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ABSTRACT

Gld2, a noncanonical cytoplasmic poly(A) polymerase, interacts with the RNA binding protein CPEB1 to mediate polyadenylation-
induced translation in dendrites of cultured hippocampal neurons. Depletion of Gld2 from the hippocampus leads to a deficit
in long-term potentiation evoked by theta burst stimulation. At least in mouse liver and human primary fibroblasts, Gld2 also
3′ monoadenylates and thereby stabilizes specific miRNAs, which enhance mRNA translational silencing and eventual
destruction. These results suggest that Gld2 would be likely to monoadenylate and stabilize miRNAs in the hippocampus,
which would produce measurable changes in animal behavior. We now report that using Gld2 knockout mice, there are
detectable alterations in specific miRNA monoadenylation in the hippocampus when compared to wild type, but that these
modifications produce no detectable effect on miRNA stability. Moreover, we surprisingly find no overt change in animal
behavior when comparing Gld2 knockout to wild-type mice. These data indicate that miRNA monoadenylation-mediated
stability is cell type-specific and that monoadenylation has no measurable effect on higher cognitive function.
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INTRODUCTION

The cytoplasmic polyadenylation element binding protein
(CPEB1) is an RNA binding protein that promotes cytoplas-
mic polyadenylation and translation. Through its regulation
of mRNA translation, CPEB1 influences a number of biolog-
ical events including gamete development and early embryo-
genesis, cell cycle progression, cellular senescence, glucose
homeostasis, neuronal synaptic plasticity, and learning and
memory (Ivshina et al. 2014). CPEB1 recognizes the cytoplas-
mic polyadenylation element (CPE) that resides in mRNA
3′ UTRs and nucleates several factors to promote polyadeny-
lation among which are PARN [poly(A) ribonuclease], a
deadenylating enzyme (Kim and Richter 2006), and Gld2
[germline development 2; also referred to as poly(A) polymer-
ase containing domain 4, PAPD4, or terminal uridylyl trans-
ferase 2, TUT2], a noncanonical poly(A) polymerase (Barnard
et al. 2004; Kim andRichter 2006). CPEB1 also binds a second
noncanonical poly(A) polymerase, Gld4 (PAPD5), which
promotes polyadenylation (Burns et al. 2011).

In addition to mRNA polyadenylation, Gld2 catalyzes 3′

monoadenylation of specific miRNAs (Katoh et al. 2009,
2015; Burns et al. 2011; D’Ambrogio et al. 2012). miR122,
the most abundant miRNA in liver, is post-transcriptionally
3′ monoadenylated in wild-type (WT) but not in Gld2
knockout (KO) mice; the lack of this modification leads to
miRNA instability. PARN appears to be the key enzyme
that deadenylates and destabilizes miR122 (Katoh et al.
2015). In human primary fibroblasts, miR122 and let-7 fam-
ily members are also monoadenylated, and, in concordance
with the observations of Katoh et al. (2009), Gld2 depletion
leads to miRNA deadenylation and destabilization (Burns
et al. 2011). A third activity of Gld2 is monouridylation of
pre-miRNAs, which promotes their maturation to miRNAs
(Heo et al. 2012; Kim et al. 2015). Gld2 also uridylates mature
miRNAs in vitro, albeit with less efficiency compared to other
terminal uridylases (D’Ambrogio et al. 2012).
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In the rodent brain, Gld2, PARN, and CPEB1 are present
in the hippocampus, particularly in dendrites and at post-
synaptic sites (Udagawa et al. 2012). In response to synaptic
stimulation, Gld2 catalyzes cytoplasmic polyadenylation,
which leads to the translation of GluN2A mRNA (Swanger
et al. 2013; Udagawa et al. 2013). GluN2A is a subunit of
the post-synaptic N-methyl-D-aspartate receptor (NMDAR)
and is a key component that mediates synaptic plasticity.
Consistent with these observations, stereotactic injection
of lentivirus expressing Gld2 shRNA into the rat hippo-
campus followed by theta burst stimulation (TBS) evoked a
deficit in long-term potentiation (LTP), a form of synaptic
plasticity strongly linked to learning and memory (Malinow
et al. 2000; Kelleher et al. 2004). These observations there-
fore suggest that mice lacking Gld2 would have altered learn-
ing and memory and perhaps other behavioral anomalies
as well.
Based on the foregoing, we addressed two questions: Does

Gld2 monoadenylate or monouridylate miRNAs in the
mouse hippocampus and do Gld2 knockout (KO) mice ex-
hibit impaired learning and memory or other behavioral def-
icits? We find that Gld2 mediates monoadenylation but has
no observable effect on miRNA abundance. We find only a
single miRNA with a statistically significant increase and no
miRNAs with a statistically significant decrease in monouri-
dylation in Gld2 KO mouse hippocampus. In addition, we
detect no observable change in the behavior of Gld2 KO
mice compared to WT. Thus, although we can attribute sev-
eral molecular and cellular events to Gld2 in the mouse brain,
they have no apparent influence on higher cognitive function.

RESULTS AND DISCUSSION

We obtained global Gld2 KO mice (Nakanishi et al. 2007)
and confirmed that in contrast to wild type (WT), Gld2 is
not expressed in the hippocampus in these animals (Sup-
plemental Fig. 1A). To assess the involvement of Gld2 in
nontemplated nucleotide addition to miRNAs, hippocampi
from six WT and six Gld2 KO male mice were isolated and
cDNA libraries were constructed from gel-isolated RNAs be-
tween 18 and 32 bases in length, which primarily include
miRNAs. The libraries had an average length of 22 base pairs
(bp) with a general size distribution of 19–25 bp (Supple-
mental Fig. 1B). The libraries had 3–5.3 million total se-
quences although the Gld2 KO libraries contained ∼23%
fewer sequences (Supplemental Fig. 1C). However, the total
miRNA reads were similar in the libraries from both geno-
types (Supplemental Fig. 1D,E). Of 1149 miRNAs detected
in the hippocampus, 97 showed changes in 3′ monoadenylate
residues between the genotypes; however, only 43 of these
had a statistically significant reduction in the amount of
monoadenylation in the Gld2 KO compared to the WT hip-
pocampus (Fig. 1A; Supplemental Table 1). However, there
were no statistically significant differences in the steady-state
levels of these miRNAs between the two genotypes (Fig. 1B;

Supplemental Fig. 1). We confirmed the levels of 14 miRNAs
by qPCR (Supplemental Fig. 2).
Figure 1C quantifies the changes in monoadenylation of

specific miRNAs. The miRNAs with the highest proportion
of monoadenylation include members of the let-7 family,
which were also the most abundant miRNAs in the hippo-
campus. For example, let-7i-5p was ∼16% monoadenylated
in WT hippocampus but ∼8% monoadenylated in Gld2
KO hippocampus. In the majority of cases, monoadenylation
was reduced in the Gld2 KO hippocampus versus WT, but
as noted above, there were no detectable changes in over-
all miRNA abundance regardless of miRNA modifications
between the genotypes (Fig. 1B; Supplemental Fig. 1E). An
alignment of the hippocampal miRNAs that are monoadeny-
lated does not reveal any particular motif or conserved nucle-
otides at the 3′ end (Supplemental Fig. 3). These results are
in contrast to those of Katoh et al. (2009) and Burns et al.
(2011), who demonstrated that Gld2 controls monoadenyla-
tion and miRNA stability in liver and primary human fibro-
blasts, respectively. Our sequencing data also showed that
only mir-671-5p had a statistically significant increase in its
3′ uridylation in Gld2 KO versus WT hippocampus (Fig.
1C, inset; Supplemental Table 2).
We have found that nontemplated 3′ monoadenylation of

miRNAs is widespread in the mouse hippocampus but that
the proportion of any given miRNA that is modified in this
manner is modest. For example, let-7i-5p, at ∼16%, is the
most monoadenylated of any miRNA in this tissue; most
miRNAs, however, are <5% monoadenylated. In human
primary fibroblasts, miR122 is the most monoadenylated
at ∼40%; ∼9% of miRNAs overall are monoadenylated
(Burns et al. 2011; D’Ambrogio et al. 2012). In this regard,
the hippocampus and primary human fibroblasts are roughly
similar. However, these values vary substantially from those
in human embryonic stem cells and several cancer cell lines
in which ∼50% or more of miRNAs are monoadenylated
(Burroughs et al. 2010; Wyman et al. 2011), among the
most prevalent of which is miR21 (Boele et al. 2014). In
mouse liver, miR122, the most abundant miRNA in that tis-
sue, is∼75%monoadenylated (Katoh et al. 2009). Inmany of
these cases, miRNA monoadenylation is correlated with en-
hanced stability.
In contrast to what occurs in human fibroblasts, mouse

liver, or other cell types, we detected no loss of any miRNA
in Gld2 KO hippocampus, indicating tissue-specific desta-
bilization when specific miRNAs are not normally mono-
adenylated. It might be argued that because PARN is so
important for miRNA destruction (Boele et al. 2014; Katoh
et al. 2015), this enzymemight be absent from the hippocam-
pus and thus nonadenylatedmiRNAs are stable. However, we
have shown that PARN is quite abundant in that tissue, that it
resides in a complex containing Gld2, and that these two en-
zymes colocalize in dendritic spines (Udagawa et al. 2012).
We therefore surmise that the lack of miRNA destabilization
is not due to the absence of PARN. It might also be argued
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that miRNA monoadenylation might have some effect on,
say, the formation or stability of miRNA–mRNA duplexes.
If true, then one predicted outcome would be altered animal
behavior, which is not the case (see below).

Gld2 KO mouse behavior is normal

Although Gld2 had no effect on miRNA abundance in the
hippocampus, it was still possible that Gld2-catalyzed mono-
adenylation might alter miRNA metabolism such as loading
into RISC, which could have an effect on mRNA translation
and/or stability. This possibility, as well as the observations
that Gld2 regulates polyadenylation-induced translation in
the hippocampus and synaptic plasticity in that brain region,
suggested that this enzyme would be likely to mediate animal
behavior. Accordingly, we performed a battery of behavioral
tests to determine whether Gld2 is involved in learning and
memory, anxiety, or repetitive disorders.

Figure 2A demonstrates results of a marble burying assay,
which measures anxiety and obsessive-compulsive behavior.
In this test, the rate at which WT and Gld2 KO mice bury 15
marbles in their bedding was measured over 30 min. There
was no difference between genotypes. Figure 2B depicts re-
sults from an elevated plus maze, an apparatus commonly
used to assess anxiety. Here, a mouse must choose between

closed or open arms on an elevated platform; anxiety is cor-
related with increased time in the closed arms. Again, there
was no statistical difference between WT and KO animals.
Figure 2C shows results of an open field test, which is a mea-
sure of an animal’s willingness to explore as well as anxiety. In
this assay, the time an animal spends in the center of a plex-
iglass box is measured relative to the time at the periphery;
no difference between the genotypes was observed. Figure
2D shows results from the T-maze assay, which reflects work-
ing or short-term memory. Here, the animal has a left–right
choice as it explores a maze, and the number of spontaneous
alternations was determined. No difference between the ge-
notypes was observed. Figure 2E displays results from a novel
object recognition assay. Mice usually spend more time with
a new object than with a familiar one. There was no difference
between genotypes at either 24 or 48 h with this assay. Figure
2F (right panel) shows results from a Morris water maze,
which measures spatial learning and memory. With this
test, an animal is placed in a tank of water and the time it
takes for it to find a submerged platform is measured. As
the animal learns the position of the platform (spatial learn-
ing), the faster it swims to it. There was no difference in laten-
cy times between genotypes. In a reversal experiment, the
platform is moved to a different quadrant of the water
maze and the time the animal takes to learn the new position

A

C

B

FIGURE 1. Gld2 controls miRNA monoadenylation. (A) Scatter plot of mean percentages of 3′ monoadenylated counts for 43 miRNAs in six WT
and six Gld2 KO hippocampi. (B) Scatter plot on log scale of the steady-state levels (average read counts) of 43 specific hippocampal miRNAs that are
differentially 3′ monoadenylated in WT and Gld2 KOmice as identified in panel A. (C) Bar plot representation of panel A showing mean percentages
of 43 specific miRNAs that are differentially monoadenylated inWT and Gld2 KO hippocampus (all have a P-value <0.05; Mann-WhitneyU-test). (C,
inset) Mean percentages of mir-671-5p that are monouridylated in Gld2 KO hippocampus (P-value <0.05).
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of the new platform is measured. As before, there was no dif-
ference between genotypes (Fig. 2F, left panel). In a further
measure of learning, the platform is removed completely
from the water maze and the time the animal swims in the
quadrant where the platform was previously is measured.
As before, there was no distinction between the genotypes
(Fig. 2G). Finally, Figure 2H shows results from a passive
avoidance test. In this test, an animal is placed in a lighted
chamber; a door between this chamber and a dark chamber
is then opened and the animal immediately moves to the
dark. Once in the dark chamber, the animal receives a mild
foot shock; 24 h later, it is then placed back into the light
chamber and the time it takes to re-enter the dark chamber
is measured (this is referred to as latency). In this passive

avoidance assay, which is a measure of learning and memory,
there was no difference in the latency between the genotypes.
The behaviors we have assessed are linked to many brain

regions but particularly the hippocampus. Learning and
memory assays such as the Morris water maze, passive avoid-
ance, novel object recognition, and the T-maze all require
hippocampal activity (Berger-Sweeney et al. 2006; Tort
et al. 2008). The elevated plus maze measure of anxiety gen-
erally requires the amygdala but the hippocampus as well.
Although there are of course many other tests to assess higher
cognitive function, the assays we used are widely used to
identify defects in learning and memory.
The observation that Gld2 KO mice display behaviors

indistinguishable fromWT is surprising. First, Gld2 mediates
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FIGURE 2. WT and Gld2 KOmice exhibit similar behaviors. (A) Marble burying test to measure obsessive-compulsive behavior and aversion to new
objects (WT = 12 mice; Gld2 KO = 14 mice; P > 0.05, unpaired t-test). All error bars in the figure refer to SEM. (B) Elevated plus maze used to assess
anxiety objects (WT = 11 mice; Gld2 KO = 11 mice; P < 0.05, unpaired t-test). (C) Open field test to measure anxiety (WT = 12 mice; Gld2 KO = 12
mice; P < 0.05, unpaired t-test). (D) T-maze assay of spontaneous alternation used to assess working memory (WT = 11 mice; Gld2 KO = 12 mice; P
< 0.05, unpaired t-test). (E) Novel object recognition as a memory and object recognition test (WT = 12 mice; Gld2 KO = 14 mice; P < 0.05, unpaired
t-test). (F) Morris water maze to investigate spatial learning and memory; left panel depicts acquisition (WT = 12 mice; Gld2 KO = 13 mice; P < 0.05,
unpaired t-test) and right panel depicts reversal (WT = 12mice; Gld2 KO = 13mice; P < 0.05, unpaired t-test). (G) Morris water maze probe trial after
acquisition phase (WT = 12 mice; Gld2 KO = 13 mice; P < 0.05, unpaired t-test). (H) Passive avoidance test used to assess learning and memory (WT
= 3 mice; Gld2 KO = 3 mice; P < 0.05, unpaired t-test). (Hab) Habituation.
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hippocampal LTP, which is strongly correlated with, if not
causative for, memory formation and processing (Malinow
and Malenka 2002). Second, Gld2 mediates both basal and
synaptic stimulation of mRNA polyadenylation in hippo-
campal dendrites and thereby controls Gln2A (NR2A)
mRNA translation (Udagawa et al. 2012; Swanger et al.
2013). Moreover, this translation results in the insertion
into membranes of Gln2A, a component of N-methyl-D-
aspartate receptors (NMDARs) that regulate synaptic plastic-
ity (Swanger et al. 2013). Thus, the loss of this Gld2-regulated
Gln2A mRNA translation would be expected to result in
impaired synaptic efficacy and deficits in animal behavior.
Third, Gld2 is important for long-term memory in
Drosophila (Kwak et al. 2008). However, we cannot exclude
the possibility that other enzymes such as Gld4 (PAPD5)
can compensate for the lack of Gld2 vis-à-vis miRNA mono-
adenylation or animal behavior (but not for LTP because
there is a deficit in this measure following Gld2 depletion
in rats [Udagawa et al. 2013]). Indeed, Wyman et al. (2011)
demonstrated that both Gld2 and Gld4 can monoadenylate
miRNAs. However, these in vitro experiments are not ob-
viously reflected in in vivo experiments showing that loss of
Gld2 alone induces miRNA instability (Katoh et al. 2009;
Burns et al. 2011). Animal behavior of course is much
more complex than in vitro monoadenylation assays, and
thus it is possible that Gld4 (or other enzyme) substitution
for Gld2 cannot be ruled out. If such is the case, it is likely
to involve cytoplasmic mRNA polyadenylation rather than
miRNA monoadenylation.

MATERIALS AND METHODS

Animals and library construction

All experiments with mice were conducted in accordance with
approved institutional IACUC protocols for the treatment and han-
dling of animals. Total RNA was TRIzol extracted from the hippo-
campi of six 3-mo-old wild-type and six Gld2 KO male mice on
C57BL/6 backgrounds (Nakanishi et al. 2007) from littermates de-
rived from Gld2 heterozygous matings. RNA was resolved by gel
electrophoresis and the species migrating with a size of 28–32 bases
was excised and used for cDNA library construction, as described
by Gu et al. (2009). The barcoded samples were sequenced on an
Illumina Hi-Seq 2500 instrument.

miRNA validation by RT-qPCR

To confirm the expression of miRNAs in WT and Gld2 KO hip-
pocampus, the levels of 14 mature miRNAs were measured by
RT-qPCR using a miScript Sybr Green PCR kit (Qiagen) in combi-
nation with miScript primer assays (Qiagen) and universal primer
(Qiagen) according to the manufacturer’s recommended conditions
in three independent RNA samples with two technical replicates.
The input cDNA was synthesized using 1 µg of total hippocampal
RNA using HiSpec buffer. Real-time RT-PCR detection was per-
formed on an Applied Biosystems 7300 real-time PCR system in

25 µL reactions. Candidate targets were normalized to the reference
gene (snoRD6) expression, and the fold difference in Gld2 KO sam-
ples relative to the WT were calculated using the 2−ΔΔCT method.

Data preprocessing

The total number of 50-bp single-end reads sequenced was 86.9 mil-
lion. The data preprocessing has three steps: (i) The fastq reads were
demultiplexed using the fastx barcode_splitter of the FASTX-toolkit
(v0.0.14) (http://hannonlab.cshl.edu/fastx_toolkit/index.html) al-
lowing 1-bp mismatch in the barcode (that is 4 bp long). (ii) Poor
quality reads and the barcodes were trimmed out using Trimmo-
matic (v0.32) (Bolger et al. 2014). (iii) Adapter sequence and reads
<12 bp were removed using Cutadapt (v1.3) (http://cutadapt.
readthedocs.org/en/stable/guide.html). FastQC v0.10.1 (http://
www.bioinformatics.bbsrc.ac.uk/projects/fasQCc/) was used to gen-
erate sequence quality reports at the end of each step. The prepro-
cessing step resulted in 12 fastq sequences, each ranging between
3.0 and 5.3 million reads (Supplemental Fig. 1C), and the sequence
length distribution peaks between 21 and 23 bp (Supplemental Fig.
1B), indicative of miRNA enrichment.

Quantification of miRNA gene expression

Three pipelines were used to quantify miRNA gene expression:
MiRDeep2 (v2.0.0.5) (Friedländer et al. 2008), Omiras (March
2015) (Müller et al. 2013), and Kraken (v12.164) (Davis et al.
2013). miRDeep2 (Friedländer et al. 2008) is a software package
to identify novel and known miRNAs in deep sequencing data.
mirDeep2 analyzes the compatibility of sequenced RNAs with
miRNA biogenesis. mirDeep2 incorporates third-party tools such
as Bowtie v0.12.9 for read mapping (Langmead et al. 2009);
RNAFold v2.0 for RNA folding (Gruber et al. 2008); and Randfold
v2.0 for calculating significance of free energies (Bonnet et al. 2004).
The 12 preprocessed fastq sequences were used as input for the
mirDeep2 analysis. In this analysis, the mouse genome (Ensembl
GRCm38) and mirBase annotation (version 21) are used. Omiras
(Müller et al. 2013) is a web server for differential expression analysis
of miRNAs derived from small RNA-seq experiments. Omiras in-
corporates third-party tools: Bowtie for read mapping (Langmead
et al. 2009); mirDeep2 for finding novel miRNA (Friedländer
et al. 2008); and DESeq for normalizing the data and calculating dif-
ferential expression (Anders and Huber 2010). The 12 preprocessed
fastq sequences were submitted to the Omiras web server. The
results generated were annotations including length distribution,
mapping statistics, alignments, and gene quantification tables for
each library plus lists of differentially expressed ncRNAs (http
://tools.genxpro.net/omiras/85f099c7f02c). Kraken (Davis et al.
2013) is a set of tools for quality control and analysis of high-
throughput sequence data. The raw (unprocessed) sequence data
were entered into the Kraken pipeline. Sequence Imp, the key Kra-
ken module, incorporates other Kraken modules and streamlines
the miRNA sequence analysis. The fastq files were demultiplexed.
The adapter sequences were trimmed and filtered for quality and
contamination. The filtered reads were aligned using Bowtie (Lang-
mead et al. 2009) against the mouse genome (Ensembl GRCm37)
(Flicek et al. 2011). The genomic alignments were compared to
genomic coordinates for miRBase mature miRNAs (version 18)
(Kozomara and Griffiths-Jones 2011), resulting in a matrix of
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redundant and nonredundant read depths from each knownmature
miRNA.

Differential expression calculations

The nonredundant read depths for each miRNA generated from
mirDeep2 and Kraken were used for differential expression analysis
using DESeq2 (Love et al. 2014). Omiras incorporates DESeq
(Anders and Huber 2010) for the differential expression calculation.

Detection of post-transcriptional modifications

The post-transcriptional modification profiles for the miRNAs from
the small RNA sequences were detected using the web-based system
Chimira (Vitsios and Enright 2015). The preprocessed sequences
were uploaded to Chimira (Vitsios and Enright 2015) and mapped
against the mouse miRBase (version 21) (Griffiths-Jones et al. 2008)
using BLASTn (Boratyn et al. 2013), allowing up to two mismatches
for each sequence. miRNAs with modifications at the 3p end with at
least 10mapped reads and at the +1 position were extracted to quan-
tify additional Us, As, Cs, and Gs. Counts for monoadenylation and
monouridylation were compiled for the wild-type and the GLD2
knockout samples. Two additional post-transcriptional analysis
pipelines were used: a workflow incorporating HAMR (Ryvkin
et al. 2013) and an in-house pipeline used previously (D’Ambrogio
et al. 2012). Shapiro–Wilk and Kolmogorov–Smirnov normality
tests were used to assess normal distribution. Nonparametric
Mann-Whitney U-tests were used to test between conditions and
determine P-values (Supplemental Tables 1, 2).

Behavioral assays

Adult male wild-type and Gld2 knockout mice (Nakanishi et al.
2007), 8–14 wk of age and generated from Gld2 heterozygous mat-
ings were used for all behavioral tests. Mice were group-housed (2–5
animals) and maintained on a 12-h light/dark cycle. Experiments
were performed sequentially in the following order: marble burying,
elevated plus maze, T-maze, open field test, novel object recogni-
tion, and Morris water maze. Passive avoidance was performed
with a separate cohort of animals.

Marble burying

Marble burying is one indicator of obsessive-compulsive behavior or
anxiety (Njung’e and Handley 1991). Polycarbonate cages (19 ×
30 × 12 cm) filled with a 6-cm layer of bedding were used for the
tests. Animals were habituated to the cages 2 d for ∼1 h each day.
Fifteen evenly spaced marbles were placed on the bedding on the
third day. The mice were then placed into the cage and allowed to
bury the marbles for 30 min. The number of buried marbles was
determined.

Elevated plus maze

The elevated plus maze, which is used to determine anxiety, has two
open and two closed arms. Mice were placed at the intersection of
the open and closed arms, and mouse behavior was recorded during

a 5-min test interval. The time spent in the open and closed arms as
well as the number of entries into each arm was measured.

T-maze

This assay tests spatial working or short-term memory (Udagawa
et al. 2013). The maze consists of three arms, a start arm and two
T arms. Mice placed in the start arm will explore one of the other
two arms when it makes a left–right choice. The percentage of
time the mice chose left–right alternatives 15 times was recorded
for two consecutive days. Chance level of alternation is 50%.

Open field test

This is an assay that measures exploratory behavior as well as anxi-
ety. Animals are placed in the center of a plexiglass box; the distance
they traveled and time they spent in the center versus the periphery
of the box were recorded for 10 min total duration. The time spent
in the periphery is correlated with heightened anxiety.

Novel object recognition

This test is an indicator of memory. Animals are subjected to a 10-
min training period when they are able to explore two novel objects.
Twenty-four and 48 h later, the animals are placed back in the same
space with one of the original objects but also with a new object. The
percentage of time the animals spent with the novel object relative to
total time spent with the objects was calculated.

Morris water maze

This test, which was performed as described by Berger-Sweeney
et al. (2006), measures learning and memory. A circular water-filled
pool is hypothetically divided into four quadrants with different vi-
sual cues above each quadrant. A platform just underneath the sur-
face is placed in one of the quadrants, and the mice use the visual
cues to navigate to the platform. Testing consists of an acquisition
phase and a reversal of learning phase. The acquisition phase
took place over 5 d with four trials per day as the animals learned
the position of the platform. The probe trial took place 24 h
after the last day of acquisition. Here, the platform was removed,
and the time the animal spent in the quadrant that formerly con-
tained the platform was determined. For the reversal phase, the plat-
form was placed in the opposite quadrant, and the time required to
find this newly positioned platform was measured as it was in the
acquisition phase.

Passive avoidance

This assay uses an aversive stimulus to measure learning and mem-
ory. The test was performed over three consecutive days and was
composed of three phases: habituation, acquisition, and retention.
For habituation, mice were placed in a brightly lit chamber, in which
they can access a dark chamber through a door. The time the ani-
mals took to enter the dark chamber once the door was opened
was measured. The next day, the experiment was repeated except
that when the animals entered the dark chamber, they received a
0.25 mA foot shock for 2 sec (acquisition). On the third day
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(retention), the animals were again placed in the lighted chamber
and the door opened; the latency for the animals to enter the dark
chamber was measured. If the animals did not enter the dark cham-
ber within 600 sec, the experiment was terminated.

SUPPLEMENTAL MATERIAL

Supplemental material is available for this article.
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