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Abstract

As modern genomic tools are developed for ecologically compelling models, field manipula-
tion experiments will become important for establishing the role of functional genomic
variation in physiological acclimation and evolutionary adaptation along environmental
clines. High-altitude habitats expose individuals to hypoxic and thermal stress, necessitating
physiological acclimation, which may result in evolutionary adaptation. We assayed skeletal
muscle transcriptomic profiles of rufous-collared sparrows (Zonotrichia capensis) distributed
along an altitudinal gradient on the Pacific slope of the Peruvian Andes. Nearly 200 unique
transcripts were differentially expressed between high-altitude [4100 m above sea level
(a.s.l.)] and low-altitude (2000 m a.s.l.) populations in their native habitats. Gene ontology
and network analyses revealed that these transcripts are primarily involved in oxidative
phosphorylation, protein biosynthesis, signal transduction and oxidative stress response
pathways. To assess the plasticity in gene expression differences between populations, we
performed a ‘common garden’ experiment in which high- and low-altitude individuals
were transferred to a common low-altitude site (~150 m). None of the genes that were dif-
ferentially expressed between populations at the native altitudes remained significantly
different between populations in the common garden. The role of gene expression variation
in adaptation and acclimation to environmental stress is largely unexplored in natural
populations of birds. These results demonstrate substantial plasticity in the biochemical
pathways that underpin cold and hypoxia compensation in Z. capensis, which may mecha-
nistically contribute to enabling the broad altitudinal distribution of the species.
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Introduction

Identifying the genomic basis of adaptive traits is a major
ambition of evolutionary biology research (Orr 2005).
Vertebrate adaptations to high-elevation environments are
classic examples of natural selection (Monge & Monge 1968;
Frisancho 1975; Perutz 1983; Bouverot 1985). The environ-
mental stressors on endothermic vertebrates at high altitude
are well understood: cold, hypoxic conditions interact to
create a metabolically challenging environment within
which constant energy production must be maintained in

the face of reduced oxygen availability and increased
thermal stress.

Numerous studies have uncovered polymorphisms that
underlie physiological adaptation to high altitude. Haemo-
globin polymorphisms have provided well-known examples
of adaptive divergence among high- and low-altitude taxa
(Snyder 1978, 1981; Snyder et al. 1982, 1988; Perutz 1983;
Chappell & Snyder 1984; Jessen et al. 1991; Monge & Leon-
velarde 1991; Leonvelarde et al. 1996; Ramirez et al. 1999;
Ostojic et al. 2000, 2002; Storz 2007; Storz et al. 2007), but
recent studies of other metabolic pathways have also
documented putative cases of adaptive divergence at the
molecular level (Ehinger et al. 2002; Coskun et al. 2003;
Mishmar et al. 2003; Ruiz-Pesini et al. 2004). This work has
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clearly shown that structural changes within the coding
regions of candidate genes can be important for adaptation
to high altitude. However, adaptive evolution may also
proceed through genetic changes that alter transcript
abundance, and the adaptive role of transcriptional var-
iation in high-altitude environments remains largely
unexplored.

Several lines of evidence suggest that divergence in gene
expression patterns may be especially important in the
early stages of adaptive divergence (King & Wilson 1975;
Abzhanov et al. 2004, 2006; Whitehead & Crawford 2006a, b;
Ortiz-Barrientos et al. 2007). In particular, physiological
acclimation to stressful environments, such as high altitude,
is often associated with up-regulation of hormones and
proteins that is correlated with changes at the transcription
level. Thus, on physiological timescales, variation in protein
expression accounts for many acclimation mechanisms,
and similar regulatory changes may also contribute to
adaptation over evolutionary timescales.

Studies of the transcriptomic response to environmental
stressors can provide key insights into the genes and bio-
chemical pathways involved in physiological acclimation
and evolutionary adaptation, but until recently, the genomic
tools needed for large-scale transcriptome analyses were
only available for a handful of model organisms. Although
functional genomic studies within a select suite of model
organisms have revolutionized the biological sciences,
these organisms offer few opportunities to study the genomic
underpinnings of acclimation and adaptation in nature,
where the ecological context of adaptive evolution is
better understood. Recent advances in the development
of genomic tools and databases provide opportunities to
study adaptation in natural populations of nonmodel
organisms in unprecedented detail (Gracey et al. 2001, 2004;

Lexar et al. 2004; Stolz et al. 2004; Butlin & Roper 2005;
Rogers & Bernatchez 2005; Derome & Bernatchez 2006;
Hoekstra et al. 2006; Lai et al. 2006; Wang et al. 2006; White-
head & Crawford 2006a). Such studies have already
provided key insights into outstanding questions regarding
the process of adaptive evolution and speciation, but much
work remains. In particular, field manipulation experiments
offer the power to distinguish transcriptional variation
that is plastic over physiological timescales, from that
which is fixed over such timescales. The former is likely to
be important in phenotypically plastic acclimation responses,
whereas the latter may be due to heritable variation that is
important in evolutionary adaptation. To our knowledge,
the transcriptomics of high-altitude acclimation and adap-
tation are unexplored in natural populations of any organ-
ism. Wild bird populations offer a powerful model system
for such studies.

Here, we tested for differential gene expression among
populations of a widespread Neotropical passerine, the
rufous-collared sparrow (Zonotrichia capensis), that are
distributed along an altitudinal gradient on the Pacific
slope of the Peruvian Andes. Gene expression levels were
profiled from birds sampled in their native habitats, and
also from birds transplanted to a common altitudinal
environment. The primary goal was to test whether altitude-
specific expression patterns were plastic or fixed, thus
offering insights into the role of regulatory variation in
physiological acclimation and evolutionary adaptation to
high altitude.

The rufous-collared sparrow  has one of the largest
distributions of any Neotropical passerine, occurring
from southern Mexico, south through Central America and
several Caribbean Islands, and across nearly the entire
continent of South America (Chapman 1940; Ridgely &

Fig. 1 Sampling localities. (a) Distribution
of Zonotrichia capensis is illustrated in grey.
(b) Sampling localities. Altitude is indicated
by shading with higher altitudes being
indicated as darker colours. (c) Cross-
section of sampling transect. T, L, and H
refer to the transplant, low altitude, and
high altitude sampling sites, respectively.
Altitudinal profile was generated using
georeferenced sampling localities and
SimpleDEM viewer. Digital range map
created by Ridgely et al. 2003 and down-
loaded from InfoNatura (2005).
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Tudor 1989; Fig. 1). Due to its broad geographic distribution
that spans heterogeneous landscapes, there is potential for
local adaptation. Along the Pacific slope of the Peruvian
Andes, the rufous-collared sparrow is continuously dis-
tributed from sea level to over 4600 m above sea level
(a.s.l.), but gene flow is substantially reduced along altitu-
dinal gradients (Cheviron and Brumfield, in preparation).
Moreover, populations occurring at different altitudes
differ in physiological parameters that are likely to be
adaptive. Individuals collected at 4500 m a.s.l. have signif-
icantly lower critical temperatures (the temperature at which
metabolic resources must be used to maintain constant
body temperature) than those collected at sea level, consistent
with adaptation to cold, high-altitude habitats (Castro
1983; Castro et al. 1985; Castro & Wunder 1990).

In this study, we extended a heterospecific genomic tool,
zebra finch (Taeniopygia guttata) cDNA microarrays, to the
study of variation in transcriptomic patterns between two
rufous-collared sparrow populations that are distributed
along an altitudinal gradient. This study had two main
objectives. First, we tested for evidence of differential
expression between populations sampled in their native
high- and low-altitude environments to identify genes
and biochemical pathways that may be important for
high-altitude stress compensation. Second, we per-
formed a ‘common garden’ experiment, wherein high- and
low-altitude individuals were transplanted to a single
low-altitude site, to distinguish expression differences that
are plastic in response to the environment, fixed between
populations, or interact between population and environment.

Materials and methods

Sample collection and experimental design

Eight adult Zonotrichia capensis individuals were sampled
using mist nets from each of two study sites, one high
altitude and one low altitude, on the Pacific slope of the
central Andes in Peru (Fig. 1). The high-altitude site was
located approximately 4150 m a.s.l. near the town of
Ondores (11°05′S, 76°09′W). The low-altitude site was
located at about 2000 m a.s.l., approximately 3.5 km N of
the town of Huinco (11°44′S, 76°36′W) below the altitude
at which many physiological acclimation mechanisms
begin to be manifested (Bouverot 1985). The high- and
low-altitude populations are genetically differentiated
(mtDNA ΦST = 0.16; P = 0.01), and the population sampled
at 2000 m is genetically indistinguishable from populations
sampled near sea level (400 m a.s.l.; mtDNA ΦST = 0.0;
Cheviron and Brumfield, in preparation). A phylogeogra-
phic break between the high- and low-altitude populations
occurs at approximately 3800 m a.s.l., approximately 1800 m
above the low-altitude site (Cheviron and Brumfield, in
preparation).

Expression profiles were measured in four treatment
groups: high-altitude native, high-altitude transplant,
low-altitude native, and low-altitude transplant. Within
sites, individuals were randomly assigned to one of two
experimental groups: native or transplant. Individuals in
the native high-altitude and native low-altitude treatments
were captured, housed in cages at ambient temperature for
1 to 4 days, and tissues were sampled at their native altitude.
Individuals in the transplanted high-altitude group were
mist-netted at 4150 m a.s.l. and transplanted to Lima, Peru
(~150 m a.s.l.), housed in cages at ambient temperature for
7 days and sacrificed. This treatment allowed us to deter-
mine the degree of plasticity in gene expression patterns by
testing whether expression differences between the native
high- and low-altitude groups persisted during a 1-week
acclimation period near sea level. Although physiological
acclimation to high altitude can take several weeks to
months, in this study, we transplanted birds from high to
low altitudes. Quantitative polymerase chain reaction (qPCR)
analyses have shown that although several genes are
up-regulated at high altitude in humans, transcript abund-
ance of all of these genes reaches low-altitude levels within
a day of arrival at sea level (Appenzeller et al. 2006).
Although a reciprocal transplant experiment, wherein
low-altitude individuals are transplanted to a high-altitude
site, would be a logical extension of these experiments, this
was not logistically feasible for this study.

We sampled approximately 400 mg of pectoral muscle
tissue from each individual. Tissue samples were surgically
removed immediately after sacrifice and flash-frozen in
liquid nitrogen. All individuals included in the study were
sampled in February 2007 within a 1-week period in order
to minimize seasonal variation in expression profiles.
Voucher specimens for the tissue samples are housed in the
ornithological collections of the Louisiana State University
Museum of Zoology and Centro de Biodiversidad y
Ornitologia in Lima, Peru (Appendix).

Sample preparation

We extracted total RNA from approximately 40 mg of
pectoral muscle tissue using TRIzol (Invitrogen) in conjunc-
tion with an RNeasy mini kit (QIAGEN) according to the
manufacturers’ protocols. Purified total RNA was quantified
using a Nanodrop ND-1000 spectrophotometer, and RNA
integrity was assessed via gel electrophoresis on an Experion
Automated Electrophoresis Station (Bio-Rad). All RNA
extracts were stored at –80 °C until further processing.

To prepare samples for cDNA microarray hybridizations,
10 µg of total RNA was reverse-transcribed in 30 µL reaction
volumes containing 2 µL of dT18 primer (1 mg/mL), 1 µL
of random hexamer primer (3 mg/mL; Life Technologies),
6 µL of 5× First Strand Buffer (Invitrogen), 0.3 µL 0.1 m
DTT, 0.6 µL 50× aminoallyl dNTP mix (25 mm dATP, 25 mm
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dCTP, 25 mm dGTP, 15 mm dTTP, 10 mm aminoallyl-dUTP),
2 µL (400 U) of SuperScript III Reverse Transcriptase
(Invitrogen) and 0.5 µL (20 U) of RNase Inhibitor (New
England Biolabs). Reactions were incubated overnight at
46 °C. Template RNA was then hydrolyzed by the addition
of 10 µL of 1 m NaOH and 10 µL 0.5 EDTA and incubated
at 65 °C for 15 min, neutralized by adding 10 µL 1 m HCl,
and cDNA was purified using a QIAGEN QIAquick PCR
purification kit. Cyanine 3 (Cy3) and Cyanine 5 (Cy5)
coupling volumes were performed in 9 µL reactions by
resuspending Cy-dyes in 9 µL of 0.1 m Na2CO3 and adding
them to the dried cDNA samples, incubating the mixture at
room temperature for 2 h in the dark, and purified using a
QIAGEN QIAquick PCR purification kit.

Microarray hybridization

We used a spotted cDNA microarray developed for zebra
finch (Taeniopygia guttata) (Wada et al. 2006) to characterize
transcriptomic profiles for each individual in the study.
This microarray contains 19 928 clones that were isolated
from zebra finch brain cDNA libraries (Wada et al. 2006).
Cross-species microarray hybridization is a relatively
novel means of extending genomic tools to nonmodel
species (Bar-Or et al. 2007). The utility of this approach
depends on the degree of sequence divergence between
the target species (the species of interest) and the reference
species (the species for which the microarray was designed).
Competitive hybridization between rufous-collared sparrow
and zebra finch transcripts failed to reveal any substantial
reduction in the hybridization efficiency of sparrow
transcripts compared to those of zebra finch (Fig. S1,
Supporting information), and we were able to conservatively
detect hybridization to nearly 6000 cDNA spots (see
Results). Although direct comparisons between Z. capensis
and T. guttata could be problematic because of heterologous
hybridization bias, our comparisons should not be compro-
mised by such biases because the recently diverged
(~10 000 years ago) high- and low-altitude populations of
rufous-collared sparrow are equally phylogenetically distant
from T. guttata.

Microarray analysis was applied to the four individuals
from each of the four experimental groups. Each sample
was hybridized twice, labelled once with Cy3 and once
with Cy5 to eliminate dye bias, resulting in a total of 32
hybridizations. The Cy3 and Cy5 hybridizations were
balanced (although incompletely) in a loop design.

Immediately prior to hybridization, arrays were incu-
bated at 42 °C in prehybridization buffer (5× SSC, 0.1%
SDS, 0.5% BSA) for 1 h, then rinsed in de-ionized water, and
spun dry by centrifugation at 150 × g for 3 min. Labelled
cDNA samples were resuspended in 40 µL of SlideHyb
hybridization buffer (Ambion), paired Cy3 and Cy5 labelled
samples were mixed together, and incubated at 70 °C for

10 min before hybridization to the arrays. Hybridized
arrays were placed in Corning Microarray hybridization
chambers and incubated 12–18 h in a 42 °C waterbath.
Following hybridization, slides were washed in 0.1× SSC
with 0.2% SDS at 42 °C for 5 min. Two successive washes
were carried out at room temperature. The first was in 0.1×
SSC with 0.2% SDS, and the second was in 0.1× SSC. Slides
were spun dry by centrifugation at 150 × g for 3 min and
scanned using a Packard Bioscience ScanArray Express
microarray scanner. The software package ImaGene (Bio-
discovery) was used to quantify spot signals as fluorescence
intensities for each dye channel.

Data processing and statistical analyses

Raw fluorescence intensities were normalized using the
general intensity-dependent model implemented in the
program eCADS (Dabeny & Storey 2007). Normalized log2
values of Cy3 and Cy5 fluorescence intensities were treated
as technical replicates and averaged for each individual.
We tested for evidence of differential gene expression among
experimental groups using a linear model with two factors
representing population of origin (high altitude — 4100 m
vs. low altitude — 2000 m) and location of sampling (native
altitude — 4100 or 2000 m vs. transplanted altitude — 150 m).
For a given gene, this model can be written as:

Iabj = µ + αa + βb + αβab + εabj,

where I is the log2 fluorescence intensity of gene j, and
a = b = j = 1, 2, ... , j genes. In this two-way factorial model,
µ is the parametric mean, α and β are the main effects of
population of origin and sampling location, respectively,
and αβ is a two-way interaction between the two main
effects. The random error term ε is assumed to have a mean
of zero and constant variance σ2 pooled across slides. Genes
with significant main effects of α or β are differentially
expressed between populations or transplant treatments,
respectively. Each cDNA spot was treated independently,
and this model was fit to each spot on the array using the
lmfit function in the r program limma (Smyth 2005). Pooled
variance was estimated using empirical Bayes standard
error shrinkage using the ebayes function in limma. Multiple
testing was corrected by calculating the false discovery rate
(FDR) using the program qvalue (Storey & Tibshirani 2004).
Unequal variance among treatment groups was tested for
genes with significant main effects using a Levene’s test in
the program jmp 5.0.1.2 (SAS Institute). Finally, hierarchical
clustering was performed for all genes showing significant
main effects using jmp.

To examine the degree of plasticity in gene expression
profiles, we used post hoc Tukey HSD tests for each gene
exhibiting significant population main effects to determine
which of the group means were significantly different
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(P < 0.05). Gene expression levels were considered plastic
if mean expression levels differed in comparisons between
native altitude groups, but were not significantly different
in the common environment. Post hoc Tukey HSD tests were
performed using jmp.

For logistical reasons, total cage time varied among
individuals in the experimental treatments. Specifically,
individuals were collected over a 1-week period, which
resulted in some individuals being kept in captivity longer
than others. All of the individuals in the transplanted treat-
ments were kept in the common garden for 1 week, but the
variance in total cage time resulted from the time it took to
catch individuals at the native elevations before transplan-
tation to the common garden. To test whether cage time
affected expression variation, we tested for correlations
between cage time and expression levels for every gene
that exhibited a significant linear model main effect using
linear regression analysis; only three genes (0.9%) exhibited
a significant (P < 0.05) correlation between time in captivity
and expression level. Likewise, because the sexes of
Z. capensis are morphologically indistinguishable by non-
invasive examination, random assignment of individuals to
treatment groups resulted in unbalanced sex ratios among
groups. We evaluated the effect of sex (determined by dis-
section) on gene expression using t-tests; expression levels
did not differ significantly between males and females for
any of the genes with significant linear model main effects.
Linear regressions and t-tests were performed using jmp.
These tests indicate that main treatment effects are not
influenced by altered sex ratios or differences in cage time
between the experimental groups.

Gene ontology analyses and pathway analyses

We used several databases to determine gene ontology
terms for each of the transcripts that showed significant

linear model main effects. These databases included AmiGO
(http://amigo.geneontology.org), the NCBI Gene database
(http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene), and
the Ingenuity Knowledge Database tool in the Ingenuity
Pathways Analysis (IPA) software package (Ingenuity
Systems). Pathways were generated using IPA.

Results

Microarray performance

We used several quality control criteria to parse the
original data set of 19 928 spot fluorescence intensities.
First, we only considered spots with intensities greater
than twice the local background fluorescence. Second, any
spot flagged for shape or position irregularities during
the Imagene analysis on any of the 16 arrays was
discarded. A total of 5980 spots (27.3%) met these criteria,
and the proportion of included spots is comparable to
other studies utilizing heterologous hybridization (Derome
& Bernatchez 2006 = 33.2%; Kennerly et al. 2008 = 12.0%;
Saint-Cyr et al. 2008 = 24.0%). The criteria implemented
here are conservative and undoubtedly resulted in the
exclusion of ‘good’ spots. However, they did ensure that
only the highest quality spots were included in subsequent
analyses. MIAME (minimum information about a microarray
experiment)-compliant data (Brazma et al. 2001) are publicly
available at: http://www.museum.lsu.edu/brumfield.html,
or by request from Z.A.C.

Differential gene expression among treatment groups

A total of 333 of 5980 cDNAs exhibited significant main
effects of population of origin (high altitude — 4100 m vs.
low altitude — 2000 m) without an interaction effect
(P < 0.01, FDR = 1.7%; Fig. 2). We considered this set of
cDNAs to be differentially expressed between groups
living at different altitudes. For clarity, in the following
discussion, we refer to spots on the array with significant
population of origin effects as cDNAs, which are distin-
guished from unique annotated transcripts, which we refer
to as transcripts.

Seventy-four of the 333 cDNAs with significant popula-
tion of origin effects were either unannotated or did not
generate significant sequence matches in blast searches
(Wada et al. 2006). The remaining 259 cDNAs represent 188
unique annotated transcripts. Of these, 187 were up-
regulated in high-altitude individuals relative to low-
altitude individuals, whereas only a single transcript,
metallothionein 2, was up-regulated in low-altitude indi-
viduals. Among the 333 cDNAs with significant population
of origin effects, 27 (8.1%) exhibited unequal variance
among the experimental groups (Levene’s test, P < 0.05).
Of these 27 cDNAs, the transplanted groups exhibited

Fig. 2 Venn diagram of cDNAs with significant linear model main
effects.

http://amigo.geneontology.org
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene
http://www.museum.lsu.edu/brumfield.html
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elevated variance for 23 (85.2%), indicating a trend toward
higher variance among transplanted birds for a small
fraction of the genes.

Hierarchical clustering analysis of the 333 cDNAs with
significant main effects of population of origin revealed
that cDNAs clustered into four main groups based on
their transcription patterns, and these groups differed in
their distribution of gene ontology categories (Fig. 3).
Gene clusters 1 and 4 best distinguished the high- and
low-altitude sample clusters and primarily consisted of
genes involved in metabolic processes, particularly
those involved in oxidative phosphorylation. Gene
clusters 2 and 3 consisted of genes that were relatively
under-transcribed and primarily involved in protein
synthesis.

We used Ingenuity Pathway Analysis to explore the
degree of connectivity among the differentially expressed
transcripts with population effects. This analysis revealed
that many of these transcripts directly interact in several
biological pathways. This result was most striking for
genes involved in metabolism (Fig. 4a) and signal trans-
duction (Fig. 4b). Nearly all of the genes included in these
networks (metabolism — 89.8%, signal transduction — 88.6%)
were up-regulated in high-altitude individuals, suggesting

large-scale up-regulation of these pathways at high altitude
in rufous-collared sparrows.

To assess the degree of plasticity in expression of cDNAs
with population effects, we used post hoc Tukey HSD tests
to test for differences in expression level among the four
experimental groups. After correction for multiple com-
parisons, 81.1% of the cDNAs with significant main effects
of population of origin were differentially expressed in
comparisons between individuals sampled at their native
altitude, but none were differentially expressed in the
common garden, suggesting that plasticity largely governs
variation in transcriptomic profiles among populations
native to different altitudes. The relatively high variance in
expression levels among individuals in the common garden
coupled with the small sample sizes may have obscured
persistent differences in gene expression in the common
garden. However, the variances for most of the cDNAs
(91.9%) that were differentially expressed at native altitudes
were not significantly different among treatments, and
sample sizes were identical for all groups.

We divided cDNAs into groups based on their Tukey
HSD significance patterns, hereafter referred to as plasticity
patterns, to test for commonalities among genes within
a plasticity category (Table 1). Because the critical value for

Fig. 3 Hierarchical clustering analysis of transcripts that had significant main effects of population of origin (333 genes; P < 0.01,
FDR = 1.7%). Warmer colours indicate higher transcription. Bar charts indicate the proportion of transcripts classified into a given gene
ontology (GO) category. GO categories were determined using AmiGO and NCBI Gene databases (see Methods).
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Fig. 4 Pathway analysis of differentially expressed genes. Large coloured polygons represent biological pathways, and genes involved in
a given pathway are indicated by colour-coded solid lines. Smaller red polygons represent genes that are up-regulated in high altitude
sparrows. Gray lines represent interactions among genes, with solid lines represent direct interactions and dashed lines indicate indirect
interactions. (a) Network of genes involved in metabolic pathways. (b) Network of genes involved in signal transduction pathways.
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the Tukey HSD test is adjusted for the number of means
being compared to control for multiple comparisons (Sokal
& Rolf 1995), mean fluorescence intensities for 61 cDNAs
(18.3%) with population of origin effects did not differ
significantly among the experimental groups. Of the
remaining 272 cDNAs, 270 (99.2%) were significantly
different between the native high- and native low-altitude
groups, whereas none were significantly different in the
common garden (between the transplanted groups). The
most common plasticity pattern (pattern 1, Table 1) was
one in which the native high- and low-altitude individuals
were significantly different, but the transplanted birds
were not different from each other or either native group
(Table 1), indicating convergence towards an intermediate
expression level. This result was unexpected and is difficult
to interpret. A total of 184 cDNAs fell into this category,
representing 112 unique annotated transcripts. Gene ontol-
ogy analyses revealed that this group consisted of genes
primarily involved in metabolic processes, particularly
oxidative phosphorylation, the citrate cycle, and pyruvate
metabolism.

Eighty-six cDNAs exhibited degrees of convergence
toward native high-altitude expression levels in the trans-
planted birds (plasticity pattern 2, Table 1). Six of the 27
cDNAs with unequal variance among treatment groups
were classified into this category, but all three transcripts
that exhibited significant correlations between florescence
intensity and cage time are included. Similarly, gene ontol-
ogy analyses revealed that this group contained several
transcripts involved in immune response signalling path-
ways. The combined evidence of these analyses suggests
that convergence toward the high-altitude expression levels
(plasticity pattern 2) may be due to transplant-induced
stress response.

Finally, expression levels of two unique transcripts,
NDUFB9 and YWHAH, converged towards the low-altitude
expression level (plasticity pattern 3, Table 1). There was no
evidence of unequal variance among experimental groups
for either of these genes and transcript abundance was not

correlated with cage time. Gene ontology analysis revealed
that this group contains genes involved in ubiquinone
biosynthesis and PTEN-signalling.

Expression levels of eight cDNAs exhibited significant
main effects of sampling locality (native altitude vs. trans-
planted altitude) (Fig. 2) (P < 0.01, FDR = 99.1%). For three
of these cDNAs, the effect of sampling locality was inde-
pendent of population of origin. These cDNAs represent
two unique annotated transcripts, cystatin and zinc finger
protein 216. However, given the high FDR for these genes,
it is likely that they are false positives.

Seventy-seven cDNAs had significant interactions
between population of origin and sampling locality
(P < 0.01, FDR = 11.0%). Of these 77 cDNAs, 51 had signif-
icant population main effects (Fig. 2) and fell into each of
the main plasticity categories. Twenty-three exhibited
convergence toward an intermediate expression level
in the common garden (plasticity pattern 1). Eighteen
converged on the high-altitude expression level (plasticity
pattern 2), and two converged on the low-altitude expression
level (plasticity pattern 3). Given that all of the plasticity
patterns that we recovered represent a degree of interaction,
it is surprising that a higher proportion of spots did not
have significant interactions. This is probably indicative of
a low statistical power to detect such interactions.

Discussion

We identified a panel of 188 unique annotated transcripts
that are differentially expressed between populations of
rufous-collared sparrows at high and low altitude, repre-
senting 8.6% of the unique annotated transcripts assayed;
187 of these genes were up-regulated in the high-altitude
birds. The differentially expressed genes belong to relatively
few gene ontology categories, with genes involved in
oxidative phosphorylation, oxidative stress response,
protein biosynthesis and signal transduction being over-
represented in the list of differentially expressed transcripts
(Fig. 3, Table 2). A number of these differentially expressed
genes are known to be involved in response to cold and
hypoxic stress in a wide range of vertebrate taxa, suggesting
that response systems to these stressors are also important
at high altitude in rufous-collared sparrows. Expression
levels of these genes, however, were highly plastic. None of
the transcripts identified as being differentially expressed
between individuals sampled at their native altitudes
remained different in the common environment, which is
remarkable given the relatively short 1-week acclimation
period that was investigated. To our knowledge, this is the
first study to apply transcriptomic profiling to the study of
high-altitude adaptation in natural populations of any
species. As with many microarray studies, these expression
data are largely exploratory. The genes and biological
pathways identified here are good candidates for more

Table 1 Plasticity patterns in gene expression for cDNAs with
significant population of origin effects without interactions

Plasticity pattern No. of cDNAs Percentage

Group means not significant 
after multiple test correction

61 18.3

1. Convergence towards 
intermediate expression

184 55.3

2. Convergence towards 
native high altitude

86 25.8

3. Convergence towards 
native low altitude

2 0.6
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targeted studies of the role of gene expression variation at
high altitude.

Differential gene expression between high- and 
low-altitude populations

Nearly 200 unique annotated transcripts were differentially
expressed between high- and low-altitude populations.
These genes are primarily involved in metabolism and
protein biosynthesis, although a number of other gene
ontology categories, including signal transduction, growth,
and oxidative stress response, were also well represented
(Table 2). These biological pathways are known to be the
targets of natural selection at high altitude in other
vertebrates, and many of the genes that are up-regulated in
the high-altitude individuals are induced by exposure to
cold and hypoxia in other taxa. A full list of the unique
transcripts that are differentially expressed between
high- and low-altitude birds is presented in Table S1,
Supporting information.

When challenged with cold stress, endotherms must
increase metabolic heat production to maintain a constant
body temperature (MacMillen & Hinds 1992). This response
is often mediated by an increase in metabolic rate, and
thermogenic capacity has been shown to be under natural
selection in high-altitude deer mice (Peromyscus maniculatus)
(Hayes & O’Connor 1999). High-altitude rufous-collared
sparrows have significantly greater cold tolerance than
those from coastal populations (Castro 1983; Castro et al.
1985; Castro & Wunder 1990), suggesting cold adaptation
that could be mediated through increased metabolic
thermogenic capacity.

All of the individuals in this study were collected during
early February 2007. During this time of year, the mean

minimum temperature at the high-altitude site is approx-
imately 1 °C, approximately 10 °C colder than the low-
altitude site with a mean minimum temperature of 11 °C
(www.worldclim.org). A similar difference in temperature
(13 °C) causes the up-regulation of a suite of metabolic
genes in carp (Gracey et al. 2004), many of which were also
up-regulated in the high-altitude birds. Several genes
involved in ATP production (ADP, ATP translocases and
ATP synthases) and the citric acid cycle (malate dehydro-
genase and isocitrate dehydrogenase) that are up-regulated
in carp upon cold exposure were also up-regulated in the
high-altitude birds (Fig. 4a). Additionally, transcription
levels of several other genes involved in oxidative phos-
phorylation were significantly greater in the high-altitude
individuals. These included genes in all five of the major
complexes of the electron transport chain (e.g. Complex I —
NADH dehydrogenase α 4, β 2, β 8, Fe-S; Complex II —
succinate dehydrogenase; Complex III — cytochrome c;
Complex IV — cytochrome c oxidase V1a; and Complex 5 — F0
ATP synthase subunits d, f, and o, and F1 ATP synthase δ).
This result is consistent with the up-regulation of mito-
chondrial transcripts in cold-exposed fish (Itoi et al. 2003;
Gracey et al. 2004), genes showing adaptive patterns of
expression in cold-distributed killifish (Whitehead &
Crawford 2006a), the increased mitochondrial densities
in skeletal muscle of high-altitude birds (Hepple et al. 1998;
Mathieu-Costello et al. 1998; Mathieu-Costello 2001), the
adaptive significance of increased metabolic capacity in
high-altitude rodents (Hayes & O′Connor 1999; Sears et al.
2006), and the increased cold tolerance in high-altitude
populations of rufous-collared sparrows (Castro et al. 1985;
Castro & Wunder 1990).

High-altitude habitats are unique in that the partial
pressure of oxygen covaries with temperature. As a result,
cold-stressed endothermic vertebrates are forced to up-
regulate metabolic pathways to maintain thermal homeos-
tasis in the face of reduced oxygen availability at high
altitude. Hypoxia is known to cause changes in expression
of metabolic genes by inducing expression of genes involved
in glycolytic pathways (Gracey et al. 2001). Two glycolytic
enzymes, enolase and lactate dehydrogenase B, were up-
regulated in high-altitude rufous-collared sparrows, consistent
with up-regulation of these genes in the livers of long-jaw
mudsuckers (Gillichthys mirabilis) exposed to hypoxia
(Gracey et al. 2001), although up-regulation of lactate dehydro-
genase B is a well-known example of cold adaptation in killifish
(Fundulus heteroclitus) (Crawford & Powers 1989, 1992;
Crawford et al. 1990; Powers et al. 1991; Segal & Crawford
1999).

Because reactive oxygen species (ROS) are a by-product
of oxidative metabolism, the up-regulation of metabolic
pathways at high altitude likely increases the production of
ROS (Finkel & Holbrook 2000). Correspondingly, we also
found that a number of genes involved in oxidative stress

Table 2 Gene ontology (GO) categories represented in the list of
transcripts differentially expressed between high- and low-altitude
populations. GO categories determined using the Amigo and
NCBI gene databases

Gene ontology category
Percentage of differentially 
expressed transcripts

Metabolism 27.7
Protein synthesis 20.6
Signal transduction 9.4
Growth 7.3
Protein transport 6.1
Cell cycle 5.6
Oxidative stress response 3.9
Immune response 2.8
Protein catabolism 2.9
Hormone regulation 1.1
Stress response 1.1
Other 11.5
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response and antioxidant protection were up-regulated
in high-altitude birds. Perioxiredoxin 6, glycoxylase 1,
glutathione peroxidase, superoxide dismutase 2, Cu/Zn
superoxide dismutase 1, and heme oxygenase are all
enzymes involved in minimizing ROS oxidative damage
that were up-regulated in high-altitude birds. These
enzymes are known to be important players in the oxidative
stress response (Scandiolios 2002) and many are up-regulated
in taxa exposed to both cold and hypoxia (Gracey et al. 2001,
2004; Whitehead & Crawford 2006a).

Another GO category that was highly represented in the
list of differentially expressed genes was protein synthesis
(37 transcripts). This result was somewhat surprising given
that genes in this GO category are often down-regulated
with exposure to acute hypoxia (Gracey et al. 2001;
Hoshikawa et al. 2003; Simon et al. 2008), but is consistent
with up-regulation of protein synthesis genes in cold
exposed carp (Gracey et al. 2004). Up-regulation of these
genes at high altitude likely represents a transcriptional
response to cold rather than hypoxia. Protein catabolism
(related to increased protein synthesis) was another GO
category represented in the list of differentially expressed
transcripts. Several genes involved in ubiquitin-dependant
protein catabolism were up-regulated in high-altitude
birds including proteasome subunits and ornithine decar-
boxylase antienzyme, which are also up-regulated in cold
exposed carp (Gracey et al. 2004).

Finally, a group of genes that are known to be involved
in hypoxic stress response were also among the genes with
significant population effects. Included in this group were
β-globin (α-globin was also significantly differentially
expressed, but not at the P < 0.01 cutoff; P = 0.015) and
preprocathepsin-D. Additionally, several other genes in-
volved in nitric oxide signalling were up-regulated in the
high-altitude birds (Fig. 4b).

In sum, the transcriptomic profiles of high-altitude birds
seem to be more similar to those observed in response to
cold exposure than to hypoxia, suggesting that for rufous-
collared sparrows, cold may impose a more severe physio-
logical demand than hypoxia at high altitude. One striking
result of this study was that nearly all (187 of 188) of the
differentially expressed genes were up-regulated in the
high-altitude individuals. This transcriptomic signature is
similar to that found in cold-exposed carp where 97% of
the differentially expressed genes were up-regulated in
response to decreased temperature (Gracey et al. 2004), but
differs from that of fish exposed to hypoxic stress where
approximately equal proportions of genes were up- and
down-regulated (Gracey et al. 2001; Hoshikawa et al. 2003).
These gene expression results are consistent with physio-
logical studies suggesting increased cold resistance but not
hypoxia resistance in high-altitude Zonotrichia capensis
(Castro et al. 1985). However, a number of genes that are
known to be involved in hypoxia response were differentially

expressed between high- and low-altitude individuals,
suggesting compensation for hypoxic stress as well.
Controlled experiments are needed to separate the tran-
scriptional effects of hypoxia from those of cold and to
evaluate the relative physiological demands of these
environmental stressors.

Plasticity in transcriptomic patterns

Gene expression is inherently plastic. Nonetheless, several
studies have demonstrated heritable variation in gene
expression among populations that persists under common-
garden conditions (reviewed in Whitehead & Crawford
2006b), and some of these expression differences may
be adaptive. Our results suggest a great deal of plasticity
in the transcriptomic profiles of Z. capensis. Nearly 200
transcripts were differentially expressed between high- and
low-altitude populations when they were sampled at their
native altitudes, but none of these genes were significantly
differentially expressed in the common environment.
The high degree of plasticity in gene expression patterns
over the relatively short acclimation period is striking.
Although it is possible that such a short acclimation period
may not have allowed the transplanted individuals to fully
acclimate to the common garden, which could mask
persistent expression differences, these results are consistent
with human studies of plasticity in gene expression at high
altitude. Humans native to high altitude in the Andes
(~4300 m) exhibit elevated expression of several genes
known to be involved in hypoxia response compared to
low-altitude (~1500 m) populations, but expression of
these genes drops to low-altitude levels within hours after
arrival at sea level (Appenzeller et al. 2006). Likewise,
myoglobin protein levels in indigenous Tibetans (Sherpas)
at high altitude are nearly twice those of lowland Nepali
controls, but this difference is reduced by 70% when
Sherpas and Nepalis are compared at low altitude (Gelfi
et al. 2004). Transplant experiments with an extended
acclimation period are needed to determine the nature
and extent of phenotypic plasticity in gene expression
patterns, but these results suggest that the flexibility of the
transcriptomic response to environmental stressors in
Z. capensis may play a role in explaining its exceptionally
broad altitudinal distribution.

Acknowledgements

We wish to thank INRENA and the Peruvian government for issuing
scientific collecting permits (INRENA Permit no. 004-2007). Erich
Jarvis, Jason Howard, Pankaj Agarwal, and Laura-Leigh Rowlette
provided the cDNA microarrays and bioinformatics support.
David Clayton, Kirsten Replogle, Stacy Carling, and Jen Roach
provided technical assistance and advice on the laboratory pro-
cedures. Matt Carling and Terry Chesser assisted with the fieldwork.
Louis Bernatchez, Curt Burney, Matt Carling, James Maley, and



4566 Z .  A .  C H E V I R O N ,  A .  W H I T E H E A D  and R .  T.  B R U M F I E L D

© 2008 The Authors
Journal compilation © 2008 Blackwell Publishing Ltd

two anonymous reviewers provided useful comments on an earlier
version of the manuscript. This work was funded by NSF grants
DEB-0543262 to R.T.B., EF-0723771 and BES-0652006 to A.W., and
grants from the American Ornithologists’ Union, American
Museum of Natural History, Explorers’ Club, LSUMNS Birdathon
Funds, LSU T. Vinton Holmes Award, Society of Integrative and
Comparative Biology, and Sigma Xi to Z.A.C. Experimental proce-
dures were in accordance with Louisiana State University IACUC
standards (protocol no. 06-124). The map data were provided by
NatureServe in collaboration with Robert Ridgely, James Zook,
The Nature Conservancy-Migratory Bird Program, Conservation
International — CABS, World Wildlife fund — US, and Environ-
ment  Canada — WILDSPACE.

References

Abzhanov A, Protas M, Grant BR, Grant PR, Tabin CJ (2004) Bmp4
and morphological variation of beaks in Darwin’s finches.
Science, 5689, 1462–1465.

Abzhanov A, Kuo WP, Hartmann C et al. (2006) The calmodulin
pathway and evolution of elongated beak morphology in
Darwin’s finches. Nature, 442, 563–567.

Appenzeller O, Minko T, Qualls C et al. (2006) Gene expression,
autonomic function and chronic hypoxia: lessons from the
Andes. Clinical Autonomic Research, 16, 217–222.

Bar-Or C, Czosnek H, Koltai H (2007) Cross-species microarray
hybridizations: a developing tool for studying species diversity.
Trends in Genetics, 23, 200–207.

Bouverot P (1985) Adaptation to Altitude—Hypoxia in Vertebrates.
Springer-Verlag, Berlin.

Brazma A, Hingamp P, Quackenbush J et al. (2001) Minimum
information about a microarray experiment (MIAME): toward
standards for microarray data. Nature Genetics, 29, 356–371.

Butlin R, Roper C (2005) Evolutionary genetics—microarrays and
species origins. Nature, 437, 199–201.

Castro G (1983) Un estudio sobre las adaptaciones a la altitud en
el gorrion andino (Zonotrichia capensis). Primer Symposio de
Ornitologia Neotropical, 1, 27–32.

Castro G, Wunder BA (1990) Cold adaptations in the rufous-
collared sparrow Zonotrichia capensis. Comparative Biochemistry
and Physiology—Part A. Molecular and Integrative Physiology, 98,
101–102.

Castro G, Carey C, Whittembry J, Monge C (1985) Comparative
responses of sea level and montane rufous collared sparrows,
Zonotrichia capensis, to hypoxia and cold. Comparative Biochemistry
and Physiology — Part A: Molecular and Integrative Physiology, 82,
847–850.

Chapman FM (1940) The postglacial history of Zonotrichia capensis.
Bulletin of the American Museum of Natural History, 77, 381–438.

Chappell MA, Snyder LRG (1984) Biochemical and physiological
correlates of deer mouse alpha-chain hemoglobin polymorph-
isms. Proceedings of the National Academy of Sciences, USA, 81,
5484–5488.

Coskun PE, Ruiz-Pesini E, Wallace DC (2003) Control region
mtDNA variants: longevity, climatic adaptation, and a forensic
conundrum. Proceedings of the National Academy of Science, USA,
100, 2174–2176.

Crawford DL, Powers DA (1989) Molecular basis of evolutionary
adaptation at the lactate dehydrogenase-b locus in the fish
Fundulus heteroclitus. Proceedings of the National Academy of
Sciences, USA, 86, 9365–9369.

Crawford DL, Powers DA (1992) Evolutionary adaptation to
different thermal environments via transcriptional regulation.
Molecular Biology and Evolution, 9, 806–813.

Crawford DL, Place AR, Powers DA (1990) Clinal variation in the
specific activity of lactate dehydrogenase-b. Journal of Experi-
mental Zoology, 255, 110–113.

Dabeny AR, Storey JD (2007) Normalization of two-channel
microarrays accounting for experimental design and intensity-
dependent relationships. Genome Biology, 8, R44.

Derome N, Bernatchez L (2006) The transcriptomics of ecological
convergence between two limnetic corregonine fishes (salmonidae).
Molecular Biology and Evolution, 23, 2370–2378.

Ehinger M, Fontanillas P, Petit E, Perrin N (2002) Mitochondrial
DNA variation along an altitudinal gradient in the greater
white-toothed shrew, Crocidura russula. Molecular Ecology, 11,
939–945.

Finkel T, Holbrook NJ (2000) Oxidants, oxidative stress, and the
biology of ageing. Nature, 408, 239–247.

Frisancho AR (1975) Functional adaptation to high-altitude
hypoxia. Science, 187, 313–319.

Gelfi C, De Palma S, Ripamonti M et al. (2004) New aspects of
altitude adaptation in tibetans: a proteomic approach. FASEB
Journal, 18, 612–614.

Gracey AY, Troll J, Somero GN (2001) Hypoxia-induced expression
profiling in the euryoxic fish Gillichthys mirabilis. Proceedings of
the National Academy of Sciences, USA, 94, 1993–1998.

Gracey AY, Fraser EJ, Li W et al. (2004) Coping with cold: an integra-
tive, multitissue analysis of the transcriptome of a poikilothermic
vertebrate. Proceedings of the National Academy of Sciences, USA,
101, 16970–16975.

Hayes JP, O’Connor CS (1999) Natural selection on ther-
mogenic capacity of high-altitude deermice. Evolution, 53,
1280–1287.

Hepple RT, Agey PJ, Hazelwood L et al. (1998) Increased capillarity
in leg muscle of finches living at altitude. Journal of Applied
Physiology, 85, 1871–1876.

Hoekstra HE, Hirshmann RJ, Bundey RJ, Insel P, Crossland JP
(2006) A single amino acid mutation contributes to adaptive
color pattern in beach mice. Science, 313, 101–104.

Hoshikawa Y, Nana-Sinkam P, Moore M et al. (2003) Hypoxia
induces different genes in the lungs of rats compared with mice.
Physiological Genomics, 12, 209–219.

InfoNatura (2005) InfoNatura: birds, mammals and amphibians of
Latin America, Version 4.1, NatureServe, Arlington, VA. http://
www.natureserve.org/infonatura.

Itoi S, Kiroshita S, Kikuchi K, Watabe S (2003) Changes of carp
F0F1-ATPase in association with temperature acclimation.
American Journal of Physiology—Regulatory Integrative and
Comparative Physiology, 284, R153–R163.

Jessen TH, Weber RE, Fermi G, Tame J, Braunitzer G (1991)
Adaptation of bird hemoglobins to high altitudes: Demonstration
of molecular mechanism by protein engineering. Proceedings of
the National Academy of Sciences, USA, 88, 6519–6522.

Kennerly E, Ballman A, Martin S et al. (2008) A gene expression
signature of confinement in peripheral blood of red wolves
(Canis rufus). Molecular Ecology, 17, 2782–2791.

King MC, Wilson AC (1975) Evolution at two levels in humans and
chimpanzees. Science, 188, 107–116.

Lai Z, Gross BL, Zou Y, Andrews J, Rieseberg LH (2006) Microarray
analysis reveals differential gene expression in hybrid sunflower
species. Molecular Ecology, 15, 1213–1227.

http://www.natureserve.org/infonatura


A LT I T U D I N A L  VA R I AT I O N  I N  G E N E  E X P R E S S I O N 4567

© 2008 The Authors
Journal compilation © 2008 Blackwell Publishing Ltd

Leonvelarde F, deMuizon C, Palacios JA, Clark D, Monge CC
(1996) Hemoglobin affinity and structure in high-altitude
and sea-level carnivores from Peru. Comparative Biochemistry and
Physiology A-Physiology, 113, 407–411.

Lexar C, Heinze B, Alia R, Rieseberg LH (2004) Candidate gene
polymorphisms associated with salt tolerance in wild sunflowers:
implications for the origin of Helianthus paradoxus, a diploid
hybrid species. New Phytologist, 161, 225–233.

MacMillen RE, Hinds DS (1992) Standard, cold-induced, and
exercise-induced metabolism in rodents. In: Mammalian
Energetics: Interdisciplinary Views of Metabolism and Reproduction
(eds Tomasi TE, Horton TH), pp. 16–33. Cornell University
Press, Ithaca, New York.

Mathieu-Costello O (2001) Muscle adaptation to altitude: tissue
capillarity and capacity for aerobic metabolism. High Altitude
Medicine and Biology, 2, 413–425.

Mathieu-Costello O, Agey PJ, Wu L, Szewczak JM, MacMillen RE
(1998) Increased fiber capillarization in flight muscle of finch at
altitude. Respiration Physiology, 111, 189–199.

Mishmar D, Ruiz-Pesini E, Golik P et al. (2003) Natural selection
shaped regional mtDNA variation in humans. Proceedings of the
National Academy of Sciences, USA, 100, 171–176.

Monge C, Leonvelarde F (1991) Physiological adaptation to
high-altitude—oxygen-transport in mammals and birds.
Physiological Reviews, 71, 1135–1172.

Monge C, Monge C (1968) Adaptation to high altitude. In: Adaptation
of Domestic Animals (ed. Hafez E). Lea & Febiger, Philadelphia,
Pennsylvania.

Orr HA (2005) The genetic theory of adaptation: a brief history.
Nature Reviews Genetics, 6, 119–127.

Ortiz-Barrientos D, Counterman BA, Noor MAF (2007) Gene
expression divergence and the origin of hybrid dysfunction.
Genetica, 129, 71–81.

Ostojic H, Monge C, Cifuentes V (2000) Hemoglobin affinity for
oxygen in three species of toads (Bufo sp.) living at different
altitudes. Biological Research, 33.

Ostojic H, Cifuentes V, Monge C (2002) Hemoglobin affinity in
Andean rodents. Biological Research, 35, 27–30.

Perutz MF (1983) Species adaptation in a protein molecule.
Molecular Biology and Evolution, 1, 1–28.

Powers DA, Lauerman T, Crawford DL et al. (1991) The evolutionary
significance of genetic-variation at enzyme synthesizing loci in the
teleost Fundulus heteroclitus. Journal of Fish Biology, 39, 169–184.

Ramirez G, Bittle PA, Rosen R, Rabb H, Pineda D (1999) High-
altitude living: genetic and environmental adaptation. Aviation
Space and Environmental Medicine, 70, 73–81.

Ridgely RS, Tudor G (1989) The Birds of South America volume I:
The Oscine Passerines. University of Texas Press, Austin, Texas.

Ridgely RS, Allnutt TF, Brooks T et al. (2003) Digital distribution
maps of birds of the Western Hemisphere, Version 1.0. Nature-
Serve, Arlington, VA.

Rogers SM, Bernatchez L (2005) Integrating QTL mapping and
genome scans towards the characterization of candidate
loci under parallel selection in the lake whitefish (Coregonus
clupeaformis). Molecular Ecology, 14, 351–361.

Ruiz-Pesini E, Mishmar D, Brandon M, Procaccio V, Wallace DC
(2004) Effects of purifying and adaptive selection on regional
variation in human mtDNA. Science, 303, 223–226.

Saint-Cyr J, Derome N, Bernatchez L (2008) The transcriptomics
of life-history trade-offs between whitefish species pairs
(Coregonus). Molecular Ecology, 17, 1850–1870.

Sears MW, Hayes JP, O’Connor CS, Geluso K, Sedinger JS (2006)
Individual variation in thermogenic capacity affects above-
ground activity of high-altitude deer mice. Functional Ecology,
20, 97–104.

Segal J, Crawford DL (1999) Ldh-b enzyme expression—the
mechanisms of altered gene-expression in acclimation and
evolutionary adaptation. American Journal of Physiology-Regulatory
Integrative and Comparative Physiology, 267, R1150–R1153.

Simon M, Liu L, Barnhart B, Young R (2008) Hypoxia-induced
signaling in the cardiovascular system. Annual Review of Physi-
ology, 70, 51–71.

Smyth GK (2005) Limma: linear models for microarray data. In:
Bioinformatics and Computational Biology Solutions Using R and
Bioconductor (eds  Gentleman R, Carey V, Dudoit S, Irizarry R,
Huber W). Springer, New York.

Snyder LRG (1978) Genetics of hemoglobin in the deer mouse,
Peromyscus maniculatus. I. Genetics, 89, 511–530.

Snyder LRG (1981) Deer mouse hemoglobins—is there genetic
adaptation to high-altitude. Bioscience, 31, 299–304.

Snyder LRG, Born S, Lechner AJ (1982) Blood-oxygen affinity in
high-altitude and low-altitude populations of the deer mouse.
Respiration Physiology, 48, 89–105.

Snyder LRG, Hayes JP, Chappell MA (1988) Alpha-chain
hemoglobin polymorphisms are correlated with altitude in the
deer mouse, Peromyscus maniculatus. Evolution, 42, 689–697.

Sokal RR, Rolf FJ (1995) Biometry. W.H. Freeman and Company,
New York.

Stolz U, Velez S, Wood KV, Wood M, Feder JL (2004) Darwinian
natural selection for orange bioluminescent color in a Jamaican
click beetle. Proceedings of the National Academy of Sciences, USA,
100, 14955–14959.

Storey JD, Tibshirani R (2004) Statistical significance for genome-
wide studies. Proceedings of the National Academy of Sciences,
USA, 100, 9440–9445.

Storz JF (2007) Hemoglobin function and physiological adaptation
to hypoxia in high-altitude mammals. Journal of Mammalogy, 88,
24–31.

Storz JF, Sabatino SJ, Hoffman FG et al. (2007) The molecular basis
of high-altitude adaptation in deer mice. Public Library of Science,
Genetics, 3, 448–458.

Wada K, Howard JT, McConell P et al. (2006) A molecular
neuroethological approach for identifying and characterizing
a cascade of behaviorally regulated genes. Proceedings of the
National Academy of Sciences, USA, 103, 15212–15217.

Wang Z, Farmer K, Hill GE, Edwards SV (2006) A cDNA macroarray
approach to parasite-induced gene expression changes in a
songbird host: genetic response of house finches to experimental
infection by Mycoplasma gallisepticum. Molecular Ecology, 15, 1263–
1273.

Whitehead A, Crawford DL (2006a) Neutral and adaptive variation
in gene expression. Proceedings of the National Academy of Sciences,
USA, 103, 5425–5430.

Whitehead A, Crawford DL (2006b) Variation within and among
species in gene expression: raw material for evolution. Molecular
Ecology, 15, 1197–1211.



4568 Z .  A .  C H E V I R O N ,  A .  W H I T E H E A D  and R .  T.  B R U M F I E L D

© 2008 The Authors
Journal compilation © 2008 Blackwell Publishing Ltd

Zachary Cheviron is a PhD candidate in the Department of
Biological Sciences at Louisiana State University. This study is
a portion of his dissertation research, which focuses on the
ecological and evolutionary genomics of high altitude adaptation
in Andean birds. Andrew Whitehead is an Assistant Professor in
the Department of Biological Sciences at Louisiana State University
with interests in ecological and evolutionary functional genomics,
ecophysiology and genome evolution. Robb Brumfield is an
Associate Professor in the Department of Biological Sciences at
Louisiana State University with research interests in avian
population genetics, speciation, biogeography, systematics, genomics
and behaviour.

Supporting Information

Additional Supporting Information may be found in the online
version of this article:

Fig. S1 Competitive hybridization of rufous-collared sparrow
and zebra finch muscle tissue mRNA transcripts to the zebra finch

brain cDNA microarray used in this study. Zebra finch transcripts
are labelled with Cy3 and rufous-collared sparrow transcripts are
labelled with Cy5. The yellow colour of most spots on the array
indicates little reduction in the hybridization efficiency of rufous-
collared sparrow transcripts relative to zebra finch transcripts.

Table S1 List of unique transcripts that are significantly differen-
tially expressed between high- and low-altitude individuals. All of
the transcripts that are included in the list have significant main
effects of population of origin (P < 0.01, FDR = 1.7%), but do not
exhibit a significant interaction between population of origin
and transplant status. Unknown cDNAs (i.e. those transcripts
that were either unannotated or did not generate significant
sequence matches in blast searches) are excluded from the list.
Transcripts are listed alphabetically. Annotations are from Songbird
Brain Transcriptome Database (http://songbirdtranscriptome.net/).

Please note: Wiley-Blackwell are not responsible for the content or
functionality of any supporting materials supplied by the authors.
Any queries (other than missing material) should be directed to
the corresponding author for the article.

http://songbirdtranscriptome.net/
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Appendix 

Tissue voucher numbers, experimental group assignment, sex, and cage time for individual samples. Voucher number refers to the tissue
voucher housed in the Louisiana State University Museum of Zoology Collection of Genetic Resources

Voucher no. Experimental group Sex Time in captivity (days) Date collected

B-56622 High altitude, native F 2 11 February 2007
B-56623 High altitude, native M 4 9 February 2007
B-56624 High altitude, native M 1 13 February 2007
B-56625 High altitude, native M 1 13 February 2007
B-56626 High altitude, transplant F 10 13 February 2007
B-56631 High altitude, transplant M 14 9 February 2007
B-56632 High altitude, transplant M 10 13 February 2007
B-56633 High altitude, transplant M 10 13 February 2007
B-56627 Low altitude, native M 1 15 February 2007
B-56628 Low altitude, native F 1 15 February 2007
B-56629 Low altitude, native F 1 15 February 2007
B-56630 Low altitude, native M 1 15 February 2007
B-56634 Low altitude, transplant F 8 15 February 2007
B-56635 Low altitude, transplant F 8 15 February 2007
B-56636 Low altitude, transplant F 8 15 February 2007
B-56637 Low altitude, transplant M 8 15 February 2007


