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Highlights:
● Immunity is shaped by stress and energetic pressures associated with social status
● Dominant and subordinate mice favor adaptive and innate immunity, respectively
● Dominants increase expression of genes involved in energy production
● Wound healing and DNA repair genes are upregulated in subordinates
● Genes related to maintaining and signaling social status are upregulated in dominants
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Abstract
Social status is a critical factor determining health outcomes in human and nonhuman social
species. In social hierarchies with reproductive skew, individuals compete to monopolize
resources and increase mating opportunities. This can come at a significant energetic cost leading
to trade-offs between different physiological systems. Particularly, changes in energetic
investment in the immune system can have significant short and long-term effects on fitness and
health. We have previously found that dominant alpha male mice living in social hierarchies
have increased metabolic demands related to territorial defense. In this study, we tested the
hypothesis that high-ranking male mice favor energetically inexpensive adaptive immunity,
while subordinate mice show higher investment in innate immunity. We housed 12 groups of 10
outbred CD-1 male mice in a social housing system. All formed linear social hierarchies and
subordinate mice had higher concentrations of plasma corticosterone (CORT) than alpha males.
This difference was heightened in highly despotic hierarchies. Using flow cytometry, we found
that dominant status was associated with a significant shift in immunophenotypes towards
favoring adaptive versus innate immunity. Using Tag-Seq to profile hepatic and splenic
transcriptomes of alpha and subordinate males, we identified genes that regulate metabolic and
immune defense pathways that are associated with status and/or CORT concentration. In the
liver, dominant animals showed an up-regulation of specific genes involved in major urinary
production and catabolic processes, whereas subordinate animals showed an up-regulation of
genes promoting biosynthetic processes, wound healing, and proinflammatory responses. In
spleen, subordinate mice showed up-regulation of genes facilitating oxidative phosphorylation
and DNA repair and CORT was negatively associated with genes involved in lymphocyte
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proliferation and activation. Together, our findings suggest that dominant and subordinate
animals adaptively shift energy investment in immune functioning and gene expression to match
their contextual energetic demands.

Keywords; dominance hierarchy, energy metabolism, immune function, immunophenotype,
social status
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1. Introduction
Social status is a significant factor affecting health outcomes in human and non-human
social animals (Goymann and Wingfield, 2004; Sapolsky, 2004). One way social status impacts
health is by shaping immune function (Bartolomucci et al., 2001; Habig and Archie, 2015; Lea et
al., 2018; Snyder-Mackler et al., 2016). For animals living in social dominance hierarchies,
social status is linked to specific behavioral repertoires and access to energetic resources,
territory, and mates. For example, higher-ranking males tend to monopolize access to food and
consume more than lower-ranking males; however, they also tend to expend more energy
patrolling territory and investing in reproductive behavior than lower-ranking males (Lee et al.,
2018, 2017; O’Connell and Hofmann, 2011). Disparate access to resources and energy
expenditure associated with social status impacts the amount of energy available to maintain the
immune system (Klein and Nelson, 1999). In this way, social status shapes how finite energy is
allocated amongst the immune system and other sub-physiological systems such as reproduction,
locomotion, thermogenesis, and cellular maintenance.
The direction and degree to which an animal’s social status influences energy allocation
to immune function and health outcomes varies by sex, species, and the specific social dynamics
of their social group (Beery et al., 2020; Habig et al., 2018; Habig and Archie, 2015; SnyderMackler et al., 2020). In humans, low socioeconomic status (SES) is associated with an
exaggerated inflammatory response to stress (Jiang et al., 2020), higher risk of infection and
disease (Adler et al., 1994; Cohen et al., 2008; Forastiere et al., 2007), and mortality (Chetty et
al., 2016; Elo, 2009). Similarly, low status female rhesus monkeys exhibit dysregulated
hypothalamic-pituitary adrenal axis (HPA) activity (Tung et al., 2012) as well as an immune
system biased towards a proinflammatory, antibacterial response and away from an antiviral
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response, the reverse of what is observed in high status females (Snyder-Mackler et al., 2016). In
contrast, high status male baboons show a heightened inflammatory response to bacterial
infection (Lea et al., 2018). Such species and sex-specific differences in the association between
social status and immune phenotype suggests that social context is an important determinant of
how energy is allocated towards immune function. The mechanisms by which social context
influences immune function is yet to be precisely determined.
One proposed framework for how high social status leads to compromised immune
function is the life-history trade-off hypothesis. Within this framework, high-status individuals
direct energy away from immune processes and prioritize the energy towards immediate
reproductive success, which can result in compromised long-term immune function and health
(Mills et al., 2010, 2009; Sheldon and Verhulst, 1996). For example, male jungle fowl that invest
heavily in sexual signals to attract females show lower levels of circulating lymphocytes (Zuk et
al., 1995). In male bank voles, high reproductive effort is associated with increased parasite
infection rates and low survival rates (Mills et al., 2010). Another explicative framework is the
stress response hypothesis that proposes that low social status has a detrimental impact on
immune function (Dhabhar, 2009; Glaser and Kiecolt-Glaser, 2005). When living in groups, lowrank individuals often demonstrate compromised immune systems and worse health outcomes,
such as high mortality rates and slow wound healing, even without physical injury or with access
to ample nutritional resources (Archie et al., 2012; Blanchard et al., 1985; Koolhaas et al., 1997).
These outcomes are likely induced through low-rank individuals experiencing chronic
psychosocial stress characterized by a loss of control, a lack of predictability over their social
environment, and a loss of outlets for frustration (Sapolsky, 1994). The health outcomes of this
chronic psychosocial stress have been demonstrated in the resident-intruder paradigm and the
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social defeat paradigm; socially defeated animals exhibit prolonged elevation of
proinflammatory cytokines, diminished splenocyte proliferation, and slow wound healing
(Archie et al., 2012; Bartolomucci et al., 2001; Engler et al., 2004; Hodes et al., 2014; McKim et
al., 2016; Sapolsky, 2005). Notably, these effects are only observed in animals who are
susceptible to social defeat stress, as characterized by social avoidance following the contest, and
not in resilient animals (Hodes et al., 2014; McKim et al., 2016). These hypotheses are not
necessarily mutually exclusive as high and low status may both impact immune functioning
negatively depending on the current social environment.
In this study, our aims were to investigate whether the daily energetic demands and
stressors associated with social status shape immune function. We used an established social
dominance paradigm in which cohorts of 10-12 male CD-1 mice live in an ethologically relevant
group housing system and reliably form stable linear hierarchies (So et al., 2015; Williamson et
al., 2016). As a social hierarchy is established, each animal occupies a unique social rank and
dramatically different behavioral phenotypes emerge between ranks. The highest ranking male
(alpha) exhibits higher rates of aggression compared to all other individuals, is more active in
patrolling territory and eats and drinks more frequently (Lee et al., 2018). Alpha males also face
further metabolic energy demands as they increase their production of major urinary proteins
(MUPs) in the liver, which are then deposited for scent-marks and used to signal their dominance
status to other animals (Lee et al., 2017; Nelson et al., 2015). Ranked below the alpha are the
sub-dominant individuals who initiate aggression towards relatively subordinate individuals
despite repeatedly receiving high levels of aggression from relatively more dominant individuals.
Subordinates are the lowest ranking individuals who rarely show aggression. While these statusrelated phenotypes are typically consistent across cohorts, there can be some variation in the
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degree of aggressiveness (i.e., despotism) exhibited by alphas. Highly despotic alpha males exert
frequent aggression and inhibit aggressive behavior of all other group members, and notably,
subordinate individuals living with highly despotic alpha males exhibit elevated basal plasma
corticosterone (CORT) concentrations (Williamson et al., 2017).
This accumulating evidence demonstrates the social dominance paradigm is uniquely
suited to investigate the relationship between social status, metabolism, and immune function.
We hypothesized that the energetic demands of establishing and maintaining dominance in a
hierarchy would reshape immune profiles such that energy allocation would be polarized towards
cheaper adaptive immune components and less towards more energetically expensive innate
immune components (Habig et al., 2018; Habig and Archie, 2015; Lee, 2006). In accordance
with this hypothesis, we predicted the occurrence of shifts in metabolism markers indicative of
higher energy expenditure. Moreover, we predicted this same framework would hold true for
more subordinate individuals, such that they would have enough energy to allocate towards
innate immune components as it would facilitate recovery from injuries (Archie et al., 2012;
Kiecolt-Glaser et al., 1995). To test the hypotheses, we measured immune cell composition and
plasma CORT from peripheral blood of male CD-1 mice before and after the formation of social
hierarchies. As a proxy measurement of long-term stress exposure (Lee et al., 2010; Lee et al.,
2011), we measured Fkbp5 DNA methylation levels. Lastly, we profiled the hepatic and splenic
transcriptomes to investigate the expression pattern of genes involved in energy metabolism and
the immune system function. Taken together, this study adds multifaceted insights on the
physiological mechanism of how social information is translated into adaptive energy allocation
to sub-physiological systems essential to reproductive efforts and long term health.
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2. Materials and Methods
2.1 Behavioral experiment procedure
The timeline and behavioral procedures are summarized in Fig. 1A.
2.1.1 Animals
A total of 120 male outbred CD-1 mice were used in the current study. Mice at 7 weeks of age
were obtained from Charles River Laboratories (Wilmington, MA, USA) and housed in pairs for
10 days in standard sized cages (27 × 17 × 12 cm) surfaced with pine shaving bedding (Nepco,
Warrensburg, NY, USA). Standard chow and water were provided ad libitum. All mice were
individually marked with a blue non-toxic animal marker (Stoelting Col., Wood Dale, IL, USA).
All experiments and housing mice were approved and conducted in accordance with the
University of Texas at Austin Institutional Animal Care and Use Committee (IACUC Protocol
No. AUP-2018-00119) and National Health Institute (NIH; Bethesda, MD, USA) animal care
guidelines.
2.1.2 Housing
Mice were housed in the animal facility in the Department of Psychology at the University of
Texas at Austin on a 12:12 light-dark cycle with white light on at 2300h and red light on at
1100h. The room was kept under constant temperature (21–24 °C) and humidity (30–50%).
Animals were housed in pairs for 10 days and their dyadic dominant-subordinate status were
determined via observation (see below). At Zeitgeber time 11 (ZT11) on the 11th day of pair
housing (PD11 = group housing day GD01), groups of 10 mice were weighed and assigned into
group housing vivaria (see Fig. 1A). We assigned mice from each pair to different social groups
so that all animals had no previous experience with any other animal in the social group. Each
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social group consisted of 5 dominant males and 5 subordinate males from pairs. The group
housing vivaria (Fig. 1C) were constructed as previously described (Williamson et al., 2016).
Briefly, each vivarium consists of an upper level with multiple shelves (total available surface:
36,000 cm2 = 3 floor x 150 cm x 80cm) and a lower level with five connected nest boxes (2,295
cm2 = 5 cages ×27 cm ×17 cm). The total surface of a vivarium is 62,295 cm2 (6,230 cm2 per
mouse) and was covered in pine shaving bedding. Food and water were provided at the top of the
vivarium ad libitum and mice could access all levels of the vivarium through interconnected
tubes, nest boxes and shelves.
2.1.3 Submandibular blood collection
At ZT06 on day 9 of pair housing (PD09), 150-200ul of blood was collected from each mouse
via submandibular puncture as described in Golde et al., (2005). Once enough blood was
collected 2-3 seconds after the puncture, the puncture site was immediately pressed gently with
sterile gauze to stop bleeding. Mice were monitored thoroughly for any sign or injury or pain
after they returned to home cages. Blood samples were collected in EDTA-coated BD
Microtainer tubes (Becton Dickinson, and Company, Franklin Lakes, NJ), gently inverted a few
times then stored on ice for 30-60 minutes before subsequent procedures. 100ul of blood aliquots
were used for flow cytometry. The rest of blood samples, usually ~50ul, were centrifuged
(14,000xg for 10 min at 4°C). Plasma was collected and stored at -80°C.
2.1.4 Tissue harvest and trunk blood collection
At ZT06 on day 15 of group housing (GD15), mice were retrieved from the group housing
system. Mice were weighed and euthanized via decapitation. Trunk blood samples were
collected into EDTA-coated Vacutainer tubes (Becton Dickinson) and gently inverted a few
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times and stored on ice for 45-60 minutes prior to subsequent procedures. As above, 100ul
aliquot of blood samples were used for flow cytometry. 200ul of blood aliquots were centrifuged
to collect plasma (stored at -80°C until corticosterone assay), then subsequently processed for
gDNA extraction within 4 hours of the collection. Anogenital distance, the distance between the
center of the anus and the base of the genitalia, was measured with a digital caliper as previously
described (Ophir and delBarco-Trillo, 2007). Spleen was dissected carefully to exclude fat mass
attached to it and weighed with a highly sensitive scale with accuracy level to 0.0001g. Livers
and spleens were fresh frozen in a hexane cooling bath chilled on dry ice then stored in -80°C
until RNA extraction.
2.1.5 Social behavior observations
All behavioral observations were conducted during the dark cycle as described previously (Lee
et al., 2017; So et al., 2015; Williamson et al., 2016). Briefly, during pair housing, behavioral
observations were undertaken 1 hour each day to determine dyadic dominant-subordinate status.
After 7 days of observation, we determined a mouse in a pair to be dominant if a mouse had
more than three consecutive wins over its cagemate. During the 14 days of group housing, an
average of 2.12 hours of daily behavioral observations were conducted on each social group.
Trained observers used all occurrence sampling to record social interactions between two mice.
In detail, the observers recorded the initiator and the responder of each social interaction, and
specific behavior(s) exhibited by each animal based on the ethogram presented in Supplemental
Table S1. Data were collected using either Android devices or Apple iPad and directly uploaded
to a timestamped Google Drive via a survey link.
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2.2 Biological sample processing methods
2.2.1 Genomic DNA extraction and bisulfite pyrosequencing
200ul aliquots of blood samples collected on GD15 were used for genomic DNA (gDNA)
extraction for bisulfite pyrosequencing using MasterPure DNA Purification kits (Lucigen,
Middleton, WI, USA) according to the manufacturer’s protocol. We used a Take3 plate and
Biotek multimode-microplate reader to determine DNA concentration. 500ng of gDNA for each
sample was submitted to EpigenDX (Hopkinton, MA, USA) for standard bisulfite
pyrosequencing procedures with primer sets developed by EpigenDX. Based on previous studies
(Ewald et al., 2014; Kitraki et al., 2015; Y. S. Lee et al., 2010), we chose the assay that measures
DNA methylation levels across three CpGs site located ~200bp upstream of Exon 5 of Fkbp5
gene.
2.2.2 Corticosterone enzyme immunoassays
Plasma samples were diluted 1:125 fold with assay buffer and were run in duplicate according to
the manufacturer’s instruction (K-014, Arbor assays, Ann Arbor, MI).
2.2.3 Immunophenotyping using flow cytometry
We designed two-panel multicolor flow cytometry analysis based on a peer-reviewed
immunophenotyping protocol, Optimized Multicolor Immunofluorescence Panel (OMIP), to
maintain the validity and reproducibility of immunophenotyping analysis. We adapted the
staining protocol and gating strategy provided in OMIP-032, Unsworth et al. (2016) with a few
modifications. 150ul aliquots of blood samples collected on PD09 or GD15 were lysed with 2ml
of red blood cell lysis buffer (Qiagen, Hilden, Germany) in 5ml Eppendorf tubes for 5 minutes.
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Separated white blood cells were blocked with 1:100 Fc-Block (BD Biosciences) for 20 mins at
4°C in darkness. Each blocked sample was speared into two tubes and stained with cocktails of
antibodies for 30 mins at 4°C in darkness. Two panels of antibody cocktails were designed to
detect specific immune cells in the blood (Panel 1: neutrophil, macrophage, monocytes,
lymphoid dendritic cells, myeloid dendritic cells; Panel 2: natural killer cells, B cells, Helper T
cells, cytotoxic T cells). Detailed information on the antibodies used for fluorescent staining for
specific cell markers are listed in Supplemental Table S2. Samples were acquired on BD LSR
Fortessa X20 (BD Biosciences, East Rutherford, NJ, USA) maintained by the University of
Texas at Austin Microscopy & Imaging Facility via FACS Diva software (BD Biosciences). We
followed gating strategies described in Unsworth et al. (2016) which allows us to exclude dead
cells and debris and to discriminate doublets from singlets. Raw data was analyzed via FlowJo
v10 (TreeStar, Ashland, OR, USA).
2.2.4 RNA extraction from liver and spleen tissue samples
For RNA sequencing, we selected livers and spleens of alpha (Rank 1) and the most subordinate
mice (Rank 10) from each cohort based on their David’s score and Glicko rating (see below).
The alpha male at GD15 from Cohort G was excluded from the analysis as they displaced the
initial alpha male (see Fig. S2). We dissected ~30mg of the liver and spleen into 2ml Reinforced
Microvials (2007, BioSpec Products, Inc., Bartlesville, OK) containing 1mm zirconia/silicon
beads (11079110z, BioSpec). Dissected tissue samples were homogenized in 500ul lysis buffer
(Thermo Fisher Scientific, Waltham, MA; MagMax Total RNA isolation kit, Cat. No. A27828)
with 0.7% beta-mercaptoethanol using the beads beater (607, Bio Spec). Lysates were incubated
at room temperature for 5 minutes and 100ul aliquots of homogenates were proceeded to RNA
extraction on the KingFisher Flex (Thermo Fisher Scientific, Cat. No. 5400630l) with an
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additional DNase step added according to the manufacturer’s protocol. RNA quality was
determined using a RNA 6000 Nano Assay with BioAnalyzer (Agilent Technologies, Santa
Clara, CA) and RNA concentration was determined with Quant-it RNA High Sensitivity assay
kit (Thermo Fisher Scientific, Cat. No. Q33140). RNA samples were normalized to 100ng/ul and
stored at -80°C before submission for sequencing. Extracted RNA samples were processed at the
Genome Sequence and Analysis Facility at the University of Texas at Austin for Tag-based RNA
sequencing. This method is a cost-effective and highly reliable approach specifically designed to
measure abundances of polyadenylated transcripts yielding data for differential gene expression
analysis in well annotated genomes (Lohman et al., 2016; Meyer et al., 2011). Libraries were
constructed with a protocol described in Lohman et al. (2016). Reads were sequenced on the
NovaSeq 6000 SR100 with minimum reads of 4 million and the target reads per sample of 5
million.
2.3 Statistical analysis
All statistical analyses were undertaken in R version 4.0.3 (R Core Team, 2021).
2.3.1 Emergence of hierarchies and group dominance structure, and determination of
individual dominance ranks, Glicko ratings, and David’s scores
For each social group, we calculated five dominance structure measures as previously described
(Williamson et al., 2019, 2016). Briefly, we calculated Landau’s h value and triangle transitivity
(ttri) to confirm the linearity of the social hierarchies. Both range from 0 to 1 with 1 indicating
the hierarchy is perfectly linear. Significance tests were conducted and p-values determined
using 10,000 Monte-Carlo randomizations (de Vries, 1995; McDonald and Shizuka, 2012) using
the compete R package (Curley, 2016). We used despotism (Williamson et al., 2016) to
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determine the degree to which alpha males dominated all other individuals. Despotism is defined
as the proportion of all wins by the alpha male of the group over the total number of aggressive
interactions observed within the group. We used the Glicko rating system (Glickman, 1999) to
confirm the emergence of individual ranks across observed aggressive interactions. Briefly, all
individuals start with the same initial rating (2200). Then rating points are added for a winner or
subtracted for a loser after each aggressive interaction. The degree of points added or subtracted
is based on the difference in ratings between the winner and the loser (See Williamson et al.,
(2016) for more information). Finally, we measured the individual David’s score of individuals
based on the win-loss sociomatrices. David’s score is a win proportion measure adjusted for
opponent’s relative dominance in the hierarchy (Gammell et al., 2003) and was calculated using
the compete R package (Curley, 2016). With David’s score, mice can be then further categorized
into three distinct social status groups: alpha (rank 1, the highest David’s score), subdominant
(David’s score >=0), and subordinate (David’s score <0) as previously described in Lee et al.
(2017, 2018).
2.3.2 Statistical analysis of biological measurements
All Bayesian (generalized) linear regressions were fitted using the R package brms (Bürkner,
2020). The convergence of each model was tested with the Gelman-Rubin convergence statistic
and we confirmed all models converged (Rhat = 1). Throughout the manuscript, we discuss
parameter estimates to be statistically significant when the 95% credibility interval (CI) does not
overlap 0. Spleen weight is analyzed as relative weight to the body weight (absolute spleen
weight/ body weight). Growth rate is defined as body weight change during group housing
proportional to the original body weight ((body weight at GD14 - GD01)/GD01 *100).
Proportion of each immune cell type was scaled and centered prior to analysis. We tested the
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association between the adjusted spleen weight or DNA methylation % of each CpG sites (CpG
1, CpG 2, CpG 3) against David’s score, frequency of wins or losses, growth rate with a
Gaussian distribution with social group ID as a random factor. We tested if there is a difference
in each cell proportion between dominant and subordinate mice within each pair from the blood
collected at the end of the pair housing (PD09) with pair housing social status as a fixed factor
and pair housing ID as a random factor. Similarly, we tested the effect of social dominance on
immune cell proportion measured on GD14 with David’s score as a fixed factor and social group
ID as a random factor. To see if the level of a specific type of immune cells in the peripheral
blood prior to group housing (blood collected on PD09) predict the David’s score of each
individual in the social hierarchies, we fitted proportion of each type of immune cells measured
by flow cytometry against David’s score with a Gaussian distribution with social group ID and
pair housing ID as random factors. We tested whether there is significant change in the
proportion of cells from blood collected on PD09 (2 days prior to the start of group housing) and
on GD14 (the end of group housing period) with blood collection day (PD09 and GD14) as a
fixed factor and a random slope and subject ID and as a random intercept.
2.4 Transcriptomic data analysis
The workflow of transcriptome data analysis is summarized in Fig. 1B.
2.4.1 TagSeq data processing
Raw reads were processed to obtain gene count data by following the TagSeq data processing
pipeline provided based on Meyer et al. (2011) and Lohman et al. (2016). Briefly, customized
perl script utilizing FASTX-Toolkits (Hannon, 2010) CUTADAPT v. 2.8 (Martin, 2011) was
used to remove reads with a homo-polymer run of “A”≥8 bases and retain reads with minimum
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20 bases and removal PCR duplicates. Processed reads were then mapped to the Mus Musculus
reference genome (Ensembl release 99) using Bowtie2 (Langmead and Salzberg, 2012). Quality
of raw sequence data was checked with FastQC (Andrews, 2010).
2.4.2 Deconvolution
We used Cell-type Identification By Estimating Relative Subsets Of known RNA Transcripts
(CIBERSORT) (Newman et al., 2019) deconvolution algorithm to estimate abundances of
immune cell types from RNAseq data. Tissue-specific training datasets for mouse species were
obtained from Chen et al. (2018) and uploaded to CIBERSORTx website and the analysis for
each tissue was performed with 1000 permutations, relative run mode, disabled quantile
normalization and batch correction. With those immune cell types showing high abundance in
each tissue, we tested whether cell abundance is different between alpha and subordinate mice by
fitting Bayesian regression with social group ID as a random factor.
2.4.3 Differential gene expression (DGE) analysis
Principal component analysis was conducted with filtered gene counts data (filtered out genes
with less than 10 counts for each sample) with a voom transform. We used the limma R package
(Smyth et al., 2021) to identify differentially expressed genes (DEGs) in liver and spleen
transcriptome data respectively with i) social status (alpha vs. subordinate) and ii) GD14 plasma
corticosterone (CORT) concentrations. Raw p-values are adjusted via empirical false discovery
rate (eFDR) (Storey and Tibshirani, 2003). We permuted sample labels for 5000 times and
obtained a null distribution of p-values to estimate empirical false discovery rate. We set a
threshold for differentially expressed genes as 15% change of the absolute values of log2 fold
change at the empirical false discovery rate (eFDR) of 5%. Enriched gene ontology (GO)
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analysis was conducted to explore functional differences among four different groups of DEGs
(upregulated in alphas vs. in subordinates, positively vs. negatively associated with
corticosterone). We used the clusterProfiler R package (Yu et al., 2020) to test statistical overlap
between annotated biological and functional significance in each DEG set.
2.4.4 Weighted gene co-expression network analysis (WGCNA)
Weighted gene co-expression network analysis was performed using the WGCNA R package
(Langfelder and Horvath, 2008). As we collected 11 samples from alpha males and 12 samples
from subordinates and the use of WGCNA analysis is recommended to use with a total sample
number greater than 20, we aggregated count data across social status groups (total of 23
samples) and constructed one gene co-expression network independently for each tissue
transcriptome. Both WGCNA models were constructed in signed hybrid mode with minimum
module size set as 30 genes. The power values were set 6 for liver transcriptome and 18 for
spleen transcriptome. Gene counts were normalized with the limma (Smyth et al., 2021) package
and genes that have low expression counts (<50) in more than 90% of samples were filtered out
prior to network construction. Based on the scale-free topology criterion (Zhang and Horvath,
2005), we set the power parameter as 5 for liver, 14 for spleen transcriptome to construct a
signed hybrid correlation network. Linear mixed effects model was performed with each
behavioral or biological measurement as a fixed factor and social group ID as a random factor to
determine the association between each module eigengene and other traits of interest. Enriched
gene ontology (GO) analysis for genes contained in each module was conducted via the
clusterProfiler R package (Yu et al., 2020). For the modules of interest noted on Fig. 3C, we
constructed protein-protein interaction (PPI) network based on STRING database which contains
known and predicted protein-protein interactions (Szklarczyk et al., 2019) to identify genes

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

playing a critical role in each module. The construction and visualization was performed by the
STRINGdb R package (Franceschini, 2021). We entered mouse entrez IDs of genes in each
module to GeneWalk software (version 1.5.2) to identify relevant GO terms for genes of interest
in each module and further identify regulator genes and moonlighter genes.
2.4.5 Differential co-expression network analysis (CoDiNA) To investigate genes potentially
playing critical roles in a specific condition (alpha or subordinate status), we applied Coexpression Differential Network Analysis (CoDiNA) (Gysi et al., 2020). In the transcriptome of
each tissue, gene co-expression networks are constructed with data from alpha males and
subordinates separately, calculating a weighted topological overlap (wTO) value for each geneto-gene connection (link) present in each network (Gysi et al., 2020). Subsequently, we filtered
the links with top 1% absolute wTO values and entered them to CoDiNA (liver transcriptome:
0.378 ; spleen: 0.794). CoDiNA identifies alpha links (links that are present in both alpha and
subordinate gene networks in the same direction), beta links (present in both conditions but coexpressed in the opposite direction) and gamma links (specific only to one condition and does
not exist in the other condition).

3. Results
We housed 120 male CD-1 mice in pairs in standard-size cages for 10 days (Fig. 1A) and
determined their dyadic social status based on aggressive interaction observed between pair
housing day (PD) 06-10. Then we assigned mice from each pair to different social groups of ten
mice each, counterbalancing the number of pair-dominant and pair-subordinate mice in the
newly formed social group. Each mouse social group was housed in a group housing system
(Fig. 1C) designed to mimic the natural habitat of wild mice (Berry, 1970; Williamson et al.,
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2016) for 14 days. Trained observers recorded aggressive interactions noted on the ethogram
(Supplemental Table S1) every day during group housing periods (median of total observation
hours 29.5, interquartile range (IQR) = (28.8 – 30.2)).
3.1 All social groups form significantly linear hierarchies.
All 12 social groups in the current study formed significantly linear dominance hierarchies
(Table S3; Landau’s h value = median 0.89, IQR = (0.82 – 0.93), all p-value < 0.01; triangle
transitivity = 0.91 (0.83 – 0.97), all p-value < 0.01). Significantly high directional consistency
across all social groups (0.93 (0.92 – 0.95)) indicated that most of the wins were directed from
dominant to subordinate males. The despotism of each group varied with a median and IQR of
0.45 (0.42 – 0.60) ranging from a minimum of 0.33 to a maximum of 0.63. Fig. 1D & Fig. 1E
show the win/loss sociomatrix and temporal dynamics of Glicko ratings of each mouse in an
exemplar cohort (Cohort I). The sociomatrices and Glicko rating graphs of all cohorts are
provided in Supplemental Figure S1 and Supplemental Figure S2. In one cohort (Cohort G) the
original alpha male was displaced by the beta male on day 6 of group-housing, but the linearity
and stability of the hierarchy were quickly re-established and maintained.
3.2 Dominant mice in pairs show higher concentrations of corticosterone than
subordinates.
We measured concentrations of plasma CORT from all subjects twice at Zeitgeber time 06, on
the pair housing Day 9 (PD09) and on the last day of group housing (GD14). In pair housing,
dominant mice had significantly higher CORT than subordinate mice (Fig. 2A; parameter
estimates bDom-Sub: 36 ng/ml, 95% credibility intervals (CI) = [12,59]).
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3.3 Subordinate mice in social hierarchies show higher concentrations of corticosterone and
the difference is greater in despotic hierarchies.
The relationship between CORT and social status was reversed after two weeks of living in
social hierarchies. We categorized the 12 social groups into high- and low-despotism hierarchies
using the same cut-off value as in previous studies (0.5, within the scale 0 to 1; Williamson et al.,
2017). In both high- and low-despotism social groups, alpha males had significantly lower
CORT than subordinate males (Fig. 2B; high-despotism: balpha-subordinate = -154 ng/ml [-215,-89];
low-despotism: balpha-subordinate = -108 [-203,-15]). In the highly despotic hierarchies, we observed
significant differences between alphas and subdominants (balpha-subdominant = -86 [-154,-18]) and
between subdominants and subordinates (bsubdominant-subordinate = -67 [-112,-22]). These differences
were not significant in the low-despotism hierarchies. These effects of social status on
circulating CORT across housing conditions and hierarchy despotism replicate our previous
findings (Williamson et al., 2017). Additionally, we tested if the large variation of CORT in the
subordinate population in hierarchies (Fig. 2B) might be explained by varying levels of received
aggression, spleen weights, or pair housing social status. However, we did not find any
significant associations.
3.4 Subordinate mice in pairs show a higher proportion of monocytes,
monocyte:lymphocyte ratio (MLR), and neutrophil:lymphocyte ratio (NLR) in blood.
We assessed immunophenotypes of all animals before (PD09) and after (GD14) social hierarchy
formation. Using two-panel multicolor flow cytometry, we measured the proportion of immune
cells in peripheral blood involved in innate (macrophages, monocytes, neutrophils, natural killer
(NK) cells, lymphoid dendritic cells (DCs), myeloid DCs), and adaptive (B cells, cytotoxic and
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helper T cells) immunity (Unsworth et al., 2016). Additionally, we also analyzed
monocyte:lymphocyte ratio (MLR) and neutrophil:lymphocyte ratio (NLR). High values of these
ratios indicate inflammation (Mazza et al., 2018; Xiang et al., 2018). Mice that were subordinate
in pair housing had significantly higher monocytes (bDom-Sub = -0.53 [-0.99, -0.09]), and a trend
towards more macrophages (bDom-Sub = -0.44 [-0.84, 0]), neutrophils (bDom-Sub = -0.29 [-0.65,
0.04]) and NK cells (bDom-Sub = -0.42 [-0.9, 0.07]) (Fig. 2C). Further, subordinate mice had
significantly higher MLR and NLR ratios (MLR: bDom-Sub = -0.53 [-1.00, -0.06]; NLR: bDom-Sub =
-0.28 [-0.58, -0.01]) than dominant mice. These findings are consistent with socially defeated
individuals that exhibit an elevated inflammation response (Hodes et al., 2014; Powell et al.,
2013).
3.5 Macrophage proportion prior to group housing predicts final social status in
hierarchies.
We tested if cell proportions measured prior to hierarchy formation predicts individual final
social rank in hierarchies. Mice with higher levels of macrophages before hierarchy formation
were more likely to occupy a lower social position in the hierarchy regardless of their pairhousing dominance status (-0.54 [-1.06, -0.03], Supplemental Figure S3).
3.6 Subordinate mice in hierarchies show lower B and cytotoxic T cell % and higher NLR
in blood.
Social status measured by David’s scores was associated with immunophenotypes measured on
GD14 (Fig. 2D). More dominant (higher David’s score) males had significantly higher levels of
B cells (0.13 [0.04, 0.22]) and cytotoxic T cells (0.10 [0.02, 0.19]) and lower levels of
neutrophils (-0.07 [-0.14, -0.01]) than lower-ranked individuals. Subordinate mice also had a
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trend towards more macrophages (-0.03 [-0.1, 0.02]) and monocytes (-0.03 [-0.11, 0.04]) than
higher-ranked mice. Consistent with this, high ranked individuals had significantly higher NLR
(-0.10 [-0.17, -0.02]) and a trend towards higher NK cells (0.03 [-0.05, 0.1]) and helper and
cytotoxic T cells (0.07 [-0.03, 0.19]) than lower-ranked individuals.
3.7 Mice show significant changes in cell proportions after 14 days of group housing.
We tested if there are significant changes in the proportion of each cell type after being housed in
group housing for 14 days (Supplemental Figure S4). We found there are significant decreases in
B lymphocytes (-0.91 [-1.14, -0.68]), cytotoxic T lymphocytes (-0.40 [-0.64, -0.16]), and
significant increases in levels of monocytes (0.40 [0.13, 0.66]) and neutrophils (0.79 [0.53,
1.04]), as well as MLR (0.57 [0.29, 0.86]) and NLR (0.81 [0.53, 1.09]) across all animals. While
there was not a statistically significant interaction between cell proportion change and social
status, B cell % decreased 10.2% in subordinates (29.9 to 19.8%) compared to alphas decreasing
5.3% (31.6 to 26.3%).
3.8 DNA methylation levels of the Fkbp5 gene are not associated with social dominance.
Previous studies (Ewald et al., 2014; Kitraki et al., 2015; Lee et al., 2011) suggest that chronic
CORT administration is linearly associated with higher Fkbp5 gene expression and lower Fkbp5
DNA methylation levels in various tissues including blood cells in mice. We assayed DNA
methylation levels across three CpG sites located ~200bp upstream of Exon 5 of the Fkbp5 gene
as a proxy of chronic circulating CORT concentrations. DNA methylation levels of each CpG
site were not associated with either David’s score measure of social dominance (Fig. 2E) nor
CORT concentrations on GD14 (Supplemental Figure S5).
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3.9 Spleen weight is associated with social dominance and alpha males with higher
despotism show higher spleen weights.
Mice with lower David’s score had relatively higher spleen weight (adjusted for body weight,
mg/g) (Fig. 2F; -0.10 [-0.16, -0.03]). The spleen weight of each alpha male from each social
hierarchy was compared against their despotism. Alpha males with higher despotism showed
significantly higher spleen weight (Supplemental Figure S6; 2.71 [0.94, 4.55]).
3.10 Deconvolution of hepatic and splenic transcriptome reveals differences in the
estimated immune cell proportion between alpha and subordinate mice.
The spleen and liver perform numerous functions involved in the immune response, including
development, storage and blood trafficking of lymphocytes, the production of antibodies, and
filtering out and breaking down old or damaged blood cells while harboring their useful
components (Carsetti et al., 2004; Jenne and Kubes, 2013; Tarantino et al., 2013). Thus, we
isolated total RNA from liver and spleen tissues of the alpha (Rank 1) and the most subordinate
(Rank 10) mice in each social group. We used Tag-based RNA sequencing (Tag-Seq; Lohman et
al., 2016) and followed standard raw data processing pipelines to obtain raw count data (see
Section 2.4 for more details).
To determine abundance of immune cell types in liver and spleen transcriptome data, we used a
Cell-type Identification By Estimating Relative Subsets Of known RNA Transcripts
(CIBERSORT) (Newman et al., 2019) deconvolution algorithm. Tissue-specific training datasets
for mouse species were obtained from Chen et al., (2018). In the hepatic transcriptome, the most
abundant cell types were B cells, macrophages, monocytes, and T cells and there were no
significant differences between alpha and subordinate mice (Fig. 3A). In the splenic
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transcriptome, the estimated proportion of B cells was significantly higher in alpha male samples
compared to those of subordinate males. In contrast, the macrophage proportion was
significantly higher in subordinates than in alphas. High levels of innate immune cells in spleen
and blood of subordinate males in this study has also been observed in stress-susceptible and
socially defeated male mice in social stress paradigms (Ambrée et al., 2018; Avitsur et al., 2002;
Bartolomucci et al., 2001; Brachman et al., 2015; Engler et al., 2004; Hodes et al., 2014; McKim
et al., 2016; Niraula et al., 2018; Wohleb et al., 2014).
3.10 Mice living in social hierarchies show distinct transcriptomic profiles according to
social status and plasma corticosterone concentrations.
We used the limma R package (Smyth et al., 2021) to identify differentially expressed genes
(DEGs) in liver and spleen transcriptome data with respect to i) social status (alpha vs.
subordinate) and ii) group-housing day 14 (GD14) CORT levels. Differentially expressed genes
were considered if the absolute values of log2 fold change were greater than 15% at an empirical
false discovery rate (eFDR) of 5% (see Section 2.4.3 for details).
Principal component analysis (PCA) revealed distinct separation between alpha and subordinate
males in the liver transcriptome (Fig. 3B), whereas PCA of the spleen transcriptome was less
separated by social status (Fig. 3C). There was no distinct pattern in the separation of PCAs of
liver and spleen transcriptome according to GD14 CORT concentrations (Supplemental Figure
S7). The QQ-plots (Fig. 3B) comparing the eFDR distribution associated with social status and
CORT indicates that in the liver transcriptome the social status effect was stronger than the effect
of CORT. The opposite pattern was observed in the splenic transcriptome. In the liver, among
the 13100 genes we tested in limma model (filter counts >20 in 90% of samples), 562 (4.3%)
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genes were differentially expressed by social status and 565 (4.3%) genes were identified as
DEGs associated with CORT (Fig. 3D). Notably, we observed a total of 24 Mup genes that were
detected in the liver transcriptome, and 88% of those genes (21 genes) were significantly
upregulated in alpha males compared to the subordinates (Supplemental Figure. S8). In the
splenic transcriptome, among 17515 genes tested in DEG analysis, social status was associated
with differential expression of 2729 (15.6%) genes and 6187 (35.3%) genes were differentially
expressed by CORT (Fig. 3E). Interestingly, a significant number of genes encoding olfactory
receptors (Olfr, 677 genes) and vomeronasal receptors (Vnmr, 204 genes) were observed. Among
those, 20% (136 genes) of the identified Olfr genes and 30% (62 genes) of the identified Vnmr
genes were identified as DEG, and all of those genes except for one gene (Vnm2r66,
downregulated in alpha) were upregulated in alpha males.
Fig. 3D and Fig. 3E summarize the results of DEG analysis and corresponding Gene Ontology
Biological Process (GO-BP) analysis for both tissue samples. Interestingly, multiple biosynthetic
processes were enriched in those genes upregulated in liver tissue of subordinates. These
biosynthesis processes have in common that they require energy, such as in the form of
Adenosine triphosphate (ATP) or nicotinamide adenine dinucleotide phosphate (NADPH)
(Barger and Plas, 2010). DEGs positively associated with CORT were enriched in the immune
effector process, leukocyte activation, adaptive immune response, and cytokine production. In
the spleen, subordinate animals exhibited an up-regulation of genes involved in DNA replication
and repair and mitotic cell cycle regulation. DEGs negatively associated with CORT in the
spleen were enriched in T cell activation and differentiation. We further explored patterns of
gene regulation across both tissues. A total of 206 genes were significantly differentially
expressed by social status in both tissues and 23% of those genes (47 genes) were expressed in
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the opposite direction. A total of 391 genes were significantly associated with CORT in liver
and spleen. 30% of those genes (119 genes) were regulated in the opposite direction by CORT.
For example, the Nr4a1 gene, which has one of the largest positive associations with CORT in
the liver and is involved in glucocorticoid receptor binding and regulation of autophagy and
apoptosis (Muller, 2017), is negatively associated with CORT in the spleen transcriptome.
3.11 Hypothesis-driven gene set exploration.
While GO analysis for up- or down-regulated genes is useful for exploring the functionality of
the DEG genes, it is also important to explore the degree and pattern of transcription of genes of
interest chosen by pre-existing hypotheses. We explored gene expression patterns of specific
gene sets associated with immune systems (innate vs. adaptive, and cytokine signaling) and
energy metabolism (fatty acid biosynthesis, oxidative phosphorylation, glycolysis) (Fig. 3F, Fig.
3G; Supplemental Figure S9). Counter to our expectations, there was no difference in the
number of genes differentially upregulated by social status in the four selected gene sets in the
liver transcriptome (Fig. 3F). In the splenic transcriptome, we observed large differences in
numbers of genes upregulated by status in each of the curated gene sets. A striking difference
was observed in the oxidative phosphorylation gene set, in which all DEGs (28%) were
upregulated in subordinate males (Fig. 3G). Similarly, the genes involved in glycolysis were
more upregulated in subordinate males (12%) compared to in alpha males (3%). In both innate
and adaptive immune system gene sets, the number of the genes upregulated in subordinates
were significantly higher than the number of genes upregulated in alpha males (alpha males:
innate 3%, adaptive 4%; subordinates: innate 10%, adaptive 13%). Additionally, based on the
previously identified GO term (Fig. 3E), we confirmed that 16% of genes in the DNA repair
gene set were upregulated in subordinates and 2% were upregulated in alphas.
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3.12 Weighted gene co-expression network analysis reveals discrete gene networks
associated with social status and other biological phenotypes.
We further explored the Tag-Seq data with Weighted Gene Correlation Network Analysis
(WGCNA). WGCNA identifies clusters of genes that behave similarly across samples
(Langfelder and Horvath, 2012, 2008). We constructed a WGCNA network for each tissue type
including both alpha and subordinate samples in each network. After identifying clusters of coexpressed genes (modules) within each network, we can calculate module eigengene (ME), the
first principal component of gene expression profiles of all genes contained in the module
(Langfelder and Horvath, 2008). We tested each ME for the association with behavioral and
biological traits measured in the study using mixed-effect linear regression (LMM) analysis
(social group ID as a random factor). Heatmaps (Fig. 4A and Fig. 4B) show beta coefficients
from the LMM for statistically significant associations between MEs and traits.
In the liver transcriptome, WGCNA identified a total of 17 modules (Fig. 4A). Among those
modules, the eigengenes of the pink and cyan modules showed striking differences between
alpha and subordinate males with no overlap between data distributions being observed. The
pink module contained genes upregulated in alpha males, including 19 Mup genes. Indeed, the
five most differentially expressed genes in the pink module were all Mup genes (Mup16, Mup17,
Mup18, Mup9, Mup11; see Supplemental Table S4 for the list of top five DEGs in the selected
modules by status or by CORT). Notably, the protein-protein interaction (PPI) network of genes
in the pink module (Supplemental Figure S10) suggests that Apoa4 and Cyp8b1 genes are closely
related to Mup gene expression. GO enrichment analysis (Fig. 4C, see Supplemental Table S5
for the list of top 10 GO terms for all modules) revealed that pink module genes are enriched for
catabolic processes of lipid, carboxylic acid, and organic acid that generally produce energy
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stored in the form of ATP or NADPH. In contrast, the cyan module genes, which are upregulated in subordinate males, were enriched with genes involved in biosynthetic processes. The
blue module was associated with social status and multiple biological measures including CORT.
Notably, ME of the blue module is positively associated with CORT only in subordinate males.
The blue module genes were enriched for biological function GO terms of wound healing,
response to wounding and blood coagulation.
In the spleen transcriptome, a total of six modules were identified by WGCNA (Fig. 4B).
Interestingly, none of the MEs were significantly associated with social status. Rather, two
modules, orange and darkgreen, represented genes that are associated with CORT (Fig. 4C). The
ME of the orange module was negatively associated with CORT and the genes in this module
were enriched for various immune functions, such as activation, proliferation and differentiation
of lymphocytes and monocytes and cytokine production. The darkgreen ME was positively
associated with CORT and represents genes involved in DNA replication and repair.
We further investigated genes in each WGCNA module with GeneWalk (Fig. 4C). GeneWalk
assembles a network of GO terms from a given set of genes and prunes the network to contain
GO terms only specific to an experimental condition. With this approach, GeneWalk is able to
curate GO terms only relevant to the given experimental condition among all GO terms
registered to each gene in a knowledge-based database (Ietswaart et al., 2021). GeneWalk also
identifies regulators and moonlighters. Genewalk identifies regulators as i) genes with high
connectivity to other genes and ii) the majority of registered GO terms of those genes are
identified relevant to the given GO term network; these transcriptional regulators are likely
inducers of transcriptional changes in other genes of their module. We highlight regulators with
highest intramodular connectivity (kIN) in Fig. 4C. Moonlighters are those genes that have high
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numbers of registered GO terms but only a low fraction of their GO terms were identified as
relevant via GeneWalk, suggesting that their role in the given condition in the study might be
specific to specific functions.
3.13 Differential co-expression network analysis (CoDiNA) reveals Hrg as a central node in
the subordinate-specific gene network in liver transcriptome.
We implemented Co-expression Differential Network Analysis (CoDiNA) (Gysi et al., 2020) in
addition to WGCNA in effort to find converging evidence on potential key driver genes specific
to social status. Briefly, a gene co-expression network is constructed for each condition of
interest (i.e., a separate network for alpha vs. subordinate males), then CoDiNA identifies coexpression patterns that are: i) present in both alpha and subordinate gene networks in the same
direction, ii) are present in both networks but expressed in the opposite direction, iii) or are
specific only to one network. We retained the top 1% highly connected links for alpha and
subordinate gene networks for differential co-expression analysis (see Section 2.4.5 for details).
Both in liver and spleen CoDiNA analysis, most of the links and gene nodes were present only in
either the alpha or subordinate network (Fig. 4D and Fig. 4E; 99% in liver , 94% in spleen). The
majority of these links were only present in the subordinate transcriptome (92% of the links in
liver, 84% of links in spleen), indicating that the subordinate specific gene networks are more
strongly interconnected than alpha networks. Consistent with this, the majority of nodes (genes)
in the subordinate gene networks were specific to those networks (52% in liver, 57% in spleen).
Conversely, fewer nodes (genes) in the alpha networks were specific to those networks (12% in
liver, 6% in spleen). Fig. 4D represents a fraction of the liver CoDiNA network (filtered to
contain top 50 genes with the highest degree centrality). Notably, among genes identified as
moonlighters in the Liver-blue module from WGCNA and GeneWalk, Hrg (a gene for histidine
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rich glycoprotein) is also the central node of the differential co-expression network identified by
CoDiNA. As Hrg is a specifically subordinate network gene node, this suggests that Hrg and
other genes closely co-expressed with Hrg are driving transcriptional adaptation to social status
in the liver.
4. Discussion
Variations in social experience are associated with changes in immune system
functioning but the directionality and magnitude of these relationships appear to be highly
context-specific. Our findings extend previous evidence to demonstrate that specific factors
related to status in male mice living in social hierarchies, namely social stress exposure and
energy requirements, shape immune and metabolic strategies.
Examination of immune cell populations in peripheral blood and RNA-seq analysis of
liver and spleen revealed status-related variation in innate versus adaptive immunity. Innate
immunity, which constitutes the first line of defense against pathogens and is metabolically more
expensive to maintain than antigen-specific adaptive immunity (Habig and Archie, 2015; Lee,
2006), appear relatively more abundant in blood and splenic tissue of subordinate male mice
compared to that of dominant male mice in both pair-housed and group-housed contexts. The
relatively low levels of energetically expensive innate immune cells in dominant males compared
to subordinate males is consistent with the life history trade-off hypothesis that dominant animals
direct most of their energy away from immune processes and towards other physiological
processes related to maintaining their high status (Habig and Archie, 2015; Lee, 2006).
Accordingly, we found that peripheral blood and splenic tissue of group-housed, but not pairhoused, dominant mice contain relatively higher proportions of cells involved in the
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energetically cheap adaptive immune response that is designed to defend against specific acute
stressors that are potentially more common in the lives of high-ranking animals (Habig and
Archie, 2015; Lee, 2006; Sapolsky, 2004). Specifically, we found that they had greater
proportions of B lymphocytes and cytotoxic T cells in peripheral blood and a greater estimated
proportion of B cells in their splenic transcriptome. Differential B cell concentration in the
spleen convincingly reflects differential adaptive immune function in dominant and subordinate
animals, as the spleen is responsible for the maturation, storage, and trafficking of B cells
(Carsetti et al., 2004; Tarantino et al., 2013) to the extent that splenectomy in mice results in
complete absence of the mobile B cell subtype in circulating blood (Carsetti et al., 2004). While
our current knowledge of how social experiences shape immune function in dominant animals is
limited, our results are broadly consistent with prior studies that have shown that high-ranking
female rhesus macaques have greater levels of cytotoxic T cells (Tung et al., 2012) and highranking female baboons have greater levels of B cells (Lea et al., 2018) in peripheral blood than
low-ranking individuals.
Spleen weight is also negatively associated with social status in hierarchies of Brandt’s
voles (Li et al., 2007), rats (Blanchard et al., 1985; Spencer et al., 1996), and mice (Turney and
Harmsen, 1984), including mice subjected to social defeat stress (Foertsch et al., 2017; McKim
et al., 2018). While physical injury is the most common explanation for immune cell trafficking
and increased weight in the spleen (Foertsch and Reber, 2020; Turney and Harmsen, 1984), the
subordinate mice in this study did not exhibit overt signs of wounding. They do, however,
receive a disproportionate amount of aggression from higher-ranking males, which can result in
sympathetic hyperactivity and consequently increased spleen weight (Wehle et al., 1978).
Similarly, mice who are repeatedly defeated in social stress paradigms do not always acquire
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physical injuries and unwounded animals exhibit immune cell responses that follow, albeit with
reduced magnitude, the same trend as wounded animals (Engler et al., 2004). Indeed, exposure to
stressors ranging from physical to psychosocial in nature results in noradrenergic stimulation in
the spleen and local upregulation of myelopoiesis and enthropoiesis, accumulation of neutrophils
and monocytes, and consequently increases in volume and mass of the spleen (Dahlstroem and
Zetterstroem, 1965; Foertsch et al., 2017; McKim et al., 2018). Interestingly, we also found that
amongst group-housed alpha males, spleen weight was positively associated with despotism.
Alpha males rarely receive attacks once the hierarchies are formed, and therefore increased
spleen weight is likely not due to bite wounds but rather the stress associated with having to
consistently assert aggression to maintain their status (Williamson et al., 2016), thus supporting
the idea that spleen weight may reflect levels of psychosocial as well as physical stress.
Interestingly, we did not find significantly higher proportions of adaptive immune cells in
the peripheral blood of pair-housed dominant animals. A likely explanation for this finding is
that the energetic demands of being dominant in a group and in a semi-natural environment are
much greater than being dominant in a dyadic context. In fact, all group-housed animals
exhibited elevated levels of innate immune cells and decreased levels of adaptive immune cells
compared to those in pair-housing regardless of status, suggesting that group-housing is a
chronically and generally stressful environment. It is also important to note that across social
ranks, the group-housing context was more predictive of the animals’ immunophenotype. In
other words, an animal’s social experience prior to group-housing did not appear to influence
their immune cell composition, such that status-related differences in innate versus adaptive
immune cell proportions emerged even in cases where animals changed their social status after
pair-housing. This is somewhat contrary to findings in female rhesus monkeys whose plasma
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immune profiles are affected by both current and previous rank, although current rank is more
predictive (Sanz et al., 2020; Tung et al., 2012). Also, in male baboon hierarchies, immune gene
profiles appear to predetermine social rank more than they are shaped by social rank (Lea et al.,
2018). This suggests that species and sex-specific social factors mediating the formation and
maintenance of dominance hierarchies likely differentially shape how immunophenotypes are
influenced by current versus previous social status.
There is accumulating evidence that social status can profoundly impact transcriptomic
profiles across central and peripheral tissues including blood in primates (Lea et al., 2018;
Snyder-Mackler et al., 2016; Tung et al., 2012) and brains of mice (Fujita and Yamashita, 2021;
Saul et al., 2019, 2017), zebrafish (Oliveira et al., 2016), sticklebacks (Greenwood and Peichel,
2015; Saul et al., 2019), and honey bees (Saul et al., 2019). Here we extend these findings by
demonstrating that male mice living in a social hierarchy showed distinct hepatic and splenic
transcriptomic profiles according to both social status and CORT. Gene expression PCA plots for
the liver showed almost complete separation between alpha and subordinate males which was
not as robust with the splenic transcriptome. Although social status did influence differential
splenic gene expression, transcriptomic profiles of spleen were more affected by CORT than
status. This distinction is important as the relationship between circulating CORT and social
status is not straightforward (Williamson et al., 2017). Group-housed subordinate mice did show
higher CORT compared to dominant males, but this effect was only large in individuals living in
despotic hierarchies. Further, we did not find any significant effect of social status on Fkpb5
DNA methylation. This probably suggests that animals of different ranks are not experiencing
sufficient variations in CORT exposure over the two weeks of housing to induce differences in
DNA methylation of this gene. Thus, while it is likely that subordinate animals do experience
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some increase in CORT exposure compared to dominant males in social hierarchies, there is also
considerable individual variation, indicating that not all status-phenotype associations are driven
by changes in HPA signaling and that circulating CORT can also induce phenotypic changes
independently of rank.
It is well established that elevated levels of stress including social stress can lead to
increased HPA and sympathetic nervous system activity that induce apoptosis of lymphocytes
causing reduced lymphocyte cell numbers and suppressed lymphocyte function (Gurfein et al.,
2014; Jiang et al., 2017; Lucin et al., 2009; Stevenson et al., 1989). Consistent with this, using
WGNCA we identified a co-expressed module (orange) of splenic genes involved in lymphocyte
activation, proliferation and differentiation including Cd10, Tnfrsf13b, and Tmem131l, whose
activity were negatively associated with CORT. Using a hypothesis-driven approach, we
explored the effect of social status on expression patterns of innate and adaptive immune
function gene sets. Consistent with our hypothesis, we observed that subordinate males had more
upregulated DEGs in the innate immunity gene set in the splenic transcriptome. Contrary to our
expectations however, subordinates also had a higher upregulation of DEGs in the adaptive
immunity gene set compared to alpha males. This suggests that the reduced numbers of
lymphocytes observed in subordinates may be as a result of inhibition of lymphocyte production
rather than a proliferation of these cells in dominants. Supporting this, we identified upregulation of the Tgfb gene in subordinates (Supplemental Figure S9), which encodes for the
cytokine TGF-β which inhibits B-cell proliferation and modifies T-cell differentiation. We
hypothesize that accumulated exposure to subordination stress in social hierarchies leads to
differential expression of Tgfb as well as CORT induced reduced expression of genes promoting
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lymphocyte proliferation indicated by the orange module that ultimately lead to lower splenic
and blood levels of B cells and cytotoxic T cells (Jiang et al., 2017; Wang et al., 2007).
Long-term exposure to social stress and CORT can potentially have severe deleterious
effects for the health of tissue. Using WGCNA we identified a module (dark-green) of coexpressed genes involved in DNA replication and repair whose expression was highly positively
associated with CORT exposure. DEG and GO analysis (Fig. 3E) also identified that the most
up-regulated genes in the spleens of subordinates are involved in mitotic cell cycle regulation
and subsequent DNA replication and repair. For instance, 81 DEGs related to DNA repair
including Spire2, Ube2a, Btg2 and Hmces showed significantly higher expression in
subordinates compared to only 12 DEGs showing higher expression in dominants (Supplemental
Figure S9). We also observed a striking difference in splenic expression in the oxidative
phosphorylation gene set, in which all 54 DEGs were upregulated in subordinate males. These
include subunits of NADH dehydrogenase such as Ndufa8 and Nudfv1 that are part of the
electron transport chain in mitochondria and Iscu and Pmpca that regulate enzymatic functioning
in mitochondria. It is possible that spleen cells are utilizing oxidative phosphorylation to generate
the significant cellular energy required to support DNA repair and ameliorate tissue damage
(Brace et al., 2016).
Hepatic transcription profiles are even more strongly influenced by social status than
those in the spleen. Notably, our data demonstrate several genes associated with inflammation
and liver disease are differentially expressed by status. Subordinate males show upregulation of
Il1B the gene encoding for the proinflammatory cytokine interleukin 1 beta (IL-1B) that is a
major mediator of proinflammatory responses, whereas alpha males barely showed any
expression. IL-1B is barely detectable in healthy livers, but is expressed by activated monocytes
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and macrophages following infection, liver injury or other insults such as exposure to drugs or
toxins (Tilg et al., 2016; Tsutsui et al., 2015). Persistent activation of IL-1B leads to various liver
diseases such as cirrhosis, fibrosis, and non-alcoholic steatohepatitis (NASH) (Miura et al., 2010;
Tilg et al., 2016). One of the immune processes involving IL-1B signaling is the activation of
inflammasomes. However, we did not find significant transcription level differences in any of
the genes involved in IL-1B processing and NLRP3 inflammasome activation, such as Il18,
Nlrp3, Asc, Aim2, and Casp1 (Guo et al., 2015; Syed et al., 2020). This suggests potential statusdependent health outcomes in liver are mediated by other downstream IL-1B signaling pathways.
The oncogene Myc is upregulated in alpha males and encodes the transcription factor MYC.
MYC is well known for its role in coordinating the transcriptional regulation of genes that
promote a multitude of cellular functions including cell-cycle regulation, cell survival, cell
proliferation, metabolism, and protein and ribosomal synthesis (Miller et al., 2017). MYC can
influence these processes in both adaptive and innate immune cells (Gnanaprakasam and Wang,
2017). Notably, however, MYC has been found to regulate the expression of immune checkpoint
genes including CD46 and programmed death-ligand 1 (Casey et al., 2018). This suggests that
high expression of Myc in alpha males may inhibit highly proliferative cells from eliciting their
immune response.
WGCNA and GO analysis also identified a module (blue) in the liver that included coexpressed genes related to blood coagulation, wound healing processes, inflammatory and
immune responses that are up-regulated in subordinate males, particularly in those with elevated
CORT. Included in these genes, are 6 out of 8 coagulation factor genes (F2, F5, F7, F9, F10,
F12) expressed in the liver. Fga (fibrinogen alpha-chain) promotes the synthesis of the alpha
portion of fibrinogen and is upregulated in response to tissue injury to help clot formation and
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induce inflammation (Gabay and Kushner, 1999; Ryu et al., 2015). Hrg is highly connected with
the other genes in the module and its protein facilitates blood coagulation, activates lymphocytes
and supports healthy liver functioning (Guo et al., 2020; Johnson et al., 2014; Poon et al., 2011).
Shifts in the expression of these genes in subordinates with high CORT is likely to occur in
response to accumulating injuries in subordinates. While we do not observe detrimental levels of
physical injury from the socially housed mice, accumulation of minor injuries may be sufficient
to invoke such liver transcriptome changes. Alternatively, alpha males may be forgoing
investment in these processes as a trade-off to direct energy investment into other more critical
processes.
Alpha and subordinate males living in social hierarchies have divergent energetic
demands. Correspondingly, social status was associated with strikingly divergent expression
patterns of metabolism related genes in the liver. WGCNA revealed a module (pink) of coexpressed genes that were enriched for organic acid, carboxylic and lipid catabolic processes that
were up-regulated in dominants. Conversely, a second module (cyan) of co-expressed genes
were up-regulated in subordinates and were enriched for carboxylic acid, monocarboxylic acid,
organic acid and fatty acid biosynthesis as well as peptide catabolism. This suggests a dramatic
shift in metabolism, with dominant animals keeping up with high energy demands by breaking
down lipids and oxidizing fatty acids to release energy while inhibiting their synthesis.
Specifically, we found that alpha males had significantly higher expression of the PNPLA2 gene
which encodes the adipose TG lipase (ATGL) enzyme. ATGL facilitates the hydrolysis of
triacylglycerols to diacylglycerols and is the first and rate limiting step of lipolysis (Zechner et
al., 2012). Alpha males also show drastically lower expression of G0s2 which encodes the
lipolytic inhibitor G0/G1 switch protein 2 (G0S2). G0S2 is a negative inhibitor of ATGL, and
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thus a reduction in expression leads to increased expression of ATGL. Indeed, G0S2 is
considered to be a master regulator of storage of fatty acids in adipose tissue versus mobilization
in the liver (Zhang et al., 2017). Further, we observed an up-regulation in alpha males of several
genes in the pink module promoting fatty acid oxidation. The solute carrier protein SLC27A2 is
responsible for transportation of free fatty acids from blood into the cytosol of liver cells
(Anderson and Stahl, 2013). Carnitine palmitoyltransferase 1A (CPT1A) is a rate limiting step
enzyme that connects long-chain fatty acids to carnitine thus enabling its transfer from cytosol
across mitochondrial membranes into mitochondria where fatty acid oxidation occurs (Kersten,
2014). SLC22A5 encodes the protein OCTN2 which transports carnitine into the cell to facilitate
this transfer of free fatty acids into mitochondria (Longo et al., 2016) and Ces2c encodes the
carboxylesterase Acylcarnitine hydrolase that catalyzes O-acylcarnitine to produce available
carnitine (Longo et al., 2016). Clearly, alpha male mice have altered expression of genes at all
levels of the fatty acid oxidation pathway to increase energy production. Interestingly, these
same pathways are altered in dominant and subordinate rainbow trout but in opposite directions,
suggesting that they are highly inducible by social status but in a context specific manner
(Kostyniuk et al., 2018).
Mitochondria that are actively engaged in fatty acid oxidation are unable to synthesize
fatty acids through negative feedback mechanisms. Congruent with this, expression of key genes
that promote fatty acid synthesis such as Fatty acid synthase Fasn and acetoacetyl-CoA
synethetase, Aacs were downregulated in alpha males. Notably, activation of these two genes in
immune cells is required for cholesterol synthesis, the activation of macrophages and the
production of IL1β (Carroll et al., 2018). Other differentially expressed genes in the coexpression modules were also identified to associate with both metabolism and immune
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response. ALOX12 is downregulated in alpha males and encodes for arachidonic acid 12lipoxygenase which catalyzes the oxidation of polyunsaturated fatty acids including arachidonic
acid that promotes inflammation responses and wound healing (Tallima and El Ridi, 2017;
Zheng et al., 2020). Further, using CoDiNA analyses we also identified that subordinates have a
specific co-expressed network of metabolic and inflammatory response genes that was not
present in alpha males. Central to this network were the genes Hrg and Orm1 (Alpha-1-acid
glycoprotein 1) both of which are known to integrate inflammatory and metabolic signals to
shape immune responses (Bartneck et al., 2016; Y. S. Lee et al., 2010), as well as two genes of
the glutathione S-transferase (GST) family Gstm1 and Gstm3 which encode for the primary
phase II metabolic enzymes that promote clearance of reactive oxygen species from cells. Taken
together, these findings suggest that subordinate animals likely shift their metabolic activity
including moving from fatty acid oxidation to synthesis in part to support their pro-inflammatory
responses.
Alpha males living in mouse social hierarchies are faced with a multitude of energetic
demands. In addition to increasing their levels of aggressive and patrolling behavior (Williamson
et al., 2016), they also greatly increase their production of MUPs in the liver which are then
deposited via urine scent-marks and used to communicate their dominance status to other
animals (Guo et al., 2015; Lee et al., 2017; Nelson et al., 2015). We have previously
demonstrated that dominant animals significantly increase their feeding and drinking compared
to subordinate animals to support the production of these signals (Lee et al., 2018). Despite their
higher caloric intake, it is notable that their transcriptomic profile is more similar to fasting
animals that switch to using fatty acids as an energy source for the liver (Sokolović et al., 2008).
This demonstrates just how energetically demanding it is for alpha males to maintain their social
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status. In the current study, we found that almost all Mup genes, including Mup20 the most
potent indicator of social status, were among the most differentially expressed genes being
extremely more highly expressed in the livers of alpha males. The majority of these genes were
co-expressed in the pink module, although Mup3, Mup20 and Mup21 were co-expressed in the
turquoise module that was also up-regulated in alpha males. Analysis of the protein-protein
interaction (PPI) network for the pink module identified the Apoa4 gene which encodes for the
Apolipoprotein A-IV protein and the Cyp8b1 gene, a cytochrome P450 protein involved in the
production of bile, as both being up-regulated in alpha males and highly interconnected with
Mup proteins suggesting a possible role for these genes in the regulation of Mup gene
expression. Further, increased protein assembly in alpha males’ livers may also be supported by
the expression of Moxd1 which is upregulated in alphas with a large log fold change. The
monooxygenase, DBH-like 1 (Moxd1) protein is a monooxygenase which potentially functions
to facilitate inter-conversion of amino acids during periods of amino acid deficiency (Sahar et al.,
2011). Additionally, dominant animals may have elevated neuronal demands for energy (Hollis
et al., 2018; Larrieu et al., 2017). It has recently been proposed that free fatty acids are an
effective source of energy for mitochondria in neurons and rats that are fed medium-chain
triglycerides show increased social dominance (Hollis et al., 2018). Potentially, alpha males also
increase fatty acid oxidation to support brain mitochondrial functioning to promote their
aggressive behavior and maintain their status.
5. Conclusion
Our results support the idea that high and low ranking individuals favor adaptive and
innate immunity, respectively (Habig and Archie, 2015; Lee, 2006; Snyder-Mackler et al., 2016).
In accordance with the life-history trade-off hypothesis, dominant mice exhibit greater
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investment in energetically cheap adaptive immune components and other processes related to
maintaining dominant status, such as the production of MUPs used for territory defense. We also
observed upregulation of genes involved in fatty acid oxidation and inhibition of synthesis in the
liver of dominant mice, suggesting that these mice are maintaining extremely high energy
demands. We also observed higher levels of innate immune cells in peripheral blood of
subordinate males compared to dominant individuals and upregulation of splenic genes related to
supporting this energetically expensive innate immunity. Consistent with the stress response
framework, we did observe higher CORT in subordinates living in hierarchies, which was
associated with changes in immune gene expression, such as an upregulation of genes related to
wound healing in the liver and DNA repair in the spleen. In conclusion, this study delineates the
relationship between social experience and immune function as being dependent on energetic
and stress-related pressures. High or low social status does not necessarily predestine an animal
to have generally negative or positive health outcomes, but rather an animal’s metabolism and
immune function adapt to the pressures of one’s social environment such that certain immune
defenses may come at the expense of others.

Data and Code Accessibility
All raw data and code used in the analyses included in this study are available at the following
public repository: https://github.com/jalapic/mouse_socialhierarchy_immune

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

References
Adler, N.E., Boyce, T., Chesney, M.A., Cohen, S., Folkman, S., Kahn, R.L., Syme, S.L., 1994. Socioeconomic
status and health. The challenge of the gradient. Am Psychol 49, 15–24. https://doi.org/10.1037//0003066x.49.1.15
Ambrée, O., Ruland, C., Scheu, S., Arolt, V., Alferink, J., 2018. Alterations of the Innate Immune System in
Susceptibility and Resilience After Social Defeat Stress. Front. Behav. Neurosci. 12.
https://doi.org/10.3389/fnbeh.2018.00141
Anderson, C.M., Stahl, A., 2013. SLC27 fatty acid transport proteins. Mol Aspects Med 34, 516–528.
https://doi.org/10.1016/j.mam.2012.07.010
Andrews, S., 2010. FastQC: A Quality Control tool for High Throughput Sequence Data.
Archie, E.A., Altmann, J., Alberts, S.C., 2012. Social status predicts wound healing in wild baboons. PNAS
109, 9017–9022. https://doi.org/10.1073/pnas.1206391109
Avitsur, R., Stark, J.L., Dhabhar, F.S., Sheridan, J.F., 2002. Social stress alters splenocyte phenotype and
function. Journal of Neuroimmunology 132, 66–71. https://doi.org/10.1016/S0165-5728(02)00310-7
Barger, J.F., Plas, D.R., 2010. Balancing biosynthesis and bioenergetics: metabolic programs in
oncogenesis. Endocr Relat Cancer 17, R287-304. https://doi.org/10.1677/ERC-10-0106
Bartneck, M., Fech, V., Ehling, J., Govaere, O., Warzecha, K.T., Hittatiya, K., Vucur, M., Gautheron, J.,
Luedde, T., Trautwein, C., Lammers, T., Roskams, T., Jahnen‐Dechent, W., Tacke, F., 2016. Histidine-rich
glycoprotein promotes macrophage activation and inflammation in chronic liver disease. Hepatology 63,
1310–1324. https://doi.org/10.1002/hep.28418
Bartolomucci, A., Palanza, P., Gaspani, L., Limiroli, E., Panerai, A.E., Ceresini, G., Poli, M.D., Parmigiani, S.,
2001. Social status in mice: behavioral, endocrine and immune changes are context dependent.
Physiology & Behavior, Social Stress: Acute and Long-term Effects on Physiology & Behavior 73, 401–
410. https://doi.org/10.1016/S0031-9384(01)00453-X
Beery, A., Holmes, M., Lee, W., Curley, J., 2020. Stress in groups: Lessons from non-traditional rodent
species and housing models. Neuroscience & Biobehavioral Reviews.
Berry, R., 1970. The natural history of the house mouse. Field Studies 3, 219–262.
Blanchard, R.J., Blanchard, D.C., Flannelly, K.J., 1985. Social stress, mortality and aggression in colonies
and burrowing habitats. Behavioural Processes 11, 209–213. https://doi.org/10.1016/03766357(85)90062-2
Brace, L.E., Vose, S.C., Stanya, K., Gathungu, R.M., Marur, V.R., Longchamp, A., Treviño-Villarreal, H.,
Mejia, P., Vargas, D., Inouye, K., Bronson, R.T., Lee, C.-H., Neilan, E., Kristal, B.S., Mitchell, J.R., 2016.
Increased oxidative phosphorylation in response to acute and chronic DNA damage. NPJ Aging Mech Dis
2, 16022. https://doi.org/10.1038/npjamd.2016.22

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Brachman, R.A., Lehmann, M.L., Maric, D., Herkenham, M., 2015. Lymphocytes from Chronically
Stressed Mice Confer Antidepressant-Like Effects to Naive Mice. J. Neurosci. 35, 1530–1538.
https://doi.org/10.1523/JNEUROSCI.2278-14.2015
Bürkner, P.-C., 2020. brms: Bayesian regression models using “stan.”
Carroll, R.G., Zasłona, Z., Galván-Peña, S., Koppe, E.L., Sévin, D.C., Angiari, S., Triantafilou, M.,
Triantafilou, K., Modis, L.K., O’Neill, L.A., 2018. An unexpected link between fatty acid synthase and
cholesterol synthesis in proinflammatory macrophage activation. J Biol Chem 293, 5509–5521.
https://doi.org/10.1074/jbc.RA118.001921
Carsetti, R., Rosado, M.M., Wardmann, H., 2004. Peripheral development of B cells in mouse and man.
Immunological Reviews 197, 179–191. https://doi.org/10.1111/j.0105-2896.2004.0109.x
Casey, S.C., Baylot, V., Felsher, D.W., 2018. The MYC oncogene is a global regulator of the immune
response. Blood 131, 2007–2015. https://doi.org/10.1182/blood-2017-11-742577
Chen, Z., Quan, L., Huang, A., Zhao, Q., Yuan, Y., Yuan, X., Shen, Q., Shang, J., Ben, Y., Qin, F.X.-F., Wu, A.,
2018. seq-ImmuCC: Cell-Centric View of Tissue Transcriptome Measuring Cellular Compositions of
Immune Microenvironment From Mouse RNA-Seq Data. Front. Immunol. 9.
https://doi.org/10.3389/fimmu.2018.01286
Chetty, R., Stepner, M., Abraham, S., Lin, S., Scuderi, B., Turner, N., Bergeron, A., Cutler, D., 2016. The
Association Between Income and Life Expectancy in the United States, 2001-2014. JAMA 315, 1750–
1766. https://doi.org/10.1001/jama.2016.4226
Cohen, S., Alper, C.M., Doyle, W.J., Adler, N., Treanor, J.J., Turner, R.B., 2008. Objective and subjective
socioeconomic status and susceptibility to the common cold. Health Psychology 27, 268.
Curley, J.P., 2016. compete: Organizing and analyzing social dominance hierarchy data.
Dahlstroem, A.B., Zetterstroem, B.E., 1965. NORADRENALINE STORES IN NERVE TERMINALS OF THE
SPLEEN: CHANGES DURING HEMORRHAGIC SHOCK. Science 147, 1583–1585.
https://doi.org/10.1126/science.147.3665.1583
de Vries, H., 1995. An improved test of linearity in dominance hierarchies containing unknown or tied
relationships. Animal Behaviour 50, 1375–1389. https://doi.org/10.1016/0003-3472(95)80053-0
Dhabhar, F.S., 2009. A hassle a day may keep the pathogens away: The fight-or-flight stress response
and the augmentation of immune function. Integr. Comp. Biol. 49, 215–236.
https://doi.org/10.1093/icb/icp045
Elo, I.T., 2009. Social Class Differentials in Health and Mortality: Patterns and Explanations in
Comparative Perspective. Annual Review of Sociology 35, 553–572. https://doi.org/10.1146/annurevsoc-070308-115929
Engler, H., Bailey, M.T., Engler, A., Sheridan, J.F., 2004. Effects of repeated social stress on leukocyte
distribution in bone marrow, peripheral blood and spleen. Journal of Neuroimmunology 148, 106–115.
https://doi.org/10.1016/j.jneuroim.2003.11.011

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Ewald, E.R., Wand, G.S., Seifuddin, F., Yang, X., Tamashiro, K.L., Potash, J.B., Zandi, P., Lee, R.S., 2014.
Alterations in DNA methylation of Fkbp5 as a determinant of blood–brain correlation of glucocorticoid
exposure. Psychoneuroendocrinology 44, 112–122. https://doi.org/10.1016/j.psyneuen.2014.03.003
Foertsch, S., Füchsl, A.M., Faller, S.D., Hölzer, H., Langgartner, D., Messmann, J., Strauß, G., Reber, S.O.,
2017. Splenic glucocorticoid resistance following psychosocial stress requires physical injury. Scientific
Reports 7, 1–12. https://doi.org/10.1038/s41598-017-15897-2
Foertsch, S., Reber, S.O., 2020. The role of physical trauma in social stress-induced immune activation.
Neuroscience & Biobehavioral Reviews 113, 169–178. https://doi.org/10.1016/j.neubiorev.2020.02.025
Forastiere, F., Stafoggia, M., Tasco, C., Picciotto, S., Agabiti, N., Cesaroni, G., Perucci, C.A., 2007.
Socioeconomic status, particulate air pollution, and daily mortality: Differential exposure or differential
susceptibility. American Journal of Industrial Medicine 50, 208–216. https://doi.org/10.1002/ajim.20368
Franceschini, A., 2021. STRINGdb: STRINGdb (Search Tool for the Retrieval of Interacting proteins
database). Bioconductor version: Release (3.12). https://doi.org/10.18129/B9.bioc.STRINGdb
Fujita, Y., Yamashita, T., 2021. Alterations in Chromatin Structure and Function in the Microglia.
Frontiers in Cell and Developmental Biology 8, 1884. https://doi.org/10.3389/fcell.2020.626541
Gabay, C., Kushner, I., 1999. Acute-phase proteins and other systemic responses to inflammation. N Engl
J Med 340, 448–454. https://doi.org/10.1056/NEJM199902113400607
Gammell, M.P., Vries, H. de, Jennings, D.J., Carlin, C.M., Hayden, T.J., 2003. David’s score: a more
appropriate dominance ranking method than Clutton-Brock et al.’s index. Animal behaviour 66, 601–
605.
Glaser, R., Kiecolt-Glaser, J.K., 2005. Stress-induced immune dysfunction: implications for health. Nature
Reviews Immunology 5, 243–251. https://doi.org/10.1038/nri1571
Glickman, M.E., 1999. Parameter estimation in large dynamic paired comparison experiments. Journal of
the Royal Statistical Society: Series C (Applied Statistics) 48, 377–394.
Gnanaprakasam, J.N.R., Wang, R., 2017. MYC in Regulating Immunity: Metabolism and Beyond. Genes 8,
88. https://doi.org/10.3390/genes8030088
Golde, W.T., Gollobin, P., Rodriguez, L.L., 2005. A rapid, simple, and humane method for submandibular
bleeding of mice using a lancet. Lab Animal 34, 39–43. https://doi.org/10.1038/laban1005-39
Goymann, W., Wingfield, J.C., 2004. Allostatic load, social status and stress hormones: the costs of social
status matter. Animal Behaviour 67, 591–602. https://doi.org/10.1016/j.anbehav.2003.08.007
Greenwood, A.K., Peichel, C.L., 2015. Social Regulation of Gene Expression in Threespine Sticklebacks.
PLOS ONE 10, e0137726. https://doi.org/10.1371/journal.pone.0137726
Guo, H., Fang, Q., Huo, Y., Zhang, Y., Zhang, J., 2015. Social dominance-related major urinary proteins
and the regulatory mechanism in mice. Integrative Zoology. https://doi.org/10.1111/1749-4877.12165
Guo, J., Akahoshi, T., Mizuta, Y., Murata, M., Narahara, S., Kawano, T., Nagao, Y., Zhang, S., Tomikawa,
M., Kawanaka, H., Hashizume, M., 2020. Histidine-rich Glycoprotein alleviate Ischemia/Reperfusion Liver

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Injury in Mice with Nonalcoholic Steatohepatitis. Liver Transplantation n/a.
https://doi.org/10.1002/lt.25960
Gurfein, B.T., Davidenko, O., Premenko-Lanier, M., Milush, J.M., Acree, M., Dallman, M.F., Touma, C.,
Palme, R., York, V.A., Fromentin, G., Darcel, N., Nixon, D.F., Hecht, F.M., 2014. Environmental
Enrichment Alters Splenic Immune Cell Composition and Enhances Secondary Influenza Vaccine
Responses in Mice. Mol Med 20, 179–190. https://doi.org/10.2119/molmed.2013.00158
Gysi, D.M., Fragoso, T. de M., Zebardast, F., Bertoli, W., Busskamp, V., Almaas, E., Nowick, K., 2020.
Whole transcriptomic network analysis using Co-expression Differential Network Analysis (CoDiNA).
PLOS ONE 15, e0240523. https://doi.org/10.1371/journal.pone.0240523
Habig, B., Archie, E.A., 2015. Social status, immune response and parasitism in males: a meta-analysis.
Phil. Trans. R. Soc. B 370, 20140109. https://doi.org/10.1098/rstb.2014.0109
Habig, B., Doellman, M.M., Woods, K., Olansen, J., Archie, E.A., 2018. Social status and parasitism in
male and female vertebrates: a meta-analysis. Scientific Reports 8, 3629.
https://doi.org/10.1038/s41598-018-21994-7
Hannon, G.J., 2010. Fastx-toolkit. FASTQ/A Short-Reads Preprocessing Tools.
Hodes, G.E., Pfau, M.L., Leboeuf, M., Golden, S.A., Christoffel, D.J., Bregman, D., Rebusi, N., Heshmati,
M., Aleyasin, H., Warren, B.L., Labonté, B., Horn, S., Lapidus, K.A., Stelzhammer, V., Wong, E.H.F., Bahn,
S., Krishnan, V., Bolaños-Guzman, C.A., Murrough, J.W., Merad, M., Russo, S.J., 2014. Individual
differences in the peripheral immune system promote resilience versus susceptibility to social stress.
PNAS 111, 16136–16141. https://doi.org/10.1073/pnas.1415191111
Hollis, F., Mitchell, E.S., Canto, C., Wang, D., Sandi, C., 2018. Medium chain triglyceride diet reduces
anxiety-like behaviors and enhances social competitiveness in rats. Neuropharmacology 138, 245–256.
https://doi.org/10.1016/j.neuropharm.2018.06.017
Ietswaart, R., Gyori, B.M., Bachman, J.A., Sorger, P.K., Churchman, L.S., 2021. GeneWalk identifies
relevant gene functions for a biological context using network representation learning. Genome Biology
22, 55. https://doi.org/10.1186/s13059-021-02264-8
Jenne, C.N., Kubes, P., 2013. Immune surveillance by the liver. Nature Immunology 14, 996–1006.
https://doi.org/10.1038/ni.2691
Jiang, W., Li, Y., Sun, J., Li, L., Li, J., Zhang, C., Huang, C., Yang, J., Kong, G., Li, Z., 2017. Spleen contributes
to restraint stress induced changes in blood leukocytes distribution. Scientific Reports 7, 6501.
https://doi.org/10.1038/s41598-017-06956-9
Jiang, Y., Zilioli, S., Rodriguez-Stanley, J., Peek, K.M., Cutchin, M.P., 2020. Socioeconomic status and
differential psychological and immune responses to a human-caused disaster. Brain, Behavior, and
Immunity 88, 935–939. https://doi.org/10.1016/j.bbi.2020.05.046
Johnson, L.D.S., Goubran, H.A., Kotb, R.R., 2014. Histidine Rich Glycoprotein and Cancer: A Multi-faceted
Relationship. Anticancer Research 34, 593–603.

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Kersten, S., 2014. Integrated physiology and systems biology of PPARα. Mol Metab 3, 354–371.
https://doi.org/10.1016/j.molmet.2014.02.002
Kiecolt-Glaser, J.K., Marucha, P.T., Malarkey, W.B., Mercado, A.M., Glaser, R., 1995. Slowing of wound
healing by psychological stress. Lancet 346, 1194–1196. https://doi.org/10.1016/s0140-6736(95)928995
Kitraki, E., Nalvarte, I., Alavian-Ghavanini, A., Rüegg, J., 2015. Developmental exposure to bisphenol A
alters expression and DNA methylation of Fkbp5, an important regulator of the stress response. Mol.
Cell. Endocrinol. 417, 191–199. https://doi.org/10.1016/j.mce.2015.09.028
Klein, S.L., Nelson, R.J., 1999. Influence of social factors on immune function and reproduction. Rev
Reprod 4, 168–178. https://doi.org/10.1530/ror.0.0040168
Koolhaas, J.M., De Boer, S.F., De Rutter, A.J., Meerlo, P., Sgoifo, A., 1997. Social stress in rats and mice.
Acta Physiologica Scandinavica. Supplementum 640, 69–72.
Kostyniuk, D.J., Culbert, B.M., Mennigen, J.A., Gilmour, K.M., 2018. Social status affects lipid metabolism
in rainbow trout, Oncorhynchus mykiss. Am J Physiol Regul Integr Comp Physiol 315, R241–R255.
https://doi.org/10.1152/ajpregu.00402.2017
Langfelder, P., Horvath, S., 2012. Fast R Functions for Robust Correlations and Hierarchical Clustering.
Journal of Statistical Software 46, 1–17. https://doi.org/10.18637/jss.v046.i11
Langfelder, P., Horvath, S., 2008. WGCNA: an R package for weighted correlation network analysis. BMC
Bioinformatics 9, 559. https://doi.org/10.1186/1471-2105-9-559
Langmead, B., Salzberg, S.L., 2012. Fast gapped-read alignment with Bowtie 2. Nature Methods 9, 357–
359. https://doi.org/10.1038/nmeth.1923
Larrieu, T., Cherix, A., Duque, A., Rodrigues, J., Lei, H., Gruetter, R., Sandi, C., 2017. Hierarchical status
predicts behavioral vulnerability and nucleus accumbens metabolic profile following chronic social
defeat stress. Current Biology 27, 2202-2210.e4. https://doi.org/10.1016/j.cub.2017.06.027
Lea, A.J., Akinyi, M.Y., Nyakundi, R., Mareri, P., Nyundo, F., Kariuki, T., Alberts, S.C., Archie, E.A., Tung, J.,
2018. Dominance rank-associated gene expression is widespread, sex-specific, and a precursor to high
social status in wild male baboons. PNAS 115, E12163–E12171.
https://doi.org/10.1073/pnas.1811967115
Lee, K.A., 2006. Linking immune defenses and life history at the levels of the individual and the species.
Integr Comp Biol 46, 1000–1015. https://doi.org/10.1093/icb/icl049
Lee, R.S., Tamashiro, K.L.K., Yang, X., Purcell, R.H., Harvey, A., Willour, V.L., Huo, Y., Rongione, M., Wand,
G.S., Potash, J.B., 2010. Chronic Corticosterone Exposure Increases Expression and Decreases
Deoxyribonucleic Acid Methylation of Fkbp5 in Mice. Endocrinology 151, 4332–4343.
https://doi.org/10.1210/en.2010-0225
Lee, R.S., Tamashiro, K.L.K., Yang, X., Purcell, R.H., Huo, Y., Rongione, M., Potash, J.B., Wand, G.S., 2011.
A measure of glucocorticoid load provided by DNA methylation of Fkbp5 in mice. Psychopharmacology
218, 303–312. https://doi.org/10.1007/s00213-011-2307-3

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Lee, W., Khan, A., Curley, J.P., 2017. Major urinary protein levels are associated with social status and
context in mouse social hierarchies. Proceedings of the Royal Society B: Biological Sciences 284,
20171570. https://doi.org/10.1098/rspb.2017.1570
Lee, W., Yang, E., Curley, J.P., 2018. Foraging dynamics are associated with social status and context in
mouse social hierarchies. PeerJ 6, e5617. https://doi.org/10.7717/peerj.5617
Lee, Y.S., Choi, J.W., Hwang, I., Lee, J.W., Lee, J.H., Kim, A.Y., Huh, J.Y., Koh, Y.J., Koh, G.Y., Son, H.J.,
Masuzaki, H., Hotta, K., Alfadda, A.A., Kim, J.B., 2010. Adipocytokine Orosomucoid Integrates
Inflammatory and Metabolic Signals to Preserve Energy Homeostasis by Resolving Immoderate
Inflammation*. Journal of Biological Chemistry 285, 22174–22185.
https://doi.org/10.1074/jbc.M109.085464
Lohman, B.K., Weber, J.N., Bolnick, D.I., 2016. Evaluation of TagSeq, a reliable low-cost alternative for
RNAseq. Molecular Ecology Resources 16, 1315–1321. https://doi.org/10.1111/1755-0998.12529
Longo, N., Frigeni, M., Pasquali, M., 2016. CARNITINE TRANSPORT AND FATTY ACID OXIDATION. Biochim
Biophys Acta 1863, 2422–2435. https://doi.org/10.1016/j.bbamcr.2016.01.023
Lucin, K.M., Sanders, V.M., Popovich, P.G., 2009. Stress hormones collaborate to induce lymphocyte
apoptosis after high level spinal cord injury. Journal of Neurochemistry 110, 1409–1421.
https://doi.org/10.1111/j.1471-4159.2009.06232.x
Martin, M., 2011. Cutadapt removes adapter sequences from high-throughput sequencing reads.
EMBnet.journal 17, 10–12. https://doi.org/10.14806/ej.17.1.200
Mazza, M.G., Lucchi, S., Tringali, A.G.M., Rossetti, A., Botti, E.R., Clerici, M., 2018.
Neutrophil/lymphocyte ratio and platelet/lymphocyte ratio in mood disorders: A meta-analysis.
Progress in Neuro-Psychopharmacology and Biological Psychiatry 84, 229–236.
https://doi.org/10.1016/j.pnpbp.2018.03.012
McDonald, D.B., Shizuka, D., 2012. Comparative transitive and temporal orderliness in dominance
networks. Behavioral Ecology ars192.
McKim, D.B., Patterson, J.M., Wohleb, E.S., Jarrett, B.L., Reader, B.F., Godbout, J.P., Sheridan, J.F., 2016.
Sympathetic Release of Splenic Monocytes Promotes Recurring Anxiety Following Repeated Social
Defeat. Biological Psychiatry, Mechanisms of Resilience to Stress Effects 79, 803–813.
https://doi.org/10.1016/j.biopsych.2015.07.010
McKim, D.B., Yin, W., Wang, Y., Cole, S.W., Godbout, J.P., Sheridan, J.F., 2018. Social Stress Mobilizes
Hematopoietic Stem Cells to Establish Persistent Splenic Myelopoiesis. Cell Reports 25, 2552-2562.e3.
https://doi.org/10.1016/j.celrep.2018.10.102
Meyer, E., Aglyamova, G.V., Matz, M.V., 2011. Profiling gene expression responses of coral larvae
(Acropora millepora) to elevated temperature and settlement inducers using a novel RNA-Seq
procedure. Molecular ecology 20, 3599–3616.
Miller, T.H., Clements, K., Ahn, S., Park, C., Hye Ji, E., Issa, F.A., 2017. Social Status–Dependent Shift in
Neural Circuit Activation Affects Decision Making. J. Neurosci. 37, 2137–2148.
https://doi.org/10.1523/JNEUROSCI.1548-16.2017

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Mills, S.C., Grapputo, A., Jokinen, I., Koskela, E., Mappes, T., Oksanen, T.A., Poikonen, T., 2009.
Testosterone-mediated effects on fitness-related phenotypic traits and fitness. Am Nat 173, 475–487.
https://doi.org/10.1086/597222
Mills, S.C., Grapputo, A., Jokinen, I., Koskela, E., Mappes, T., Poikonen, T., 2010. Fitness Trade-Offs
Mediated by Immunosuppression Costs in a Small Mammal. Evolution 64, 166–179.
https://doi.org/10.1111/j.1558-5646.2009.00820.x
Miura, K., Kodama, Y., Inokuchi, S., Schnabl, B., Aoyama, T., Ohnishi, H., Olefsky, J.M., Brenner, D.A.,
Seki, E., 2010. Toll-Like Receptor 9 Promotes Steatohepatitis by Induction of Interleukin-1β in Mice.
Gastroenterology 139, 323-334.e7. https://doi.org/10.1053/j.gastro.2010.03.052
Muller, M.N., 2017. Testosterone and reproductive effort in male primates. Hormones and Behavior,
Field endocrinology of nonhuman primates and humans 91, 36–51.
https://doi.org/10.1016/j.yhbeh.2016.09.001
Nelson, A.C., Cunningham, C.B., Ruff, J.S., Potts, W.K., 2015. Protein pheromone expression levels
predict and respond to the formation of social dominance networks. Journal of Evolutionary Biology 28,
1213–1224. https://doi.org/10.1111/jeb.12643
Newman, A.M., Steen, C.B., Liu, C.L., Gentles, A.J., Chaudhuri, A.A., Scherer, F., Khodadoust, M.S.,
Esfahani, M.S., Luca, B.A., Steiner, D., Diehn, M., Alizadeh, A.A., 2019. Determining cell type abundance
and expression from bulk tissues with digital cytometry. Nature Biotechnology 37, 773–782.
https://doi.org/10.1038/s41587-019-0114-2
Niraula, A., Wang, Y., Godbout, J.P., Sheridan, J.F., 2018. Corticosterone Production during Repeated
Social Defeat Causes Monocyte Mobilization from the Bone Marrow, Glucocorticoid Resistance and
Neurovascular Adhesion Molecule Expression. J. Neurosci. 2568–17.
https://doi.org/10.1523/JNEUROSCI.2568-17.2018
O’Connell, L.A., Hofmann, H.A., 2011. The Vertebrate mesolimbic reward system and social behavior
network: A comparative synthesis. Journal of Comparative Neurology 519, 3599–3639.
https://doi.org/10.1002/cne.22735
Oliveira, R.F., Simões, J.M., Teles, M.C., Oliveira, C.R., Becker, J.D., Lopes, J.S., 2016. Assessment of fight
outcome is needed to activate socially driven transcriptional changes in the zebrafish brain. PNAS 113,
E654–E661. https://doi.org/10.1073/pnas.1514292113
Ophir, A.G., delBarco-Trillo, J., 2007. Anogenital distance predicts female choice and male potency in
prairie voles. Physiology & Behavior, Stress and Welfare in Farm Animals 92, 533–540.
https://doi.org/10.1016/j.physbeh.2007.04.030
Poon, I.K.H., Patel, K.K., Davis, D.S., Parish, C.R., Hulett, M.D., 2011. Histidine-rich glycoprotein: the Swiss
Army knife of mammalian plasma. Blood 117, 2093–2101. https://doi.org/10.1182/blood-2010-09303842
Powell, N.D., Sloan, E.K., Bailey, M.T., Arevalo, J.M.G., Miller, G.E., Chen, E., Kobor, M.S., Reader, B.F.,
Sheridan, J.F., Cole, S.W., 2013. Social stress up-regulates inflammatory gene expression in the leukocyte

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

transcriptome via β-adrenergic induction of myelopoiesis. PNAS 110, 16574–16579.
https://doi.org/10.1073/pnas.1310655110
Ryu, J.K., Petersen, M.A., Murray, S.G., Baeten, K.M., Meyer-Franke, A., Chan, J.P., Vagena, E., Bedard,
C., Machado, M.R., Coronado, P.E.R., Prod’homme, T., Charo, I.F., Lassmann, H., Degen, J.L., Zamvil, S.S.,
Akassoglou, K., 2015. Blood coagulation protein fibrinogen promotes autoimmunity and demyelination
via chemokine release and antigen presentation. Nature Communications 6, 8164.
https://doi.org/10.1038/ncomms9164
Sahar, S., Nin, V., Barbosa, M.T., Chini, E.N., Sassone-Corsi, P., 2011. Altered behavioral and metabolic
circadian rhythms in mice with disrupted NAD+ oscillation. Aging (Albany NY) 3, 794–802.
Sanz, J., Maurizio, P.L., Snyder-Mackler, N., Simons, N.D., Voyles, T., Kohn, J., Michopoulos, V., Wilson,
M., Tung, J., Barreiro, L.B., 2020. Social history and exposure to pathogen signals modulate social status
effects on gene regulation in rhesus macaques. PNAS 117, 23317–23322.
https://doi.org/10.1073/pnas.1820846116
Sapolsky, R.M., 2005. The influence of social hierarchy on primate health. Science 308, 648–652.
https://doi.org/10.1126/science.1106477
Sapolsky, R.M., 2004. Social Status and Health in Humans and Other Animals. Annual Review of
Anthropology 33, 393–418. https://doi.org/10.1146/annurev.anthro.33.070203.144000
Sapolsky, R.M., 1994. Individual differences and the stress response. Seminars in Neuroscience 6, 261–
269. https://doi.org/10.1006/smns.1994.1033
Saul, M.C., Blatti, C., Yang, W., Bukhari, S.A., Shpigler, H.Y., Troy, J.M., Seward, C.H., Sloofman, L.,
Chandrasekaran, S., Bell, A.M., Stubbs, L., Robinson, G.E., Zhao, S.D., Sinha, S., 2019. Cross-species
systems analysis of evolutionary toolkits of neurogenomic response to social challenge. Genes, Brain and
Behavior 18, e12502. https://doi.org/10.1111/gbb.12502
Saul, M.C., Seward, C.H., Troy, J.M., Zhang, H., Sloofman, L.G., Lu, X., Weisner, P.A., Caetano-Anolles, D.,
Sun, H., Zhao, S.D., Chandrasekaran, S., Sinha, S., Stubbs, L., 2017. Transcriptional regulatory dynamics
drive coordinated metabolic and neural response to social challenge in mice. Genome Res. 27, 959–972.
https://doi.org/10.1101/gr.214221.116
Sheldon, B.C., Verhulst, S., 1996. Ecological immunology: costly parasite defences and trade-offs in
evolutionary ecology. Trends Ecol Evol 11, 317–321. https://doi.org/10.1016/0169-5347(96)10039-2
Smyth, G., Hu, Y., Ritchie, M., Silver, J., Wettenhall, J., McCarthy, D., Wu, D., Shi, W., Phipson, B., Lun, A.,
Thorne, N., Oshlack, A., Graaf, C. de, Chen, Y., Langaas, M., Ferkingstad, E., Davy, M., Pepin, F., Choi, D.,
2021. limma: Linear Models for Microarray Data. Bioconductor version: Release (3.12).
https://doi.org/10.18129/B9.bioc.limma
Snyder-Mackler, N., Burger, J.R., Gaydosh, L., Belsky, D.W., Noppert, G.A., Campos, F.A., Bartolomucci,
A., Yang, Y.C., Aiello, A.E., O’Rand, A., Harris, K.M., Shively, C.A., Alberts, S.C., Tung, J., 2020. Social
determinants of health and survival in humans and other animals. Science 368.
https://doi.org/10.1126/science.aax9553

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Snyder-Mackler, N., Sanz, J., Kohn, J.N., Brinkworth, J.F., Morrow, S., Shaver, A.O., Grenier, J.-C., PiqueRegi, R., Johnson, Z.P., Wilson, M.E., Barreiro, L.B., Tung, J., 2016. Social status alters immune regulation
and response to infection in macaques. Science 354, 1041–1045.
https://doi.org/10.1126/science.aah3580
So, N., Franks, B., Lim, S., Curley, J.P., 2015. A social network approach reveals associations between
mouse social dominance and brain gene expression. PLoS ONE 10, e0134509.
https://doi.org/10.1371/journal.pone.0134509
Sokolović, M., Sokolović, A., Wehkamp, D., van Themaat, E.V.L., de Waart, D.R., Gilhuijs-Pederson, L.A.,
Nikolsky, Y., van Kampen, A.H., Hakvoort, T.B., Lamers, W.H., 2008. The transcriptomic signature of
fasting murine liver. BMC Genomics 9, 528. https://doi.org/10.1186/1471-2164-9-528
Spencer, R.L., Miller, A.H., Moday, H., McEwen, B.S., Blanchard, R.J., Blanchard, D.C., Sakai, R.R., 1996.
Chronic social stress produces reductions in available splenic type II corticosteroid receptor binding and
plasma corticosteroid binding globulin levels. Psychoneuroendocrinology 21, 95–109.
https://doi.org/10.1016/0306-4530(95)00020-8
Stevenson, J.R., Kreiling, J.A., Taylor, R., 1989. Effects of corticosterone on responses of murine splenic B
and T cells to phytohemagglutinin, concanavalin A, and lipopolysaccharide. Immunol Invest 18, 951–960.
https://doi.org/10.3109/08820138909045782
Storey, J.D., Tibshirani, R., 2003. Statistical significance for genomewide studies. Proc Natl Acad Sci U S A
100, 9440–9445. https://doi.org/10.1073/pnas.1530509100
Syed, Z.A., Gupta, V., Arun, M.G., Dhiman, A., Nandy, B., Prasad, N.G., 2020. Absence of reproductionimmunity trade-off in male Drosophila melanogaster evolving under differential sexual selection. BMC
Evolutionary Biology 20, 13. https://doi.org/10.1186/s12862-019-1574-1
Tallima, H., El Ridi, R., 2017. Arachidonic acid: Physiological roles and potential health benefits – A
review. J Adv Res 11, 33–41. https://doi.org/10.1016/j.jare.2017.11.004
Tarantino, G., Scalera, A., Finelli, C., 2013. Liver-spleen axis: Intersection between immunity, infections
and metabolism. World J Gastroenterol 19, 3534–3542. https://doi.org/10.3748/wjg.v19.i23.3534
Tilg, H., Moschen, A.R., Szabo, G., 2016. Interleukin-1 and inflammasomes in alcoholic liver
disease/acute alcoholic hepatitis and nonalcoholic fatty liver disease/nonalcoholic steatohepatitis.
Hepatology 64, 955–965. https://doi.org/10.1002/hep.28456
Tsutsui, H., Cai, X., Hayashi, S., 2015. Interleukin-1 Family Cytokines in Liver Diseases. Mediators of
Inflammation 2015, e630265. https://doi.org/10.1155/2015/630265
Tung, J., Barreiro, L.B., Johnson, Z.P., Hansen, K.D., Michopoulos, V., Toufexis, D., Michelini, K., Wilson,
M.E., Gilad, Y., 2012. Social environment is associated with gene regulatory variation in the rhesus
macaque immune system. Proceedings of the National Academy of Sciences 109, 6490–6495.
https://doi.org/10.1073/pnas.1202734109
Tung, Jenny, Barreiro, L.B., Johnson, Z.P., Hansen, K.D., Michopoulos, V., Toufexis, D., Michelini, K.,
Wilson, M.E., Gilad, Y., 2012. Social environment is associated with gene regulatory variation in the
rhesus macaque immune system. PNAS 201202734. https://doi.org/10.1073/pnas.1202734109

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Turney, T.H., Harmsen, A.G., 1984. Splenomegaly and other hematological parameters in the socially
dominant mouse. Physiology & Behavior 33, 559–562. https://doi.org/10.1016/0031-9384(84)90371-8
Unsworth, A., Anderson, R., Haynes, N., Britt, K., 2016. OMIP-032: Two multi-color immunophenotyping
panels for assessing the innate and adaptive immune cells in the mouse mammary gland. Cytometry
Part A 89, 527–530. https://doi.org/10.1002/cyto.a.22867
Wang, K.X., Shi, Y., Denhardt, D.T., 2007. Osteopontin regulates hindlimb-unloading-induced lymphoid
organ atrophy and weight loss by modulating corticosteroid production. Proc Natl Acad Sci U S A 104,
14777–14782. https://doi.org/10.1073/pnas.0703236104
Wehle, M., Harris, B.W., Hilton, F.K., 1978. Influence of aggression on erythropoiesis— the
hypersympathetic syndrome. Physiology & Behavior 21, 711–716. https://doi.org/10.1016/00319384(78)90008-2
Williamson, C.M., Klein, I.S., Lee, W., Curley, J.P., 2019. Immediate early gene activation throughout the
brain is associated with dynamic changes in social context. Social Neuroscience 14, 253–265.
https://doi.org/10.1080/17470919.2018.1479303
Williamson, C.M., Lee, W., Curley, J.P., 2016. Temporal dynamics of social hierarchy formation and
maintenance in male mice. Animal behaviour 115, 259–272.
Williamson, C.M., Lee, W., Romeo, R.D., Curley, J.P., 2017. Social context-dependent relationships
between mouse dominance rank and plasma hormone levels. Physiology & Behavior 171, 110–119.
https://doi.org/10.1016/j.physbeh.2016.12.038
Wohleb, E.S., McKim, D.B., Sheridan, J.F., Godbout, J.P., 2014. Monocyte trafficking to the brain with
stress and inflammation: a novel axis of immune-to-brain communication that influences mood and
behavior. Front Neurosci 8, 447. https://doi.org/10.3389/fnins.2014.00447
Xiang, F., Chen, R., Cao, X., Shen, B., Liu, Z., Tan, X., Ding, X., Zou, J., 2018. Monocyte/lymphocyte ratio as
a better predictor of cardiovascular and all-cause mortality in hemodialysis patients: A prospective
cohort study. Hemodialysis International 22, 82–92. https://doi.org/10.1111/hdi.12549
Yu, G., Wang, L.-G., Dall’Olio, G., 2020. clusterProfiler: statistical analysis and visualization of functional
profiles for genes and gene clusters. Bioconductor version: Release (3.10).
Zechner, R., Zimmermann, R., Eichmann, T.O., Kohlwein, S.D., Haemmerle, G., Lass, A., Madeo, F., 2012.
FAT SIGNALS - Lipases and Lipolysis in Lipid Metabolism and Signaling. Cell Metabolism 15, 279–291.
https://doi.org/10.1016/j.cmet.2011.12.018
Zhang, B., Horvath, S., 2005. A general framework for weighted gene co-expression network analysis.
Statistical Applications in Genetics and Molecular Biology 4, Article17. https://doi.org/10.2202/15446115.1128
Zhang, X., Heckmann, B.L., Campbell, L.E., Liu, J., 2017. G0S2: a small giant controller of lipolysis and
adipose-liver fatty acid flux. Biochim Biophys Acta 1862, 1146–1154.
https://doi.org/10.1016/j.bbalip.2017.06.007

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Zheng, F., Zhang, Y., Chen, S., Weng, X., Rao, Y., Fang, H., 2020. Mechanism and current progress of Poly
ADP-ribose polymerase (PARP) inhibitors in the treatment of ovarian cancer. Biomed Pharmacother 123,
109661. https://doi.org/10.1016/j.biopha.2019.109661
Zuk, M., Johnsen, T.S., MacLarty, T., 1995. Endocrine-immune interactions, ornaments and mate choice
in red jungle fowl. Proceedings of the Royal Society of London. Series B: Biological Sciences 260, 205–
210. https://doi.org/10.1098/rspb.1995.0081

bioRxiv preprint doi: https://doi.org/10.1101/2021.09.04.458987; this version posted September 6, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Figure Legends
Figure 1. (A) Study design. Mice were housed in pairs for 10 days then assigned to a social
group of 10 male mice in a vivarium (C) designed to mimic wild mouse habitat. We determined
individual social ranks based on daily behavioral observations of aggressive interactions. On pair
housing Day 9 and on Group housing day 14, blood samples were collected from all subjects to
measure immunophenotypes and plasma corticosterone levels. Also at Group housing day 14,
liver and spleen tissue samples were collected from Rank 1 (Alpha) and Rank 10 (the most
subordinate) from each social group and processed for whole transcriptome data via (B) Tagbased RNA sequencing. A sociomatrix (D) and temporal dynamics (E) of individual Glicko
ratings of one exemplar social group (Cohort I).
Figure 2. (A, B) Plasma corticosterone levels by social status measured during pair housing
(PD09) and after 14 days of social housing (GD14). Immunophenotype differences by dyadic
dominant-subordinate status (PD09) (C) and by social dominance score in hierarchies (final
David’s score, GD14) (D). The graphs represent parameter estimates and 95% credibility
intervals for each Bayesian linear regression analysis for posterior densities, posterior medians
(solid dots), 66% credible intervals (thick bars), and 95% credible intervals (thin bars) for
comparison. The summary text in A-D notes median estimates and 95% CI for each comparison.
(E) Fkbp5 DNA methylation levels of the three measured CpG sites by David’s score. David’s
score was not significantly related to DNA methylation levels in any of the measured CpG sites.
(F) Mice with lower David’s score have relatively higher spleen weight (adjusted for body
weight).
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Figure 3. (A) Estimated immune cell abundance and differences in estimated cell proportions of
each cell type between alpha and subordinate males in liver and spleen. (B,C) Principal
component analysis (PCA) of RNA-seq data. QQ-plots demonstrate the distribution of eFDR
values associated with the effects of social status versus corticosterone (GD14) in each tissue.
Each comparison is against the expected null (uniform) distribution. (D,E) Summary of DEG
analysis by socials status or by corticosterone (GD14) and Gene Ontology Biological Process
(GO-BP) analysis for upregulated or downregulated DEGs for each comparison. Top genes
represent five genes with the highest absolute value of log2 fold change. (F,G) Hypothesisdriven exploration of DEGs. Volcano plots show DEG effect size and significance (eFDR) for
genes in the selected gene sets. Differentially expressed genes (DEGs) met criteria if the absolute
values of log2 fold change were greater than 15% at the empirical false discovery rate (eFDR) of
5%.
Figure 4. Results of Weighted Gene Correlation Network Analysis (WGCNA) and Coexpression Differential Network Analysis (CoDiNA). (A,B) Heatmaps representing linear
regression estimates of eigengene expression of WGCNA modules against other measured traits.
Only significant associations (p-value <0.05) are represented. (C) Module eigengene expression
by social status or corticosterone (GD14) and summary of GO-BP analysis and GeneWalk
analysis for five selected modules. (D,E) CoDiNA networks. Small network graphs represent
links with the strongest co-expression (wTO). To explore meaningful gene networks
differentially connected according to social status, we further filtered and visualized 50 gene
nodes with the highest degree centrality.

