 plus room air in
buffered egg water did not alter the rate or morphology of development.

2.3 Sample preparation
Previous studies utilizing zebrafish have noted that removal of the yolk facilitates proteomic
analysis (Link et al. 2006b). Twenty-four hours post fertilization (hpf) represents a time point
when embryos are young enough such that they are robustly anoxia tolerant (capable of >24
h survival in anoxia) and old enough that the yolk can be readily removed. Therefore the
following experiments were carried out at this developmental stage. Embryos were rapidly
cooled on ice, manually dechorionated and deyolked, and stored at −80° C.

2.4 Two dimensional difference gel electrophoresis (2D-DIGE)
Solubilized zebrafish samples were labeled with charge-matched cyanine dyes as described
previously (Ünlü et al. 1997; Tonge et al. 2001). Zebrafish protein (50 μg) was prepared in
sample buffer (30 mM Tris-HCl pH 8.5, 7 M urea, 2 M thiourea, 4% CHAPS) and labeled with
400 pmol of Cy2, Cy3 or Cy5. Pools were prepared by mixing equal protein amounts of each
zebrafish embryo sample following labeling by the above method. All samples were ultimately
equilibrated into immobilized pH gradient (IPG) strips under 100 V followed by isoelectric
focusing using a maximum of 10,000 focusing volts (PROTEAN IEF cell – BioRad). After
focusing, proteins were reduced with TCEP (10 mM) and alkylated with iodoacetamide (20
mM). The IPG strip was then layered on a 10% polyacrylamide gels followed by SDS-PAGE
separation. Samples were imaged with a Typhoon Imager (GE Healthcare) using specific
excitation/emission wavelengths: 488/520 nm for Cy2, 520/580 nm for Cy3, 620/670 nm for
Cy5.

2.5 Image analyses (2D-DIGE), mass spectrometry and protein identification
The DeCyder (v. 6.5) software tools (GE Healthcare) were used for image analysis. The DIA
(differential in-gel analysis) module was used to align and normalize images within each gel.
Spots with slopes > 1.1, areas < 100, volumes < 10,000 and peak heights < 100 were excluded.
The DIA module calculated abundance ratios using a normalization algorithm that was applied
as previously described (Alban et al. 2003). For comparative pair-wise analyses of gel features
across different physical gels, the DIA data sets were analyzed using the BVA (biological
variation analysis) module. Spot volumes were converted to ratios of a pooled internal standard
(24 hpf normoxic). Using the EDA (Extended Data Analysis) module, a t-test was performed
to determine the statistical significance of Normoxic/Anoxic ratios for each gel feature.
Unsupervised hierarchical clustering was used to identify gel features which were statistically
important in the differentiation of normoxic and anoxic growth environments. Spots were
excised robotically (ProPic, Genomic Solutions) using a triangulation algorithm implemented
with in-house software. The gel pieces were digested in situ with trypsin (Hăvlis et al. 2003).
Samples were processed and analyzed using nano-reversed-phase HPLC interfaced to either
an electrospray-quadrupole-time-of-flight mass spectrometer (Q-STAR-XL, Applied
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Biosystems) (King et al. 2006) or an electrospray-linear ion trap-Fourier transform ion
cyclotron mass spectrometer (LTQ-FT, Thermo-Finnigan) (King et al. 2007) and operated as
previously described, respectively. The MS and MS/MS data from the nano-LC-FTMS/MS
were collected in the profile mode. The “raw” files were processed using MASCOT Distiller,
version 2.1.1.0 (Matrix Science, Oxford, U.K.) with the following settings: 1) MS processing:
200 data points per Da; no aggregation method; maximum charge state = +8; minimum number
of peaks = 1. 2) MS/MS processing: 200 data points per Da; time domain aggregation method
enabled; minimum number of peaks = 10; precursor charge and m/z, try to re-determine from
the survey scan (tolerance = 2.5 Da); charge defaults = +2/+3; maximum charge state = +2. 3)
Time domain parameters: minimum precursor mass = 700; maximum precursor mass =16,000;
precursor m/z tolerance for grouping =0.1; maximum number of intermediate scans = 5;
minimum number of scans in a group = 1. 4) Peak Picking: maximum iterations = 500;
correlation threshold = 0.90; minimum signal-to-noise = 3; minimum peak m/z = 50; maximum
peak m/z = 100,000; minimum peak width = 0.001; maximum peak width = 2; and expected
peak width = 0.01. The resulting Mascot generic files (.mgf) were exported to MASCOT,
version 2.1.6. The tandem MS data from the LTQ-FT were searched against National Center
for Biotechnology Information non-redundant databases that were downloaded on 2007-02-18
with the following constraints: MS tolerance = 10 ppm, MS/MS tolerance = 0.8 Da with fixed
modifications of cysteine residues (carbamidomethylation) and variable oxidation of
methionine residues. The tandem MS data from the QSTAR-XL were searched with an MS
and MS/MS tolerance of 1 Da and 0.2 Da, respectively, and the modifications as above. The
resulting DAT files were imported into Scaffold, ver. 2.0 (Proteome Software, Portland, OR)
to identify proteins with > 95% confidence and to determine the spectral counts for each protein.

2.6 Pathway Analysis
The pathway analysis was generated using Ingenuity Pathways Analysis software, version 6.3
(Ingenuity® Systems, www.ingenuity.com). Peptides from all experiments were searched as
described above and all identified proteins with a MASCOT score >40 were imported into
Ingenuity for analysis.

3. Results
3.1. Analysis of proteomic profiles of zebrafish embryos before and after acute anoxia

To study the proteomic impact of acute anoxia, we obtained samples from 3 experimental
conditions for analysis by 2D-DIGE: 1) zebrafish embryos at 24 h post fertilization (hpf) to
determine the proteomic profile prior to exposure to anoxia, 2) embryos incubated under anoxic
conditions for 1 h beginning at 24 hpf and 3) embryos that remained in normoxia for 1 additional
h beginning at 24 hpf to account for normal developmental changes occurring between 24 and
25 hpf. These three samples were run in the same 2D gel as described in Materials and
Methods for comparative image analysis of proteomic profiles from these conditions (Gel 1,
Fig. S1). This initial study focused on analyzing the largest differences between the anoxic and
normoxic samples. Importantly, 95% of proteins changed less than 1.51-fold from 24 hpf +1
h normoxia compared to 24 hpf +1 h anoxia. Twenty-four spots were subjected to in situ gel
digestion and tandem mass spectrometry. Unique proteins identified (Table 1) were categorized
as 1) cytoskeletal proteins, 2) translation regulators, 3) keratins, 4) vitellogenins, 5) antioxidant
proteins, and 6) other proteins. The results from mass spectrometry and database searching are
given in Table S1.

3.2. Analysis of proteomic profiles of zebrafish embryos before and after prolonged anoxia
Prolonged periods of anoxia provide an opportunity to study additional proteomic changes
permitting the survival of zebrafish embryos in anoxia such as the induction of new gene
expression and to assess the stability of the proteome as the embryo approaches the limit of its
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capacity for anoxic survival. Interestingly, compared to normoxic embryos (Fig. 1A),
prolonged anoxia (24 h) caused embryos to appear markedly opaque and granular (Fig. 1B).
Furthermore, embryos anoxic for 24 h were more rigid to the touch and the yolk sac was more
brittle compared to normoxic embryos, a property that also became more pronounced with
longer durations of anoxic exposure. These alterations in appearance were reversed when
anoxic embryos were returned to normoxia (data not shown). Because previous studies have
determined that 24 hpf zebrafish embryos are not capable of surviving in anoxia for durations
longer than approximately 28 h (Mendelsohn et al. 2008b), combined with the increasing
opacity and rigidity described above, we hypothesized that zebrafish embryos nearing the limit
of their viability in anoxia may display substantial degenerative alterations to the proteome.

To examine this possibility, we compared the proteomic profiles of 24 hpf embryos with 24
hpf +24 h in anoxia. This experiment was conducted twice, and the third sample varied between
these two repetitions. To observe proteomic changes that occurred during normal development,
in Gel 2 we utilized embryos at 24 hpf +6 h normoxia as this third sample in one gel (Fig. S2),
while in Gel 3 we utilized 24 hpf +24 h of normoxia (Fig. S3). Surprisingly, we observed
minimal changes in the proteome following 24 h of anoxia (Fig. 1C), in which 95% of resolved
spots changed <1.81-fold (Table 2). Twenty-four spots were picked, 14 of which were
identified (58.3%). The majority of the proteins identified from the first experiment examining
prolonged anoxia were vitellogenins (Table 3), components of the yolk sac. While these
differences may reflect actual regulatory processes involving vitellogenins, it is also plausible
that the altered consistency of the yolk sac in anoxic embryos, as described above, resulted in
a different degree of yolk removal, thus causing an apparent change in the levels of yolk
proteins. Nevertheless, this analysis identified several non-vitellogenin proteins as changing
after prolonged anoxia (Table 3), notably the RNA polymerase II transcriptional coactivator
PC4. This protein was identified in two spots at nearly exactly the same molecular weight but
separated by isoelectic point (pI). As one of these spots increased in intensity while the other
decreased, this shift may represent a change in posttranslational modification. From the second
experiment examining prolonged anoxia (Gel 3) we selected 30 spots from different locations
compared to the first experiment (Gel 2) and identified 20 (66.7%), including proteins involved
in regulating translation and the cytoskeleton (Table 4).

3.3. Proteomic changes after acute anoxia using 2D-DIGE with an internal standard
Most of the proteomic changes observed in acute anoxia were of low magnitude, though
responses that occur slowly or do not require a large change in protein level or regulation may
represent important components of the effects of—or response to—anoxia. Therefore, to
distinguish between experimental and biological variation, we used the multiplexing attribute
of 2D-DIGE to perform an experiment with an internal standard sample to normalize the protein
abundances across multiple gels (Alban et al. 2003). We performed 2D-DIGE on two additional
independent experiments (Gels 4 and 5) of the same three experimental conditions utilized for
the initial analysis of acute anoxia (Gel 1). These two experiments were analyzed in
combination with the 1 h anoxic gel described above (Gel 1), and we conducted a “biological
variation analysis” (BVA) of these 3 gels using the starting 24 hpf sample to normalize across
gels (Fig. 2A). Analysis was restricted to spots that were visualized in all 3 gels and displayed
statistically significant variation (p<0.05). With these criteria, 21 spots were identified that
changed in intensity after 1 h in anoxia beginning at 24 hpf compared to 1 h in normoxia (Fig.
2B) corresponding to the spots on the 2D gel shown in Fig. 2C. These spots distinguished
normoxic and acutely anoxic zebrafish embryos. Interestingly, all but one of these spots
decreased in intensity.

To identify the proteins represented by gel features displaying altered intensity after acute
anoxia these spots were picked and subjected to analysis by tandem mass spectroscopy.
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Thirteen of these 21 spots (61.9%) were identified (Table 5), including eEF1A and muscle
cofilin 2, which had been identified in our previous experiments as changing in acute (Table
1) and prolonged anoxia (Table 4). Additional proteins, including the mitochondrial ATP
synthase F1 subunit and tropomyosin 3, were also observed to change in acute anoxia.

3.4. Changes in muscle cofilin 2 over different durations of anoxia
One of the largest changes in the proteomic profile caused by acute anoxia was the decrease
in intensity of a spot containing muscle cofilin 2 (Fig. 3, Panels A–C). Importantly, this change
decrease in intensity did not occur between 24 and 25 hpf in normoxia, revealing that the
observed difference was not due to normal developmental processes but rather was specific
for anoxia. To further examine the kinetics of the change in intensity of this cofilin spot we
compared the cofilin fluorescent feature volumes at 1 h and 2 h of anoxic exposure. These
studies revealed that while the intensity of this cofilin spot decreased during normal
development between 24 and 48 hpf, the decline was even larger in anoxia (Fig. 3D–F), >10-
fold. Furthermore, this relative decrease in intensity after 24 h of anoxia was greater than after
1 h of anoxia (−2.53 fold), revealing that anoxia-specific regulation of cofilin increased in
magnitude with time in anoxia.

3.5. Changes in cofilin after CO2 or cyanide exposure
Previous studies have revealed that developmental arrest in anoxic zebrafish is mediated by
the inhibition of oxidative phosphorylation independent of the availability of molecular oxygen
(Mendelsohn et al. 2008b). Therefore we obtained samples of 24 hpf normoxic embryos, 24
hpf embryos plus a 1 h incubation in 500 μM potassium cyanide (KCN) in normoxia, and, as
an additional control, 24 hpf embryos incubated for 1 h in 5% CO2 in normoxia, all at the same
temperature. This analysis revealed that CO2 did not mimic the effects of anoxia on cofilin
(Fig. 3G and H). However, incubation in KCN recapitulated the reduction in intensity of the
cofilin spot observed in anoxia (Fig. 3G and I), revealing that this alteration in the proteomic
profile is likely due to a perturbation in energy homeostasis rather than the lack of molecular
oxygen per se in anoxia.

3.6. Network analysis of cytoskeletal proteins identified by 2D-DIGE
Pathway analysis serves to connect individual genes or proteins identified in global surveys
such as this one with more general networks based on interactions described in the literature,
providing a broader perspective of the cellular systems and key regulators involved in the
process of interest. To this end we analyzed all of the proteins identified by MS/MS in all
experiments (Table S2) by mapping them to existing networks. One network generated by this
approach (Fig. 4) included cofilin as well as additional proteins involved in actin dynamics,
revealing that anoxia induced changes in several proteins that function to regulate the actin
cytoskeleton. Interestingly, the actin network connected via elongation factor 2 to several
proteins that regulate translation, suggesting that the regulation of translation is also an
important component of the response to anoxia and may be connected to the activity of the
cytoskeleton (see Discussion). This type of pathway analysis thus implicates and connects
networks in an anoxia tolerant organism and generates new hypotheses whose biological
significance can now be experimentally validated.

4. Discussion
Proteomic alterations induced by anoxia are of unique interest in an organism capable of anoxic
survival as such changes are more likely to represent protective biochemical adaptations than
those observed in anoxia sensitive organisms and may provide insight into ischemic and
metabolic perturbations in disease states. We have studied the effects of acute anoxia to observe
proteomic changes that do not depend on new gene expression and thus represent post-

Mendelsohn et al. Page 6

Comp Biochem Physiol Part D Genomics Proteomics. Author manuscript; available in PMC 2010 April 21.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



transcriptional and post-translational changes. We have also compared the proteomic profiles
of zebrafish embryos in normoxia and following prolonged anoxia, revealing a generally stable
proteome with alterations that provide insight into the adaptation to anoxia.

Several important experimental assumptions of this study bear discussion. We have utilized
an entire organism in these proteomic analyses, making it possible to identify changes that
occur in any tissue or cell type. Using an intact organism also permits identification of proteins
that connect or signal between cells that might not be expressed in isolated tissues or in culture.
However, it is possible that this approach might obscure other important changes restricted to
a minority cell type, and further analysis is necessary to determine the relevant cell type in
which any observed changes occurred. Another important consideration involves the
interpretation of the direction of change in each spot. Though individual spots are characterized
as either increasing or decreasing, the complexity of potential causes for such observed
changes, including altered expression level, proteolytic cleavage and posttranslational
modification, confound any direct conclusion of higher or lower activity based on spot
intensity. Rather, without further analysis, variations in spot intensity can only be generally
interpreted as a change in protein regulation.

An important conclusion from this work is that acute or prolonged arrest in anoxia tolerant
zebrafish embryos is associated with a stabilized proteome that is neither abundantly degraded
nor extensively posttranslationally modified. Numerous processes in development require
short-lived intra- and extra-cellular molecules such as morphogens that direct development
and might be expected to degrade during arrest. It is possible that such proteins were below
the threshold of detection of the methodologies used in this study. Nevertheless, it may be more
adaptive for arrest to occur via means other than the degradation of growth and patterning
signals so that development can resume properly when oxygen is restored. Future studies of
the proteomic profile of embryos after lethal durations of anoxia that cause poor recovery may
elucidate the critical cellular and organismal functions that eventually fail in anoxia.

Several proteins identified in this study function to regulate the energy consuming processes
of transcription and translation. Transcriptional coactivator PC4 has been shown to bind DNA
and inhibit transcription in its unphosphorylated state, and phosphorylation of PC4 has
therefore been hypothesized to release this inhibition and serve as a critical regulatory step in
transcription (Malik et al. 1998). The observed change in pI in our experiments is consistent
with a model in which PC4 becomes dephosphorylated, reverting to a state in which
transcription is repressed, perhaps acting as an energy sensor to regulate transcription while
allowing assembled transcription factors to remain in place in anticipation of the return of
oxygen. The levels of eukaryotic elongation factor 1a (eEF1A), a central component of the
translational machinery, were observed to change in both acute and prolonged anoxia (Tables
1, 4 and 5). This protein has been implicated in the response to limited oxygen and has been
demonstrated to associate abnormally with polysomes during hypoxia and low pH and may
mediate the initial inhibition of protein synthesis (Vayda et al. 1995). eEF1A has been observed
to change in hypoxic cells in other microarray (Scandurro et al. 2001) and proteomic (Son et
al. 2008) analyses. Furthermore, reduced eEF1A levels have been shown to protect against
hydrogen peroxide-induced (Chen et al. 2000) and lipotoxicity-induced apoptosis (Borradaile
et al. 2006), perhaps suggesting that zebrafish avoid cell death in anoxia in part by the regulation
of eEF1A. Our initial study of acute anoxia also detected a change in elongation factor 2 (Table
1), which has also been implicated in regulating translation during hypoxia by receiving signals
from AMP-activated protein kinase (Horman et al. 2002) and the Target of Rapamycin
(Connolly et al. 2006). Anoxic inhibition of transcription and translation is consistent with the
dearth of proteins observed to increase in abundance during anoxia and may function to
conserve energy.
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The alpha subunit of the F1 mitochondrial ATP synthase was observed to change in acute
anoxia (Table 4), a protein critical for maintaining energy homeostasis (Das 2003). When the
mitochondrial proton motive force begins to collapse in anoxia the ATP synthase can operate
in reverse, consuming ATP by pumping protons into the inner membrane space (St-Pierre et
al. 2000). Biochemical observations have demonstrated that the activity of this protein is
inhibited in anoxia such that less ATP hydrolysis occurs than would be predicted (Das et al.
1990;St-Pierre et al. 2000). Our observations here indicate that the mechanism of this regulation
may involve the direct degradation and/or modification of the ATP synthase itself.

One of the largest changes in level or regulation following acute or prolonged anoxia was that
of muscle cofilin 2. This protein has not been previously identified in global studies of anoxia
or hypoxia responsive genes, though changes in cofilin 2 have been observed in the setting of
ischemia (Schwartz et al. 1999) or oxidative stress (Lee et al. 2006). Cofilins are activated by
dephosphorylation as well as other mechanisms (van Rheenen et al. 2007) and regulate the
turnover, assembly and monomer nucleotide exchange of actin filaments (Suurna et al.
2006). Importantly, activation of cofilin has been demonstrated to regulate the actin
cytoskeleton during ischemia and cofilin-mediated actin rod formation has been observed to
support ATP homeostasis and improve mitochondrial membrane potential during ATP
depletion (Bernstein et al. 2006; Suurna et al. 2006). As cofilin 2 is predominantly expressed
in muscle (Thisse and Thisse, 2004), this response may be specific to the adaptation of muscle
or may occur via other related proteins in non-muscle tissues.

Tropomyosin was also observed to change in acute anoxia. Intriguingly, this cytoskeletal
component functions to stabilize actin filaments, opposing the action of cofilin. The balance
of tropomyosin and cofilin is critical for regulating actin assembly in vivo (Cooper 2002; Ono
et al. 2002), and the observation that both proteins changed in acute anoxia further supports a
model in which the regulation of actin dynamics contribute to an early response to anoxia.
Strikingly, in addition to its role in translation, eEF1A also possesses actin binding properties
and may crosslink actin filaments (Owen et al. 1992), and mutations in eEF1A cause
cytoskeletal abnormalities (Gross et al. 2007). This dual role for eEF1A has been proposed to
function as a link between translation and cytoskeletal dynamics (Gross et al. 2007), and is
consistent with a connection between the cytoskeleton and translation as suggested by Figure
4. Taken together, our observation that several actin binding proteins with roles in regulating
actin assembly and stability are differentially regulated in acute anoxia suggests that the
response of the cytoskeleton represents an important component of the adaptation to acute
anoxia in the zebrafish embryo and perhaps in other organisms as well. The regulation of the
actin cytoskeleton may underlie the gel-like appearance and physical properties of arrested
embryos and might function to stabilize micro- and macroscopic embryonic structures during
a prolonged arrest.

Previous studies have demonstrated that KCN as well as other inhibitors of oxidative
phosphorylation cause a developmental arrest similar to that observed in anoxia (Mendelsohn
et al. 2008b). The observation that KCN treatment in normoxia caused an acute change in the
cofilin spot (Fig. 3G and I) provides further evidence that the molecular response to anoxia is
fundamentally a response to the loss of energy produced via oxidative phosphorylation. The
consistent, rapid change of this spot in anoxia and cyanide also supports the concept that post-
translational pathways may be at least in part responsible for causing arrest.

The process of elucidating the molecular mechanisms underlying the physiologic adaptations
of anoxia tolerant organisms may be greatly assisted by new technologies that provide a
comprehensive view of gene activity during an environmental stress (Storey 2006). These
observations identify molecular pathways which can then be manipulated in the model
organism as the foundation for future studies. Our findings suggest several pathways that may
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contribute to the viable arrest observed in anoxic zebrafish embryos, such as the regulation of
actin dynamics and translation (Fig. 4). Of importance to the future study of these pathways,
zebrafish embryos transition away from anoxia tolerance during embryogenesis. Therefore, in
addition to identifying anoxia-induced changes in the zebrafish embryo proteome, these studies
now allow detailed comparative analyses of the proteomic responses of anoxia tolerant and
sensitive stages of zebrafish development and among specific cell types. Performing these
proteomic studies in the zebrafish embryo, a model amenable to forward and reverse genetic
and pharmacologic analysis, permits the in vivo examination of gene products identified from
this and future proteomic approaches, offering novel insight into the mechanisms of oxygen
and energy sensing, developmental arrest, and metabolic reprogramming.
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Fig. 1.
Appearance of normoxic and anoxic zebrafish embryos. (A) Normoxic embryo at 24 hpf and
(B) 24 hpf embryo after an additional 24 h of anoxia. (C) Two-dimensional gel of proteins
labeled with cyanine dyes from zebrafish embryos at 24 hpf normoxic (Cy2), 48 hpf normoxic
(Cy3) and 24 hpf + 24 h anoxia (Cy5) (Gel 3).
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Fig. 2.
2D-DIGE analysis of proteomic changes induced by acute anoxia using an internal standard.
(A) Schematic of experimental design in which three 2D gels were run with lysates from 24
hpf embryos using the 24 hpf, normoxic sample as the internal standard (Cy2, Cy3, Cy3 in
gels 1, 4, and 5 respectively), and comparing 24 hpf + 1 h normoxia (Cy3, Cy5, Cy2) with 24
hpf + 1 h anoxia (Cy5, Cy2, Cy5). (B) Heat map analysis of statistically significant (p<0.05)
proteomic changes after 1 h of anoxia. The color in each panel represents the relative change
compared to the internal standard (24 hpf, normoxic) in each individual gel. (C) Image of Gel
4 indicating the location of the spots comprising the heat map.
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Fig. 3.
Analysis of cofilin changes in acute and prolonged anoxia, and in CO2 and KCN. (A–C) 3D
quantitative representation of a spot determined to represent muscle cofilin 2 at 24 hpf, 24 +
1 h normoxia and 24 + 1 h anoxia. (D–F) Cofilin abundance in the same spot at 24 hpf, 24 +
24 h normoxia and 24 +24 h anoxia. (G–I) Cofilin abundance in 24 hpf embryos compared to
24 + 1 h in 5% CO2 or 1 h in 500 μM KCN. Fold changes between each sample are indicated
on the right.

Mendelsohn et al. Page 14

Comp Biochem Physiol Part D Genomics Proteomics. Author manuscript; available in PMC 2010 April 21.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Fig. 4.
Pathways associated with proteins identified by 2D-DIGE as changing in acute or prolonged
anoxia. Ingenuity Pathway Analysis software (Ingenuity Systems, Inc.) was utilized to map
proteins identified onto existing pathways that are based on established interactions. Shading
indicates proteins identified by 2D-DIGE/MS, while unshaded proteins represent components
of these pathways not detected by 2D-DIGE/MS. The full name of each protein is given in
Table S3.
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Table 2

Distribution of spots by fold change after 24 h in anoxia.

Fold change # spots % total

>10 3 0.07

5 to 10 7 0.16

2 to 5 205 4.57

1.5 to 2 530 11.80

1 to 1.5 3745 83.41
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