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Abstract: Executive function (EF) consists of explicit emotion regulation (EER) and cognitive control
(CC). Childhood EER in particular predicts mental and physical health in adulthood. Identifying
factors affecting EER development has implications for lifelong physical and mental health. Gut
microbiota (GM) has attracted attention as a potential biomarker for risk of physical and mental
problems in adulthood. Furthermore, GM is related to brain function/structure, which plays a
crucial role in emotional processing. However, little is known about how GM compositions are
associated with the development of emotion regulation in early childhood. Therefore, in this study,
we examined 257 children aged 3–4 to investigate links between GM and risk to EF. EF was measured
using the Mother-Reported Behavior Rating Inventory of Executive Function–Preschool version.
GM composition (alpha/beta diversity and genus abundance) was evaluated using 16S rRNA gene
sequencing and compared between EF-risk and non-risk groups. Our results show that children with
EER-risk (an index of inhibitory self-control) had a higher abundance of the genera Actinomyces and
Sutterella. Although we have not established a direct link between GM and CC risk, our findings
indicate that GM of preschoolers is closely associated with emotional processing and that EERrisk
children have more inflammation-related bacteria.

Keywords: gut microbiome; executive function; explicit emotion regulation; dietary habits; preschoolers

1. Introduction

Executive function (EF) is a cognitive function defined as the ability to control and
coordinate behavior and thoughts toward one’s own goals [1]. It undergoes remarkable
development between 3 and 4 years of age [2]. Childhood EF has commanded much
attention since it was identified as a predictive factor of wealth and physical health in
adulthood [3].

EF consists of two distinct domains: “cognitive control” (CC) and “explicit emotion
regulation” (EER). CC is the ability to solve abstract problems and is oriented toward the
achievement of an objective without emotional context (i.e., Cool EF [4]), while EER reflects
the ability to exert control over one’s emotional state (i.e., Hot EF [5,6]). Several large,
prospective cohort studies suggest that EER is closely related to later-life outcomes; EER
in early childhood predicts problem behaviors (e.g., anxiety tendencies and aggression)
during school years [7]. Moreover, childhood EER predicts economic, mental, and physical
health, and brain aging (i.e., the difference between participants’ predicted age from MRI
data and their exact chronological age) in middle age [8].
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Although adequate support for the development of EER from early childhood is
therefore crucial, previous support and intervention methods have not always proved
effective for all children, reflecting large individual differences [9–11]. To overcome such
limitations, we need to identify biological factors underlying individual differences in the
development of EER in early childhood.

This study focuses on the childhood gut microbiome as a potential biomarker relevant
to individual differences in EER development. Intestinal microbiome composition is
known to be associated not only with physical diseases (e.g., diabetes [12]) but also with
psychological disorders (e.g., depression and anxiety [13]). The gut microbiome affects
brain functions through autonomic nerves, neuropeptides, hormones, and the immune
system [14]. Animal studies have shown that disruption of the microbiota by antibiotic
treatment modulates neural activity in limbic regions (hypothalamus and hippocampus)
and causes social stress (e.g., anxiety [15]).

Importantly, the microbiome changes rapidly during infancy and reaches an adult-like
configuration at around 3–5 years after birth [16,17]. The first 5 years of life are a “sensitive
period” that largely determines the lifetime gut microbiome composition of each individual.
It seems possible that individual differences in childhood EER might be associated with
stabilization of the gut microbiome composition during this developmental period.

In early childhood, the prefrontal cortex is still in its maturation stage [18,19], making
it challenging to exert top-down control over the activation of the limbic system in response
to emotional stimuli [20]. Recent studies have elucidated the relationship between the
gut microbiome and brain structure/function related to such emotion regulation. For
example, Gao et al. [21] reported that microbiome diversity during the first year of life is
associated with the activation of functional brain networks of the amygdala-thalamus and
insula-anterior cingulate cortex (ACC), which play a critical role in emotional processing.
Carlson et al. [22] found that relative abundance of the Streptococcus genus in the first month
of life is associated with the volume of the amygdala. A study in adults also showed that
probiotic interventions reduced insular and somatosensory cortical activities in stressful
situations [23], implying a close association between gut microbiota and limbic system
activities involved in emotion processing.

It remains unknown whether and how microbiome composition in the early stages
of life relates to psychological and behavioral phenotypes. Loughman et al. [24] found
that decreased Prevotella abundance at 12 months of age is associated with emotional
problems at 2 years of age (e.g., anxiety and depression). Moreover, infant gut microbiome
is associated with temperament at 6 months of age [25] and language development at
2 years of age [26].

These studies, which focused on the period before the gut microbiome of an individual
stabilizes, suggest links between microbiota and psychological functioning. However, as
mentioned, the intestinal microbiome does not stabilize until the age of 3–5 years [16]. It
is important to bear in mind that brain and psychological functioning shows remarkable
flexibility and undergoes dramatic changes during the sensitive period when the gut
microbiome composition is taking shape. EER develops between the ages of 3–4 years,
which coincides with the time when an individual’s gut microbiome reaches adult levels and
stabilizes. Gut microbiome composition during this period might therefore be associated
with the individual variability in EER development.

This study investigated the relationship between gut microbiome and the development
of EF in 257 children aged 3–4 years. We hypothesized that links with the gut microbiota
would be found especially in the EER rather than the CC. There were two reasons for this
hypothesis. Prior studies have indicated that gut microbiota is associated with brain func-
tion and structures involved in emotional processing, particularly the limbic system [21–23].
Second, early childhood is a developmental stage during which the prefrontal cortex is
still immature, making it difficult to regulate the activation of the limbic system through
top-down prefrontal control [18–20]. When the relationship between EF risk and gut mi-
crobiota was observed, we conducted a post hoc analysis to exploratively examine other
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potential factors that children with EF risk might have. In this study, particularly consider-
ing the association with gut microbiota, we focused on dietary habits [27,28], inflammatory
diseases, and physical symptoms [29,30], conducting comparisons between the EF-risk and
non-risk groups.

2. Materials and Methods
2.1. Participants and Procedure

We collected data on 539 Japanese children aged 0–4 years between December 2020
and March 2021 as part of a research project titled A large-scale study of intestinal bacterial
flora, psychophysiological, and cognitive and behavioral characteristics in infants and
their mothers. Participants were recruited through nursery schools throughout Japan
who agreed to cooperate in the study. We obtained written informed consent from the
children’s mothers. Of the original 539 participants, in this study, we analyzed data
from those who met the following criteria: (1) were between 3 and 4 years old (and
who completed the executive function questionnaire BRIEF-P, see Section 2.2.1), (2) who
completed both stool collection and all questionnaires at home, and (3) the mother was not
suffering from depression (assessed by the Beck Depression Inventory-II (BDI-II)) (Figure 1).
Finally, we analyzed 257 children’s data (mean age = 46.5 months, SD = 6.3 months, range
36–57 months). The study was approved by the Medical Ethics Committee of Kyoto
University (no. R2624) and registered in the UMIN system (UMIN000043945).

Microorganisms 2023, 11, x FOR PEER REVIEW 3 of 20 
 

 

prefrontal cortex is still immature, making it difficult to regulate the activation of the lim-
bic system through top-down prefrontal control [18–20]. When the relationship between 
EF risk and gut microbiota was observed, we conducted a post hoc analysis to explora-
tively examine other potential factors that children with EF risk might have. In this study, 
particularly considering the association with gut microbiota, we focused on dietary habits 
[27,28], inflammatory diseases, and physical symptoms [29,30], conducting comparisons 
between the EF-risk and non-risk groups.  

2. Materials and Methods 
2.1. Participants and Procedure 

We collected data on 539 Japanese children aged 0–4 years between December 2020 
and March 2021 as part of a research project titled A large-scale study of intestinal bacterial 
flora, psychophysiological, and cognitive and behavioral characteristics in infants and 
their mothers. Participants were recruited through nursery schools throughout Japan who 
agreed to cooperate in the study. We obtained written informed consent from the chil-
dren’s mothers. Of the original 539 participants, in this study, we analyzed data from 
those who met the following criteria: (1) were between 3 and 4 years old (and who com-
pleted the executive function questionnaire BRIEF-P, see Section 2.2.1), (2) who completed 
both stool collection and all questionnaires at home, and (3) the mother was not suffering 
from depression (assessed by the Beck Depression Inventory-II (BDI-II)) (Figure 1). Fi-
nally, we analyzed 257 children’s data (mean age = 46.5 months, SD = 6.3 months, range 
36–57 months). The study was approved by the Medical Ethics Committee of Kyoto Uni-
versity (no. R2624) and registered in the UMIN system (UMIN000043945). 

 
Figure 1. Participant enrollment based on BRIEF-P scores. Note. Each non-risk group included chil-
dren with an EF risk different from the target risk. The detailed breakdown of type of risk and the 
number of children in each inhibitory self-control (ISC), flexibility (FL), and emergent metacognition 
(EM) risk/non-risk group is shown in Table S3. 

2.2. Questionnaires 
2.2.1. BRIEF-P 

We assessed the children’s EF using the Japanese version of the Behavior Rating In-
ventory of Executive Function‒Preschool version (BRIEF-P). This is a questionnaire in 
which parents report their preschool children’s daily EF behavior [31,32]. It consists of 63 
items concerning problematic behaviors and uses a 3-point rating scale (1 = never, 2 = 
sometimes, 3 = often). This questionnaire yields a score for each of five subscales: inhibition, 
emotion control, working memory, shifting, and planning (Table S1). Following Gioia et al. [31] 

Figure 1. Participant enrollment based on BRIEF-P scores. Note. Each non-risk group included
children with an EF risk different from the target risk. The detailed breakdown of type of risk and the
number of children in each inhibitory self-control (ISC), flexibility (FL), and emergent metacognition
(EM) risk/non-risk group is shown in Table S3.
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2.2. Questionnaires
2.2.1. BRIEF-P

We assessed the children’s EF using the Japanese version of the Behavior Rating Inven-
tory of Executive Function–Preschool version (BRIEF-P). This is a questionnaire in which
parents report their preschool children’s daily EF behavior [31,32]. It consists of 63 items
concerning problematic behaviors and uses a 3-point rating scale (1 = never, 2 = sometimes,
3 = often). This questionnaire yields a score for each of five subscales: inhibition, emotion
control, working memory, shifting, and planning (Table S1). Following Gioia et al. [31] and
Sherman and Brooks [33], we collapsed the subscales into the following three broad indices:
inhibitory self-control (ISC), flexibility (FL), and emergent metacognition (EM).

EER, the ability to control one’s emotional state, corresponds to the broad indices
ISC and FL of BRIEF-P [34,35]. ISC indicates the child’s ability to regulate emotions and
behaviors according to environmental demand and is based on the subscale scores of
inhibition and emotion control (e.g., [31]). FL shows the ability to switch emotions and
behaviors to appropriate situations and is based on the subscale scores of emotion control
and shifting (e.g., [31,33]). Both ISC and FL include emotion control, which specifically
assesses the child’s ability to regulate emotional responses [31] and is a core component
of EER. The broad index EM corresponds to CC in reflecting the capacity for cognitive
control [34,35]. It concerns the child’s ability to solve problems through planning while
holding ideas and motivation to complete the task in working memory (Figure 1).

As a SD of 1.5 or higher than the mean score is recommended as the cutoff value for
abnormality (risk) in the original questionnaires [33,36], we used cutoff values of 1.791,
1.731, and 1.654 points, for ISC, EM, and FL, respectively (see Table S2 for more information
about the BRIEF-P mean scores for all participants, the risk group, and the non-risk group,
respectively). Children who exceeded the cutoff value in the target index were assigned to
the corresponding risk group. Then, as some children were at risk for e.g., both ISC and EM,
or for all three domains, we included all but the target at-risk children in the corresponding
non-risk group. For example, the ISC non-risk group included children at risk for FL
(N = 4), EM (N = 8), or both FL and EM (N = 3) (Table S3). The detailed breakdown of
the type of risk and the number of children in each ISC, FL, and EM risk/non-risk group
is shown in Table S3. In the main analysis of this study, we compared gut microbiota
composition between the EF and non-risk groups. Furthermore, we established a control
group (N = 216) comprising only individuals who did not correspond to any risks (Table S3).
By comparing gut microbiota composition between the EF risk and control groups, we
confirmed that there were no discrepancies in the results of the main analysis. Any missing
values were replaced with 1, and three participants with more than 12 missing values
among the 63 items were excluded from the study (following [31,37]).

2.2.2. Dietary Habits (Food Intake Frequency, JDI Score, Picky Eating)

We asked the child’s mother how often her child consumed any of the 24 food items
in the past week on a 5-point scale (never eaten = 1; 1–3 times = 2; 4–6 times = 3; 1 time
every day = 4; more than two times every day = 5). We also asked whether the child had
picky eating behavior, using a yes/no alternative response. Picky eaters are defined as
children who consume an inadequate variety of foods by rejecting foods that are familiar
or unfamiliar to them [38]. We also calculated the Japanese Dietary Index (JDI) score to
investigate the relationship between EF risk and gut microbiome characteristics. Previous
research found that the Japanese diet was associated with a reduced risk of dementia [39].
Intervention studies for adults also showed that consuming a Japanese diet for one month
could alter the gut microbiota and improve physical health (e.g., weight loss) [40].
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The formula for calculating the JDI score was as follows [39]: JDI score = unrefined
grains + green and yellow vegetables + fruits + soy products + natto + beans + mushrooms
+ pickled vegetables + seaweed + seafood −meat. Usually, the JDI score includes coffee
intake as a beneficial dietary item, but it was not included in this study because the
frequency of coffee consumption was not known. For each food item, a score of 1 was
assigned for above-median frequency of intake and 0 for below-median frequency. For any
missing values, we applied predictive mean matching [41,42]. The JDI scores in this study
ranged from 0 to 11; higher scores indicate a healthier Japanese diet.

2.2.3. Physical Symptoms

We collected data on the frequency of diarrhea, the prevalence of allergic symptoms,
and feces state. Diarrhea frequency was measured on a 5-point scale (none = 1; once a
week = 2; once every 4–5 days = 3; once every 2–3 days = 4; every day = 5). Regarding
allergy symptoms, mothers answered Yes or No according to whether the child had any
of the following symptoms: urticaria/atopy, asthma, allergic rhinitis, hay fever, or food
allergy. For assessment of the feces state, we used the Bristol Stool Scale (see Table S4) [43],
in which scores 1 and 2 indicate constipation, scores 3–5 may be considered as ‘within the
range of normal defecation’, and scores 6 and 7 indicate diarrhea [43]. Following previous
studies [43,44], we considered scores 1, 2, 6, and 7 as abnormal.

2.2.4. BDI-II

We assessed maternal depression using the Japanese version of the BDI-II [45–47]
Several studies have indicated that mothers with depression tend to overestimate their
children’s problem behaviors [48,49]. Therefore, to exclude potential bias, we excluded data
provided by mothers with moderate or severe depression (i.e., cutoff score 20 or higher)
from the analysis (N = 40).

2.3. Demographic Data

We collected demographic information about each child’s birth date, sex, antibiotic
treatment within the past 3 months, weight (kg), height (cm), family income, mother’s
years of schooling, number of siblings, and delivery mode (vaginal delivery and cesarean
section). BMI was calculated using the formula: weight/height2 (kg/m2).

2.4. Fecal Sampling, DNA Extraction, and Sequencing

Fecal samples were collected at home using Mykinso fecal collection kits containing
guanidine thiocyanate solution (Cykinso, Tokyo, Japan), transported at ambient temper-
ature, and stored at 4 ◦C. DNA extraction from fecal samples was performed using an
automated DNA extraction machine (GENE PREP STAR PI-480, Kurabo Industries Ltd.,
Osaka, Japan) following the manufacturer’s protocol. Children who failed to provide
stool samples were excluded from the analysis (N = 9). Detailed sequencing methods are
described in Watanabe et al. [50]. Briefly, amplicons of the V1V2 region were prepared
using the forward primer (16S_27Fmod: TCG TCG GCA GCG TCA GAT GTG TAT AAG
AGA CAG AGR GTT TGA TYM TGG CTC AG) and the reverse primer (16S_338R: GTC
TCG TGG GCT CGG AGA TGT GTA TAA GAG ACA GTG CTG CCT CCC GTA GGA GT).
The libraries were sequenced in a 250-bp paired-end run using a MiSeq Reagent Kit v2
(Illumina; 500 cycles).
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2.5. Taxonomy Assignment Based on 16S rRNA Gene Sequencing

Data processing and assignment using the QIIME2 pipeline (version 2020.8) [51] were
performed as follows: (1) joining paired-end reads, filtering, and denoising with a divisive
amplicon denoising algorithm (DADA2) and (2) assigning taxonomic information to each
amplicon sequence variant (ASV) using a naive Bayes classifier in the QIIME2 classifier.
The classifier was trained using a robust taxonomy simplifier for SILVA (arts-SILVA),
which was originally developed from the 16S rRNA taxonomy dataset based on SILVA
138 [52]. arts-SILVA was developed for the purpose of making Mykinso testing reports
easier to understand for those who are unfamiliar with the complex rules of taxonomic
nomenclature [53]. arts-SILVA simplifies the resulting taxonomic assignments by removing
study-related labels, curating notable misentries, and generalizing uncommon names
in the SILVA database. To obtain arts-SILVA, the V1V2 regions of the SILVA reference
sequences were extracted and clustered according to the original manuscript for QIIME2
preparation in SILVA. Subsequently, some unnecessary/seemingly miss-labeled entries
were deleted (i.e., we removed labels with little information such as “D_6__unclutured
bacteria”) and duplicate entries such as “D_0__Bacteria;D_1__Bacteria Firmicutes” were
corrected to “D_0__Bacteria;D_1__Firmicutes”). Subsequently, unnecessary taxa such
as “D_6__human metagenome” were removed by manual inspection, and a consensus
taxonomy was assigned to each cluster for which 100% of the assigned taxa were in 100%
agreement. Finally, the label “Ambiguous taxa” was removed.

2.6. Diversity Analysis

We measured alpha diversity at the ASV level using the Shannon, Chao1, Faith’s
phylogenetic diversity (PD), and observed species indexes. The Shannon index is a measure
of richness and evenness. Chao1 estimates the total number of ASVs that would be ob-
served with infinite sampling. Faith’s PD is a phylogenetic measure of taxon richness and is
expressed as the number of tree units observed in the sample. Finally, the observed species
was simply the observed number of ASVs per sample. Alpha diversity metrics were calcu-
lated with QIIME 2′s “diversity” plugin. We also used beta diversity to evaluate differences
in community composition between samples using the Bray–Curtis distance method.

2.7. Statistical Analysis

We performed all data manipulation, analyses, and graphics using RStudio (version
4.1.0) [54] and used microbiome R for all analyses. We used the R packages ANCOM-BC
(v 1.4.0) [55], patchwork (v1.1.1), ggpubr (v0.4.0), and gglplot2 (v3.3.6) for visualization.
The R package phyloseq (v1.38.0) [56] and tidyverse (v1.3.2) were used for data handling.
Permutation-based multivariate analysis of variation (PERMANOVA) was performed using
the ‘vegan’ package (Adonis, v 2.6.2). To correct for multiple hypothesis testing, p values
were adjusted based on the false discovery rate (FDR) using the q-values method. The
q-values were obtained using the qvalue function (v 2.26.0) of the qvalue Bioconductor R
package (http://bioconductor.org/packages/release/bioc/html/qvalue.html, accessed on
25 August 2022). We set the significance level at p < 0.05 and q < 0.10 [57].

2.7.1. Gut Microbiota Diversity

To compare alpha diversity metrics (the Shannon, Chao1, Faith’s PD, and observed
species indexes) between the EF-risk and non-risk groups, we conducted an ANCOVA
(package rstatix in R v 0.7.0). The distance between samples was measured using the Bray–
Curtis distance matrix, and principal coordinate analysis (PCoA) was used to visualize the
matrix in a 2D plot, where each dot represents the entire microbiome of a single sample.
Differences in Bray–Curtis distance between groups were assessed using a nonparametric
PERMANOVA test using the ‘vegan’ package, with 999 permutations. Here, we included
antibiotic treatment within the past 3 months (i.e., before stool sampling) and sex as
covariates, given their influence on gut microbiome composition [25,58,59].

http://bioconductor.org/packages/release/bioc/html/qvalue.html


Microorganisms 2023, 11, 2245 7 of 20

2.7.2. Gut Microbiota Composition

Differential abundance at the genus level was analyzed using the R package ANCOM-
BC [55]. The challenge in differential abundance analysis is the compositional nature of
microbiome data depending on sampling and sequencing depth (the number of reads
assigned to an ASV must be interpreted in relation to the total number of reads for that sam-
ple). Analysis of microbiome compositions with bias correction (ANCOM-BC) addresses
the compositional nature of the data by estimating and then eliminating the bias introduced
by differences in sampling fractions in the observed counts. This methodology uses relative
abundance to infer absolute abundance while controlling the FDR and deals with excess
zeros by incorporating the ANCOM-II procedure [60]. We conducted prevalence filtering
to obtain more robust results in ANCOM-II [61]; taxa had to appear in at least 25% of the
samples with a relative abundance of at least 0.001% to be included in ANCOM-BC [62].
Fifty-nine genera were included in the comparison between the EF-risk and non-risk groups
(Table S5). In this analysis, we also included antibiotic treatment within the past 3 months
and sex as covariates.

2.7.3. Dietary Habits

For analysis of food consumption frequencies, we ran the Brunner–Munzel test [63] to
compare the risk group with the non-risk group, as normality and homoscedasticity were
not met. To compare JDI scores, we used the Mann–Whitney U test as normality was not
met. Finally, for comparisons of the percentage of picky eaters (i.e., categorical variable),
we performed a Fisher’s exact test.

2.7.4. Physical Symptoms

First, we conducted the Mann–Whitney U test to compare diarrhea frequencies be-
tween the EF-risk and EF non-risk groups, as normality was not met. Second, Fisher’s
exact test was performed to compare the percentage of abnormal stool forms and allergic
symptoms (i.e., categorical variable).

2.7.5. Demographic Data

See Section S1 for details on the statistical methods used for demographic data.

3. Results
3.1. Microbiome Components in Inhibitory Self-Control (ISC)-Risk and Non-Risk Groups

According to the cutoff value of the ISC index, 26 and 231 children were respectively
allocated to the ISC-risk group (mean age = 46.04 ± 6.32 months, 19 boys) and ISC non-
risk group (mean age = 46.59 ± 6.34 months, 133 boys). Regarding the demographic
characteristics age, sex, BMI, family income, mother’s years of schooling, siblings, and birth
mode, there were no group differences (Table S6). First, we compared the alpha diversity
metrics (Shannon, Chao1, Faith’s PD, and observed species index) between the ISC-risk
and the ISC non-risk groups using analysis of covariance (ANCOVA). No significant
differences were found in alpha diversity metrics (Figure 2a–d, Table S7 for details). Next,
we performed PERMANOVA to uncover differences in the structure of gut microbiota
between two groups and found no group difference in beta diversity (Figure 2e, Table S7).
Furthermore, we conducted ANCOM-BC to compare bacterial genera abundance between
the two groups. The ISC-risks had a significantly higher relative abundance of Actinomyces
(p < 0.001, q = 0.006) and Sutterella (p = 0.003, q = 0.084, Figure 2f,g, and see Table S8
for details).
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Figure 2. Gut microbiota community structure in the inhibitory self-control (ISC)-risk and non-
risk groups. (a–d) Comparison of alpha diversity. Statistical significance was determined using
covariance and (e) beta diversity analysis. The dissimilarity of bacterial communities was analyzed
using principal coordinate analysis (PCoA) based on Bray–Curtis metrics. (f,g) Comparison of
relative abundance of genus-level bacteria (log-fold change). The compositions of the microbiomes
were analyzed using bias correction (ANCOM-BC). Note. Antibiotic treatment within the past three
months and sex were used as covariates. ** q < 0.01; † q < 0.10.

3.2. Microbiome Components in the Flexibility (FL)-Risk and Non-Risk Groups

According to the cutoff value of the FL index, 18 and 239 children were allocated to the
FL-risks (mean age = 44.56± 6.46 months, 15 boys) and the FL non-risk (mean age = 46.68±
6.31 months, 137 boys), respectively. Concerning demographic characteristics, FL non-risk
group children were significantly more likely to have siblings (Table S9). Regarding the
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microbiota diversity metrics, there were no differences between the FL-risk and the FL
non-risk groups (Figure 3a–e, Table S10). ANCOM-BC revealed no significant differences
between the two groups (Table S11).

Microorganisms 2023, 11, x FOR PEER REVIEW 9 of 20 
 

 

46.68 ± 6.31 months, 137 boys), respectively. Concerning demographic characteristics, FL 
non-risk group children were significantly more likely to have siblings (Table S9). Regard-
ing the microbiota diversity metrics, there were no differences between the FL-risk and 
the FL non-risk groups (Figure 3a–e, Table S10). ANCOM-BC revealed no significant dif-
ferences between the two groups (Table S11). 

 
Figure 3. Gut microbiota community structure in the flexibility (FL)-risk and non-risk groups. (a–d) 
Comparison of alpha diversity. Statistical significance was determined using covariance and (e) beta 
diversity analysis. The dissimilarity of bacterial communities was analyzed using principal coordi-
nate analysis (PCoA) based on Bray–Curtis metrics. Note. Antibiotic treatment within the past three 
months and sex were used as covariates. 

3.3. Microbiome Components in the Emergent Metacognition (EM)-Risk and Non-Risk Groups 
According to the cutoff value of the EM index, 20 and 237 children were respectively 

allocated to the EM-risk group (mean age = 45.55 ± 6.40 months, 14 boys) and the EM non-
risk group (mean age = 46.62 ± 6.33 months, 138 boys). There were no differences in de-
mographic characteristics between the groups (Table S12). Furthermore, the two groups 
did not differ in terms of the microbiota diversity metrics (Figure 4a–e, Table S13). 

Figure 3. Gut microbiota community structure in the flexibility (FL)-risk and non-risk groups.
(a–d) Comparison of alpha diversity. Statistical significance was determined using covariance and
(e) beta diversity analysis. The dissimilarity of bacterial communities was analyzed using principal
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3.3. Microbiome Components in the Emergent Metacognition (EM)-Risk and Non-Risk Groups

According to the cutoff value of the EM index, 20 and 237 children were respectively
allocated to the EM-risk group (mean age = 45.55 ± 6.40 months, 14 boys) and the EM
non-risk group (mean age = 46.62 ± 6.33 months, 138 boys). There were no differences
in demographic characteristics between the groups (Table S12). Furthermore, the two
groups did not differ in terms of the microbiota diversity metrics (Figure 4a–e, Table S13).
ANCOM-BC showed no significant differences between EM-risk and EM non-risk groups
(Table S14).
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Figure 4. Gut microbiota community structure in the emergent metacognition (EM)-risk and non-
risk groups. (a–d) Comparison of alpha diversity. Statistical significance was determined using
covariance and (e) beta diversity analysis. The dissimilarity of bacterial communities was analyzed
using principal coordinate analysis (PCoA) based on Bray–Curtis metrics. Note. Antibiotic treatment
within the past three months and sex were used as covariates.

3.4. Comparisons of Gut Microbiota Structure between EF-Risk and EF-Control Groups

In this section, we present the results of the comparisons of the gut microbiota compo-
sition between the EF-risk and control groups. As described in Section 2.2.1, the EF-control
group comprised children who were not at risk in any of the three indexes (ICS, FL, and
MC). We then checked for any discrepancies by comparing these results with those from
the non-risk group, which included children who showed risk in indicators other than
the targeted one, in Sections 3.1–3.3. As demonstrated in Figures 5–7 and Tables S15–S23,
none of the results of the gut microbiome analysis between the EF-risk and control groups
differed from those reported in Section 3.3. Therefore, it was confirmed that even if children
who fell under risks other than the target were included in the non-risk group, it did not
affect the analysis of the gut microbiota.
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Figure 5. Gut microbiota community structure in the inhibitory self-control (ISC)-risk and control
groups. (a–d) Comparison of alpha diversity. Statistical significance was determined using covariance
and (e) beta diversity analysis. The dissimilarity of bacterial communities was analyzed using
principal coordinate analysis (PCoA) based on Bray–Curtis metrics. (f,g) Comparison of relative
abundance of genus-level bacteria (log-fold change). The compositions of the microbiomes were
analyzed using bias correction (ANCOM-BC). Note. Antibiotic treatment within the past three
months and sex were used as covariates. ** q < 0.01; † q < 0.10.
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Figure 6. Gut microbiota community structure in the flexibility (FL)-risk and control groups.
(a–d) Comparison of alpha diversity. Statistical significance was determined using covariance and
(e) beta diversity analysis. The dissimilarity of bacterial communities was analyzed using principal
coordinate analysis (PCoA) based on Bray–Curtis metrics. Note. Antibiotic treatment within the past
three months and sex were used as covariates.
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Figure 7. Gut microbiota community structure in the emergent metacognition (EM)-risk and control
groups. (a–d) Comparison of alpha diversity. Statistical significance was determined using covariance
and (e) beta diversity analysis. The dissimilarity of bacterial communities was analyzed using
principal coordinate analysis (PCoA) based on Bray–Curtis metrics. Note. Antibiotic treatment within
the past three months and sex were used as covariates.

3.5. Post Hoc Analysis of Differences between ISC-Risk and Non-Risk Groups

Among the three broad indices, the ISC-risk and ISC non-risk groups showed clear
differences in microbiome composition. Based on the findings, we conducted a post
hoc analysis to examine whether the two groups showed distinctive dietary habits and
physical symptoms.

3.5.1. Dietary Habits

The Brunner–Munzel test revealed that the ISC-risks consumed green and yellow
vegetables significantly less frequently than the ISC non-risks (p = 0.002, q = 0.026) (Figure 8a,
Table S24). Moreover, the Fisher’s exact test revealed that the proportion of picky eaters in
the ISC-risk group was significantly higher than that in the ISC non-risk group (p = 0.002,
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q = 0.026) (Figure 8b, Table S24). Finally, we found no significant differences in intake
frequencies of the other 23 food items or JDI scores between the groups (Table S24).

3.5.2. Physical Symptoms

The comparison of diarrhea frequency using the Mann–Whitney U test showed no
difference between the ISC-risk and non-risk groups. Fisher’s exact test revealed no
differences in abnormal stool form or allergy symptoms (urticaria/atopy, asthma, allergic
rhinitis, hay fever, food allergy; see Table S25 for details) between the groups.

Microorganisms 2023, 11, x FOR PEER REVIEW 14 of 20 
 

 

0.002, q = 0.026) (Figure 8b, Table S24). Finally, we found no significant differences in in-
take frequencies of the other 23 food items or JDI scores between the groups (Table S24). 

3.5.2. Physical Symptoms 
The comparison of diarrhea frequency using the Mann–Whitney U test showed no 

difference between the ISC-risk and non-risk groups. Fisher’s exact test revealed no dif-
ferences in abnormal stool form or allergy symptoms (urticaria/atopy, asthma, allergic 
rhinitis, hay fever, food allergy; see Table S25 for details) between the groups. 

For detailed results on dietary habits and physical symptoms in relation to FL and 
EM, see Tables S26–S29. 

 
Figure 8. Comparison of intake frequency of green and yellow vegetables (a) and the proportion of 
picky eaters (b) between the ISC-risk and non-risk groups. 

4. Discussion 
We focused on the gut microbiota as a potential biological factor that might influence 

EF development in early childhood. Specifically, we hypothesized that of the two types of 
EF, EER might be more closely associated with some characteristics of the child gut mi-
crobiota. We found that children who exhibited developmental risk for ISC (which reflects 
EER), demonstrated a significantly higher relative abundance of the genera Actinomyces 
and Sutterella compared to those of the ISC non-risk group. Importantly, in contrast to ISC, 
the children at risk for problems with FL (involved in EER) and EM (involved in CC) had 
no distinctly different gut microbiome from the respective non-risk groups. These results 
supported our hypothesis that one component of EER, ISC, is significantly associated with 
the gut microbiota. 

As described above, the ISC risk group had higher relative abundances of Actinomy-
ces and Sutterella compared to the ISC non-risk group. Previous studies have suggested 
that relative abundance of these organisms is positively correlated with inflammatory cy-
tokines (i.e., protein levels of interleukin-8, tumor necrosis factor-α, C-reactive protein) 
[64–66]. Furthermore, clinical studies have demonstrated that patients diagnosed with in-
flammatory bowel disease have higher relative abundances of Actinomyces and Sutterella 
compared to non-risk groups, suggesting a potential association between these genera and 
gastrointestinal tract inflammation [67,68]. Therefore, children whose ISC development is 
at risk may have a higher abundance of inflammation-associated bacteria (i.e., dysbiosis).  

In contrast, alpha and beta diversity did not differ between the two ISC development 
groups. Previous research has reported inconsistent results concerning whether alpha di-
versity is negatively associated with negative emotionality or fear reactivity at 2.5 months 

ba

Figure 8. Comparison of intake frequency of green and yellow vegetables (a) and the proportion of
picky eaters (b) between the ISC-risk and non-risk groups.

For detailed results on dietary habits and physical symptoms in relation to FL and EM,
see Tables S26–S29.

4. Discussion

We focused on the gut microbiota as a potential biological factor that might influence
EF development in early childhood. Specifically, we hypothesized that of the two types of
EF, EER might be more closely associated with some characteristics of the child gut micro-
biota. We found that children who exhibited developmental risk for ISC (which reflects
EER), demonstrated a significantly higher relative abundance of the genera Actinomyces
and Sutterella compared to those of the ISC non-risk group. Importantly, in contrast to ISC,
the children at risk for problems with FL (involved in EER) and EM (involved in CC) had
no distinctly different gut microbiome from the respective non-risk groups. These results
supported our hypothesis that one component of EER, ISC, is significantly associated with
the gut microbiota.

As described above, the ISC risk group had higher relative abundances of Actinomyces
and Sutterella compared to the ISC non-risk group. Previous studies have suggested that
relative abundance of these organisms is positively correlated with inflammatory cytokines
(i.e., protein levels of interleukin-8, tumor necrosis factor-α, C-reactive protein) [64–66].
Furthermore, clinical studies have demonstrated that patients diagnosed with inflamma-
tory bowel disease have higher relative abundances of Actinomyces and Sutterella compared
to non-risk groups, suggesting a potential association between these genera and gastroin-
testinal tract inflammation [67,68]. Therefore, children whose ISC development is at risk
may have a higher abundance of inflammation-associated bacteria (i.e., dysbiosis).

In contrast, alpha and beta diversity did not differ between the two ISC development
groups. Previous research has reported inconsistent results concerning whether alpha
diversity is negatively associated with negative emotionality or fear reactivity at 2.5 months
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of age [25]. However, it is important to consider the dynamic development of the gut
microbiota during the early stage of life. The composition and diversity of the gut micro-
biota changes drastically during the first few years; diversity approaches adult levels by
around three years of age [16,17]. The relationship between the development of the gut
microbiome and mental function may fluctuate and change dynamically from infancy to
early childhood.

Additionally, the children at risk for EM and FL development showed no significant
differences in the gut microbiota with their non-risks. Several studies have suggested that
gut microbiota composition during infancy is associated with functional connectivity and
structure of the limbic system [21,22]. In a study on adults, there was evidence of a closer
relationship between the gut microbiota and limbic system activities involved in processing
emotion through probiotic interventions [23]. Our results are consistent with these findings.
As the EM index indicates the CC ability to solve non-emotional problems, its association
with the gut microbiota in the current study was not strong. Another reason for the results
of the present study, where the association with EER was more evident than that with CC,
could be attributed to the fact that the prefrontal cortex is in an immature stage in early
childhood, and thus has difficulty regulating the limbic system [18–20]. However, further
research is required to explain why the FL risk, relevant to emotional switching including
in the EER domain, showed no association with the gut microbiota.

To investigate the potential ecological factors affecting child gut microbiome composi-
tion, we conducted post hoc analyses focusing on their dietary habits. ISC-risk children
consumed fewer green and yellow vegetables and included approximately twice as many
picky eaters (in terms of percentages) compared to ISC non-risk children. This result is con-
sistent with research showing that young children who are picky eaters particularly avoid
vegetables, leading to lower fiber intake [69]. Importantly, higher fiber intake is associated
with a lower abundance of bacteria associated with inflammation (e.g., Actinomyces) and a
higher abundance of short-chain fatty acid (SCFA)-producing bacteria (e.g., Lachnospira),
which promote intestinal tract homeostasis [70,71]. Therefore, the dietary habits of children
at ISC-risk might be related to increased levels of inflammation-related bacteria, and di-
etary interventions aimed at balancing the gut microbiota may be an effective method for
supporting ISC development.

We found no differences in physical symptoms between the ISC-risk and non-risk
groups. Gut microbial changes (i.e., dysbiosis) may be a factor in childhood allergic
diseases [72]. Actually, children with allergies such as food allergy and asthma have a
higher abundance of inflammation-associated bacteria and a lower abundance of SCFA-
producing bacteria [73,74]. In this study, although ISC-risk children were observed to have
dysbiosis (characterized by increased inflammation-related bacteria), they did not show
more physical symptoms such as allergies. However, the relationship between ISC risk
and physical symptoms may change over time with temporal changes in gut microbiome
composition; therefore, the relationship should be monitored longitudinally at multiple
developmental points, including during school age and adulthood.

This study has several limitations. First, because of the cross-sectional design, we do
not yet know whether our findings are relevant to long-term developmental outcomes,
or whether improving the gut microbiota through dietary habits or other interventions
(e.g., prebiotics) reduces EF risks. Longitudinal cohort studies and intervention studies are
required to clarify how dysbiosis or changes in the gut microbiota during early childhood
influence the risk of EF. Second, we used the BRIEF-P questionnaire to assess children’s EF
risks. This measurement tool is based on subjective responses by caregivers, whose mood
and beliefs about their children might influence their answers. Validation by observing and
assessing child behaviors directly would be an important methodological improvement.
Despite the above limitations, our study serves as a preliminary step toward understanding
the relationships among three factors: gut microbiota, dietary habits, and executive func-
tions. To enhance our understanding of these relationships, especially when considering
dietary interventions targeting gut microbiota, it is evident that the method of assessing
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dietary habits needs to be refined, extending beyond the frequency of intake of each food
category to include a detailed examination of nutritional intake in future research.

5. Conclusions

The current study revealed that the gut microbiome is associated with the develop-
ment of EF from 3 to 4 years of age, especially in the specific domain of EF, EER. This time
period is crucial in development because EF develops dramatically, and the gut microbiome
composition attains an adult-like configuration during this period. It is possible that the
child microbiome is associated with variations in EF development. Many EF intervention
programs have been proposed to reduce problematic behaviors and improve cognitive abili-
ties in early childhood. However, our results show that more “individualized” intervention
methods are necessary to address risks to children’s cognitive development, and to protect
life-long physical and mental health. We believe that focusing on child gut microbiota and
dietary habits would be valuable for designing new and effective intervention strategies
for diverse children.
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dietary habits between the EM-risk (N = 20) and EM non-risk (N = 237) groups (Brunner–Munzel test,
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the EM-risk (N = 20) and EM non-risk (N = 237) groups (Brunner–Munzel test, Fisher’s exact test).
References [75–77] are cited in the Supplementary Materials.

Author Contributions: Conceptualization, H.F., M.M. (Michiko Matsunaga), M.M. (Masako Myowa);
formal analysis, H.F., A.K.T., S.W., K.B.; writing—original draft, H.F., M.M. (Michiko Matsunaga);
writing—review and editing, M.M. (Masako Myowa), M.M. (Michiko Matsunaga), E.U., T.K., K.H.,
A.K.T., S.W., K.B.; visualization, H.F.; data curation, H.F.; investigation, H.F., M.M. (Michiko Matsunaga),
M.M. (Masako Myowa), E.U., T.K., K.H.; supervision, M.M. (Masako Myowa); funding acquisition:
M.M. (Masako Myowa). All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by (1) Grant-in-Aid for Scientific Research from Japan Society
for the Promotion of Science (JSPS) (grant no. 17H01016, 19K21813, 21H04981, and 21H04895 to M.
Myo.); (2) the Japan Science and Technology Agency (JST) Moonshot Research and Development
Program (grant no. JPMJMS2296 to M. Myo.); (3) a grant from the Center of Innovation Program, JST
(grant no. JPMJCE1307 to M. Myo.); (4) Kieikai Research Foundation (to M. Myo.); (5) JST SPRING
(grant no. JPMJSP2110 to H.F.); and (6) Grant-in-Aid for JSPS Fellows (grant no. JP23KJ1216 to H.F.,
19J15173 and 22J01448 to M.M.).

Data Availability Statement: The studies presented here were not preregistered. Readers may access
the code for the analytical routines on OSF (https://osf.io/qh6fw/files/osfstorage). The data can be
requested via contact the corresponding authors after publication.

Conflicts of Interest: We declare we have no competing interests.

References
1. Diamond, A. Executive Functions. Annu. Rev. Psychol. 2013, 64, 135–168. [CrossRef]
2. Kerr, A.; Zelazo, P.D. Development of “Hot” Executive Function: The Children’s Gambling Task. Brain Cogn. 2004, 55, 148–157.

[CrossRef]
3. Moffitt, T.E.; Arseneault, L.; Belsky, D.; Dickson, N.; Hancox, R.J.; Harrington, H.; Houts, R.; Poulton, R.; Roberts, B.W.;

Ross, S.; et al. A Gradient of Childhood Self-Control Predicts Health, Wealth, and Public Safety. Proc. Natl. Acad. Sci. USA 2011,
108, 2693–2698. [CrossRef] [PubMed]

4. Zelazo, P.D.; Carlson, S.M. Hot and Cool Executive Function in Childhood and Adolescence: Development and Plasticity. Child
Dev. Perspect. 2012, 6, 354–360. [CrossRef]

5. Gyurak, A.; Gross, J.J.; Etkin, A. Explicit and Implicit Emotion Regulation: A Dual-Process Framework. Cogn. Emot. 2011, 25,
400–412. [CrossRef]

6. Zelazo, P.D.; Mller, U. Executive Function in Typical and Atypical Development. In Blackwell Handbook of Childhood Cognitive
Development; Blackwell Publishing Ltd.: Malden, MA, USA, 2002; pp. 445–469.

7. Kim, S.; Nordling, J.K.; Yoon, J.E.; Boldt, L.J.; Kochanska, G. Effortful Control in “Hot” and “Cool” Tasks Differentially Predicts
Children’s Behavior Problems and Academic Performance. J. Abnorm. Child Psychol. 2013, 41, 43–56. [CrossRef]

8. Richmond-Rakerd, L.S.; Caspi, A.; Ambler, A.; d’Arbeloff, T.; de Bruine, M.; Elliott, M.; Harrington, H.; Hogan, S.; Houts, R.M.;
Ireland, D.; et al. Childhood Self-Control Forecasts the Pace of Midlife Aging and Preparedness for Old Age. Proc. Natl. Acad. Sci.
USA 2021, 118, e2010211118. [CrossRef] [PubMed]

9. Diamond, A.; Lee, K. Interventions Shown to Aid Executive Function Development in Children 4 to 12 Years Old. Science 2011,
333, 959–964. [CrossRef]

10. Flook, L.; Goldberg, S.B.; Pinger, L.; Davidson, R.J. Promoting Prosocial Behavior and Self-Regulatory Skills in Preschool Children
through a Mindfulness-Based Kindness Curriculum. Dev. Psychol. 2015, 51, 44–51. [CrossRef]

11. Razza, R.A.; Bergen-Cico, D.; Raymond, K. Enhancing Preschoolers’ Self-Regulation via Mindful Yoga. J. Child Fam. Stud. 2015,
24, 372–385. [CrossRef]

12. Li, W.Z.; Stirling, K.; Yang, J.J.; Zhang, L. Gut Microbiota and Diabetes: From Correlation to Causality and Mechanism. World J.
Diabetes 2020, 11, 293–308. [CrossRef]

13. Kelly, J.R.; Borre, Y.; O’ Brien, C.; Patterson, E.; El Aidy, S.; Deane, J.; Kennedy, P.J.; Beers, S.; Scott, K.; Moloney, G.; et al.
Transferring the Blues: Depression-Associated Gut Microbiota Induces Neurobehavioural Changes in the Rat. J. Psychiatr. Res.
2016, 82, 109–118. [CrossRef] [PubMed]

14. Foster, J.A.; Rinaman, L.; Cryan, J.F. Stress & the Gut-Brain Axis: Regulation by the Microbiome. Neurobiol. Stress 2017, 7, 124–136.
[CrossRef] [PubMed]

15. Wu, W.L.; Adame, M.D.; Liou, C.W.; Barlow, J.T.; Lai, T.T.; Sharon, G.; Schretter, C.E.; Needham, B.D.; Wang, M.I.; Tang, W.; et al.
Microbiota Regulate Social Behaviour via Stress Response Neurons in the Brain. Nature 2021, 595, 409–414. [CrossRef] [PubMed]

https://osf.io/qh6fw/files/osfstorage
https://doi.org/10.1146/annurev-psych-113011-143750
https://doi.org/10.1016/S0278-2626(03)00275-6
https://doi.org/10.1073/pnas.1010076108
https://www.ncbi.nlm.nih.gov/pubmed/21262822
https://doi.org/10.1111/j.1750-8606.2012.00246.x
https://doi.org/10.1080/02699931.2010.544160
https://doi.org/10.1007/s10802-012-9661-4
https://doi.org/10.1073/pnas.2010211118
https://www.ncbi.nlm.nih.gov/pubmed/33397808
https://doi.org/10.1126/science.1204529
https://doi.org/10.1037/a0038256
https://doi.org/10.1007/s10826-013-9847-6
https://doi.org/10.4239/wjd.v11.i7.293
https://doi.org/10.1016/j.jpsychires.2016.07.019
https://www.ncbi.nlm.nih.gov/pubmed/27491067
https://doi.org/10.1016/j.ynstr.2017.03.001
https://www.ncbi.nlm.nih.gov/pubmed/29276734
https://doi.org/10.1038/s41586-021-03669-y
https://www.ncbi.nlm.nih.gov/pubmed/34194038


Microorganisms 2023, 11, 2245 18 of 20

16. Roswall, J.; Olsson, L.M.; Kovatcheva-Datchary, P.; Nilsson, S.; Tremaroli, V.; Simon, M.C.; Kiilerich, P.; Akrami, R.; Krämer, M.;
Uhlén, M.; et al. Developmental Trajectory of the Healthy Human Gut Microbiota During the First 5 Years of Life. Cell Host
Microbe 2021, 29, 765–776.e3. [CrossRef]

17. Stewart, C.J.; Ajami, N.J.; O’Brien, J.L.; Hutchinson, D.S.; Smith, D.P.; Wong, M.C.; Ross, M.C.; Lloyd, R.E.; Doddapaneni, H.;
Metcalf, G.A.; et al. Temporal Development of the Gut Microbiome in Early Childhood from the TEDDY Study. Nature 2018, 562,
583–588. [CrossRef]

18. Giedd, J.N.; Blumenthal, J.; Jeffries, N.O.; Castellanos, F.X.; Liu, H.; Zijdenbos, A.; Paus, T.; Evans, A.C.; Rapoport, J.L. Brain
Development during Childhood and Adolescence: A Longitudinal MRI Study. Nat. Neurosci. 1999, 2, 861–863. Available online:
https://www.nature.com/articles/nn1099_861 (accessed on 28 December 2022).

19. Barnea-Goraly, N.; Menon, V.; Eckert, M.; Tamm, L.; Bammer, R.; Karchemskiy, A.; Dant, C.C.; Reiss, A.L. White matter
development during childhood and adolescence: A cross-sectional diffusion tensor imaging study. Cereb. Cortex 2005, 15,
1848–1854. [CrossRef]

20. Gee, D.G.; Humphreys, K.L.; Flannery, J.; Goff, B.; Telzer, E.H.; Shapiro, M.; Hare, T.A.; Bookheimer, S.Y.; Tottenham, N.
A developmental shift from positive to negative connectivity in human amygdala-prefrontal circuitry. J. Neurosci. 2013, 33,
4584–4593. [CrossRef]

21. Gao, W.; Salzwedel, A.P.; Carlson, A.L.; Xia, K.; Azcarate-Peril, M.A.; Styner, M.A.; Thompson, A.L.; Geng, X.; Goldman, B.D.;
Gilmore, J.H.; et al. Gut Microbiome and Brain Functional Connectivity in Infants-A Preliminary Study Focusing on the Amygdala.
Psychopharmacology 2019, 236, 1641–1651. [CrossRef]

22. Carlson, A.L.; Xia, K.; Azcarate-Peril, M.A.; Rosin, S.P.; Fine, J.P.; Mu, W.; Zopp, J.B.; Kimmel, M.C.; Styner, M.A.;
Thompson, A.L.; et al. Infant Gut Microbiome Composition Is Associated with Non-social Fear Behavior in a Pilot Study. Nat.
Commun. 2021, 12, 3294. [CrossRef]

23. Tillisch, K.; Labus, J.; Kilpatrick, L.; Jiang, Z.; Stains, J.; Ebrat, B.; Guyonnet, D.; Legrain-Raspaud, S.; Trotin, B.; Naliboff, B.; et al.
Consumption of Fermented Milk Product with Probiotic Modulates Brain Activity. Gastroenterology 2013, 144, 1394–1401.e4.
[CrossRef] [PubMed]

24. Loughman, A.; Ponsonby, A.L.; O’Hely, M.; Symeonides, C.; Collier, F.; Tang, M.L.K.; Carlin, J.; Ranganathan, S.; Allen, K.;
Pezic, A.; et al. Gut Microbiota Composition during Infancy and Subsequent Behavioural Outcomes. eBiomedicine 2020, 52, 102640.
[CrossRef] [PubMed]

25. Aatsinki, A.K.; Lahti, L.; Uusitupa, H.M.; Munukka, E.; Keskitalo, A.; Nolvi, S.; O’Mahony, S.; Pietilä, S.; Elo, L.L.; Eerola, E.; et al.
Gut Microbiota Composition Is Associated with Temperament Traits in Infants. Brain Behav. Immun. 2019, 80, 849–858. [CrossRef]
[PubMed]

26. Carlson, A.L.; Xia, K.; Azcarate-Peril, M.A.; Goldman, B.D.; Ahn, M.; Styner, M.A.; Thompson, A.L.; Geng, X.; Gilmore, J.H.;
Knickmeyer, R.C. Infant Gut Microbiome Associated with Cognitive Development. Biol. Psychiatry 2018, 83, 148–159. [CrossRef]

27. Boulangé, C.L.; Neves, A.L.; Chilloux, J.; Nicholson, J.K.; Dumas, M.E. Impact of the Gut Microbiota on Inflammation, Obesity,
and Metabolic Disease. Genome Med. 2016, 8, 42. [CrossRef]

28. David, L.A.; Maurice, C.F.; Carmody, R.N.; Gootenberg, D.B.; Button, J.E.; Wolfe, B.E.; Ling, A.V.; Devlin, A.S.; Varma, Y.;
Fischbach, M.A.; et al. Diet Rapidly and Reproducibly Alters the Human Gut Microbiome. Nature 2014, 505, 559–563. [CrossRef]

29. Bernstein, C.N.; Forbes, J.D. Gut Microbiome in Inflammatory Bowel Disease and Other Chronic Immune-Mediated Inflammatory
Diseases. Inflamm. Intestig. Dis. 2017, 2, 116–123. [CrossRef]

30. Gholizadeh, P.; Mahallei, M.; Pormohammad, A.; Varshochi, M.; Ganbarov, K.; Zeinalzadeh, E.; Yousefi, B.; Bastami, M.;
Tanomand, A.; Mahmood, S.S.; et al. Microbial Balance in the Intestinal Microbiota and Its Association with Diabetes, Obesity
and Allergic Disease. Microb. Pathog. 2019, 127, 48–55. [CrossRef]

31. Gioia, G.A.; Espy, K.A.; Isquith, P.K. Behavior Rating Inventory of Executive Function-Preschool Version (BRIEF-P); Psychological
Assessment Resources: Odessa, FL, USA, 2003.

32. Ukena, Y.; Hashimoto, S.; Deguchi, T. Development of the Japanese Version of BRIEF-P: Toward the Practical Use in Support for
Children with Developmental Disorders. Jpn. J. Support Syst. Dev. Disabil. 2008, 72, 59–64.

33. Sherman, E.M.S.; Brooks, B.L. Behavior Rating Inventory of Executive Function—Preschool Version (BRIEF-P): Test Review and
Clinical Guidelines for Use. Child Neuropsychol. 2010, 16, 503–519. [CrossRef]

34. Daunhauer, L.A.; Fidler, D.J.; Hahn, L.; Will, E.; Lee, N.R.; Hepburn, S. Profiles of Everyday Executive Functioning in Young
Children with Down Syndrome. Am. J. Intellect. Dev. Disabil. 2014, 119, 303–318. [CrossRef] [PubMed]

35. Lee, N.R.; Anand, P.; Will, E.; Adeyemi, E.I.; Clasen, L.S.; Blumenthal, J.D.; Giedd, J.N.; Daunhauer, L.A.; Fidler, D.J.; Edgin, J.O.
Everyday Executive Functions in Down Syndrome from Early Childhood to Young Adulthood: Evidence for Both Unique and
Shared Characteristics Compared to Youth with Sex Chromosome Trisomy (XXX and XXY). Front. Behav. Neurosci. 2015, 9, 264.
[CrossRef]

36. Isquith, P.K.; Gioia, G.A.; Espy, K.A. Executive Function in Preschool Children: Examination through Everyday Behavior. Dev.
Neuropsychol. 2004, 26, 403–422. [CrossRef]

37. Skogan, A.H.; Egeland, J.; Zeiner, P.; Øvergaard, K.R.; Oerbeck, B.; Reichborn-Kjennerud, T.; Aase, H. Factor Structure of the
Behavior Rating Inventory of Executive Functions (BRIEF-P) at Age Three Years. Child Neuropsychol. 2016, 22, 472–492. [CrossRef]

38. Galloway, A.T.; Fiorito, L.; Lee, Y.; Birch, L.L. Parental Pressure, Dietary Patterns, and Weight Status among Girls Who Are “Picky
Eaters”. J. Am. Diet. Assoc. 2005, 105, 541–548. [CrossRef]

https://doi.org/10.1016/j.chom.2021.02.021
https://doi.org/10.1038/s41586-018-0617-x
https://www.nature.com/articles/nn1099_861
https://doi.org/10.1093/cercor/bhi062
https://doi.org/10.1523/JNEUROSCI.3446-12.2013
https://doi.org/10.1007/s00213-018-5161-8
https://doi.org/10.1038/s41467-021-23281-y
https://doi.org/10.1053/j.gastro.2013.02.043
https://www.ncbi.nlm.nih.gov/pubmed/23474283
https://doi.org/10.1016/j.ebiom.2020.102640
https://www.ncbi.nlm.nih.gov/pubmed/32062351
https://doi.org/10.1016/j.bbi.2019.05.035
https://www.ncbi.nlm.nih.gov/pubmed/31132457
https://doi.org/10.1016/j.biopsych.2017.06.021
https://doi.org/10.1186/s13073-016-0303-2
https://doi.org/10.1038/nature12820
https://doi.org/10.1159/000481401
https://doi.org/10.1016/j.micpath.2018.11.031
https://doi.org/10.1080/09297041003679344
https://doi.org/10.1352/1944-7558-119.4.303
https://www.ncbi.nlm.nih.gov/pubmed/25007296
https://doi.org/10.3389/fnbeh.2015.00264
https://doi.org/10.1207/s15326942dn2601_3
https://doi.org/10.1080/09297049.2014.992401
https://doi.org/10.1016/j.jada.2005.01.029


Microorganisms 2023, 11, 2245 19 of 20

39. Saji, N.; Tsuduki, T.; Murotani, K.; Hisada, T.; Sugimoto, T.; Kimura, A.; Niida, S.; Toba, K.; Sakurai, T. Relationship between the
Japanese-Style Diet, Gut Microbiota, and Dementia: A Cross-Sectional Study. Nutrition 2022, 94, 111524. [CrossRef]

40. Kushida, M.; Sugawara, S.; Asano, M.; Yamamoto, K.; Fukuda, S.; Tsuduki, T. Effects of the 1975 Japanese Diet on the Gut
Microbiota in Younger Adults. J. Nutr. Biochem. 2019, 64, 121–127. [CrossRef]

41. van Buuren, S.; Groothuis-Oudshoorn, K. Mice: Multivariate Imputation by Chained Equations in R. J. Stat. Softw. 2011, 45, 1–67.
[CrossRef]

42. van Buuren, S.; Boshuizen, H.C.; Knook, D.L. Multiple Imputation of Missing Blood Pressure Covariates in Survival Analysis.
Stat. Med. 1999, 18, 681–694. [CrossRef]

43. Lewis, S.J.; Heaton, K.W. Stool Form Scale as a Useful Guide to Intestinal Transit Time. Scand. J. Gastroenterol. 1997, 32, 920–924.
[CrossRef]

44. Lacy, B.E.; Patel, N.K. Rome Criteria and a Diagnostic Approach to Irritable Bowel Syndrome. J. Clin. Med. 2017, 6, 99. [CrossRef]
[PubMed]

45. Beck, A.T.; Steer, R.A.; Brown, G.K. Manual for the Beck Depression Inventory—II; Psychological Corporation: San Antonio, TX,
USA, 1996.

46. Hiroe, T.; Kojima, M.; Yamamoto, I.; Nojima, S.; Kinoshita, Y.; Hashimoto, N.; Watanabe, N.; Maeda, T.; Furukawa, T.A.
Gradations of Clinical Severity and Sensitivity to Change Assessed with the Beck Depression Inventory-II in Japanese Patients
with Depression. Psychiatry Res. 2005, 135, 229–235. [CrossRef] [PubMed]

47. Kojima, M.; Furukawa, T.A.; Takahashi, H.; Kawai, M.; Nagaya, T.; Tokudome, S. Cross-Cultural Validation of the Beck Depression
Inventory-II in Japan. Psychiatry Res. 2002, 110, 291–299. [CrossRef]

48. Chilcoat, H.D.; Breslau, N. Does Psychiatric History Bias Mothers’ Reports? An Application of a New Analytic Approach. J. Am.
Acad. Child Adolesc. Psychiatry 1997, 36, 971–979. [CrossRef]

49. Müller, J.M.; Achtergarde, S.; Furniss, T. The Influence of Maternal Psychopathology on Ratings of Child Psychiatric Symptoms:
An SEM Analysis on Cross-Informant Agreement. Eur. Child Adolesc. Psychiatry 2011, 20, 241–252. [CrossRef]

50. Watanabe, S.; Kameoka, S.; Shinozaki, N.O.; Kubo, R.; Nishida, A.; Kuriyama, M.; Takeda, A.K. A cross-sectional analysis from
the Mykinso Cohort Study: Establishing reference ranges for Japanese gut microbial indices. Biosci. Microbiota Food Health 2021,
40, 123–134. [CrossRef]

51. Bolyen, E.; Rideout, J.R.; Dillon, M.R.; Bokulich, N.A.; Abnet, C.C.; Al-Ghalith, G.A.; Alexander, H.; Alm, E.J.; Arumugam, M.;
Asnicar, F.; et al. Reproducible, Interactive, Scalable and Extensible Microbiome Data Science Using QIIME 2. Nat. Biotechnol.
2019, 37, 852–857. [CrossRef] [PubMed]

52. Quast, C.; Pruesse, E.; Yilmaz, P.; Gerken, J.; Schweer, T.; Yarza, P.; Peplies, J.; Glöckner, F.O. The SILVA ribosomal RNA gene
database project: Improved data processing and web-based tools. Nucleic Acids Res. 2013, 41, D590–D596. [CrossRef]

53. Yoshida, N.; Watanabe, S.; Yamasaki, H.; Sakuma, H.; Takeda, A.K.; Yamashita, T.; Hirata, K. Average Gut Flora in Healthy
Japanese Subjects Stratified by Age and Body Mass Index. Biosci. Microbiota Food Health 2022, 41, 2021–2056. [CrossRef]

54. R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,
2021. Available online: http://www.R-project.org (accessed on 5 January 2021).

55. Lin, H.; Peddada, S.D. Analysis of Compositions of Microbiomes with Bias Correction. Nat. Commun. 2020, 11, 3514. [CrossRef]
56. McMurdie, P.J.; Holmes, S. Phyloseq: An R Package for Reproducible Interactive Analysis and Graphics of Microbiome Census

Data. PLoS ONE 2013, 8, e61217. [CrossRef] [PubMed]
57. Van Pee, T.; Hogervorst, J.; Dockx, Y.; Witters, K.; Thijs, S.; Wang, C.; Bongaerts, E.; Van Hamme, J.D.; Vangronsveld, J.;

Ameloot, M.; et al. Accumulation of Black Carbon Particles in Placenta, Cord Blood, and Childhood Urine in Association with
the Intestinal Microbiome Diversity and Composition in Four- to Six-Year-Old Children in the ENVIR ON AGE Birth Cohort.
Environ. Health Perspect. 2023, 131, 17010. [CrossRef]

58. Maier, L.; Goemans, C.V.; Wirbel, J.; Kuhn, M.; Eberl, C.; Pruteanu, M.; Müller, P.; Garcia-Santamarina, S.; Cacace, E.;
Zhang, B.; et al. Unravelling the Collateral Damage of Antibiotics on Gut Bacteria. Nature 2021, 599, 120–124. [CrossRef]

59. Seelbinder, B.; Chen, J.; Brunke, S.; Vazquez-Uribe, R.; Santhaman, R.; Meyer, A.C.; de Oliveira Lino, F.S.; Chan, K.F.; Loos, D.;
Imamovic, L.; et al. Antibiotics Create a Shift from Mutualism to Competition in Human Gut Communities with a Longer-Lasting
Impact on Fungi than Bacteria. Microbiome 2020, 8, 133. [CrossRef]

60. Kaul, A.; Mandal, S.; Davidov, O.; Peddada, S.D. Analysis of Microbiome Data in the Presence of Excess Zeros. Front. Microbiol.
2017, 8, 2114. [CrossRef]

61. Nearing, J.T.; Douglas, G.M.; Hayes, M.G.; MacDonald, J.; Desai, D.K.; Allward, N.; Jones, C.M.A.; Wright, R.J.; Dhanani, A.S.;
Comeau, A.M.; et al. Microbiome Differential Abundance Methods Produce Different Results across 38 Datasets. Nat. Commun.
2022, 13, 342. [CrossRef]

62. Testerman, T.; Li, Z.; Galuppo, B.; Graf, J.; Santoro, N. Insights from Shotgun Metagenomics into Bacterial Species and Metabolic
Pathways Associated with NAFLD in Obese Youth. Hepatol. Commun. 2022, 6, 1962–1974. [CrossRef]

63. Brunner, E.; Munzel, U. The Nonparametric Behrens-Fisher Problem: Asymptotic Theory and a Small-Sample Approximation.
Biom. J. 2000, 42, 17–25. [CrossRef]

64. Gu, S.; Chen, Y.; Wu, Z.; Chen, Y.; Gao, H.; Lv, L.; Guo, F.; Zhang, X.; Luo, R.; Huang, C.; et al. Alterations of the Gut Microbiota in
Patients with Coronavirus Disease 2019 or H1N1 Influenza. Clin. Infect. Dis. 2020, 71, 2669–2678. [CrossRef] [PubMed]

https://doi.org/10.1016/j.nut.2021.111524
https://doi.org/10.1016/j.jnutbio.2018.10.011
https://doi.org/10.18637/jss.v045.i03
https://doi.org/10.1002/(SICI)1097-0258(19990330)18:6&lt;681::AID-SIM71&gt;3.0.CO;2-R
https://doi.org/10.3109/00365529709011203
https://doi.org/10.3390/jcm6110099
https://www.ncbi.nlm.nih.gov/pubmed/29072609
https://doi.org/10.1016/j.psychres.2004.03.014
https://www.ncbi.nlm.nih.gov/pubmed/15996749
https://doi.org/10.1016/S0165-1781(02)00106-3
https://doi.org/10.1097/00004583-199707000-00020
https://doi.org/10.1007/s00787-011-0168-2
https://doi.org/10.12938/bmfh.2020-038
https://doi.org/10.1038/s41587-019-0209-9
https://www.ncbi.nlm.nih.gov/pubmed/31341288
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.12938/bmfh.2021-056
http://www.R-project.org
https://doi.org/10.1038/s41467-020-17041-7
https://doi.org/10.1371/journal.pone.0061217
https://www.ncbi.nlm.nih.gov/pubmed/23630581
https://doi.org/10.1289/EHP11257
https://doi.org/10.1038/s41586-021-03986-2
https://doi.org/10.1186/s40168-020-00899-6
https://doi.org/10.3389/fmicb.2017.02114
https://doi.org/10.1038/s41467-022-28034-z
https://doi.org/10.1002/hep4.1944
https://doi.org/10.1002/(SICI)1521-4036(200001)42:1&lt;17::AID-BIMJ17&gt;3.0.CO;2-U
https://doi.org/10.1093/cid/ciaa709
https://www.ncbi.nlm.nih.gov/pubmed/32497191


Microorganisms 2023, 11, 2245 20 of 20

65. West, C.E.; Rydén, P.; Lundin, D.; Engstrand, L.; Tulic, M.K.; Prescott, S.L. Gut Microbiome and Innate Immune Response Patterns
in IgE-Associated Eczema. Clin. Exp. Allergy 2015, 45, 1419–1429. [CrossRef]

66. Hiippala, K.; Kainulainen, V.; Kalliomäki, M.; Arkkila, P.; Satokari, R. Mucosal Prevalence and Interactions with the Epithelium
Indicate Commensalism of Sutterella spp. Front. Microbiol. 2016, 7, 1706. [CrossRef]

67. Santoru, M.L.; Piras, C.; Murgia, A.; Palmas, V.; Camboni, T.; Liggi, S.; Ibba, I.; Lai, M.A.; Orrù, S.; Blois, S.; et al. Cross Sectional
Evaluation of the Gut-Microbiome Metabolome Axis in an Italian Cohort of IBD Patients. Sci. Rep. 2017, 7, 9523. [CrossRef]

68. Takahashi, K.; Nishida, A.; Fujimoto, T.; Fujii, M.; Shioya, M.; Imaeda, H.; Inatomi, O.; Bamba, S.; Sugimoto, M.; Andoh, A.
Reduced Abundance of Butyrate-Producing Bacteria Species in the Fecal Microbial Community in Crohn’s Disease. Digestion
2016, 93, 59–65. [CrossRef] [PubMed]

69. Taylor, C.M.; Northstone, K.; Wernimont, S.M.; Emmett, P.M. Picky Eating in Preschool Children: Associations with Dietary Fibre
Intakes and Stool Hardness. Appetite 2016, 100, 263–271. [CrossRef] [PubMed]

70. Lin, D.; Peters, B.A.; Friedlander, C.; Freiman, H.J.; Goedert, J.J.; Sinha, R.; Miller, G.; Bernstein, M.A.; Hayes, R.B.; Ahn, J.
Association of Dietary Fibre Intake and Gut Microbiota in Adults. Br. J. Nutr. 2018, 120, 1014–1022. [CrossRef]

71. Shimizu, H.; Ohue-Kitano, R.; Kimura, I. Regulation of host energy metabolism by gut microbiota-derived short-chain fatty acids.
Glycative Stress Res. 2019, 6, 181–191. [CrossRef]

72. Aguilera, A.C.; Dagher, I.A.; Kloepfer, K.M. Role of the Microbiome in Allergic Disease Development. Curr. Allergy Asthma Rep.
2020, 20, 44. [CrossRef]

73. Yamagishi, M.; Akagawa, S.; Akagawa, Y.; Nakai, Y.; Yamanouchi, S.; Kimata, T.; Hashiyada, M.; Akane, A.; Tsuji, S.; Kaneko,
K. Decreased Butyric Acid-Producing Bacteria in Gut Microbiota of Children with Egg Allergy. Allergy 2021, 76, 2279–2282.
[CrossRef]

74. Zhang, Y.; Li, T.; Yuan, H.; Pan, W.; Dai, Q. Correlations of Inflammatory Factors with Intestinal Flora and Gastrointestinal
Incommensurate Symptoms in Children with Asthma. Med. Sci. Monit. 2018, 24, 7975–7979. [CrossRef]

75. Spataro, P.; Cerutti, R.; Laghi, F.; Longobardi, E. Indirect relations between language and behavior problems in preschoolers: The
role of executive difficulties. J. Genet. Psychol. 2022, 183, 495–513. [CrossRef]

76. Loe, I.M.; Chatav, M.; Alduncin, N. Complementary assessments of executive function in preterm and full-term preschoolers.
Child Neuropsychol. 2015, 21, 331–353. [CrossRef] [PubMed]

77. Isquith, P.K.; Gioia, G.A.; PAR Staff. BRIEF-P Interceptive Report; Psychological Assessment Resources: Lutz, FL, USA, 2013.

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1111/cea.12566
https://doi.org/10.3389/fmicb.2016.01706
https://doi.org/10.1038/s41598-017-10034-5
https://doi.org/10.1159/000441768
https://www.ncbi.nlm.nih.gov/pubmed/26789999
https://doi.org/10.1016/j.appet.2016.02.021
https://www.ncbi.nlm.nih.gov/pubmed/26879221
https://doi.org/10.1017/S0007114518002465
https://doi.org/10.24659/gsr.6.3_181
https://doi.org/10.1007/s11882-020-00944-2
https://doi.org/10.1111/all.14795
https://doi.org/10.12659/MSM.910854
https://doi.org/10.1080/00221325.2022.2082859
https://doi.org/10.1080/09297049.2014.906568
https://www.ncbi.nlm.nih.gov/pubmed/24754400

	Introduction 
	Materials and Methods 
	Participants and Procedure 
	Questionnaires 
	BRIEF-P 
	Dietary Habits (Food Intake Frequency, JDI Score, Picky Eating) 
	Physical Symptoms 
	BDI-II 

	Demographic Data 
	Fecal Sampling, DNA Extraction, and Sequencing 
	Taxonomy Assignment Based on 16S rRNA Gene Sequencing 
	Diversity Analysis 
	Statistical Analysis 
	Gut Microbiota Diversity 
	Gut Microbiota Composition 
	Dietary Habits 
	Physical Symptoms 
	Demographic Data 


	Results 
	Microbiome Components in Inhibitory Self-Control (ISC)-Risk and Non-Risk Groups 
	Microbiome Components in the Flexibility (FL)-Risk and Non-Risk Groups 
	Microbiome Components in the Emergent Metacognition (EM)-Risk and Non-Risk Groups 
	Comparisons of Gut Microbiota Structure between EF-Risk and EF-Control Groups 
	Post Hoc Analysis of Differences between ISC-Risk and Non-Risk Groups 
	Dietary Habits 
	Physical Symptoms 


	Discussion 
	Conclusions 
	References

