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Olfactory experience can alter the molecular and cellular composition of chemosensory neurons within the
olfactory sensory epithelia of mice. We sought to investigate the scope of cellular and molecular changes
within a mouse’s olfactory system as a function of its exposure to complex and salient sets of odors: those
emitted from members of the opposite sex. We housed mice either separated from members of the
opposite sex (sex-separated) or together with members of the opposite sex (sex-combined) until six months
of age, resulting in the generation of four cohorts of mice. From each mouse, the main olfactory epithelium
(MOE), vomeronasal organ (VNO), and olfactory bulb (OB) were removed and RNA-extracted. A total of 36
RNA samples, representing three biological replicates per sex/condition/tissue combination, were analyzed
for integrity and used to prepare RNA-seq libraries, which were subsequently analyzed via qPCR for the
presence of tissue- or sex-specific markers. Libraries were paired-end sequenced to a depth of ~20 million
fragments per replicate and the data were analyzed using the Tuxedo suite.
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Background & Summary
Sensory activity plays an important role in guiding the development of the nervous system, in part
through activity-dependent changes in gene expression1–3. In the olfactory system, activity mediates the
formation and the refinement of connections between olfactory sensory neurons (OSNs) located in the
MOE and postsynaptic neurons in the OB4–8, as well as the relative abundance of OSNs that express
specific olfactory receptor (OR) genes9–15. The latter changes appear to occur via alterations in the
turnover rates of specific OSNs, which are continually born and replaced throughout life16,17. Like OSNs,
Vomeronasal sensory neurons (VSNs) also undergo turnover throughout life17, suggesting that the
abundance of VSN subtypes may have a similar capacity for experience-dependent changes. Activity-
dependent changes to the representation of chemosensory neurons have been hypothesized to play a role
in adapting an individual’s olfactory system to the detection and/or discrimination of salient odors, which
may vary from one olfactory environment to another11.

The datasets described here were generated to enable investigation of the scope of molecular and
cellular changes that occur within the olfactory system as a function of mouse exposure to odors from the
opposite sex for a prolonged time period. Mouse odors are complex mixtures of volatile and non-volatile
chemicals derived from skin secretions and substances such as urine, tears, saliva, and feces that are
known to differ substantially between males and females18–27 and activate distinct subsets of OSNs and
VSNs18,20,21,28–35. Because male and female mice emit distinct odor profiles, we predicted that sex-
separated males and females would have distinct olfactory experiences and would thus display differences
in their profiles of olfactory sensory neuron subtypes and gene expression. In contrast, sex-combined
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Figure 1. Experimental design. From weaning (P21) until 6 months of age, mice experienced either a sex-

separated environment, in which they were housed either 4 females/cage (SF mice; left) or 4 males/cage (SM

mice; middle), or a sex-combined environment (CF and CM mice; right), in which they were housed 2 females +

2 males/cage. MOE, VNO, and OB tissues were dissected from each of 9 mice per sex/condition combination,

resulting in a total of 108 tissue samples. RNA was extracted from each tissue sample and pooled in groups of 3,

resulting in 36 RNA samples (3 biological replicates per sex/condition/tissue combination), and used to generate

RNA-seq libraries.
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Figure 2. RNA integrity analysis. The integrity of (a) MOE, (b) VNO, and (c) OB samples was analyzed

using an Agilent Bioanalyzer 2100 instrument. RNA integrity number (RIN) values for all samples are listed in

Table 1.
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male and female mice would be expected to have more similar olfactory experiences and would thus
display fewer differences in their profiles of OSN/VSN subtypes and gene expression.

To generate the datasets described here, we housed male and female mice either separated from
members of the opposite sex (sex-separated) or combined with members of the opposite sex (sex-
combined) from the time of weaning until six months of age (Fig. 1). We then dissected the MOE, VNO,
and OB tissues from a total of 36 mice (six mice per sex/condition/tissue combination) and extracted the
RNA from each tissue. We generated a total of 108 RNA samples, which were combined in groups of 3 to
generate a total of 36 pooled-RNA samples, with each sex/condition/tissue combination represented by
three biological replicates. The integrity of each of the 36 pooled-RNA samples was analyzed and each
sample was used for the generation of a stranded RNA-seq library. Libraries were analyzed by
quantitative PCR (qPCR) for the presence or absence of tissue- and sex-specific markers and then paired-
end sequenced to generate a total of approximately 20 million sequence pairs per library. Sequences were
aligned to the mouse genome and gene expression was quantified using the Tuxedo suite36. Further
analyses of the data, including assessment of the effects of sex separation on chemosensory neuron
abundance and overall gene expression, have been published in a separate manuscript37.

Sample ID RIN Description Index Index seq

MOE-SF1 8.7 MOE, 6m Female, sex separated AR013 AGTCAA

MOE-SF2 8.1 MOE, 6m Female, sex separated AR014 AGTTCC

MOE-SF3 8.7 MOE, 6m Female, sex separated AR015 ATGTCA

MOE-SM1 8.6 MOE, 6m Male, sex separated AR016 CCGTCC

MOE-SM2 8.4 MOE, 6m Male, sex separated AR018 GTCCGC

MOE-SM3 8.3 MOE, 6m Male, sex separated AR019 GTGAAA

MOE-CF1 8.4 MOE, 6m Female, sex combined AR002 CGATGT

MOE-CF2 8.5 MOE, 6m Female, sex combined AR004 TGACCA

MOE-CF3 8.4 MOE, 6m Female, sex combined AR005 ACAGTG

MOE-CM1 8.4 MOE, 6m Male, sex combined AR006 GCCAAT

MOE-CM2 8.4 MOE, 6m Male, sex combined AR007 CAGATC

MOE-CM3 8.5 MOE, 6m Male, sex combined AR012 CTTGTA

VNO-SF1 8.0 VNO, 6m Female, sex separated AR013 AGTCAA

VNO-SF2 8.0 VNO, 6m Female, sex separated AR014 AGTTCC

VNO-SF3 7.8 VNO, 6m Female, sex separated AR015 ATGTCA

VNO-SM1 8.0 VNO, 6m Male, sex separated AR016 CCGTCC

VNO-SM2 8.0 VNO, 6m Male, sex separated AR018 GTCCGC

VNO-SM3 7.6 VNO, 6m Male, sex separated AR019 GTGAAA

VNO-CF1 7.6 VNO, 6m Female, sex combined AR002 CGATGT

VNO-CF2 7.6 VNO, 6m Female, sex combined AR004 TGACCA

VNO-CF3 7.7 VNO, 6m Female, sex combined AR005 ACAGTG

VNO-CM1 7.6 VNO, 6m Male, sex combined AR006 GCCAAT

VNO-CM2 7.3 VNO, 6m Male, sex combined AR007 CAGATC

VNO-CM3 7.7 VNO, 6m Male, sex combined AR012 CTTGTA

OB-SF1 9.4 OB, 6m Female, sex separated AR013 AGTCAA

OB-SF2 9.2 OB, 6m Female, sex separated AR014 AGTTCC

OB-SF3 9.3 OB, 6m Female, sex separated AR015 ATGTCA

OB-SM1 9.3 OB, 6m Male, sex separated AR016 CCGTCC

OB-SM2 9.0 OB, 6m Male, sex separated AR018 GTCCGC

OB-SM3 9.4 OB, 6m Male, sex separated AR019 GTGAAA

OB-CF1 8.8 OB, 6m Female, sex combined AR002 CGATGT

OB-CF2 9.3 OB, 6m Female, sex combined AR004 TGACCA

OB-CF3 9.0 OB, 6m Female, sex combined AR005 ACAGTG

OB-CM1 8.9 OB, 6m Male, sex combined AR006 GCCAAT

OB-CM2 9.0 OB, 6m Male, sex combined AR007 CAGATC

OB-CM3 9.3 OB, 6m Male, sex combined AR012 CTTGTA

Table 1. RNA samples used for library preparation.
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Methods
These methods represent an expanded version of some of the methods described in our related work37.
All procedures involving animals were carried out in accordance with NIH standards and approved by
the University of Wyoming and Harvard University Institutional Animal Care and Use Committees
(IACUC).

Preparation of olfactory tissues from sex-separated and sex-combined mice
C57Bl/6 mice were subjected to either sex-separated (SF and SM samples) or sex-combined (CF and CM
samples) conditions, in which animals were housed four females per cage (SF), four males per cage (SM),
or two females and two males per cage (CF and CM) from weaning (postnatal day 21) until 6 months of
age (Fig. 1). At the time of weaning, SF and SM cages were transferred to rooms containing only mice of
the same sex to avoid exposure to opposite-sex odors from cages in the same room. Pups born in the sex-
combined cages were euthanized within one day of birth to minimize exposure to pup odors. At 6 months
of age, mice were sacrificed and MOE, VNO, and OB tissues were dissected as described11. Briefly,
dissections were performed as follows: Using strong scissors, mice were decapitated and the bottom jaw
was removed, along with and the skin, soft tissue, front teeth, and palate. Using fine scissors, the cranium
was cut down the midline above the brain from the brainstem to the OB. Following removal of the dorsal
and lateral cranial bones, including the bones surrounding the OB, the brain and OB were carefully lifted
from the cranium and the OB was separated from the brain with a scalpel. The whole VNO was obtained
by breaking the vomer bone with forceps and carefully lifting the vomer bone and attached VNO from
the ventral nasal cavity. Finally the MOE was obtained by removing the dorsal and lateral bones
surrounding the MOE and carefully lifting it from the dorsal nasal cavity. Immediately following
dissection, each tissue was placed in a sterile microcentrifuge tube, flash-frozen on dry ice, and stored at
−80 °C until RNA extraction.

RNA-seq analysis
For each combination of tissue (MOE, VNO, OB), sex (F, M), and condition (sex-separated [S], sex-
combined [C]), six individual RNA samples were prepared from six individual tissue samples (from 6
individual mice) via mechanical homogenization in Trizol Reagent (Life Technologies) following the
manufacturer’s protocol, resulting in a total of 108 RNA samples (Fig. 1). Trizol-purified RNA samples
were quantified using a NanoDrop instrument (ThermoFisher Scientific). Equal quantities of three
samples of the same sex/condition/tissue were combined and further purified using an RNeasy Plus Mini
Kit (Qiagen) to generate 36 samples, representing three biological replicates per combination of sex/
condition/tissue. Integrity of the RNA was analyzed using a 2100 Bioanalyzer (Agilent) (Fig. 2; Table 1).

Using the TruSeq Stranded Total RNA with Ribo-Zero Gold Kit (Illumina), each RNA sample was
depleted of ribosomal RNA and used to prepare an RNA-seq library tagged with a unique barcode.
Library identity and quality were confirmed via quantitative PCR (qPCR) analysis using primers specific
for genes expressed in the MOE (Cnga2: TCTGTTGGTAGCCAGAGCCT and AGCCCTTGTTCTAG-
GAAGCC), VNO (Vmn1r51: TGAGAACAGCAGGGTACACA and TGAATGCCATGACCAGTAGC),
and male tissues (Utyl: GGTTCAGTGCACTTGCCTTT and TGATCCCTAGCTACTTGTCTGTTTT)
(Fig. 3). Libraries were quantified using a Qubit instrument (ThermoFisher Scientific). Libraries were
paired-end sequenced (2 × 50 bases) to a depth of ~40 million reads/sample (~20 million paired-end
fragments/replicate; Table 2) using a HighSeq 2000 instrument (Illumina). Sequencing for each sample
was split between two lanes, resulting in the generation of four FASTQ files (Lane 1 R1, Lane 1 R2, Lane 2

a
Cnga2 (MOE-specific)

SF1 SF2 SF3 SM1 SM2 SM3 CF1 CF2 CF3 CM1 CM2 CM3
MOE + + + + + + + + + + + +
VNO - - - - - - - - - - - -
OB - - - - - - - - - - - -

b
V1ra1 (VNO-specific)

SF1 SF2 SF3 SM1 SM2 SM3 CF1 CF2 CF3 CM1 CM2 CM3
MOE - - - - - - - - - - - -
VNO + + + + + + + + + + + +
OB - - - - - - - - - - - -

c
Utyl (male-specific)

SF1 SF2 SF3 SM1 SM2 SM3 CF1 CF2 CF3 CM1 CM2 CM3
MOE - - - + + + - - - + + +
VNO - - - + + + - - - + + +
OB - - - + + + - - - + + +

Figure 3. qPCR validation of RNA-seq libraries. Libraries were analyzed by qPCR for the presence (+) or

absence (�) of (a) Cnga2, a gene expressed in MOE but not VNO or OB tissues, (b) Vmn1r51, a gene expressed

in VNO but not OB or MOE tissues, and (c) Utyl, a gene expressed in male but not female tissues.

www.nature.com/sdata/

SCIENTIFIC DATA | 5:180260 | DOI: 10.1038/sdata.2018.260 5



R1, and Lane 2 R2) per sample. FASTQ files were analyzed for quality using FASTQC (Fig. 4; Andrews S.
(2010). FastQC: a quality control tool for high throughput sequence data. Available online at: http://www.
bioinformatics.babraham.ac.uk/projects/fastqc/). For each library, Read 1 (R1) FASTQ files from Lanes 1
and 2 were merged and Read 2 (R2) FASTQ files from Lanes 1 and 2 were merged, resulting in a single
R1 FASTQ file and a single R2 FASTQ file for each library. Merged R1 and R2 FASTQ files were analyzed
using the Tuxedo suite36 on the Galaxy platform (https://usegalaxy.org)38. For each sample, sequence
pairs were aligned to the genome using Tophat239, resulting in concordant alignments for ~80% of the
read pairs (Table 2). Analyses of gene expression levels and differential expression were performed using
Cufflinks and Cuffdiff, respectively36. The correlation of FPKM values between biological replicates was
analyzed pairwise (Fig. 5). Significance testing for differential expression was performed on all genes with
a minimum alignment count of 5 fragments.

Data Records
RNA-seq data files in FASTQ format were deposited at NCBI Sequence Read Archive (Data Citation 1).
This accession contains a total of 144 FASTQ files resulting from paired-end sequencing for each of the

Sample ID # input read pairs % reads aligned # aligned pairs % pairs concordant Mean insert size

MOE-SF1 17,936,897 95.4 16,756,408 89.5 174

MOE-SF2 20,343,882 95.3 19,026,235 89.5 200

MOE-SF3 19,317,876 94.3 17,828,012 87.9 180

MOE-SM1 19,292,464 90.1 16,870,239 82.9 165

MOE-SM2 17,946,239 91.6 15,997,782 84.9 166

MOE-SM3 19,684,675 92.7 17,823,615 86.7 162

MOE-CF1 15,957,907 89.8 13,790,262 82.6 164

MOE-CF2 18,146,858 93.2 16,468,092 87.2 175

MOE-CF3 18,285,912 91.2 16,091,283 83.5 171

MOE-CM1 19,360,628 95.2 18,011,836 89.5 169

MOE-CM2 17,344,326 94.7 16,073,852 89.5 175

MOE-CM3 23,414,279 77.6 16,583,279 63.6 150

VNO-SF1 19,454,769 81.2 14,691,640 65.2 156

VNO-SF2 23,880,934 88.6 20,326,802 78.2 169

VNO-SF3 23,632,351 88.8 20,223,703 79.2 166

VNO-SM1 21,999,191 85.1 17,899,156 75.0 171

VNO-SM2 16,463,769 92.5 14,846,906 85.4 177

VNO-SM3 22,234,190 90.3 19,368,457 80.6 177

VNO-CF1 20,872,570 86.6 17,298,741 76.1 167

VNO-CF2 23,265,141 94.3 21,523,031 88.5 180

VNO-CF3 20,514,901 92.5 18,528,145 85.8 165

VNO-CM1 28,682,728 87.0 23,754,542 73.0 173

VNO-CM2 22,664,866 90.8 20,026,105 83.7 169

VNO-CM3 23,963,570 90.5 20,964,674 81.4 174

OB-SF1 23,422,139 89.0 20,097,969 80.3 159

OB-SF2 20,718,443 91.1 18,381,492 84.4 164

OB-SF3 22,653,174 86.0 18,573,903 75.0 157

OB-SM1 12,631,476 86.7 10,569,714 79.0 157

OB-SM2 20,580,681 90.6 18,172,810 84.1 163

OB-SM3 22,306,877 90.4 19,600,592 83.3 162

OB-CF1 18,551,012 92.7 16,737,213 85.0 167

OB-CF2 20,766,305 92.1 18,645,696 85.3 169

OB-CF3 19,576,199 85.2 15,852,042 73.6 154

OB-CM1 21,978,571 89.3 19,014,325 81.7 160

OB-CM2 20,380,317 89.7 17,696,453 81.7 162

OB-CM3 21,601,326 91.2 19,198,089 84.9 159

Table 2. Summary of sequencing and data and alignment statistics for each sample.
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Figure 4. Analysis of library sequence quality and insert lengths. (Left) Per base quality and (middle) per

base sequence analyses from FASTQC (Andrews S. (2010). FastQC: a quality control tool for high throughput

sequence data. Available online at: http://www.bioinformatics.babraham.ac.uk/projects/fastqc/). (Right) Insert

length analyses from the CollectInsertSizeMetrics tool (http://broadinstitute.github.io/picard/). Figures are for

analysis of the MOE-SF1, VNO-SF1, OB-SF1 samples, which were representative.
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36 samples on two lanes. The FASTQ data were used to generate FPKM values for each sample. The
processed data were deposited at NCBI Gene Expression Omnibus (Data Citation 2).

Technical Validation
Validation of RNA samples
Following the extraction, pooling, and purification of RNA samples and prior to their use in RNA-seq
library preparation, the integrity of all 36 samples was analyzed using an Agilent 2100 Bioanalyzer. This
analysis revealed RNA integrity number (RIN) values of at least 8.3, 7.3, and 8.8 for each of the MOE,
VNO, and OB samples, respectively (Fig. 2, Table 1). These values were deemed satisfactory for RNA-seq
library preparation using the TruSeq Stranded Total RNA kit.

r = 0.96r = 0.95 r = 0.96 r = 0.96 r = 0.97 r = 0.96

r = 0.97r = 0.97 r = 0.97 r = 0.96 r = 0.96 r = 0.97

r = 0.96r = 0.96 r = 0.97 r = 0.97 r = 0.97 r = 0.97

r = 0.97r = 0.97 r = 0.97 r = 0.97 r = 0.95 r = 0.96

r = 0.97r = 0.97 r = 0.97 r = 0.97 r = 0.97 r = 0.98

r = 0.97r = 0.97 r = 0.97 r = 0.97 r = 0.98 r = 0.98

a

b

c

Figure 5. Analysis of the correlation of gene expression between biological replicates. Pairwise scatter plots

of log2-transformed FPKM values and correlation coefficients for biological replicates of (a) MOE, (b) VNO,

and (c) OB samples. Pearson correlation coefficients (r) for each comparison are indicated in red.
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Validation of RNA-seq libraries
Prior to sequencing, all libraries were analyzed by qPCR for the presence (or absence) of the following
gene markers: Cnga2, a gene expressed in MOE but not VNO or OB tissues, Vmn1r51 (V1ra1), a gene
expressed in VNO but not OB or MOE tissues, and Utyl, a gene expressed in male but not female tissues.
This analysis revealed that Cnga2 expression was detected only in the MOE libraries, Vmn1r51 expression
was detected only in the VNO libraries, and Utyl expression was detected only in the male libraries
(Fig. 3).

Validation of sequencing data and alignments
FASTQ files obtained from Illumina sequencing were analyzed for quality using FASTQC (Andrews S.
(2010). FastQC: a quality control tool for high throughput sequence data. Available online at: http://www.
bioinformatics.babraham.ac.uk/projects/fastqc/). This analysis revealed that the raw sequence data was of
high quality (Fig. 4). Alignment of the libraries resulted in an average of 90.1% of reads aligned to the
mouse genome and 81.9% of pairs aligned concordantly (Table 2). Analysis of the sequenced libraries
using the CollectInsertSizeMetrics tool (http://broadinstitute.github.io/picard/) revealed a mean insert
size for all libraries of 167 bp. (Table 2; Fig. 4). Following Cufflinks determination of gene expression
values (FPKM) for each gene in each library, the pairwise correlation of FPKM values between biological
replicates were analyzed (Fig. 5). This analysis revealed mean Pearson correlation coefficients (r) of 0.97,
0.96, and 0.97 for the MOE, VNO, and OB replicates, respectively (Fig. 5).

References
1. Ebert, D. H. & Greenberg, M. E. Activity-dependent neuronal signalling and autism spectrum disorder. Nature 493,
327–337 (2013).

2. Holtmaat, A. & Svoboda, K. Experience-dependent structural synaptic plasticity in the mammalian brain. Nat. Rev. Neurosci. 10,
647–658 (2009).

3. Chen, L.-F., Zhou, A. S. & West, A. E. Transcribing the connectome: roles for transcription factors and chromatin regulators in
activity-dependent synapse development. J. Neurophysiol. 118, 755–770 (2017).

4. Chesler, A. T. et al. A G protein/cAMP signal cascade is required for axonal convergence into olfactory glomeruli. Proc Natl Acad
Sci UA 104, 1039–1044 (2007).

5. Imai, T., Suzuki, M. & Sakano, H. Odorant receptor-derived cAMP signals direct axonal targeting. Science 314, 657–661 (2006).
6. Serizawa, S. et al. A neuronal identity code for the odorant receptor-specific and activity-dependent axon sorting. Cell 127,
1057–1069 (2006).

7. Zou, D. J. et al. Postnatal refinement of peripheral olfactory projections. Science 304, 1976–1979 (2004).
8. Zou, D. J. et al. Absence of adenylyl cyclase 3 perturbs peripheral olfactory projections in mice. J Neurosci 27, 6675–6683 (2007).
9. Cavallin, M. A., Powell, K., Biju, K. C. & Fadool, D. A. State-dependent sculpting of olfactory sensory neurons is attributed to
sensory enrichment, odor deprivation, and aging. Neurosci. Lett. 483, 90–95 (2010).

10. Coppola, D. M. & Waggener, C. T. The effects of unilateral naris occlusion on gene expression profiles in mouse olfactory mucosa.
J. Mol. Neurosci. MN 47, 604–618 (2012).

11. Santoro, S. W. & Dulac, C. The activity-dependent histone variant H2BE modulates the life span of olfactory neurons. eLife 1,
e00070 (2012).

12. Watt, W. C. et al. Odorant stimulation enhances survival of olfactory sensory neurons via MAPK and CREB. Neuron 41,
955–967 (2004).

13. Zhao, S. et al. Activity-Dependent Modulation of Odorant Receptor Gene Expression in the Mouse Olfactory Epithelium. PLoS
ONE 8, e69862 (2013).

14. Cadiou, H. et al. Postnatal Odorant Exposure Induces Peripheral Olfactory Plasticity at the Cellular Level. J. Neurosci. 34,
4857–4870 (2014).

15. Ibarra-Soria, X. et al. Variation in olfactory neuron repertoires is genetically controlled and environmentally modulated. eLife 6
eLife 2017, 6:e21476. doi:10.7554/eLife.21476 (2017).

16. Yu, C. R. & Wu, Y. Regeneration and rewiring of rodent olfactory sensory neurons. Exp. Neurol. 287, 395–408 (2017).
17. Brann, J. H. & Firestein, S. J. A lifetime of neurogenesis in the olfactory system. Front. Neurosci 8, 182 (2014).
18. Fu, X. et al. A Molecular Code for Identity in the Vomeronasal System. Cell 163, 313–323 (2015).
19. Kimoto, H., Haga, S., Sato, K. & Touhara, K. Sex-specific peptides from exocrine glands stimulate mouse vomeronasal sensory

neurons. Nature 437, 898–901 (2005).
20. Lin, D. Y., Zhang, S.-Z., Block, E. & Katz, L. C. Encoding social signals in the mouse main olfactory bulb. Nature 434,

470–477 (2005).
21. Nodari, F. et al. Sulfated Steroids as Natural Ligands of Mouse Pheromone-Sensing Neurons. J. Neurosci. 28, 6407–6418 (2008).
22. Schwende, F. J., Wiesler, D., Jorgenson, J. W., Carmack, M. & Novotny, M. Urinary volatile constituents of the house mouse,Mus

musculus, and their endocrine dependency. J. Chem. Ecol. 12, 277–296 (1986).
23. Stopka, P. et al. On the saliva proteome of the Eastern European house mouse (Mus musculus musculus) focusing on sexual

signalling and immunity. Sci. Rep 6, 32481 (2016).
24. Stopkova, R., Klempt, P., Kuntova, B. & Stopka, P. On the tear proteome of the house mouse (Mus musculus musculus) in relation

to chemical signalling. PeerJ 5, e3541 (2017).
25. Stopková, R., Stopka, P., Janotová, K. & Jedelský, P. L. Species-specific expression of major urinary proteins in the house mice

(Mus musculus musculus and Mus musculus domesticus). J. Chem. Ecol. 33, 861–869 (2007).
26. Doyle, W. I. et al. Faecal bile acids are natural ligands of the mouse accessory olfactory system. Nat. Commun. 7, 11936 (2016).
27. Kuntová, B., Stopková, R. & Stopka, P. Transcriptomic and Proteomic Profiling Revealed High Proportions of Odorant Binding

and Antimicrobial Defense Proteins in Olfactory Tissues of the House Mouse. Front. Genet 9, 26 (2018).
28. Ben-Shaul, Y., Katz, L. C., Mooney, R. & Dulac, C. In vivo vomeronasal stimulation reveals sensory encoding of conspecific and

allospecific cues by the mouse accessory olfactory bulb. Proc. Natl. Acad. Sci. U.S.A. 107, 5172–5177 (2010).
29. Ferrero, D. M. et al. A juvenile mouse pheromone inhibits sexual behaviour through the vomeronasal system. Nature 502,

368–371 (2013).
30. Haga, S. et al. The male mouse pheromone ESP1 enhances female sexual receptive behaviour through a specific vomeronasal

receptor. Nature 466, 118–122 (2010).
31. He, J., Ma, L., Kim, S., Nakai, J. & Yu, C. R. Encoding gender and individual information in the mouse vomeronasal organ. Science

320, 535–538 (2008).

www.nature.com/sdata/

SCIENTIFIC DATA | 5:180260 | DOI: 10.1038/sdata.2018.260 9

http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://broadinstitute.github.io/picard/
http://dx.doi.org/10.7554/eLife.21476


32. Holy, T. E., Dulac, C. & Meister, M. Responses of vomeronasal neurons to natural stimuli. Science 289, 1569–1572 (2000).
33. Xu, P. S., Lee, D. & Holy, T. E. Experience-Dependent Plasticity Drives Individual Differences in Pheromone-Sensing Neurons.

Neuron 91, 878–892 (2016).
34. Haga-Yamanaka, S. et al. Integrated action of pheromone signals in promoting courtship behavior in male mice. eLife 3,

e03025 (2014).
35. Isogai, Y. et al. Molecular organization of vomeronasal chemoreception. Nature 478, 241–245 (2011).
36. Trapnell, C. et al. Differential gene and transcript expression analysis of RNA-seq experiments with TopHat and Cufflinks. Nat.

Protoc. 7, 562–578 (2012).
37. van der Linden, C., Jakob, S., Gupta, P., Dulac, C. & Santoro, S. W. Sex separation induces differences in the olfactory sensory

receptor repertoires of male and female mice. Nat. Commun. doi:10.1038/s41467-018-07120-1 (2018).
38. Afgan, E. et al. The Galaxy platform for accessible, reproducible and collaborative biomedical analyses: 2016 update. Nucleic Acids

Res 44, W3–W10 (2016).
39. Kim, D. et al. TopHat2: accurate alignment of transcriptomes in the presence of insertions, deletions and gene fusions. Genome

Biol. 14, R36 (2013).

Data Citations
1. NCBI Sequence Read Archive SRP136494 (2018).
2. NCBI Gene Expression Omnibus GSE112352 (2018).

Author Contributions
S.W.S and S.J. carried out mouse breeding under sex-separated and sex-combined conditions, dissected
mice, and processed tissues for RNA-seq and cell counting. S.W.S. prepared libraries for RNA-seq and
analyzed RNA-seq data.

Additional Information
Competing interests: The authors declare no competing interests.

How to cite this article: Santoro, S. W. et al. Gene expression profiling of the olfactory tissues of sex-
separated and sex-combined female and male mice. Sci. Data. 5:180260 doi: 10.1038/sdata.2018.260
(2018).

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

Open Access This article is licensed under a Creative Commons Attribution 4.0 Interna-
tional License, which permits use, sharing, adaptation, distribution and reproduction in any

medium or format, as long as you give appropriate credit to the original author(s) and the source, provide a
link to the Creative Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless indicated otherwise in
a credit line to the material. If material is not included in the article’s Creative Commons license and your
intended use is not permitted by statutory regulation or exceeds the permitted use, you will need to obtain
permission directly from the copyright holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/

The Creative Commons Public Domain Dedication waiver http://creativecommons.org/publicdomain/
zero/1.0/ applies to the metadata files made available in this article.

© The Author(s) 2018

www.nature.com/sdata/

SCIENTIFIC DATA | 5:180260 | DOI: 10.1038/sdata.2018.260 10

http://dx.doi.org/10.1038/s41467-018-07120-1
http://identifiers.org/ncbi/insdc.sra:SRP136494
http://identifiers.org/geo/GSE112352
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/

	Gene expression profiling of the olfactory tissues of sex-separated and sex-combined female and male�mice
	Background & Summary
	Figure 1 Experimental design.
	Figure 2 RNA integrity analysis.
	Table 1 
	Methods
	Preparation of olfactory tissues from sex-separated and sex-combined mice
	RNA-seq analysis

	Figure 3 qPCR validation of RNA-seq libraries.
	Data Records
	Table 2 
	Figure 4 Analysis of library sequence quality and insert lengths.
	Technical Validation
	Validation of RNA samples

	Figure 5 Analysis of the correlation of gene expression between biological replicates.
	Validation of RNA-seq libraries
	Validation of sequencing data and alignments

	REFERENCES
	REFERENCES
	Design Type(s)parallel group design &#x02022; organism part comparison design &#x02022; sex comparison design &#x02022; replicate�designMeasurement Type(s)transcription profiling�assayTechnology Type(s)RNA sequencingFactor Type(s)animal body part &#x02022
	Additional Information




