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and limited food resources [1–5]. Understanding these 
genetic underpinnings of desert adaptation not only 
contributes to our comprehension of evolutionary biol-
ogy, but it also holds promise for insights into how these 
adaptations may be leveraged to address challenges posed 
by water scarcity and climate change in other organisms, 
including humans, and in other ecosystems. Studies 
of desert mammals have provided evidence of positive 
selection on genes related to food storage [4, 6], water 
reabsorption [5–8], osmoregulation [1, 9–11], fat metab-
olism [1, 3, 12–14], thyroid-induced metabolism [15], 
and salt regulation [16]. These genetic insights suggest 

Introduction
Genomic adaptations play a pivotal role in enabling life 
to persist in the harsh and dynamic conditions of desert 
environments. Evolutionary processes have shaped the 
genomes of these organisms to enhance their capacity 
to withstand prolonged drought, extreme temperatures, 
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Abstract
The harsh and dry conditions of desert environments have resulted in genomic adaptations, allowing for 
desert organisms to withstand prolonged drought, extreme temperatures, and limited food resources. Here, we 
present a comprehensive exploration of gene expression across five tissues (kidney, liver, lung, gastrointestinal 
tract, and hypothalamus) and 19 phenotypic measurements to explore the whole-organism physiological and 
genomic response to water deprivation in the desert-adapted cactus mouse (Peromyscus eremicus). The findings 
encompass the identification of differentially expressed genes and correlative analysis between phenotypes 
and gene expression patterns across multiple tissues. Specifically, we found robust activation of the vasopressin 
renin-angiotensin-aldosterone system (RAAS) pathways, whose primary function is to manage water and solute 
balance. Animals reduced food intake during water deprivation, and upregulation of PCK1 highlights the adaptive 
response to reduced oral intake via its actions aimed at maintained serum glucose levels. Even with such responses 
to maintain water balance, hemoconcentration still occurred, prompting a protective downregulation of genes 
responsible for the production of clotting factors while simultaneously enhancing angiogenesis which is thought 
to maintain tissue perfusion. In this study, we elucidate the complex mechanisms involved in water balance in the 
desert-adapted cactus mouse, P. eremicus. By prioritizing a comprehensive analysis of whole-organism physiology 
and multi-tissue gene expression in a simulated desert environment, we describe the complex response of 
regulatory processes.
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the molecular basis of observed phenotypes, including 
enhanced metabolic water production [17–19], reduced 
water loss [17, 20, 21], tolerance to high-salt diets [6, 
22], and coping with starvation and dehydration [9, 20, 
23–25], which are all common in desert-dwelling mam-
mals. However, it remains unclear how water deprivation 
affects gene expression in individual organs, and how this 
in turn contributes to whole-organism phenotypes.

Osmoregulation, or the process through which ani-
mals manage water and solute balance, is critical for 
desert animals. It involves the maintenance of internal 
fluid homeostasis, with water intake being dependent on 
factors such as drinking, dietary sources, and metabolic 
water, while water output is regulated through processes 
including waste removal (i.e., urine and feces), respira-
tion, perspiration, and reduced food intake [26–28]. Fail-
ure to maintain water and solute homeostasis can result 
in impaired renal, reproductive, and cardiovascular func-
tion, affect an animal’s ability to regulate its body tem-
perature, and ultimately lead to death [27]. During water 
deprivation, a decrease in extracellular water volume 
results in heightened plasma osmolality due to an ele-
vated concentration of solutes, primarily sodium, which 
is detected by osmoreceptors [29–31]. Osmotic balance 
is then intricately managed through two distinct multi-
system mechanisms, the renin-angiotensin-aldosterone 
system (RAAS) and by vasopressin [26, 29, 32, 33].

In response to changes in osmotic pressure, osmore-
ceptors in the hypothalamus become activated, aldoste-
rone is released from the adrenal glands, and vasopressin 
is produced in the hypothalamus and released from the 
posterior pituitary gland [30, 31, 34]. This promotes 
water reabsorption in the kidneys by enhancing the water 
permeability of epithelial cells lining renal collecting 
ducts [35]. Additionally, the kidneys retain sodium while 
also excreting solutes via urination [36]. Proteins related 
to the transport of water are translocated from within the 
cell to the cell surface, forming water channels, resulting 
in increased water reabsorption from the tubule system 
of the nephrons back into the bloodstream [37–39] and 
the retention of sodium in the distal tubules [40]. Renin 
is released from the kidney, and acts on angiotensinogen 
that is released from the liver [29, 41]. This triggers the 
formation of angiotensin I, which is then converted into 
angiotensin II, a hormone involved in regulating blood 
pressure and peripheral circulation, by the release of 
angiotensin-converting enzyme in the lungs [29, 42, 43]. 
As a result, RAAS impacts water and solute retention by 
promoting vasoconstriction, stimulating the release of 
aldosterone, and enhancing the reabsorption of sodium 
and water in the kidneys. This orchestrated response 
helps regulate blood pressure and maintain fluid balance 
in the body.

If water homeostasis is not achieved, blood volume 
continues to decrease, resulting in hemoconcentra-
tion. As dehydration leads to a higher concentration of 
erythrocytes, blood viscosity increases, enhancing the 
risk of spontaneous clot formation and hindering blood 
flow through vessels. This elevated blood viscosity might 
impede the efficient delivery of oxygen and nutrients 
to various tissues and organs, triggering alterations in 
vascular dynamics in nutrient-deprived, hypoxic envi-
ronments [44–46]. Studies suggest that impaired flow-
dynamics typical of dehydration may induce reversible 
changes in angiogenesis, altering the growth and devel-
opment of blood vessels to regulate blood flow and dis-
tribution [47, 48]. The modulation of angiogenesis during 
dehydration reflects the body’s dynamic response in 
adjusting vascular networks to manage the metabolic 
demands of tissues.

Vasopressin receptors expressed in the kidneys, lungs, 
liver, hypothalamus etc., further affect vasoconstriction, 
glycogenolysis, water reabsorption, thermoregulation, 
and food intake [34]. Water deprived animals have been 
shown to limit food intake [49] as an adaptive mecha-
nism allowing for osmotically sequestered water in the 
gastrointestinal (GI) tract to be reabsorbed into the sys-
temic vasculature [50–52] which thereby reduces solute 
load [53]. Decreased food intake may be driven by the 
expression of vasopressin in the hypothalamus [34], sug-
gesting another link between eating and drinking. To 
survive reduced food intake during water deprivation 
(i.e., dehydration anorexia) while maintaining blood glu-
cose concentrations, previous rodent studies have shown 
increased glycogenolysis, lipolysis, and/ or gluconeogen-
esis [28, 54, 55].

In this this study, we have performed a comprehensive 
analysis of gene expression across five tissues relevant to 
the response to dehydration (kidney, liver, lung, gastroin-
testinal tract, and hypothalamus) and used 19 phenotypic 
measurements to assess the whole-organism physiologi-
cal and genomic response to water deprivation in a hot 
and dry environment in the desert-adapted cactus mouse 
(Peromyscus eremicus). The results of this study include: 
(1) a robust activation of RAAS, as seen by upregulation 
of AGT across all five tissues, (2) upregulation of PCK1, 
reflecting an adaptive response to maintain blood glucose 
levels during decreased oral intake, (3) a broad decrease 
in genes related to coagulation, possibly in response 
to hemoconcentration and (4) a clear signal of vascular 
remodeling. Overall, the lung experienced the largest 
number of changes in gene expression, followed by tis-
sues involved in RAAS and then the hypothalamus.
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Methods
Animal Care, RNA extraction, and sequencing
Captive born, sexually mature, non-reproductive healthy 
male and female P. eremicus were reared in an environ-
mental chamber designed to simulate the Sonoran des-
ert [20, 24, 56, 57]. All mice were subjected to standard 
animal care procedures before the experiment which 
included a health assessment conducted by licensed vet-
erinary staff following animal care procedures guidelines 
established by the American Society of Mammologists 
[58] and approved by the University of New Hampshire 
Institutional Animal Care and Use Committee under 
protocol number 210,602. Mice were provided a stan-
dard diet and fed ad libitum (LabDiet® 5015*, 26.101% 
fat, 19.752% protein, 54.148% carbohydrates, energy 
15.02 kJ/g, food quotient [FQ] 0.89). Animals were ran-
domly selected and assigned to the two water treatment 
groups (n = 9 of each group, female mice with water, 
female mice without water, male mice with water, and 
male mice without water, total n = 36). Prior to the start of 
the experiment, a temperature-sensing passive integrated 
transponder (PIT) tag (BioThermo13, accuracy ± 0.5  °C, 
BioMark®, Boise, ID, USA) was implanted subdermally. At 
the start of the experiment (day 0, time 0 h, 10:00), mice 
were weighed (rounded to the nearest tenth of a gram) 
on a digital scale and water was removed from chambers 
corresponding to those animals in the dehydration group. 
Mice were metabolically phenotyped for the duration of 
the experiment [20] using a pull flow-through respirom-
etry system from Sable Systems International (SSI). Rates 
of CO2 production, O2 consumption, and water loss were 
calculated using Eq.  10.6, 10.5, and 10.9, respectively, 
from Lighton [59]. Respiratory quotient (RQ, the ratio of 
VCO2 to VO2) and energy expenditure (EE) kJ hr− 1 were 
calculated as in Lighton [59], [Eq. 9.15]. For downstream 
analysis, we calculated the mean of the last hour of water 
loss, EE, and RQ for each mouse.

At the conclusion of the experiment (day 3, time 72 h, 
12:00) as described in Blumstein and MacManes [20], 
body temperature was recorded via a Biomark® HPR Plus 
reader, mice were weighed, animals were euthanized 
with an overdose of isoflurane, and 120 µl of trunk blood 
was collected for serum electrolyte measurement and 
analyzed with an Abaxis i-STAT® Alinity machine using 
i-STAT CHEM8 + cartridges (Abbott Park, IL, USA, 
Abbott Point of Care Inc). We measured the concentra-
tion of sodium (Na, mmol/L), potassium (K, mmol/L), 
blood urea nitrogen (BUN, mmol/L), hematocrit (Hct, 
% PCV), ionized calcium (iCa, mmol/L), glucose (Glu, 
mmol/L), osmolality (mmol/L), hemoglobin (Hb, g/dl), 
chlorine (Cl, mEq/L), total CO2 (TCO2, mmol/L), and 
Anion gap (AnGap, mEq/L). Using Na, Glu, and BUN, 
we calculated serum osmolality. To test for statistically 
significant (p < 0.05) differences, we used a student’s 

two-tailed t-test (stats::t.test) between the sexes for each 
experimental group in R v 4.0.3 [60].

The lung, liver, kidney, a section of the large intestine 
(referred to as GI throughout), and hypothalamus were 
collected and stored in RNAlater (Ambion) at 4  °C for 
12  h before being frozen at − 80  °C for long-term stor-
age. Prior to RNA extraction, the tissues were removed 
from the RNAlater and a small section was dissected off. 
Care was taken to retain an anatomically similar region 
of tissue from each animal. Tissues were mechanically 
lysed using a Bead Beater, and RNA was then extracted 
using a standardized Trizol protocol. RNA libraries were 
prepared using standard poly-A tail purification, pre-
pared using Illumina primers, and individually dual-bar-
coded using a New England Biolabs Ultra II Directional 
kit (NEB #E7765). Individually barcoded samples were 
pooled and sequenced paired end and 150  bp in length 
on two lanes of a Novaseq at the University of New 
Hampshire Hubbard Center of Genome Studies.

Genome alignment and Differential Gene expression
All the code used to analyze the data is located at the 
GitHub repository (https://github.com/DaniBlumstein/
dehy_rnaseq). The P. eremicus genome version 2.0.1 from 
the DNA Zoo Consortium (dnazoo.org) was indexed, and 
reads from each individual were aligned to the genome 
using STAR version 2.7.10b [61] allowing a 10 base mis-
matches, a maximum of 20 multiple alignments per 
read, and discarding reads that mapped at <30% of the 
read length. Aligned reads were counted using HTSEQ-
COUNT version 2.0.2 [62] with the flags ‘-s no -t exon’ 
which directs the software to use only uniquely mapped 
reads. All other flags for HTSEQ-COUNT were set to the 
default parameters.

Counts from HTSEQ-COUNT were exported as csv 
files, and all downstream statistical analyses were con-
ducted in R v4.0.3 [60]. Tissue samples were removed 
based on low mapping rates and PCA outliers as these 
two criteria suggest poor sample quality, sample con-
tamination, or mis labelling leaving 163 samples (Females 
without water: 9 GI, 9 hypothalamus, 8 kidney, 8 liver, 8 
lung, 42 total. Males without water: 7 GI, 8 hypothala-
mus, 7 kidney, 8 liver, 8 lung, total 38. Females with 
water: 7 GI, 8 hypothalamus, 8 kidney, 8 liver, 8 lung, 39 
total. Males with water: 9 GI, 9 hypothalamus, 9 kidney, 
9 liver, 8 lung, 44 total). Counts were aggregated into a 
gene-level count by combining all counts that mapped to 
the same gene. Low expression genes (defined as having 
10 or less counts in 8 or more individuals) were removed 
from downstream analyses. Differential gene expression 
analysis was conducted in R using DESEQ2 [63]. For the 
dataset as a whole, we performed three models to test for 
the effects of sex, water access, and tissue type. For each 
tissue, we performed two models, testing the effect of and 
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identifying genes specific to sex and water access with a 
Wald test. Results were visualized using GGPLOT2 [64]. 
We then conducted all downstream analyses (except for 
CCA, see below) on each tissue independently. Count 
and sample data were filtered to include only the tissue of 
interest and low expression genes were removed.

Weighted Gene Correlation Network Analysis
To identify the regulation of gene expression associated 
with responses to water access, we performed a weighted 
gene correlation network analysis (WGCNA), a network-
based statistical approach that identifies clusters of genes 
with highly correlated expression profiles (modules), [65] 
for each tissue independently. This approach allows us 
to relate gene expression with physiological phenotypes 
(mean EE, water loss, RQ, total weight loss, proportional 
weight loss, sex, body temperature, water access, and the 
panel of electrolytes). Prior to WGCNA, read counts were 
normalized within tissues using DESEQ2 [63]. Module 
detection was done using WGCNA::blockwiseModules 
with networkType set to “signed” but otherwise default 
parameters were used. We estimated a soft threshold 
power (β) for each tissue dataset by plotting this value 
against mean connectivity to determine the minimum 
value at which mean connectivity asymptotes, which 
represents scale-free topology (liver = 15, kidney = 21, 
GI = 14, lung = 20, hypothalamus = 14).

Canonical Correlation Analysis
We used a Canonical Correlation Analysis (CCA) imple-
mented in the R package vegan [66] to investigate mul-
tivariate correlation of gene expression, by tissue, water 
access, and sex, with metabolic variables (mean EE, mean 
RQ, mean water loss, body temperature, and propor-
tional weight loss) and display the three levels of infor-
mation in a triplot. We used an ANOVA to identify what 
response variables were significant. Significant response 
variables were graphed as vectors and allowed us to iden-
tify their correlative nature; vectors pointing in the same 
direction are positively correlated, while vectors pointing 
in opposite direction are negatively correlated. To iden-
tify genes of interest, we selected genes that graphed two 
standard deviations away from the mean for CCA1 and 
CCA2.

Gene Ontology
To examine gene ontology of DE genes and WGCNA 
modules, we cross-referenced our gene IDs with Homo 
sapiens gene IDs via Ensembl before running Gene 
Ontology (GO) analyses. Each analysis above resulted 
in a list or lists of genes that were used as input for the 
GO analysis using the R package gprofiler [67]. From 
there, we identified the topmost 20 significant GO terms 
based on g: SCS corrected p-values [68] for each up and 

downregulated list for each tissue and for each significant 
module from the individual WGCNA analysis. We used 
REVIGO [69] to reduce GO term redundancy.

Consensus gene list and KEGG pathway analysis
We generated a high confidence consensus list of genes 
from the results of the three orthogonal analyses; DE, 
WGCNA, and genes located two standard deviations 
away from the origin in the CCA. We then selected three 
KEGG pathways (Renin-Angiotensin system KEGG path-
way [hsa04614], vasopressin-regulated water reabsorp-
tion pathway [hsa04962], and insulin resistance KEGG 
pathway [hsa04931], [69, 70] based on genes in our con-
sensus gene set and cross referenced the genes in those 
pathways with significantly differently expressed genes in 
our five tissue datasets.

Results
No health issues were detected by veterinary staff, no ani-
mals were removed prior to the end of the experiment, 
and all mice were active at the end of the experiment.

Genomic data
We obtained an average of 21.44  million reads (+- 
11.6 million SD) per sample (PRJNA1048512). On aver-
age, 78.33% of reads were uniquely mapped per sample 
(+- 2.12% SD). Data on the number of reads and map-
ping rate per sample are located in Supplemental File 
1, raw read files are archived at NCBI SRA BioProject: 
PRJNA1048512, and all gene expression count data 
and code used to analyze the data are located at the 
GitHub repository (https://github.com/DaniBlumstein/
dehy_rnaseq).

Electrolytes and physiological phenotypes
The same mice used to generate the electrolyte and 
physiology data more fully described in Blumstein and 
MacManes [20] are also used in the study described 
herein for RNAseq analysis. When comparing males and 
females separately, the following electrolytes were sig-
nificantly different and elevated in water deprived mice: 
Na (male and female Na p = 0.0016 and p = 0.0026 respec-
tively), BUN (p = 0.001/0.003), Hct (p = 0.002/0.001), 
osmolality (p = 8.2e-05/0.0001), Cl (p = 0.02/0.007), Hb 
(p = 0.017/0.009), and TCO2 (female p = 0.017) (Table 1). 
When comparing males to females within each water 
treatment (with or without access to water), no sig-
nificant differences were found in the electrolyte levels 
(Table 1). Both males and females experienced significant 
weight loss (p = 0.001, 0.005) and proportional weight loss 
(p = 2.2e-16, 2.659e-09) at the end of the experiment [20]. 
Body temperature was significantly lower for female mice 
without access to water, but not for males (p = 0.0003).

https://github.com/DaniBlumstein/dehy_rnaseq
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To relate whole-organism physiology data to gene 
expression data, we calculated the means for each mouse 
from the last hour of data collected in Blumstein and 
MacManes [20], [data located at: https://github.com/
DaniBlumstein/dehy_phys] for WLR, EE, and RQ for the 
same adult females and adult males used in this study. 
Within sex, WLR significantly differed between water 

groups (male and female, p = 0.001 and 0.002), RQ was 
significantly different between water groups for males 
(p = 0.0003), and EE was not significantly different for 
either males or females.

Differential gene expression
We cross-referenced our gene IDs with Homo sapiens 
gene IDs. Patterns of gene expression data are largely 
driven by tissue type (PC1: 42% variance and PC2: 26% 
variance, Supplemental File 2).

For all tissues except the hypothalamus, we found many 
differentially expressed genes (p < 0.05) between water 
treatments (Fig. 1, Supplemental File 3) and few differen-
tially expressed genes between sex (Supplemental File 3). 
This resulted in 12,083 genes in the kidney (1056 down-
regulated and 793 upregulated), 12,622 genes in the GI 
(703 downregulated and 956 upregulated), 13,389 genes 
in the hypothalamus (8 downregulated and 1 upregu-
lated), 11,125 genes in the liver (1122 downregulated 
and 933 upregulated), and 12,942 genes in the lung (2183 
downregulated and 2190 upregulated).

Weighted gene correlation network analysis
A total of 12,083 genes in the kidney were successfully 
assigned into 12 modules (Table  2) with the number of 
genes per module ranging from 31 to 7008. A full list of 
gene assignments is available in Supplemental File 4. We 
identified 24 individual modules using 12,622 genes for 
the GI (Table 2). The modules contained 33-3530 genes 
each (Supplemental File 4). In the lung, 12,942 genes 
were assigned to 13 modules (Table  2). Each module 
contained 23-7116 genes (Supplemental File 4). A total 
of 13,389 genes were assigned to 18 different modules in 

Table 1 Mean measurements for serum electrolyte measurements (hct = hematocrit (% PCV), hb = hemoglobin (mmol/L), na = sodium 
(mmol/L), K = potassium (mmol/L), cl = chloride (mmol/L), TCO2 = total Carbon Dioxide (mmol/L), BUN = blood Urea Nitrogen (mmol/L), 
cr = creatinine (µmol/L), Glu = glucose (mmol/L), iCa = ionized calcium (mmol/L), AnGap = anion gap (mmol/L), and osmolality 
(mmol/L), change in weight (g), and body temperature (°C) for female (n = 18), male (n = 18), and all Peromyscus eremicus (n = 36) with 
and without access to water. Data were collected and are further described in Blumstein and MacManes [20]
sex all female male
water access no yes no yes no yes
Hct 43.31 33.18 44.38 32.50 42.25 33.78
Hb 14.73 11.28 15.09 11.05 14.36 11.48
Na 155.75 144.47 159.25 144.75 152.25 144.22
K 6.58 5.88 6.19 5.85 6.98 5.91
Cl 123.63 115.59 125.88 115.38 121.38 115.78
TCO2 24.31 20.53 25.63 20.50 23.00 20.56
BUN 56.75 33.53 54.25 33.63 59.25 33.44
Cr 0.24 0.20 0.28 0.20 0.21 0.20
Glu 116.88 121.53 117.38 122.38 116.38 120.78
iCa 1.25 1.30 1.28 1.31 1.22 1.28
AnGap 15.19 15.18 14.50 15.38 15.88 15.00
osmolality 300.68 290.57 306.13 274.05 295.22 307.10
change in weight -5.07 -0.03 -4.75 0.08 -5.38 -0.15
body temperature 35.46 36.13 34.94 36.16 35.98 36.10

Fig. 1 Log2FC of all genes across the lung (lu), liver (liv), gastrointestinal 
tract (gi), hypothalamus (hyp), and kidney (kid) of Peromyscus eremicus 
with water vs. without water. Blue and green colored dots indicate p < 0.05, 
whereas grey dots indicate p > = 0.05. The number of differentially ex-
pressed genes is annotated above the point cloud for that tissue
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the hypothalamus (Table 2). Modules contained 30-2319 
genes (Supplemental File 4). Finally, 11,125 genes were 
assigned to 18 modules in the liver (Table  2), with the 
number of genes per module ranging from 28 to 3116 
(Supplemental File 4).

Gene ontology
149 total GO terms were identified in the upregulated 
and down regulated differentially expressed genes across 
all tissue with 14 terms identified in two different tis-
sues (Supplemental File 5). Specifically, hydrolase activity 
and renal system development were uniquely identified 
in the GI. Lipid metabolic process and detoxification 
were uniquely identified in the liver. Immune responses 
were uniquely identified in the lung. Lastly, starvation 
response was uniquely identified in the hypothalamus 
(Supplemental File 5).

For each tissue WGCNA analysis, we identified GO 
terms for each significant module phenotype combina-
tion. After filtering each combination for the top 20 GO 
terms, we identified a total of 379 unique GO terms. 199 
GO terms were identified in the hypothalamus with 168 
terms only appearing in one module, 25 identified in two 
modules, five in three modules, and one in four modules 
(Fig.  2). Within the kidney 82 unique GO terms were 
identified. Specifically, 78 terms were in one module and 

four terms were in two modules. There were 122 unique 
GO terms identified in the liver with 100 of the GO terms 
appearing in one module, nine terms in two modules, 
and three terms in three different modules (Fig. 2). Lastly, 
the lung had 52 unique GO terms identified, the fewest 
number any tissue, and there was no GO term overlap for 
any of the modules (Fig. 2). When comparing GO terms 
between tissues, 53 terms were in two different tissues, 
five terms were in three of the tissues, and one term were 
in four tissues (Fig. 2).

We found several overlapping GO terms related to 
vascular development across all five tissues (vascular 
development [GO:0001944], circulatory system develop-
ment [GO:0072359], angiogenesis [GO:0001525], blood 
vessel development [GO:0001568], blood vessel mor-
phogenesis [GO:0048514], and regulation of vasculature 
development [GO:1,901,342]). These GO terms were 
identified in a myriad of gene modules (water treatment, 
EE, Hb, TCO2, WLR, and body temperature, Fig.  2). 
Additionally, we found several downregulated GO terms 
related to hemoconcentration (regulation of coagula-
tion [GO:0050818], blood microparticle [GO:0072562], 
hemopoiesis [GO:0030097], serine hydrolase activ-
ity [GO:0017171], and regulation of hemostasis 
[GO:1,900,046]) were identified in the hypothalamus and 
liver (Fig. 2) as well as. Finally, GO terms related to meta-
bolic processes were identified in multiple significant 
WGCNA modules in the kidney, but not other tissues.

Canonical correlation analysis
We examined the relationship between gene expression 
and water access, physiological variables (EE, RQ, WLR, 
proportional weight loss, body temperature), and tissue 
type using CCA [66]. CCA suggests a significant overall 
association between the physiological variables and gene 
expression across tissues (F = 105.45, p = 0.001; CCA1–
38.02% and CCA2–21.14%, Fig. 3; Table 3). We identified 
1233 genes two standard deviations from the origin and 
found overlap between the genes located two standard 
deviations in the CCA and genes assigned to WGCNA 
modules (kidney: 37, GI: 60, lung: 69, hypothalamus: 53, 
liver: 40). Here, the proportional weight loss was signifi-
cantly correlated (p = 0.001, Table 3) with gene expression 
in the hypothalamus (Fig. 3). This suggests that propor-
tional weight loss exerts an effect on gene expression in 
the hypothalamus.

Consensus gene set
We identified 41 genes (Table 4) assigned to at least one 
significant WGCNA module for all five tissues as well as 
located at least two standard deviations away from the 
origin in our CCA triplot (Fig.  3). All genes identified 
from these two orthogonal analyses were also DE in at 
least on tissue. Using manual annotation, the consensus 

Table 2 The number of WGCNA modules for each phenotypic 
measurement for the lung, liver, gastrointestinal tract, 
hypothalamus, and kidney of Peromyscus eremicus
trait kidney gastro-

intes-
tinal 
tract

liver lung hy-
po-
thal-
amus

sex 0 0 0 1 0
delta weight 5 13 9 7 2
proportional 
weight loss

7 13 9 8 2

Na 6 14 12 9 2
BUN 7 14 8 8 3
AnGap 1 0 0 0 0
K 1 0 0 0 0
Cr 2 3 2 5 4
Htc 7 12 10 8 3
Cl 6 12 12 7 2
Glu 0 0 0 0 0
Hb 7 12 10 8 3
TCO2 5 9 10 6 2
iCa 2 0 4 2 0
RQ 5 1 1 1 2
EE 0 0 2 1 1
WLR 4 3 6 6 1
body temperature 2 3 9 5 2
water access 7 12 9 7 1
total modules 12 24 18 13 18
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gene lists were grouped into housekeeping, ion homeo-
stasis, central nervous system, apoptosis, coagulation, 
blood pressure, angiogenesis, lipid, immune response, 
gluconeogenesis, and bitter taste (Table 4).

Discussion
Extensive research has been conducted on the genomic 
and physiological mechanisms that control water balance 
in mice [20, 71, 72]. This is particularly intriguing in the 
context of exploring adaptations to extreme conditions, 
given that the management of water has significant impli-
cations for survival. Studies have largely focused on char-
acterizing the response in kidneys [25, 72–74], which, 
while important, represent only a fraction of the physio-
logical and genomic response to dehydration. Indeed, the 
organismal response to an environmental stressor (such 
as dehydration), is likely to involve coordination of mul-
tiple organ systems and physiological process. However, 
there are key challenges to studying such responses at the 
organismal level. Although we understand that organ-
systems operate in tandem with other organ systems, the 

identification of coordination at the level of gene expres-
sion is challenging, even when organismal physiology is 
well-characterized. In addition to complications related 
to biology, technical complications exist. Here, when 
looking at gene expression levels across tissues, results 
highlight differences between the tissues rather than to 
elucidate the ways in which processes in one depend on 
the actions of the other, thereby potentially obscuring 
the gene expression signal of coordination. Further, this 
work relies on one rodent species, P. eremicus. Future 
studies should leverage a comparative species approach, 
contrasting gene expression changes during water depri-
vation in desert adapted and non-desert adapted rodent 
species to identify gene expression differences associated 
with adaptation to desert environments.

The study of coordination at the level of physiology has 
been similarly difficult to elucidate, due to limitations in 
our ability to collect and analyze phenotypic data at a 
temporal scale that is relevant to the biological phenom-
enon under study but see [20, 56, 57, 74–76]. Despite 
the challenges, understanding the complex interplay of 

Fig. 2 Visualization of gene ontology (GO) terms to show common WGCNA modules within and between the lung (lu), liver (liv), gastrointestinal tract 
(gi), hypothalamus (hyp), and kidney (kid) of Peromyscus eremicus. Visualized are selections of the top 20 significant GO terms for each phenotype module 
combination based on adjusted p-value. The number of genes in the GO term are indicated by size of the dots
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multi-tissue networked gene expression with whole-
organism physiological response is critical to develop-
ing a more in-depth understanding of how organisms 
respond to environmental stressors. Our focus on physio-
logical measurements in a simulated desert environment, 
as well as on collection of multi-tissue gene expression 
data in the context of a whole-organism response, rep-
resents a distinctive contribution to the field. The find-
ings underscore the complexity of the genetic landscape 
governing physiological responses to water deprivation 
and emphasize the need for a broader organismal under-
standing of the physiological and genomic mechanisms 
orchestrating successful adaptations.

Global response to acute water deprivation
The inclusion of physiology and multi-tissue gene expres-
sion data in this study provides opportunities to under-
stand how the tissues work together to compensate for 
water deprivation. During water deprivation, blood vol-
ume decreases, which if inadequately managed, may 
result in a decrease in organ perfusion and ultimately 
organ failure. The multisystem response to water depri-
vation involves a coordinated response, including renin-
angiotensin-aldosterone system (RAAS) activation, 

Table 3 ANOVA results from the Canonical Correspondence 
Analysis (CCA) indicating correlations between normalized 
gene expression and physiological measurements for 
Peromyscus eremicus with and without access to water. 
Formula: gene expression ~ water access + proportional weight 
loss + RQ + EE + WLR + body temperature + sex + tissue)

Df ChiSquare F Pr(> F)
water access 1 0.00012 6.437 0.001
proportional weight loss 1 0.00009 4.801 0.003
RQ 1 0.00002 0.990 0.405
EE 1 0.00003 1.474 0.169
WLR 1 0.00004 1.986 0.093
body temperature 1 0.00002 1.212 0.284
sex 1 0.00003 1.730 0.132
tissue 4 0.02141 285.317 0.001
model 11 0.02176 105.450 0.001
residual 147 0.00276

Table 4 Genes identified in all three analyses (i.e. significantly 
differentially expressed genes, assigned to a significant module 
in WGCNA, and are outliers in CCA) in all five tissues in the study 
(lung (lu), liver (liv), gastrointestinal tract (gi), hypothalamus (hyp), 
and kidney (kid) grouped by the general function of the gene
general function genes
housekeeping ANKRD13D, GPRASP2, ACOX2, ALDOB, 

GSTA3, HAL, HOGA1, INMT, MTARC1, 
SPTBN2, DES, EPHX2, FMO5

ion homeostasis ATP1A2, ALB, APOA4, CYP2E1, CYP4B1, 
RGN, SLC38A4, AGT, SLC6A13, TF, HP

central nervous system MBP, MAG, PLP1, MAOB, SLC6A13
apoptosis RELL2, PYCARD
coagulation SERPINF2
blood pressure ALB, AGT, CASZ1
angiogenesis ANG, CASZ1
lipid metabolism APOA2, APOA4, APOB, AZGP1, 

CYP2E1, CYP4B1, SLC27A2
immune response CFI, CTSC, PYCARD, HP
gluconeogenesis CYP2E1, PCK1, AGT, SERPINA6
bitter taste AZGP1

Fig. 3 Canonical correspondence analysis (CCA) indicates correlations between normalized gene expression and physiological measurements for Pero-
myscus eremicus with and without access to water. The distribution of tissue samples in CCA space as a function of their gene expression values is shown 
(points colored by tissue type and water treatment). Outlier genes (defined as two standard deviations or more from the mean) are colored blue. Inlier 
genes (defined as less than two standard deviations from the mean) are colored grey. CCA reveals a significant relationship for proportion weight loss 
(F = 4.5153, P = 0.001) and, while not significant, a relationship for water loss rate (WLR) (F = 1.9564, P = 0.093)
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reduced food intake, with compensatory activation of 
systems for preserving levels of serum glucose, a wide-
spread reduction of genes responsible for clotting factors, 
and distinct indications of vascular restructuring to sup-
port perfusion.

The first response to water deprivation involves the 
upregulation of processes that are aimed at solute man-
agement. In part regulated by the RAAS. In support of 
the activation of the RAAS mechanism, multiple genes in 
the Renin-Angiotensin system KEGG pathway (hsa04614: 
[70, 77] were found to be differentially expressed. Among 
these genes were AGT (angiotensinogen, DE in the lung, 
kidney, liver, and GI), ACE2 (angiotensin-converting 
enzyme, DE in the kidney), REN1 (Renin, DE in the kid-
ney), CMA1 (converts angiotensin I to angiotensin II, 
DE in the lung), and AGTR1 (Angiotensin II Receptor, 
DE in the kidney), which were all more highly expressed 
in water-deprived mice. Further, we found two com-
plete pathways of genes to be significantly differentially 
expressed genes within hsa04614, enhanced vasocon-
striction and coagulation cascade as well as vasocon-
striction, inflammation, fibrosis, antinatriuresis, reactive 
oxygen species activation, and Na and water retention 
[77]. Interestingly, the candidate gene and essential com-
ponent of the RAAS mechanism, AGT, was significantly 
upregulated in dehydrated mice, assigned to a signifi-
cant WGCNA module, and defined as an outlier in the 
CCA analysis (Table 4). Together with the physiological 
data, the consistent genetic signature of RAAS activation, 
using orthogonal analytical methods, suggests a robust 
whole-body RAAS response which is critical for the cac-
tus mouse to regulate water balance.

At the same time, independent of the RAAS pathway 
but stimulated by its products, vasopressin is released 
for the primary function of conserving water. Vasopres-
sin binds to receptors, activating a signaling cascade in 
the kidneys which functions to retain water by inducing 
expression of water transport proteins in the late distal 
tubule and collecting duct, increasing the permeability 
of the membrane to water. The increased water perme-
ability allows water to move through, from the collecting 
ducts back into the bloodstream, further aiding in regu-
lating blood volume and fluid balance [42, 43]. Support 
for the genetic activation of the vasopressin pathway is 
shown with various genes within the vasopressin-regu-
lated water reabsorption pathway [hsa04962], [69, 70] are 
significantly differentially expressed. Specifically, STX4 
(DE in the kidney), RAB5C (DE in the kidney, liver, and 
lung), RAB11B (DE in the lung), AQP3 (DE in the lung), 
VAMP2 (DE in the lung), DYNLL2 (DE in the lung), 
GNAS (DE in the lung), and AVPI1 (DE in the lung and 
kidney) were upregulated in dehydrated mice. Interest-
ingly, AQP2, a key gene in hsa04962, did not have any 
reads mapped to it.

It is worth noting here that the identification of dif-
ferentially expressed transcripts on a KEGG pathway 
can be thought of in terms of a stoichiometric problem, 
albeit one where neither current tools nor current data 
allow us to satisfactorily solve. When attempting to use 
differential expression to support the upregulation of a 
given pathway, it may be that only one gene, the quantity 
of which is rate limiting, may be more highly expressed. 
Without understanding which transcripts are rate limit-
ing, the interpretation of KEGG pathway mapping may 
suffer from either over- or under-valuation. Lastly, gene 
interaction maps (e.g., KEGG) that span organ systems 
do not currently exist, mostly because the models used 
for their development (e.g., yeast, flies) lack such com-
plexity present in mammalian systems. Future stud-
ies could instead leverage analytical approaches such as 
GWAS or QTL to test for functional association. Addi-
tionally, CRISPR or spatial transcriptomics could also be 
used to test for functional association.

During water deprivation, animals are known to reduce 
the amount of solid food intake [28, 49, 54, 55, 78]. 
Known as dehydration associated anorexia, this second-
ary response reduces the amount of water required for 
digestion and facilitates water reabsorption from the 
kidneys and gastrointestinal tract back to systemic cir-
culation [28, 53]. While the magnitude of the impact in 
cactus mice is unknown, diets high in fiber, like the diet 
consumed in this study, can result in high fecal volume, 
and has been shown to account for as much as 25% of 
total daily water loss in rats [53, 79]. Perhaps even more 
importantly, but unquantified, the processing of solid 
food requires the production of significant quantities of 
digestive enzymes, all of which are water rich. In humans, 
as much as 10 L of fluids is excreted daily [80], which rep-
resents a significant investment of water resources. While 
some of these enzymes continue to be produced during 
dehydration anorexia, their quantity is likely decreased. 
As a direct result, the reduction of oral food intake may 
result in significant water savings, which at least in the 
short term with the presence of sufficient glycogen stores 
(see below), should be related to a reduction in water use 
and electrolyte derangement and therefore enhanced 
survival.

With limited food intake, there is no external source 
of glucose, nevertheless, we observed that glucose levels 
were still maintained [20] which is critical for surviving 
dehydration. This can be achieved by enhancing glycoge-
nolysis and gluconeogenesis [28, 54, 55], responses that 
are designed to maintain blood glucose levels during 
fasting or starvation. In mammals, there is a vasopressin 
receptor in the liver that when bound activates gluconeo-
genesis [81], with secondary contributions from the kid-
ney [82]. This suggests a successful two-pronged response 
to vasopressin secretion, such as vasoconstriction and 
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reabsorption of water from kidney as well as a role in 
feeding behavior and energy balance. In the current 
study, we identified the candidate genes PCK1 (DE in 
the GI, liver, and kidney), a main control point for the 
regulation of gluconeogenesis [83] as well as CYP2E1 
(DE in the hypothalamus, GI, and lung), a gene induced 
by starvation with products involved in gluconeogenesis 
[84, 85], as upregulated in water-deprived animals. Fur-
ther, these genes were assigned to a significant module 
in all five tissues and defined as an outlier in the CCA 
analysis (Table  4). Further, the insulin resistance KEGG 
pathway [hsa04931 [69, 70] involves various mecha-
nisms contributing to altered glucose metabolism and 
insulin responsiveness. Notably, all genes but two genes 
in hsa04931 are significantly up regulated in dehydrated 
animals, all of which are upstream of PCK1 are in the 
pathway. Two of these important pathway genes (AGT 
and SLC27A2, Table 4) were found in our consensus gene 
set. This upregulation is likely a compensatory response 
to ensure the maintenance of blood glucose levels in the 
absence of dietary intake. Lastly, INMT (Table 4), a gene 
in the Tryptophan metabolism pathway [hsa00390], [69, 
70] is upstream of the Glycolysis/gluconeogenesis path-
way [map00010], [69, 70], suggesting complex precursor 
genes and gene pathways may be contributing to glucose 
homeostasis as well. The significant changes in expres-
sion observed in these genes underscore their role in 
modulating glucose metabolism, shedding light on how 
organisms adjust to sustain vital glucose levels during 
periods of reduced food intake and water deprivation.

During water deprivation, a key challenge is to cope 
with altered fluid balance and maintain effective blood 
circulation and nutrient delivery under water-deficient 
conditions. This process can involve the formation of 
new blood vessels or the remodeling of existing ones to 
optimize perfusion, addressing the challenges posed by 
reduced fluid availability and potential hemoconcentra-
tion. We identified two genes from our consensus gene 
set that are mediators of new blood vessel formation and 
morphogenesis (ANG, CASZ, Table 4). Prior research has 
indicated that persistent activation of neuronal systems 
could modify local blood circulation through angiogen-
esis. Specifically, rats reared in complex environments 
had increased capillary density in the visual cortex [45]. 
Long-term motor activity has been documented to 
induce the development of new blood vessels within the 
cerebellar cortex [86] and primary motor cortex [46], 
and hyperosmotic stimuli, similar to what experimental 
animals experience, has been shown to modify the vas-
culature and induced reversible angiogenesis through-
out the hypothalamic nuclei [44]. Furthermore, Alim et 
al. [47] observed seasonal differences in vascularization, 
showing blood capillaries were thicker during the winter, 

suggesting less diffusion across the membrane, compared 
summer in the dromedary camel.

To maintain blood flow and prevent the formation of 
clots that could impede circulation, downregulation of 
coagulation factors during periods of reduced fluid intake 
could be a protective mechanism against the potential 
risks associated with increased blood viscosity due to 
hemoconcentration. As dehydration leads to reduced 
water content in the blood, resulting in thicker blood 
consistency there is a risk for blood clot formation. four 
genes in our consensus gene list involved in blood com-
position and concentration (ALB, HP, SERPINA6, SER-
PINF2, Table 4). This could indicate several things: (1) To 
mitigate the impact of hemoconcentration, genes respon-
sible for clotting factors are downregulated to reduce the 
risk associated with increased blood viscosity as thicker 
blood is more prone to clotting. (2) to decrease clotting 
during body temperature dysregulation. Blumstein and 
MacManes (20) discuss heterothermy as a mechanism 
for substantial energy and water savings. In addition to 
this, relative hypothermia can result in inactivation of 
coagulation enzymes and/or platelet adhesion defect 
[87], suggesting further mechanisms for maintaining per-
fusion and limit clotting. However, it’s important to note 
that the timing of expression poses a potential concern 
regarding correlations. Decreased body temperature 
was measured in Blumstein and MacManes (20) during 
the dark phase of the experiment and tissues were col-
lected during the light phase of the experiment. Using a 
single time point snapshot for each experimental condi-
tion might overlook certain interactions, given the lag 
between the expression of a gene (such as a transcription 
factor) and the expression of downstream effectors.

Tissue specific responses
When analyzing the RNAseq data across all the tissues, 
we observed that, as expected, samples of the same tis-
sue type clustered together regardless of the water-access 
treatment, suggesting that the signature of tissues-spe-
cific gene expression overpowers the signature of experi-
mental treatment. During individual tissue analysis, the 
degree of sample separation in PCA space (Supplemental 
File 2) and CCA space (Fig.  3) and number of differen-
tially expressed genes suggests tissue specific responses. 
While it is well known that the hypothalamus is the cen-
tral regulating unit in the brain for maintenance of energy 
homeostasis [88]. However, few genes were identified 
as differentially expressed in the hypothalamus (Fig.  1), 
while our other analyses, WGCNA and CCA, uncovered 
genes and GO terms that responded to water depriva-
tion. This suggests that the hypothalamus may not be 
well suited for bulk RNAseq studies due to the heteroge-
neity of the tissue. Future studies, particularly those using 
single cell methods [89–91] may further clarify the role 
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that the hypothalamus plays in the overall response to 
dehydration.

Conclusion
Here, we highlight the intricate mechanisms involved in 
regulating water balance in the desert cactus mouse, P. 
eremicus. Our emphasis on whole-organism physiologi-
cal and multi-tissue (kidney, GI, hypothalamus, liver, and 
lung) gene expression analysis within a simulated desert 
environment allowed us to achieve an understanding of 
genomic mechanisms of water homeostasis. Previous 
genome scan studies [1, 3, 4, 13, 72] have identified many 
of the same processes we found (i.e., metabolic processes, 
renal system development, immune response, and star-
vation response) however, our study design allows us to 
further interpret function because we were able to both 
described the tissue specific location and link the pro-
cesses to physiological measurements.

At a whole-organismal scale, we observed a robust 
response of the renin-angiotensin-aldosterone system 
(RAAS) in dehydrated cactus mice, with upregulation 
of AGT in all five tissues as well as upregulation of other 
pathway genes. Additionally, the compensatory action 
of PCK1 was activated in all tissues, further supporting 
reduced food intake during water deprivation and under-
scores the body’s adaptive response. However, despite 
efforts to maintain blood volume, hemoconcentration 
still occurs, but in response there was a downregulation 
of genes responsible for coagulation (e.g., SERPINF2) as 
a protective measure against blood clotting in all five tis-
sues, a gene with the major role of regulating the blood 
clotting pathway. The consequential thickened blood con-
sistency poses challenges to effective blood flow through 
vessels, compelling the body to initiate the construction 
of additional vessels to enhance blood movement, further 
supported by the upregulation of ANG in all five tissues, 
further illustrating the complex interplay of regulatory 
processes in response to fluid balance disturbances.

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12864-024-10629-z.

Supplementary Material 1

Supplementary Material 2

Supplementary Material 3

Supplementary Material 4

Supplementary Material 5

Acknowledgements
We thank the members of the MacManes lab for helpful comments 
and support on previous versions of the manuscript; Adam Stuckert at 
the University of Huston for lively discussion, valuable insight, and code 
development; The Animal Resources Office and veterinary care staff at the 
University of New Hampshire for colony maintenance and care. This work was 

supported by the National Institute of Health National Institute of General 
Medical Sciences (R35 GM128843 to M.D.M.).

Author contributions
Conceptualization: M.D.M.; Methodology: D.M.B.; Formal analysis: D.M.B., 
Investigation: D.M.B., Resources: M.D.M.; Writing - original draft: D.M.B.; Writing 
- review & editing: D.M.B., M.D.M.; Visualization: D.M.B; Supervision: M.D.M.; 
Project administration: M.D.M.; Funding acquisition: M.D.M.

Funding
This work was supported by the National Institute of Health National Institute 
of General Medical Sciences (R35 GM128843 to M.D.M.).

Data availability
Raw reads are available under BioProject ID: PRJNA1048512 or at http://www.
ncbi.nlm.nih.gov/bioproject/1048512 All R scripts used in this project are 
available through GitHub at: https://github.com/DaniBlumstein/dehy_rnaseq.

Declarations

Ethics approval and consent to participate
All animal experiments were conducted according to the animal research 
guidelines from NIH, and all protocols for animal usage were reviewed and 
approved by the University of New Hampshire Institutional Animal Care and 
Use Committee (IACUC) under protocol number 210602. All methods have 
been reported in accordance with the applicable ARRIVE guidelines for the 
reporting of animal experiments. Experimental animals were descended 
from wild caught animals from a population in Arizona collected in 1993 and 
maintained at the University of South Carolina Peromyscus Genetic Stock 
Center (Columbia, South Carolina, USA).

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 6 March 2024 / Accepted: 17 July 2024

References
1. Colella JP, Tigano A, Dudchenko O, Omer AD, Khan R, Bochkov ID, et al. Lim-

ited evidence for parallel evolution among Desert-adapted Peromyscus deer 
mice. J Hered. 2021;112:286–302.

2. Tigano A, Khan R, Omer AD, Weisz D, Dudchenko O, Multani AS, et al. Chro-
mosome size affects sequence divergence between species through the 
interplay of recombination and selection. Evolution. 2022;76:782–98.

3. Tigano A, Colella JP, MacManes MD. Comparative and population genomics 
approaches reveal the basis of adaptation to deserts in a small rodent. Mol 
Ecol. 2020;29:1300–14.

4. Wu H, Guang X, Al-Fageeh MB, Cao J, Pan S, Zhou H, et al. Camelid genomes 
reveal evolution and adaptation to desert environments. Nat Commun. 
2014;5:1–10.

5. Yang J, Li W-R, Lv F-H, He S-G, Tian S-L, Peng W-F, et al. Whole-genome 
sequencing of native Sheep provides insights into Rapid adaptations to 
Extreme environments. Mol Biol Evol. 2016;33:2576–92.

6. Jirimutu, Wang Z, Ding G, Chen G, Sun Y, Sun Z, et al. Genome sequences of 
wild and domestic bactrian camels. Nat Commun. 2012;3:1202.

7. Marra NJ, Romero A, DeWoody JA. Natural selection and the genetic basis 
of osmoregulation in heteromyid rodents as revealed by RNA-seq. Mol Ecol. 
2014;23:2699–711.

8. Marra NJ, Eo SH, Hale MC, Waser PM, DeWoody JA. A priori and a posteriori 
approaches for finding genes of evolutionary interest in non-model species: 
osmoregulatory genes in the kidney transcriptome of the desert rodent 
Dipodomys spectabilis (banner-tailed kangaroo rat). Comp Biochem Physiol 
D: Genomics Proteomics. 2012;7:328–39.

9. Kordonowy L, MacManes M. Characterizing the reproductive transcriptomic 
correlates of acute dehydration in males in the desert-adapted rodent, Pero-
myscus eremicus. BMC Genomics. 2017;18:473.

https://doi.org/10.1186/s12864-024-10629-z
https://doi.org/10.1186/s12864-024-10629-z
http://www.ncbi.nlm.nih.gov/bioproject/1048512
http://www.ncbi.nlm.nih.gov/bioproject/1048512
https://github.com/DaniBlumstein/dehy_rnaseq


Page 12 of 13Blumstein and MacManes BMC Genomics          (2024) 25:770 

10. Kordonowy LL, MacManes MD. Characterization of a male reproductive 
transcriptome for Peromyscus eremicus (Cactus mouse). PeerJ. 2016;4:e2617.

11. MacManes MD, Eisen MB. Characterization of the transcriptome, nucleotide 
sequence polymorphism, and natural selection in the desert adapted mouse 
Peromyscus eremicus. PeerJ. 2014;2:e642.

12. Chebii VJ, Oyola SO, Kotze A, Domelevo Entfellner J-B, Musembi Mutuku J, 
Agaba M. Genome-wide analysis of nubian ibex reveals candidate positively 
selected genes that contribute to its adaptation to the desert environment. 
Animals. 2020;10:2181.

13. Kim E-S, Elbeltagy AR, Aboul-Naga AM, Rischkowsky B, Sayre B, Mwacharo 
JM, et al. Multiple genomic signatures of selection in goats and sheep indig-
enous to a hot arid environment. Heredity. 2016;116:255–64.

14. Sugden LA, Atkinson EG, Fischer AP, Rong S, Henn BM, Ramachandran S. 
Localization of adaptive variants in human genomes using averaged one-
dependence estimation. Nat Commun. 2018;9:703.

15. Malaspinas A-S, Westaway MC, Muller C, Sousa VC, Lao O, Alves I, et al. A 
genomic history of Aboriginal Australia. Nature. 2016;538:207–14.

16. Ababaikeri B, Abduriyim S, Tohetahong Y, Mamat T, Ahmat A, Halik M. Whole-
genome sequencing of Tarim red deer (Cervus elaphus yarkandensis) reveals 
demographic history and adaptations to an arid-desert environment. Front 
Zool. 2020;17:1–15.

17. Frank CL. Diet selection by a Heteromyid Rodent: role of net metabolic water 
production. Ecology. 1988;69:1943–51.

18. MacMillen RE, Hinds DS. Water Regulatory Efficiency in Heteromyid rodents: a 
model and its application. Ecology. 1983;64:152–64.

19. Walsberg GE. Small mammals in hot deserts: some generalizations revisited. 
Bioscience. 2000;50:109.

20. Blumstein DM, MacManes MD. When the tap runs dry: the physiological 
effects of acute experimental dehydration in Peromyscus eremicus. J Exp Biol. 
2023;:jeb246386.

21. Schmidt-Nielsen K. Desert rodents: physiological problems of Desert Life. 
In: Prakash I, Ghosh PK, editors. Rodents in Desert environments. Dordrecht: 
Springer Netherlands; 1975. pp. 379–88.

22. Ali A, Baby B, Vijayan R. From desert to medicine: a review of camel genomics 
and therapeutic products. Front Genet. 2019;10:17.

23. Boumansour L, Benhafri N, Guillon G, Corbani M, Touati H, Dekar-Madoui A, et 
al. Vasopressin and oxytocin expression in hypothalamic supraoptic nucleus 
and plasma electrolytes changes in water-deprived male Meriones libycus. 
Anim Cells Syst. 2021;0:1–10.

24. Kordonowy L, Lombardo KD, Green HL, Dawson MD, Bolton EA, LaCourse 
S, et al. Physiological and biochemical changes associated with acute 
experimental dehydration in the desert adapted mouse, Peromyscus eremicus. 
Physiol Rep. 2017;5:e13218.

25. MacManes MD. Severe acute dehydration in a desert rodent elicits a 
transcriptional response that effectively prevents kidney injury. Ren Physiol. 
2017;:11.

26. Bouby N, Fernandes S. Mild dehydration, vasopressin and the kidney: animal 
and human studies. Eur J Clin Nutr. 2003;57:S39–46.

27. Popkin BM, D’Anci KE, Rosenberg IH. Water, Hydration and Health. Nutr Rev. 
2010;68:439–58.

28. Watts AG, Boyle CN. The functional architecture of dehydration-anorexia. 
Physiol Behav. 2010;100:472–7.

29. Greenleaf JE. Problem: thirst, drinking behavior, and involuntary dehydration. 
Med Sci Sports Exerc. 1992;24:645.

30. Leib DE, Zimmerman CA, Knight ZA. Thirst Curr Biology. 2016;26:R1260–5.
31. Thornton SN. Thirst and hydration: physiology and consequences of dysfunc-

tion. Physiol Behav. 2010;100:15–21.
32. Aisenbrey GA, Handelman WA, Arnold P, Manning M, Schrier RW. Vascular 

effects of arginine vasopressin during fluid deprivation in the rat. J Clin Invest. 
1981;67:961–8.

33. Roberts EM, Pope GR, Newson MJF, Lolait SJ, O’Carroll A-M. The Vasopressin 
V1b receptor modulates plasma corticosterone responses to Dehydration-
Induced stress. J Neuroendocrinol. 2011;23:12–9.

34. Yoshimura M, Conway-Campbell B, Ueta Y. Arginine vasopressin: direct and 
indirect action on metabolism. Peptides. 2021;142:170555.

35. Fuller A, Maloney SK, Blache D, Cooper C. Endocrine and metabolic con-
sequences of climate change for terrestrial mammals. Curr Opin Endocr 
Metabolic Res. 2020;11:9–14.

36. Qian Q. Salt, water and nephron: mechanisms of action and link to hyperten-
sion and chronic kidney disease. Nephrology. 2018;23:44–9.

37. Brown D, Katsura T, Kawashima M, Verkman AS, Sabolic I. Cellular distribution 
of the aquaporins: a family of water channel proteins. Histochem Cell Biol. 
1995;104:1–9.

38. Kortenoeven MLA, Fenton RA. Renal aquaporins and water balance disorders. 
Biochimica et Biophysica Acta (BBA) -. Gen Subj. 2014;1840:1533–49.

39. Verkman AS. Physiological importance of aquaporin water channels. Ann 
Med. 2002;34:192–200.

40. Goodfriend TL. Aldosterone—a hormone of cardiovascular adaptation and 
maladaptation. J Clin Hypertens. 2006;8:133–9.

41. Blair ML, Woolf PD, Felten SY. Sympathetic activation cannot fully account 
for increased plasma renin levels during water deprivation. Am J Physiol. 
1997;272(4 Pt 2):R1197–1203.

42. Fountain JH, Kaur J, Lappin SL, Physiology. In: StatPearls, editor. Renin Angio-
tensin System. Treasure Island (FL): StatPearls Publishing; 2023.

43. Santos RAS, Oudit GY, Verano-Braga T, Canta G, Steckelings UM, Bader M. 
The renin-angiotensin system: going beyond the classical paradigms. Am J 
Physiol Heart Circ Physiol. 2019;316:H958–70.

44. Alonso G, Galibert E, Duvoid-Guillou A, Vincent A. Hyperosmotic stimulus 
induces reversible angiogenesis within the hypothalamic magnocellular 
nuclei of the adult rat: a potential role for neuronal vascular endothelial 
growth factor. BMC Neurosci. 2005;6:20.

45. Cavaglia M, Dombrowski SM, Drazba J, Vasanji A, Bokesch PM, Janigro D. 
Regional variation in brain capillary density and vascular response to isch-
emia. Brain Res. 2001;910:81–93.

46. Swain RA, Harris AB, Wiener EC, Dutka MV, Morris HD, Theien BE, et al. Pro-
longed exercise induces angiogenesis and increases cerebral blood volume 
in primary motor cortex of the rat. Neuroscience. 2003;117:1037–46.

47. Alim FZD, Romanova EV, Tay Y-L, Rahman AY bin, Chan A, Hong K-G et al. K-W,. 
Seasonal adaptations of the hypothalamo-neurohypophyseal system of the 
dromedary camel. PLOS ONE. 2019;14:e0216679.

48. Dumas SJ, Meta E, Borri M, Goveia J, Rohlenova K, Conchinha NV, et al. Single-
cell RNA sequencing reveals renal endothelium heterogeneity and metabolic 
adaptation to Water Deprivation. J Am Soc Nephrol. 2020;31:118–38.

49. Armstrong S, Coleman G, Singer G. Food and water deprivation: changes 
in rat feeding, drinking, activity and body weight. Neurosci Biobehavioral 
Reviews. 1980;4:377–402.

50. Kutscher C. Plasma volume change during water-deprivation in gerbils, 
hamsters, guinea pigs and rats. Comp Biochem Physiol. 1968;25:929–36.

51. Lepkovsky S, Lyman R, Fleming D, Nagumo M, Dimick MM. Gastrointestinal 
regulation of water and its effect on food intake and rate of digestion. Am J 
Physiology-Legacy Content. 1957;188:327–31.

52. Schoorlemmer GH, Evered MD. Water and solute balance in rats during 10 h 
water deprivation and rehydration. Can J Physiol Pharmacol. 1993;71:379–86.

53. Rowland NE. Food or fluid restriction in common laboratory animals: 
balancing welfare considerations with scientific inquiry. Comp Med. 
2007;57:149–60.

54. Salter D, Watts AG. Differential suppression of hyperglycemic, feeding, and 
neuroendocrine responses in anorexia. Am J Physiology-Regulatory Integr 
Comp Physiol. 2003;284:R174–82.

55. Schoorlemmer GHM, Evered MD. Reduced feeding during water deprivation 
depends on hydration of the gut. Am J Physiology-Regulatory Integr Comp 
Physiol. 2002;283:R1061–9.

56. Blumstein DM, Colella JP, Linder E, MacManes MD. High total water loss 
driven by low-fat diet in desert-adapted mice. bioRxiv. 2024.

57. Colella JP, Blumstein DM, MacManes MD. Disentangling environmental driv-
ers of circadian metabolism in desert-adapted mice. J Exp Biol. 2021;224.

58. Sikes RS, the Animal Care and Use Committee of the American Society of 
Mammalogists. 2016 Guidelines of the American Society of Mammalo-
gists for the use of wild mammals in research and education. J Mammal. 
2016;97:663–88.

59. Lighton JRB. Measuring metabolic rates: a manual for scientists. 2nd ed. 
Oxford University Press; 2018.

60. R Core Team. R: A language and environment for statistical computing. R 
Foundation for Statistical Computing, Vienna, Austria. URL https://www.R-
project.org/. 2020.

61. Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha S, et al. STAR: 
ultrafast universal RNA-seq aligner. Bioinformatics. 2013;29:15–21.

62. Anders S, Pyl PT, Huber W. HTSeq—a Python framework to work with high-
throughput sequencing data. Bioinformatics. 2015;31:166–9.

63. Love M, Anders S, Huber W. Differential analysis of count data–the DESeq2 
package. Genome Biol. 2014;15:10–1186.

https://www.R-project.org/
https://www.R-project.org/


Page 13 of 13Blumstein and MacManes BMC Genomics          (2024) 25:770 

64. Wickham H. ggplot2: elegant graphics for data analysis. New York: Springer-; 
2016.

65. Langfelder P, Horvath S. WGCNA: an R package for weighted correlation 
network analysis. BMC Bioinformatics. 2008;9:559.

66. Oksanen J. Vegan: community ecology package. http://vegan r-forge 
r-project org/. 2010.

67. Kolberg L, Raudvere U, Kuzmin I, Adler P, Vilo J, Peterson H. G: profiler—
interoperable web service for functional enrichment analysis and gene 
identifier mapping (2023 update). Nucleic Acids Res. 2023. gkad347.

68. Reimand J, Kull M, Peterson H, Hansen J, Vilo J. G:Profiler—a web-based tool-
set for functional profiling of gene lists from large-scale experiments. Nucleic 
Acids Res. 2007;35 Web Server issue:W193–200.

69. Supek F, Bošnjak M, Škunca N, Šmuc T. REVIGO summarizes and visualizes 
long lists of gene ontology terms. PLoS ONE. 2011;6:e21800.

70. Kanehisa M, Goto S. KEGG: kyoto encyclopedia of genes and genomes. 
Nucleic Acids Res. 2000;28:27–30.

71. McCue MD, Sandoval J, Beltran J, Gerson AR. Dehydration causes increased 
Reliance on protein oxidation in mice: a test of the protein-for-water hypoth-
esis in a Mammal. Physiol Biochem Zool. 2017;90:359–69.

72. Rocha JL, Godinho R, Brito JC, Nielsen R. Life in deserts: the genetic basis of 
mammalian Desert Adaptation. Trends Ecol Evol. 2021;36:637–50.

73. Rocha L, Silva J, Santos P, Nakamura N, Afonso M, Qninba S. North African fox 
genomes show signatures of repeated introgression and adaptation to life in 
deserts. Nat Ecol Evol. 2023;7:1267–86.

74. Peng X, Cheng J, Li H, Feijó A, Xia L, Ge D, et al. Whole-genome sequencing 
reveals adaptations of hairy-footed jerboas (Dipus, Dipodidae) to diverse 
desert environments. BMC Biol. 2023;21:182.

75. McKechnie AE, Gerson AR, Wolf BO. Thermoregulation in desert birds: scal-
ing and phylogenetic variation in heat tolerance and evaporative cooling. 
Journal of Experimental Biology. 2021;224 Suppl_1:jeb229211.

76. Ramirez RW, Riddell EA, Beissinger SR, Wolf BO. Keeping your cool: thermo-
regulatory performance and plasticity in desert cricetid rodents. J Exp Biol. 
2022;225:jeb243131.

77. Kanehisa M, Furumichi M, Sato Y, Kawashima M, Ishiguro-Watanabe M. KEGG 
for taxonomy-based analysis of pathways and genomes. Nucleic Acids Res. 
2023;51:D587–92.

78. Hamilton LW, Flaherty CF. Interactive effects of deprivation in the albino rat. 
Learn Motiv. 1973;4:148–62.

79. Radford EP Jr. Factors modifying water metabolism in rats fed dry diets. Am J 
Physiology-Legacy Content. 1959;196:1098–108.

80. Ma T, Verkman AS. Aquaporin water channels in gastrointestinal physiology. J 
Physiol. 1999;517:317–26.

81. Bankir L, Bichet DG, Morgenthaler NG. Vasopressin: physiology, assessment 
and osmosensation. J Intern Med. 2017;282:284–97.

82. Nordlie RC, Foster JD, Lange AJ. Regulation of glucose production by the liver. 
Annu Rev Nutr. 1999;19:379–406.

83. Hatting M, Tavares CDJ, Sharabi K, Rines AK, Puigserver P. Insulin regulation of 
gluconeogenesis. Ann N Y Acad Sci. 2018;1411:21–35.

84. Harjumäki R, Pridgeon CS, Ingelman-Sundberg M. CYP2E1 in alcoholic and 
non-alcoholic Liver Injury. Roles of ROS, reactive intermediates and lipid 
overload. Int J Mol Sci. 2021;22:8221.

85. Schattenberg JM, Czaja MJ. Regulation of the effects of CYP2E1-induced 
oxidative stress by JNK signaling. Redox Biol. 2014;3:7–15.

86. Black JE, Isaacs KR, Anderson BJ, Alcantara AA, Greenough WT. Learning 
causes synaptogenesis, whereas motor activity causes angiogenesis, in cer-
ebellar cortex of adult rats. Proceedings of the National Academy of Sciences. 
1990;87:5568–72.

87. Paal P, Gordon L, Strapazzon G, Brodmann Maeder M, Putzer G, Walpoth B, et 
al. Accidental hypothermia–an update. Scand J Trauma Resusc Emerg Med. 
2016;24:111.

88. Tran LT, Park S, Kim SK, Lee JS, Kim KW, Kwon O. Hypothalamic control of 
energy expenditure and thermogenesis. Exp Mol Med. 2022;54:358–69.

89. Kephart M. A 10x Visium Approach: a spatial RNA-Seq analysis of renal tissue 
in Peromyscus eremicus. Durham: University of New Hampshire; 2023.

90. Marquez-Galera A, de la Prida LM, Lopez-Atalaya JP. A protocol to extract 
cell-type-specific signatures from differentially expressed genes in bulk-tissue 
RNA-seq. STAR Protocols. 2022;3:101121.

91. Yue L, Liu F, Hu J, Yang P, Wang Y, Dong J et al. A guidebook of spatial tran-
scriptomic technologies, data resources and analysis approaches. Comput 
Struct Biotechnol J. 2023.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations. 


	The multi-tissue gene expression and physiological responses of water deprived Peromyscus eremicus
	Abstract
	Introduction
	Methods
	Animal Care, RNA extraction, and sequencing
	Genome alignment and Differential Gene expression
	Weighted Gene Correlation Network Analysis
	Canonical Correlation Analysis
	Gene Ontology
	Consensus gene list and KEGG pathway analysis

	Results
	Genomic data
	Electrolytes and physiological phenotypes
	Differential gene expression
	Weighted gene correlation network analysis
	Gene ontology
	Canonical correlation analysis
	Consensus gene set

	Discussion
	Global response to acute water deprivation
	Tissue specific responses

	Conclusion
	References


