@° PLOS | ONE

Check for
updates

G OPEN ACCESS

Citation: Burton KJ, Pimentel G, Zangger N,
Vionnet N, Drai J, McTernan PG, et al. (2018)
Modulation of the peripheral blood transcriptome
by the ingestion of probiotic yoghurt and acidified
milk in healthy, young men. PLoS ONE 13(2):
€0192947. https://doi.org/10.1371/journal.
pone.0192947

Editor: Geraldo A Passos, University of Sao Paulo,
BRAZIL

Received: November 7, 2017
Accepted: January 4, 2018
Published: February 28, 2018

Copyright: © 2018 Burton et al. This is an open
access article distributed under the terms of the
Creative Commons Attribution License, which
permits unrestricted use, distribution, and
reproduction in any medium, provided the original
author and source are credited.

Data Availability Statement: All raw and
processed RNA files are available from the NCBI’s
Gene Expression Omnibus database (GEO Series
accession number GSE98645, https://www.ncbi.
nim.nih.gov/geo/).

Funding: This work was supported in part by the
Swiss National Science Foundation in the frame of
the national research program “Healthy nutrition
and sustainable food production” (NRP69) hosting
the JPI HDHL project EU Food Biomarkers Alliance

Modulation of the peripheral blood
transcriptome by the ingestion of probiotic
yoghurt and acidified milk in healthy, young
men

Kathryn J. Burton'*, Grégory Pimentel'2, Nadine Zangger®, Nathalie Vionnet',
Jocelyne Drai*®, Philip G. McTernan®, Francois P. Pralong’, Mauro Delorenzi®,
Guy Vergéres?

1 Service of Endocrinology, Diabetes and Metabolism, Lausanne University Hospital, Lausanne, Switzerland,
2 Federal Department of Economic Affairs, Education and Research EAER, Agroscope, Berne, Switzerland,
3 SIB Swiss Institute of Bioinformatics, Lausanne, Switzerland, 4 Centre Hospitalier Lyon-Sud, Laboratoire
de Biochimie, Pierre-Bénite, France, 5 Equipe Inserm CarMeN U1060, Faculté de Médecine LYON SUD —
BP 12, Pierre Bénite, France, 6 School of Science and Technology, Nottingham Trent University,
Nottingham, United Kingdom

* kathryn.burton @ agroscope.admin.ch

Abstract

The metabolic health benefits of fermented milks have already been investigated using clini-
cal biomarkers but the development of transcriptomic analytics in blood offers an alternative
approach that may help to sensitively characterise such effects. We aimed to assess the
effects of probiotic yoghurt intake, compared to non-fermented, acidified milk intake, on clini-
cal biomarkers and gene expression in peripheral blood. To this end, a randomised, cross-
over study was conducted in fourteen healthy, young men to test the two dairy products.

For a subset of seven subjects, RNA sequencing was used to measure gene expression in
blood collected during postprandial tests and after two weeks daily intake. We found that
the postprandial response in insulin was different for probiotic yoghurt as compared to that
of acidified milk. Moreover changes in several clinical biomarkers were associated with
changes in the expression of genes representing six metabolic genesets. Assessment of
the postprandial effects of each dairy product on gene expression by geneset enrichment
analysis revealed significant, similar modulation of inflammatory and glycolytic genes after
both probiotic yoghurt and acidified milk intake, although distinct kinetic characteristics of
the modulation differentiated the dairy products. The aryl hydrocarbon receptor was a major
contributor to the down-regulation of the inflammatory genesets and was also positively
associated with changes in circulating insulin at 2h after yoghurt intake (p = 0.05). Daily
intake of the dairy products showed little effect on the fasting blood transcriptome. Probiotic
yoghurt and acidified milk appear to affect similar gene pathways during the postprandial
phase but differences in the timing and the extent of this modulation may lead to different
physiological consequences. The functional relevance of these differences in gene expres-
sion is supported by their associations with circulating biomarkers.
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Introduction

Fermentation is a widely used method for processing dairy milk that results in the transforma-
tion of the milk by the action of lactic acid bacteria. The changes that accompany milk fermen-
tation include nutrient, chemical and physical modifications of the milk matrix. Lactic acid
bacteria are used for milk fermentation for their capacity to metabolise lactose and galactose to
lactic acid [1], but their actions during fermentation extend beyond carbohydrate metabolism
with important consequences for the amino acid, mineral and vitamin composition of the
milk [2]. In addition, some lactic bacteria affect the microbiota of the consumer as they are
probiotics, live microorganisms that when consumed in adequate quantities, provide a health
benefit to the host [3]. Thus the many health benefits that have been described for fermented
milks may be attributed to the effects of the fermentation-specific changes of the milk on diges-
tion and metabolism, and/or the interactions of the bacterial strains with the gut microbiota
[4]. The most established effect of milk fermentation on metabolism is in the specific case of
lactose metabolism in populations that do not have the genotype for lactase persistence; the
prior hydrolysis of lactose during the fermentation process promotes the digestibility of dairy
products [5, 6]. The wider consequences of milk fermentation on host metabolism have also
been investigated; in postprandial studies differential effects of fermented compared to non-
fermented dairy milks have been observed for glycemia and insulinemia [7] as well as lipide-
mia [8] and protein flux [9]. Calcium bioavailability has been investigated in dairy products
but does not appear to depend upon milk fermentation [10, 11]. The health benefits of fer-
mented dairy intake are not limited to effects on postprandial metabolism; the daily intake of
fermented dairy foods (in particular those containing probiotic bacteria) has been associated
with lowering lipid parameters [12], regulation of glycemia [13-16] and a reduction in circu-
lating parameters of inflammation [17-21].

Whilst many studies have sought to investigate the impact of diet on individual metabolic
pathways, the emerging field of ‘nutrigenomics’ has increasingly been applied to study the
interplay between genes, diet, metabolites and dietary consequences in health and disease [22].
Due to the development of high-throughput technologies, whole blood transcriptomics can
offer a rapid, relatively non-invasive approach to study the changes in gene expression in
blood that take place in response to dietary intake. Indeed, in the recent work of Petrov et al,
the value of using whole blood to identify transcript-based biomarkers of nutritional status
and metabolic health was demonstrated [23]. Transcriptomic analysis, like other ‘-omic’
approaches, facilitates a broader analysis than classical blood biomarkers that focus on a lim-
ited selection of surrogate markers of metabolism. Of note, the blood transcriptome has been
shown to reflect gene expression in other tissues and thus may capture the wider consequences
of diet on the body [24]. Furthermore, in the recent work of Bartel et al., the fasting whole
blood transcriptome was closely associated with the fasting circulating metabolome and
implied metabolic processes [25]. The relevance of nutrient-gene interactions for dairy
research has already been identified and explored in human trials [18, 26]. Notably, Sagaya
et al. compared the acute intake of yoghurt and of a non-fermented, acidified milk on gene
expression of blood cells, and reported broadly similar effects for the two dairy products,
including the modulation of inflammatory processes [26]. Conversely, a specific role for probi-
otic bacteria added to yoghurt on gene expression of the inflammatory related gene, RAR-
related orphan receptor gamma, was suggested by Zarrati et al. [18] in a study that compared
standard yoghurt with probiotic yoghurt.

The analysis of transcriptome changes in blood to assess the acute impact of dietary intake
can be considered as a type of in vivo cellular experiment that is characterised by a change in
nutrient composition of the media (serum) in which the cell (blood cells) are active and the
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response of the cells to this change is measured. In contrast to the classical in vitro cellular
experiment, the human model reflects the true dynamics of nutrient digestion in the gastroin-
testinal tract, including the complex interactions with the gut microbiota, transport and pro-
cessing by the intestinal cells and metabolism by the liver, before the active metabolites act
upon the blood cells.

This approach could thus support understanding of how the intake of fermented dairy
foods, especially those containing probiotic strains, can affect metabolism and physiological
processes that may play a role in the health qualities associated with these foods. In this study,
we use whole blood transcriptomics together with classical circulating biomarkers to explore
in an in vivo human model the postprandial and short-term effects of probiotic yoghurt com-
pared to non-fermented, acidified milk.

Materials and methods
Ethics statement

All procedures were completed in accordance with the ethical standards of the responsible
committee on human experimentation and with the guidelines laid down in the Helsinki Dec-
laration. Ethical approval for the study was received from the regional committee for human
experimentation (approval number: 392/13, Vaud, Switzerland) and written informed consent
obtained from all participants. This trial was retrospectively registered at clinicaltrial.gov on
July 21, 2014 (registration number: NCT02230345).

Subjects

Participants in the study were healthy, young men with a mean (+SEM) age of 24.6 + 4.7 years
and mean (+SEM) BMI of 21.8 + 1.8 kg/m” recruited from the Lausanne region by poster cam-
paign. Exclusion criteria included dietary intolerances, abnormal clinical biochemistry, acute
or chronic illness, use of medication, and use of antibiotics in the six months prior to start of
the study. One subject was excluded post hoc, following analysis of the microbiota samples of
the study [21], thus clinical biochemistry, inflammatory parameters and appetite sensations
were assessed for the thirteen remaining subjects. Gene expression was assessed in whole
blood samples from a subset of seven subjects as this sample size has previously been shown to
be adequate to obtain significant and physiologically meaningful postprandial results in a
study that used lower caloric doses of dairy products [26].

Study design

A randomised, double blind, crossover study design was used to evaluate effects of two dairy
products, probiotic yoghurt and acidified milk, as described previously [21] (Fig 1A). The
effect of a single intake of the assigned dairy product (800 g) was assessed by a postprandial
test (D1 and D2). Each postprandial test was completed after an overnight fast and required
participants to consume the designated dairy product within a period of 15 min. Venous blood
sampling was completed in the fasting state and during the six-hour postprandial period fol-
lowing dairy intake. No intake except ad libitum water intake was permitted during the post-
prandial test. Blood sampling was completed for assessment of clinical biochemistry and
inflammatory parameters as well as for transcriptome analysis (Fig 1B, full study design
reported in Burton et al., 2017 [21]). A visual analogue scale questionnaire (adapted from Flint
et al., 2000 [27], S1 Table) was completed by the subjects during the postprandial tests (0, 0.5,
1, 1.5, 2, 4 and 6 h) to assess hunger, satiety, prospective food consumption, appetite and sub-
jective state of ease. The questionnaire required a response to six questions that was indicated
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Fig 1. Overview of crossover study design (adapted from Burton et al., 2017 [21]). A. Probiotic yoghurt and acidified milk were consumed during two test

phases. Postprandial dairy tests (D1 and D2) were completed at the beginning of each test phase and fasting tests were completed after two weeks intake of each
product (Fasting 1 and 2). Run-in and wash-out periods respectively preceded and followed the two test phases. Three-day controlled diets were provided prior to

all test days and dairy intake was restricted during all study phases. B. Blood sampling on D1 and D2 assessed metabolic, inflammatory and gene expression

changes in the six-hour period following dairy intake. All parameters were assessed for the fasting tests. Abbreviations: HOMA, homeostatic model assessment;
NEFA, non-esterified fatty acids; hsCRP, high sensitivity C-reactive protein; LPS, lipopolysaccharide; CCL2, chemokine ligand 2; CCL5, chemokine ligand 5; IL6,

interleukin 6; TNFo, tumor necrosis factor alpha.

https://doi.org/10.1371/journal.pone.0192947.g001

on a 100 mm single line scale within the Adaptive Visual Analogue Scale program [28]. The
postprandial test initiated the short-term administration phase of the study that comprised the
bi-daily intake of the assigned dairy product over two weeks (2 x 200 g/d). The effect of this
short-term intervention was assessed by fasting sampling (Fasting 1 and 2). Run-in and wash-
out phases that included dietary restrictions (as detailed previously [21]) and fixed volumes of
normal (non-acidified) milk (400 ml/d), preceded and separated the two exposures. All clinical
test days of the study were carried out at the Centre of Clinical Research, University Hospital

of Lausanne.
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Dairy products. All dairy products used in the study were sourced from a single batch of
full fat (3.5%) provided by Emmi AG, Luzern. The two test products were a probiotic yoghurt
and a milk, acidified by the addition of D-(+)-glucono-delta-lactone (2%) to replicate the phys-
ical and chemical characteristics of the yoghurt. The probiotic yoghurt was fermented by Lac-
tobacillus delbrueckii spp. bulgaricus and Streptococcus thermophilus (Thermophilic Yoflex™
culture, CHR Hansen, Denmark), and Lactobacillus rhamnosus GG (LGG) (ATCC 53103- Cul-
ture Collection of the University of Goteborg, Sweden, ref. CCUG 34291), (full nutrient com-
position and methods have been reported previously [21]).

Sampling

Serum, plasma and whole blood Paxgene™ samples were collected for each postprandial dairy
test (fasted and postprandial) and after each chronic exposure (fasted) (Fig 1B). Postprandial
whole blood samples were collected at three selected time points per postprandial dairy test (2,
4 and 6 h), while serum and plasma were collected at nine time points postprandially [21].
Metabolic biomarkers (glucose, insulin, triglycerides, cholesterol profile, non-esterified fatty
acids) and inflammatory biomarkers (high sensitivity C-reactive protein (hsCRP), lipopolysac-
charide (LPS), chemokine ligand 2 (CCL2), chemokine ligand 5 (CCL5), interleukin 6 (IL6),
tumor necrosis factor alpha (TNFa)) were analysed in plasma and assayed as described previ-
ously [21].

RNA processing

RNA was extracted from whole blood PAXgene®™ samples using the “PAXgene™ Blood
miRNA kit” (Qiagen@ EmbH, Germany) as per manufacturer’s protocol. Quantification
and quality control assessments were completed using the Nanodrop™ 1000 (Thermo Scien-
tific, USA) and the Fragment analyzer™ instrument (Advanced Analytical‘@’ Technologies).
For downstream analyses, samples were required to meet quality criteria of A260/A280

ratio > 1.8 and RQN > 8.0. To remove detected impurities, a standard ethanol purification
protocol was applied to all samples: 10 ul 3 M sodium acetate (pH 5.2) (Millipore™, USA),

2 ul of 5 mg/ml glycogen (Ambion "™, Life Technologies, USA) and 300 ul of 99% ethanol
were added to each 100 pl samples (dilution of samples with RNAse-free water) prior to vor-
tex and incubation at -80°C for 2 h. Samples were centrifuged and the pellet washed with
70% ethanol before resuspension in 10 pl RN Ase-free water. Libraries were prepared using
the TruSeq™ Stranded Total RNA Library Prep Kit with Ribo-Zero Globin Set A and B (Illu-
mina®™, USA) with multiplexing of six samples per lane. Next generation sequencing was
performed on the samples using the Illumina®™ HiSeq™ 2500. Base calling was completed
using Real Time Analysis software (v1.18.6) (Illumina®). Library preparation and sequenc-
ing were performed at the Lausanne Genomic Technology Facility (UNIL, Lausanne). The
raw and processed RNA data generated from this study have been deposited in NCBI’s Gene
Expression Omnibus [29] (GEO Series accession number GSE98645): https://www.ncbi.nlm.
nih.gov/geo/query/acc.cgi?acc=GSE98645

Statistical methods

Clinical biomarkers and appetite sensations questionnaire. The postprandial response
to each dairy product was evaluated with clinical biochemistry, inflammatory and appetite
parameters by linear calculation of the incremental area under the curve (MESS package,
v0.3-2 [30]). The postprandial responses were compared using the Wilcoxon signed-rank test
(paired). Carryover effects were assessed using a pre-test as described by Welleck and Blettner
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[31]. Significant effects were considered if p < 0.05. All clinical data analysis was completed in
R (v3.2.4) [32].

Processing of gene expression data. Sequencing data quality was assessed using FastQC
(v0.11.4) [33]. Sequences were mapped to the Human Genome (version Hsapiens GRCh37)
using the bcBio-nextgen pipeline (v0.9.6a), applying cutadapt (v1.9.1) [34], aligning reads with
STAR (v2.5.0¢) [35], and counting sequences per gene with featureCount (v1.4.4) [36]. Non
protein-coding genes and genes with no assigned counts were removed prior to normalisation.
The edgeR package (v3.12.1) [37] was used to calculate normalisation factors for the scaling of
raw library sizes applying the ‘TMM’ method that uses the weighted trimmed means of log-
ratios (with respect to the reference) [38]. These factors were then used to normalise the data
by the voom function [39] (Limma package, v3.26.9 [40]). This process of normalisation was
completed in two steps: firstly, for the purpose of identifying genes with low counts (all genes
with a mean expression of less than zero after normalisation were removed), secondly, the raw
counts were normalised for the dataset with these low count genes excluded. Ensembl IDs
were converted to gene symbols using BioMart (v2.26.1, Ensembl Genes 86, Dataset version
GRCh37.p13) [41, 42]. The composition of the three main white blood cell types was estimated
using CellMix package (v1.6) [43] that applies a deconvolution method using gene expression
profiles of blood cell types [44].

Gene expression analyses. All gene expression data analysis was completed in R (v3.2.5)
[32]. Data exploration was carried out using principal components analysis and hierarchical
cluster analysis. Inter-individual variation was detected in this analysis and the methods used
for the gene expression analyses were specifically chosen to account for this effect. The post-
prandial response was thus assessed by calculating, for each subject and each dairy test, the dif-
ference in the gene expression profile of the three postprandial measures (2, 4, and 6 h) and
the gene expression profile for the corresponding fasting sample, prior to completing correla-
tion or differential analyses [45]. Similarly the short-term effects were assessed by first calculat-
ing the difference in fasting gene expression profiles comparing pre- and post-dairy exposures
for each subject.

Gene expression analyses: Correlation analysis with clinical biomarkers. To assess the
relationship between postprandial gene expression in whole blood and the circulating clinical
biomarkers (metabolic and inflammatory biomarkers) Spearman’s rank correlation test was
used. For each of the three postprandial time points (2, 4, and 6 h), the delta change of the clin-
ical biomarkers (with respect to fasted time, 0 h) was correlated with the respective change in
gene expression for each gene assessed. Analyses were only completed for clinical biomarkers
that showed a significant response at the selected time point compared to fasting assessment
for both dairy products (pooled). This was evaluated by the one-sided Wilcoxon-test. For each
correlation analysis, genes were ordered by Spearman’s rank coefficient (rho) and geneset
enrichment analysis (GSEA) [46] was carried out for the ‘metabolic’ subset of genesets defined
in the Hallmark human reference geneset collection (mSigDB, Broad Institute, v5) [47]. The
GSEA method aligns a ranked list of genes to a reference geneset and then calculates an
‘enrichment score’ (ES) using a weighted Kolmogorov Smirnov test to assess the difference in
distribution of the reference geneset within the ranked gene list compared to the expected dis-
tribution of the geneset if it were uniformly distributed within the list. A ‘normalised’ enrich-
ment score (NES) is calculated to correct for differences in number of genes within each
geneset. Significance of the enrichment is assessed by comparison to the ES obtained by ran-
dom permutation of the ranked gene list, with adjustment for multiple comparisons using the
false discovery rate method (p.g;) [48]. In our study 100,000 iterations were carried out for
each comparison.
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Gene expression analyses: Differential analysis. Differential analysis was carried out
using Limma (v3.26.9 [40]) with empirical Bayes moderation of variance to identify genes that
showed a postprandial response during the 6 h following the intake of either dairy product and
genes that were modulated by the short-term (two weeks) daily intake of the dairy products.
The analysis was completed separately for each dairy product and was also applied to detect
differences in the effects of the two dairy products on gene expression. In addition, the stability
of gene expression was explored by completing differential analysis to compare the two fasting
measurements obtained on the dairy postprandial test (D1 and D2, Fig 1). Inter-individual
variation was further controlled for by using the blocking feature within Limma where appro-
priate. False discovery rate was applied to correct for multiple testing [48]. Further hierarchical
analysis using Euclidean distance and Ward’s criterion [49] was carried out to explore the
kinetic characteristics of genes that showed a significant postprandial response.

The results of the differential analyses were explored using the GSEA method [46] using the
full Hallmark human reference genesets (mSigDB, Broad Institute, v5 [47]) with 100,000 per-
mutations to assess the level of significance (as described for the correlation analyses). Signifi-
cant genesets were identified as those with a p,q; < 0.10. The genes that contributed to the
significant enrichment of genesets (i.e. the ‘leading edge’ genes) were analysed to assess geneset
redundancy and overlaps using hierarchical clustering using Euclidean distance and Ward’s
criterion [49]. On the basis of this cluster analysis and the functional grouping defined for the
Hallmark collection [47], six groups were defined to resume the genes contributing to the
enriched genesets (52 Table). In addition, GSEA analysis was completed specifically for the
KEGG ‘Insulin Signaling Pathway’ geneset to target insulin- related genes (C2: curated geneset,
mSigDB, Broad Institute, v5 [47] derived from KEGG database [50-52]).

Gene expression analyses: Targeted AhR analysis. Metabolomics analysis of the post-
prandial samples for this study identified four indoles derivatives that were differentially regu-
lated after the intake of acidified milk or yoghurt (indole-3-lactic acid (ILA), indole-3-acetic
acid (IAA), indole-3-acetaldehyde (IAAld) and 3-indolepropionic acid (IPA)) (Pimentel ef al.,
submitted). Of these derivatives, IAA, TAAld and ILA have previously been shown to act as
ligands or activate the aryl hydrocarbon receptor (AhR) [53-57]. Therefore, a targeted correla-
tion analysis was completed to explore the relationship between the expression of AhR and
these four indoles compounds (Spearman’s rank correlation test). In addition, the relationship
between the postprandial changes of the expression of AhR and the postprandial changes in
insulin and glucose were examined using Spearman’s rank correlation test, based on previous
data that linked these clinical parameters to altered AhR activation [58-60].

Results
Baseline characteristics

The baseline characteristics for the thirteen subjects that were included in the final analyses of
this study have previously been reported [21]. The clinical biomarkers and appetite sensations
questionnaire data reported here also concern the full study cohort. Gene expression was stud-
ied in a subset of seven subjects. As for the main cohort, these subjects were young, healthy
and with all fasting biochemical parameters within the normal range at baseline.

Postprandial responses to dairy intake for clinical biomarkers and appetite
sensations

Yoghurt intake induced a significantly greater postprandial insulin response (1AUC) compared
with acidified milk whilst no differences between the products were observed for the glycemic
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response (S3 Table). Analysis of the lipid parameters (triglycerides and cholesterol fractions)
showed no differences between the dairy postprandial responses. Little differences were
observed for the responses in circulating inflammatory parameters although a non-significant
trend towards a lower response after yoghurt compared to acidified milk was noted for TNFo
(p = 0.10). No significant differences were observed for the responses in hunger, satiety, pro-
spective food consumption, appetite or subjective comfort, comparing the questionnaire
responses between acidified milk and yoghurt (5S4 Table). While a carryover effect was
observed for one appetite parameter, in the absence of an intervention effect this was consid-
ered an artifact of the sample size.

Gene expression data

A total of 12,038 genes were retained for analysis after data filtering. Cellmix predictions of the
proportions of the blood cell types (based on cellular signatures for whole blood) [43] showed
that the relative proportions of the three main groups of white blood cells were close to the
expected proportions for healthy adult populations for all but one sample (fasting sample,
post-acidified milk) (S1 Fig). Where appropriate, analyses were completed with and without
this data point but the most significant enrichments persisted in the absence of the data point.
The largest source of variability in the predicted cell type composition was due to inter-indi-
vidual variability. However, inter-individual variability was taken into consideration in our
analyses in several ways: by the use of a crossover study design, by calculation of changes in
gene expression with respect to baseline values, and, where necessary, by introducing subject
identity as a blocking factor within the Limma model for assessing differential expression.
Postprandial changes in the cellular composition were observed but these were similar
between the dairy products for the same subject.

Clinical biomarker and gene expression correlation analysis

Exploratory correlation analyses were completed to assess the relationship between the post-
prandial changes in gene expression and selected clinical biomarkers. The clinical biomark-
ers and time points included in this analysis were glycemia, insulin, IL6, TNFa, CCL5 and
LPS at 2h, and triglycerides, total cholesterol, LDL-cholesterol and LPS at 6 h. Enrichment
analysis completed for all filtered genes ranked by the strength of their correlation with the
target biomarker identified five metabolic genesets that were associated with the biomarkers
(Table 1).

Positive correlations between clinical parameters and gene expression were notably
observed between glycemia and genes of the glycolysis geneset, i.e. genes that were ranked by
correlation coefficient for the delta change in glycemia at 2h and change in gene expression
at the same time showed a trend towards enrichment of the Hallmark geneset for glycolysis
(p = 0.05). Glycemia at 2 h was also associated with an enrichment in genes of the fatty acid
metabolism geneset at 2 h and with an enrichment of genes in the cholesterol homeostasis
geneset at 4 h. Change in LPS levels were strongly correlated with genes of the heme metabo-
lism geneset with significant enrichments for the geneset at multiple time points assessed.
Geneset enrichments were also observed for genes that were negatively associated with clini-
cal parameters. Interestingly, oxidative phosphorylation was enriched when genes were
ranked by correlation coefficient for insulin, glycemia and CCL5 assessed at 2 h and gene
expression assessed at 4 h. Similarly, the bile acid metabolism geneset was enriched for genes
ranked by correlation between change in total cholesterol at 6 h and change in gene expres-
sion at both 2 and 6 h.
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Table 1. Metabolic genesets enriched when genes are ranked by the correlation coefficient for change in gene expression and change in clinical parameter.

Clinical Parameter
LPS
LPS
LPS
LPS
LPS
Total cholesterol
Total cholesterol
Total cholesterol
Total cholesterol
LDL-cholesterol
LDL- cholesterol
Insulin
Glycemia
Glycemia
Glycemia
Glycemia
Glycemia
CCL5

Time clinical parameter assessed (h)

[NSERN CRUN CREE SERN SERE SRR S I o N K N Ko N Ko N Ko N Ko W e N Ko N Ko NN B SRR ]

Geneset Time gene expression assessed (h) ES NES

P |Pagj
Heme metabolism 2 0.42 124 | 0.01 | 0.72
0.41 1.28 | 0.03 1.00
0.42 1.39 | 0.00 | 0.04*
0.49 1.61 | 0.00 | 0.001*
0.38 1.22 | 0.04 | 1.00
0.51 1.67 | 0.00 | 0.001
0.45 1.33 | 0.04 | 1.00
-0.43 | -1.30 | 0.05 | 1.00
-0.49 | -1.45 | 0.00 | 0.30
0.53 1.69 | 0.00 | 0.001*
0.36 1.20 | 0.04 1.00
-0.41 -1.30 | 0.01 0.50
0.44 1.30 | 0.03 1.00
-0.42 | -1.25 | 0.03 1.00
-0.39 | -1.20 | 0.04 1.00
0.46 1.31 0.04 1.00
0.41 1.23 | 0.05 | 1.00
-0.38 | -1.23 | 0.04 | 1.00

Heme metabolism
Heme metabolism
Heme metabolism
Heme metabolism
Heme metabolism
Cholesterol homeostasis
Bile acid metabolism
Bile acid metabolism
Heme metabolism
Heme metabolism
Oxidative phosphorylation
Fatty acid metabolism
Heme metabolism
Oxidative phosphorylation
Cholesterol homeostasis

Glycolysis

L S R S e SR N SRR ST S I o S S R )

Oxidative phosphorylation

Negative associations are indicated by the minus sign for the peak enrichment score (ES) or for the normalised peak enrichment score (NES). All associations with

p <0.05 are shown;

* indicates significant correlations (p,q; < 0.10).

Abbreviations: CCL5, chemokine ligand 5; ES, enrichment score; LPS, lipopolysaccharide; NES, normalised peak enrichment score.

https://doi.org/10.1371/journal.pone.0192947.t001

Postprandial blood transcriptome: General trends

The most significant postprandial regulation of individual genes was observed after yoghurt
intake; eleven genes were significantly regulated after yoghurt (p,q; < 0.10) (S5 Table), while
no genes were regulated after acidified milk at the same level of significance. A total of 1,556
genes showed a postprandial response (for at least one time point) after either yoghurt (775
genes) or acidified milk intake (832 genes) (p.qg; < 0.20), including 51 (3%) genes that were
modulated by both dairy products (Fig 2). The response to yoghurt intake was predominantly
observed at 2 h with 747 genes being regulated at this time. In contrast, at 4 and 6 h after
yoghurt intake respectively only 55 and 4 genes were different to fasting measurements (p,q; <
0.20). An inverse trend was observed for the genes that were regulated by acidified milk intake;
while no genes were significantly modulated at 2 or 4 h after acidified milk intake, at 6 h the
expression of 832 genes was different to fasting measurements (p,qj < 0.20). Comparison of
the postprandial response to yoghurt with that of acidified milk revealed only two genes that
were differentially regulated (p,q; < 0.20).

Postprandial blood transcriptome: Enriched genesets

Using GSEA, eighteen genesets were found to be significantly enriched after either ingestion
of acidified milk and/or yoghurt (p,q; < 0.10) while trends towards enrichment after the inter-
ventions were identified for a further eight genesets (p,q; < 0.20) (S6 Table). The most signifi-
cant enrichments (p,q; < 0.10) were characterised by six groups of genesets (grouping based
on the similarity of the genes that were regulated and Hallmark classification, as defined in S2
Table), resumed as ‘immune’, ‘cellular metabolism’, ‘development’, ‘cellular signalling’, ‘heme
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Acidified milk Probiotic yoghurt

Oh 2h 4h 6h Oh 2h 4h 6h

2h 4h 6h

Fig 2. Heatmap showing the dynamic changes in gene expression after the intake of acidified milk (left) and yoghurt
(right). Genes that show a postprandial response (p,q; < 0.20) for at least one time point after either dairy product are
visualised (n = 1,556), with up-regulation indicated by darker tones relative to fasting levels (0 h) and down-regulation
indicated by lighter tones. Clustering was completed using Euclidean distance and Ward’s criterion [49]. For the three times
assessed, colours in the left side panel indicate whether the observed response was greater after yoghurt or acidified milk
(assessment based on the absolute  values: red = response greater after yoghurt, blue = response greater after acidified milk;
dark colours show responses significant at a level of p < 0.01, light colours indicate responses significant at a level of

p < 0.05).

https://doi.org/10.1371/journal.pone.0192947.9002
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metabolism’ and ‘other pathways’ (S2 Fig). One of the important groups of genesets to be regu-
lated was ‘cellular metabolism’ that included the ‘glycolysis’ geneset. This geneset was neither
modulated by yoghurt nor acidified milk at 2 h, however, it was down-regulated at 4 h after
acidified milk intake (p,q; = 0.05) and at 6 h after yoghurt intake (p,q; = 0.04). It should be
noted that this geneset comprised genes of both glycolysis and gluconeogenesis metabolic
pathways (as described by the KEGG pathway database [50-52]) but the two significant nega-
tive enrichments observed after the dairy intake concerned both pathways (S3 Fig). The related
KEGG insulin signaling pathway was assessed in a targeted manner based on the significant
differences observed for postprandial change in circulating insulin between the dairy products.
The targeted GSEA revealed a positive enrichment in the pathway after yoghurt intake at 2 h
(NES = 1.3, p = 0.03) (S4A Fig) and a similar trend after acidified milk at 2 h (NES = 1.2,
p=0.10) (S4B Fig).

The other major group of genesets that was regulated after both acidified milk and yoghurt
intake comprised the immune or inflammatory-related pathways. The significant postprandial
changes associated with the immune or inflammatory pathways were broadly characterised by
positive enrichments during the early postprandial response (2 to 4 h), however the ‘inflamma-
tory response’ geneset was dynamically regulated as illustrated in Fig 3. The postprandial
response of the geneset was characterised by an increase in gene expression at 2 h that was for
the most part common to both acidified milk and yoghurt (respectively p,q; = 0.02 and 0.17),
although the yoghurt response included more genes that individually showed a significant
postprandial response. Conversely, at 4 h the gene expression of the inflammatory response
pathway compared to fasting values showed a relative reduction that was more pronounced
after yoghurt intake (p,q; = 0.02) than after acidified milk intake (p,4; = 0.20). Genes that were
down-regulated at 2 h appeared to be stably expressed or even show increased down-regula-
tion during the late postprandial response, while genes that were up-regulated at 2 h showed a
marked reduction in this up-regulation by 6 h. Of note, as illustrated in Fig 4, the direction of
change (up- or down-regulation) observed for most of the genes that contributed to the
dynamics of this pathway was globally the same after yoghurt and acidified milk intake; in par-
ticular, 94% of the genes that were up-regulated after acidified milk at 2 h were also up-regu-
lated after yoghurt at 2 h. These values are notably higher than those calculated for the sum of
all postprandially regulated genes (3%).

Two genes that significantly contributed to the negative enrichments of the inflammatory
genesets after yoghurt intake were identified as A#R and epiregulin (EREG), a growth factor
regulated by AhR [61-64]. Indeed, both genes were already identified among the top eleven
most regulated genes after dairy intake (S5 Table). Independent metabolomics analysis
(LC-MS) for this study identified AhR ligands among the metabolites that discriminated the
postprandial responses of the dairy products (Pimentel et al., submitted). Correlation analysis
suggested some associations between the postprandial changes in AR expression after dairy
intake (Fig 5A) and the postprandial changes in concentration of the AhR ligand, IAAld (Fig
5B) but the relationship did not appear to be linear (Fig 5C). In addition, a positive association
between the change in circulating insulin and the change in the expression of AR at 2h after
yoghurt intake was observed (rho = 0.75, p = 0.05), while a similar trend was observed after
acidified milk intake (rho = 0.61, p = 0.14) (Fig 5D).

Postprandial blood transcriptome: Differentially enriched genesets

Comparison of the postprandial gene expression changes at 2 h after yoghurt intake to those
after acidified milk intake revealed a differential enrichment in the KEGG insulin signaling
geneset (NES = 1.4, p = 0.01) (Fig 6A). The genes that were differentially expressed in the
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expression
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Fig 3. Postprandial changes of genes implicated in the regulation of the inflammatory pathway after intake of yoghurt

or acidified milk. The genes contribute to up-regulation of the pathway at 2 h following both dairy products (acidified

milk Padj
significant changes as compared to dark shades (p < 0.01). Genes are ranked by the greatest change at 2 h to observe the

levels) is illustrated for each gene by a single bar (red for yoghurt, blue for acidified milk). Lighter colours show non-
evolution of the postprandial response.

https://doi.org/10.1371/journal.pone.0192947.9003

6 h p,g; > 0.20, yoghurt 4 h p,g;
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Fig 4. Similarities and differences in the regulation of genes that contribute to enrichments of the inflammatory
response geneset after dairy intake. Each bar shows the total number of genes that contributed to the enrichment for
the indicated condition (yoghurt or acidified milk; 2, 4 or 6 h postprandially) and the bar is coloured to indicate
whether the genes in the enrichment were regulated in the same manner after the alternative dairy product.
Abbreviations: AM, acidified milk; Y, yoghurt.

https://doi.org/10.1371/journal.pone.0192947.9004

pathway (S5 Fig) included both genes that were specifically modulated by yoghurt (S4A Fig)
and those that were regulated in a different manner after acidified milk intake (S4B Fig).

The comparison of the postprandial gene expression after acidified milk with that of
yoghurt intake did not reveal any significant enrichments for the Hallmark genesets. How-
ever, a trend towards increased enrichment of IL6 JAK STAT3 signaling (NES = 1.5, p,qj =
0.24), PI3K AKT MTOR signaling (NES = 1.4, p,q; = 0.36), and oxidative phosphorylation
(NES = 1.2, p,gj = 0.36) genesets was observed at 2 h after yoghurt intake compared to acidi-
fied milk intake, while the MYC targets geneset (version 1) seemed to be enriched after acidi-
fied milk intake compared to yoghurt (NES = -1.3, p,4; = 0.36). The enrichment in oxidative
phosphorylation was actually characterised by both a reduction in gene expression after acid-
ified milk and a concurrent increase in expression of genes from the same pathway after
yoghurt intake (Fig 6B).

Blood transcriptome after two weeks daily intake of the test products

Few changes in fasting gene expression were observed after daily intake of the dairy products.
Yoghurt intake was associated with a positive enrichment in the MYC targets geneset (version
2) (NES 1.7, paq; = 0.02) and a negative enrichment of the interferon gamma response geneset
(NES -1.5, pag; = 0.01). Conversely, daily intake of acidified milk was only associated with a
negative enrichment of the epithelial mesenchymal transition geneset (NES -1.6, p,q; = 0.02).
No differences between the effects of the daily intake of the dairy products on gene expression
were observed.

Discussion

Nutrigenomic tools such as transcriptomics can be used to support the study of the complex
consequences of diet on health and disease. In the current study, we used whole blood gene
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Fig 5. Association between expression of the aryl hydrocarbon receptor (AhR) gene in blood cells and circulating
concentrations of indole-3-acetaldehyde (IAAld) and insulin. Postprandial changes in AR expression (A) and in circulating
concentrations of IAAld (B) (Pimentel et al.,submitted) following dairy intake. Postprandial changes of AhR correlate with IAAld
after acidified milk intake (rho = -0.43, p = 0.05) but not after yoghurt intake (rho = 0.28, p = 0.20) (C). Changes in AhR
expression at 2 h postprandially correlate with changes in insulin at 2 h after yoghurt intake (rho = 0.75, p = 0.05) with a similar
trend after acidified milk intake (rho = 0.61, p = 0.14) (D). Acidified milk, blue and yoghurt, red. Symbols represent the time of
sampling: 2 h (circles), 4 h (triangles) and 6 h (squares). Abbreviations: AR, aryl hydrocarbon receptor; IAAld, indole
acetaldehyde.

https://doi.org/10.1371/journal.pone.0192947.9005

expression together with circulating biomarkers of metabolism and inflammation to explore
the physiological effects of probiotic yoghurt compared with non-fermented, acidified milk
intake. The two dairy products could be distinguished by the postprandial insulin response
which was significantly greater after yoghurt with respect to acidified milk intake. Correspond-
ingly, the insulin signaling pathway was shown to be differently enriched when comparing the
responses to the two dairy products at 2 h in our targeted analysis of this pathway, with a posi-
tive enrichment in the insulin signaling pathway identified at 2 h after yoghurt intake. Con-
versely, for both yoghurt and acidified milk intake a similar coordinated regulation of
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Fig 6. Genes that are implicated in the differential regulation of A. KEGG insulin signaling pathway and B.
oxidative phosphorylation pathway at 2 h. The median response for each gene is illustrated by a bar (blue for
acidified milk, red for yoghurt) and ordered by the dairy condition that elicited the greatest change in gene expression.
Lighter colours show non-significant responses and dark shades show a significant change after intake of the dairy

product (p < 0.01).

https://doi.org/10.1371/journal.pone.0192947.9006
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inflammatory or immune-related genes was observed although the timing of the regulation
was different.

Our results concur with previous reports of differences in circulating insulin responses to
fermented compared to non-fermented milks [7]. In one of our previous transcriptomic stud-
ies that applied a similar experimental design [26], we did not observe differences on insulin-
related gene expression after intake of a standard yoghurt compared to an acidified milk. The
different results in this previous study, may be due to their use of linear contrasts to investigate
the direction of change in gene expression between 2 and 6 h rather than the changes at indi-
vidual time points. In addition, the use of larger volumes of dairy products and presence of the
probiotic LGG in the yoghurt used in the current study could have accentuated the different
effects of the products on insulin. The mechanisms underpinning the differences we observe
for insulin responses in our present work could in part relate to the altered nutrient composi-
tion of the yoghurt following fermentation that notably include hydrolysis of lactose by lactic
acid bacteria to galactose and glucose, as well as the liberation of insulin-stimulatory peptides
and amino acids from milk proteins [4]. Of the amino acids that are released during fermenta-
tion, several branched chain amino acids and certain bioactive peptides have known insulino-
trophic effects [65, 66]. The characteristics of the dairy matrix are also factors that contribute
to differences in the speed of gastric emptying and consequently differences in nutrient uptake
between fermented and non-fermented dairy foods [67]. This was minimised in our study by
the addition of gluconic acid to milk to mimic pH and consistency of yoghurt. While we did
not assess gastric emptying time in this study, the results of our appetite sensations question-
naire showed no differences in the perception of satiety after intake of the two products, sug-
gesting that gastric emptying was not markedly different between the products.

Several energy metabolism pathways that can be influenced by insulin were also modulated
by the dairy products. Of note, the postprandial response of genes implicated in the regulation
of oxidative phosphorylation was remarkably different at 2 h after acidified milk compared to
2 h after yoghurt intake; we observed an up-regulation of these genes after yoghurt intake and
a concurrent down-regulation of most of the same genes after acidified milk intake. As oxida-
tive phosphorylation has previously been proposed as a potential biomarker of the postpran-
dial response [45], we explored the changes in this geneset based on the p value of the
association rather than on the p,; value. In contrast to the findings for oxidative phosphoryla-
tion, a similar down-regulation was observed for glycolytic genes after both dairy products
although this appeared to be earlier after acidified milk. The greater insulin response observed
after yoghurt compared to acidified milk, together with the absence of difference in glycemic
response may explain the delayed down-regulation in glycolytic genes after yoghurt compared
to acidified milk, as insulin stimulates this process [68].

Several genesets that are associated with inflammatory or immune regulation were enriched
in the early postprandial response to both acidified milk and yoghurt intake. While the magni-
tude of up-regulation in inflammatory related genes appeared to be greater after yoghurt
intake, the overall enrichment of the geneset was not different between the dairy products.
Interestingly the genes implicated in the positive enrichment of inflammatory genesets were
generally down-regulated in our study between 4 and 6 h after the dairy intake. The association
between dairy products and inflammation is controversial; a recent review suggested that
despite the pro-inflammatory effects that dairy products can induce in subjects that are allergic
to bovine milk, dairy products may otherwise have anti-inflammatory effects, in particular in
individuals with metabolic disorders [20]. The early increase in the expression of inflamma-
tory-related genes in our study is consistent with the transient, physiological postprandial
inflammation that is induced by a mixed or fat-rich meal [69, 70]. The subsequent down-regu-
lation of these genes suggests a regulatory control that limits prolonged inflammation. This
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finding is also in line with our previous work that identified a dynamic response in inflamma-
tory parameters after dairy product intake [26]. The persistent down-regulation of the inflam-
matory response geneset at 6 h after yoghurt intake in the current study raises the notion that
dairy products could impact the inflammatory state beyond the postprandial phase. However,
the absence of effects on fasting gene expression after a two-week period of daily intake of the
dairy products observed in the current study does not support this hypothesis.

AhR and EREG (a member of the epidermal growth factor family which is regulated by AhR
[61-64]), were identified in this study as genes that were significantly regulated during the
postprandial response to probiotic yoghurt and which contribute to multiple inflammatory
pathways. The AhR that has a well-defined role in the metabolism of xenobiotics, has recently
emerged as a key regulator of inflammatory pathways [71]. Notably, the receptor is described
as having a protective role in intestinal cells of the gut upon binding of pseudo-endogenous
ligands such as indole derivatives (trypotophan catabolites), which can be produced by the
enteric microbiota [54]. As described elsewhere, (Pimentel et al., submitted) four indole com-
pounds presented a different postprandial response after the intake of the probiotic yoghurt
compared to the acidified milk. Among these metabolites, IAAld, a known AhR ligand [54],
showed some association with the changes in AhR expression following the intake of the dairy
products although the relationship was not linear. IAAld was detected in our probiotic yoghurt
at higher levels than in the acidified milk and was correspondingly found at higher levels in
serum after acute intake of this product compared to acidified milk intake (Pimentel et al., sub-
mitted). The initial decreased expression of AAR in the presence of higher levels of the IAAld
ligand supports the evidence for an influence of the ligand in the regulation of AhR expression
[72, 73]. However, at higher concentrations of the metabolite, the modulation of AhR expres-
sion is less clear. In the context of the distinct differences observed for the postprandial
response in insulin together with the previously described role of insulin and glucose on AhR
functions [58-60], it was intriguing to find a positive correlation between insulin changes and
the change in AR expression at 2 h after the dairy product intake. Conversely, glycemia
changes at 2 h were not related to the change in A/R expression although the principal glyce-
mic changes in response to the dairy product intakes were observed in the early postprandial
phase before 2 h. The effect of insulin sensitivity on AhR ligand activity [59] and the regulatory
effect of glucose on AhR activation [58] have important implications for understanding how
dietary ligands might interact with the AhR as these parameters are likely to be modulated by a
complex meal containing such ligands. It would therefore be interesting to investigate the rela-
tionship between IAAld and AhR in the presence or absence of glucose and insulin in a con-
trolled intestinal cell culture model (such as that described by Hubbard et al. [54]) in order to
better understand the interactions between the nutritional conditions, the ligand activity, and
the AhR expression.

The validity of the changes in gene expression in our study is supported by their associa-
tions with circulating biomarkers. Most notably, the enrichment of the glycolysis geneset for
genes that were correlated with glycemia at 2 h showed that genes of the glycolysis pathway
were more highly expressed in the presence of higher levels of circulating glucose. Glucose
homeostasis is tightly regulated in non-pathological states and thus the close association
between glycemia and gene expression of glycolysis, a process that leads to the rapid metabo-
lism of the nutrient, might be expected. Changes in the expression of glycolytic genes in blood
during the postprandial phase have previously been identified by Kawakami et al., [74] but
have not directly been related to glycemia. Changes in some of the circulating parameters that
we studied may have direct or indirect effects on gene expression that may not be efficiently
modeled by linear associations, however despite this limitation, the method supported the
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detection of other known associations such as heme metabolism with LPS [75-77] and bile
acid metabolism with total cholesterol [78].

The study of the whole blood transcriptome inherently implies a dynamic mixture of cells
that will change during a stimuli such as feeding with a known increase in neutrophils and leu-
kocytes postprandially [69, 70]. This was considered in our study by estimations of cellular
composition using CellMix and by verifying the consequence of removing a sample identified
as an outlier based on estimated cellular composition. While the inter-individual variation in
the cell type composition was more marked than the postprandial variation, it should be noted
that the observed effects on gene expression that we report, in particular those that are associ-
ated with inflammatory processes, may relate to the compositional changes in cell type rather
than absolute changes in gene expression. Nevertheless, this approach can still be used as a
proxy measure of global gene expression in blood.

The lack of strong effects detected on gene expression during the short-term test phases
may be due to other factors (external to diet) that influence the fasting levels of gene expression
meaning that the effect of relatively small changes in the diet is difficult to discern. Alterna-
tively, a longer exposure to the dietary intervention used in our study may be necessary to
observe an effect on the fasting state. In both cases, the rationale to use the postprandial
approach as a sensitive method for assessing diet-specific effects on the blood transcriptome is
justified.

Conclusions

We observed that while probiotic yoghurt and acidified milk elicit different responses on gene
expression, this in part relates to differences in the timing of the postprandial response. The
dairy products modulated some common pathways during the postprandial phase, notably
including various inflammatory or immune genes. The whole blood transcriptome appeared
to be a sensitive surrogate marker of metabolic processes that showed coherence with estab-
lished clinical biomarkers but also revealed subtle differences in the responses to the dairy
products that were not captured by these biomarkers. The development of nutrition-specific
genesets as well as the combined assessment of metabolomic with transcriptomic data

could help better exploit this tool in the context of nutritional interventions. This approach
nevertheless remains a promising method to complement classical biomarkers and metabo-
lome evaluation to help better discriminate the metabolic responses to dietary intake in a
healthy population.

Supporting information

S1 Fig. Kinetic changes in estimated cell populations for the three major blood cell popula-
tions: neutrophils (A), lymphocytes (B) and monocytes (C) for samples taken at during
acute intake of dairy (0-6 h) and after 2 weeks daily intake of the dairy products. Kinetics
are coloured for each subject (F3_0XX), with symbols representing acidified milk (circles) and
yoghurt (triangles) test days. The typical values for neutrophils (green), lymphocytes (red) and
monocytes (blue) observed in a healthy population are shown by dashed horizontal lines. The
kinetic responses for the three cell types are also shown for each subject separately (D) with
darker colours representing acidified milk test days.

(PDF)

S2 Fig. Genes that contribute to the significant enrichment of GSEA pathways after acidi-
fied milk (AM) or yoghurt intake (Y) at 2, 4 or 6 h postprandially. Grouping based on Hall-
mark classifications of pathways (Liberzon ef al., 2015 [47]) and hierarchical cluster analysis of
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the genes that contribute to significant pathway enrichments (S2 Table).
(PDF)

S$3 Fig. Changes in gene expression in the glycolysis/gluconeogenesis pathway (KEGG [50-
52]) (A) 4 h after intake of acidified milk and (B) 6 h after intake of yoghurt. Gene colours
correspond to the ¢-statistic for the Limma assessment of the postprandial responses. Genes
that were not detected in the filtered dataset are not coloured.

(PDEF)

$4 Fig. Gene expression changes in the insulin signaling pathway (KEGG [50-52]) 2 h after
intake of (A) yoghurt and (B) acidified milk. Gene colours correspond to the ¢-statistic for
the Limma assessment of the postprandial responses at 2h compared to fasting measurements
for the each test day. Genes that were not detected in the filtered dataset are not coloured.
(PDF)

S5 Fig. Gene expression changes in the insulin signaling pathway (KEGG [50-52]) 2 h after
intake of yoghurt compared to acidified milk. Gene colours correspond to the ¢-statistic for
the Limma assessment of the differential postprandial response 2 h following intake of yoghurt
compared to acidified milk. Genes that were not detected in the filtered dataset are not col-
oured.

(PDF)

S1 Table. Appetite sensations questionnaire (adapted from Flint et al., 2000 [27]).
(PDF)

§2 Table. Classification of genesets into six groups based on both hierarchical analysis of
genes that contributed to the enrichments of genesets after yoghurt or acidified milk
intake, and functional grouping defined for the Hallmark collection (Liberzon et al., 2015
(471).

(PDF)

S3 Table. Postprandial response to dairy products assessed for clinical biochemistry and
inflammatory parameters. Median response as assessed by the incremental area under the
curve compared by crossover analysis as described by Wellek and Blettner (2012) [31], using the
Wilcoxon signed-rank test to evaluate significant effects (*p < 0.05). Abbreviations: iAUC,
incremental area under the curve; IQR, interquartile range; LPS, lipopolysaccharide; CCL2, che-
mokine ligand 2; CCL5, chemokine ligand 5; IL, interleukin; TNFa, tumor necrosis factor alpha.
(PDF)

S4 Table. Postprandial evaluation of dairy products assessed by a visual analogue scale
questionnaire. Median response as assessed by the incremental area under the curve com-
pared by crossover analysis as described by Wellek and Blettner (2012) [31], using Wilcoxon
signed-rank test to evaluate the significant effects (*p < 0.05). Abbreviations: iAUC, incremen-
tal area under the curve; IQR, interquartile range.

(PDF)

S5 Table. Genes that showed a significant postprandial change after yoghurt intake (with
respect to fasting values) (analysis completed with Limma [40]). Genes associated with
inflammatory pathways in bold.

(PDF)

S6 Table. Pathways enriched during the postprandial response after acidified milk or
yoghurt intake as assessed by GSEA for relative changes at 2, 4 and 6 h (compared to
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fasting time 0 h) for each product. * = significant change (p,q; < 0.10). Trends are shown for
Pagj < 0.20. Direction of regulation is indicated by the enrichment scores (ES): positive values
signify up-regulation of the pathway while negative values signify down-regulation of the path-
way. Abbreviations: ES, enrichment score; GSEA, geneset enrichment analysis; IL, interleukin;
JAK, Janus-family tyrosine kinase; KRAS, KRAS proto-oncogene, GTPase; mTORC1, mam-
malian target of rapamycincomplex 1; NES normalised enrichment score; NF-kB, nuclear fac-
tor kappa-light-chain-enhancer of activated B cells; STAT, signal transducer and activator of
transcription; TNFa, tumor necrosis factor alpha; UV, ultraviolet.

(PDF)

Acknowledgments

The authors would like to Marie-Jeanne Voirol for the completion of the cytokine assays. In
addition, Doreen Gille and Johann Weber are thanked for their advice concerning the RNA
extraction.

Author Contributions

Conceptualization: Kathryn J. Burton, Grégory Pimentel, Nathalie Vionnet, Francois P. Pra-
long, Guy Vergeres.

Data curation: Kathryn J. Burton, Grégory Pimentel, Nadine Zangger, Nathalie Vionnet.
Formal analysis: Kathryn J. Burton, Grégory Pimentel, Nadine Zangger.
Funding acquisition: Philip G. McTernan, Guy Vergeres.

Investigation: Kathryn J. Burton, Grégory Pimentel, Nathalie Vionnet, Jocelyne Drai, Philip
G. McTernan.

Methodology: Kathryn J. Burton, Grégory Pimentel, Nadine Zangger, Nathalie Vionnet, Joce-
lyne Drai, Philip G. McTernan, Guy Vergeres.

Project administration: Kathryn J. Burton, Grégory Pimentel, Nathalie Vionnet, Francois P.
Pralong, Guy Vergéres.

Resources: Kathryn J. Burton, Grégory Pimentel, Nathalie Vionnet, Jocelyne Drai, Philip G.
McTernan, Frangois P. Pralong, Mauro Delorenzi, Guy Vergeres.

Software: Kathryn J. Burton, Nadine Zangger.

Supervision: Nadine Zangger, Nathalie Vionnet, Frangois P. Pralong, Mauro Delorenzi, Guy
Vergeres.

Visualization: Kathryn J. Burton.
Writing - original draft: Kathryn J. Burton.

Writing - review & editing: Kathryn J. Burton, Grégory Pimentel, Nadine Zangger, Nathalie
Vionnet, Jocelyne Drai, Philip G. McTernan, Francois P. Pralong, Mauro Delorenzi, Guy
Vergeres.

References

1. Liu SQ. Practical implications of lactate and pyruvate metabolism by lactic acid bacteria in food and bev-
erage fermentations. Int J Food Microbiol. 2003; 83(2):115-31. PMID: 12706034

2. Gurr MI. Nutritional aspects of fermented milk products. FEMS Microbiol Rev. 1987; 46:337—42.

PLOS ONE | https://doi.org/10.1371/journal.pone.0192947  February 28, 2018 20/24


http://www.ncbi.nlm.nih.gov/pubmed/12706034
https://doi.org/10.1371/journal.pone.0192947

@° PLOS | ONE

Modulation of the blood transcriptome by dairy intake

10.

11.

12

13.

14.

15.

16.

17.

18.

19.

20.

21.

Food and Agricultural Organization (FAO) of the United Nations and World Health Organization (WHO).
Health and nutritional properties of probiotics in food including powder milk with live lactic acid bacteria.
Report of a Joint FAO/WHO Expert Consultation (2001, Argentina). FAO Food and Nutrition Paper 85.
Rome: WHO and FAOQ. 20086. http://www.fao.org/3/aa0512e.pdf

Ebringer L, Ferencik M, Krajcovic J. Beneficial health effects of milk and fermented dairy products—
review. Folia Microbiol (Praha). 2008; 53(5):378-94. https://doi.org/10.1007/s12223-008-0059-1 PMID:
19085072.

Savaiano DA, AbouEIAnouar A, Smith DE, Levitt MD. Lactose malabsorption from yogurt, pasteurized
yogurt, sweet acidophilus milk, and cultured milk in lactase-deficient individuals. Am J Clin Nutr. 1984;
40(6):1219-23. PMID: 6439026.

Onwulata Cl, Rao DR, Vankineni P. Relative efficiency of yogurt, sweet acidophilus milk, hydrolyzed-
lactose milk, and a commercial lactase tablet in alleviating lactose maldigestion. Am J Clin Nutr. 1989;
49(6):1233—-7. PMID: 2499174.

Ostman EM, Liljeberg Elmstahl HG, Bjorck IM. Inconsistency between glycemic and insulinemic
responses to regular and fermented milk products. Am J Clin Nutr. 2001; 74(1):96—100. PMID:
11451723.

Agerholm-Larsen L, Raben A, Haulrik N, Hansen AS, Manders M, Astrup A. Effect of 8 week intake of
probiotic milk products on risk factors for cardiovascular diseases. Eur J Clin Nutr. 2000; 54(4):288-97.
PMID: 10745279.

Gaudichon C, Mahe S, Roos N, Benamouzig R, Luengo C, Huneau JF, et al. Exogenous and endoge-
nous nitrogen flow rates and level of protein hydrolysis in the human jejunum after [15N]milk and [15N]
yoghurt ingestion. Br J Nutr. 1995; 74(2):251-60. PMID: 7547842.

Nickel KP, Martin BR, Smith DL, Smith JB, Miller GD, Weaver CM. Calcium bioavailability from bovine
milk and dairy products in premenopausal women using intrinsic and extrinsic labeling techniques. J
Nutr. 1996; 126(5):1406—11. PMID: 8618137.

Smith TM, Kolars JC, Savaiano DA, Levitt MD. Absorption of calcium from milk and yogurt. Am J Clin
Nutr. 1985; 42(6):1197—200. PMID: 3934956.

Nestel PJ, Mellett N, Pally S, Wong G, Barlow CK, Croft K, et al. Effects of low-fat or full-fat fermented
and non-fermented dairy foods on selected cardiovascular biomarkers in overweight adults. Br J Nutr.
2013; 110(12):2242-9. https://doi.org/10.1017/S0007114513001621 PMID: 23756569.

Madjd A, Taylor MA, Mousavi N, Delavari A, Malekzadeh R, Macdonald IA, et al. Comparison of the
effect of daily consumption of probiotic compared with low-fat conventional yogurt on weight loss in
healthy obese women following an energy-restricted diet: a randomized controlled trial. Am J Clin Nutr.
2016; 103(2):323-9. https://doi.org/10.3945/ajcn.115.120170 PMID: 26702123.

Ejtahed HS, Mohtadi-Nia J, Homayouni-Rad A, Niafar M, Asghari-Jafarabadi M, Mofid V. Probiotic
yogurt improves antioxidant status in type 2 diabetic patients. Nutrition. 2012; 28(5):539—43. hitps://doi.
org/10.1016/j.nut.2011.08.013 PMID: 22129852.

Asemi Z, Samimi M, Tabassi Z, Naghibi Rad M, Rahimi Foroushani A, Khorammian H, et al. Effect of
daily consumption of probiotic yoghurt on insulin resistance in pregnant women: a randomized con-
trolled trial. Eur J Clin Nutr. 2013; 67(1):71—4. https://doi.org/10.1038/ejcn.2012.189 PMID: 23187955.

Ostadrahimi A, Taghizadeh A, Mobasseri M, Farrin N, Payahoo L, Beyramalipoor Gheshlaghi Z, et al.
Effect of probiotic fermented milk (kefir) on glycemic control and lipid profile in type 2 diabetic patients: a
randomized double-blind placebo-controlled clinical trial. Iran J Public Health. 2015; 44(2):228-37.
PMID: 25905057.

Mohamadshahi M, Veissi M, Haidari F, Shahbazian H, Kaydani GA, Mohammadi F. Effects of probiotic
yogurt consumption on inflammatory biomarkers in patients with type 2 diabetes. Bioimpacts. 2014; 4
(2):83-8. https://doi.org/10.5681/bi.2014.007 PMID: 25035851.

Zarrati M, Salehi E, Nourijelyani K, Mofid V, Zadeh MJ, Najafi F, et al. Effects of probiotic yogurt on fat
distribution and gene expression of proinflammatory factors in peripheral blood mononuclear cells in
overweight and obese people with or without weight-loss diet. J Am Coll Nutr. 2014; 33(6):417-25.
https://doi.org/10.1080/07315724.2013.874937 PMID: 25079040.

Kekkonen RA, Lummela N, Karjalainen H, Latvala S, Tynkkynen S, Jarvenpaa S, et al. Probiotic inter-
vention has strain-specific anti-inflammatory effects in healthy adults. World J Gastroenterol. 2008; 14
(13):2029-36. https://doi.org/10.3748/wjg.14.2029 PMID: 18395902.

Bordoni A, Danesi F, Dardevet D, Dupont D, Fernandez AS, Gille D, et al. Dairy Products and Inflamma-
tion: A Review of the Clinical Evidence. Crit Rev Food Sci Nutr. 2015: 57(12):2497-525. https://doi.org/
10.1080/10408398.2014.967385 PMID: 26287637

Burton KJ, Rosikiewicz M, Pimentel G, Butikofer U, von Ah U, Voirol MJ, et al. Probiotic yogurt and acid-
ified milk similarly reduce postprandial inflammation and both alter the gut microbiota of healthy, young
men. BrJ Nutr. 2017: 117(9):1312-22. https://doi.org/10.1017/S0007114517000885 PMID: 28558854.

PLOS ONE | https://doi.org/10.1371/journal.pone.0192947  February 28, 2018 21/24


http://www.fao.org/3/aa0512e.pdf
https://doi.org/10.1007/s12223-008-0059-1
http://www.ncbi.nlm.nih.gov/pubmed/19085072
http://www.ncbi.nlm.nih.gov/pubmed/6439026
http://www.ncbi.nlm.nih.gov/pubmed/2499174
http://www.ncbi.nlm.nih.gov/pubmed/11451723
http://www.ncbi.nlm.nih.gov/pubmed/10745279
http://www.ncbi.nlm.nih.gov/pubmed/7547842
http://www.ncbi.nlm.nih.gov/pubmed/8618137
http://www.ncbi.nlm.nih.gov/pubmed/3934956
https://doi.org/10.1017/S0007114513001621
http://www.ncbi.nlm.nih.gov/pubmed/23756569
https://doi.org/10.3945/ajcn.115.120170
http://www.ncbi.nlm.nih.gov/pubmed/26702123
https://doi.org/10.1016/j.nut.2011.08.013
https://doi.org/10.1016/j.nut.2011.08.013
http://www.ncbi.nlm.nih.gov/pubmed/22129852
https://doi.org/10.1038/ejcn.2012.189
http://www.ncbi.nlm.nih.gov/pubmed/23187955
http://www.ncbi.nlm.nih.gov/pubmed/25905057
https://doi.org/10.5681/bi.2014.007
http://www.ncbi.nlm.nih.gov/pubmed/25035851
https://doi.org/10.1080/07315724.2013.874937
http://www.ncbi.nlm.nih.gov/pubmed/25079040
https://doi.org/10.3748/wjg.14.2029
http://www.ncbi.nlm.nih.gov/pubmed/18395902
https://doi.org/10.1080/10408398.2014.967385
https://doi.org/10.1080/10408398.2014.967385
http://www.ncbi.nlm.nih.gov/pubmed/26287637
https://doi.org/10.1017/S0007114517000885
http://www.ncbi.nlm.nih.gov/pubmed/28558854
https://doi.org/10.1371/journal.pone.0192947

@° PLOS | ONE

Modulation of the blood transcriptome by dairy intake

22,

23.

24,

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42,

43.

Kaput J, Rodriguez RL. Nutritional genomics: the next frontier in the postgenomic era. Physiol Geno-
mics. 2004; 16(2):166—77. https://doi.org/10.1152/physiolgenomics.00107.2003 PMID: 14726599.

Petrov PD, Bonet ML, Reynes B, Oliver P, Palou A, Ribot J. Whole Blood RNA as a Source of Tran-
script-Based Nutrition- and Metabolic Health-Related Biomarkers. PLoS One. 2016; 11(5):e0155361.
Epub 2016/05/11. https://doi.org/10.1371/journal.pone.0155361 PMID: 27163124.

Liew CC, Ma J, Tang HC, Zheng R, Dempsey AA. The peripheral blood transcriptome dynamically
reflects system wide biology: a potential diagnostic tool. J Lab Clin Med. 2006; 147(3):126-32. https://
doi.org/10.1016/j.1ab.2005.10.005 PMID: 16503242.

Bartel J, Krumsiek J, Schramm K, Adamski J, Gieger C, Herder C, et al. The Human Blood Metabo-
lome-Transcriptome Interface. PLoS Genet. 2015; 11(6):e1005274. https://doi.org/10.1371/journal.
pgen.1005274 PMID: 26086077.

Sagaya FM, Hurrell RF, Vergeres G. Postprandial blood cell transcriptomics in response to the inges-
tion of dairy products by healthy individuals. J Nutr Biochem. 2012; 23(12):1701-15. https://doi.org/10.
1016/j.jnutbio.2012.01.001 PMID: 22569349.

Flint A, Raben A, Blundell JE, Astrup A. Reproducibility, power and validity of visual analogue scales in
assessment of appetite sensations in single test meal studies. Int J Obes Relat Metab Disord. 2000; 24
(1):38—48. PMID: 10702749.

Marsh-Richard DM, Hatzis ES, Mathias CW, Venditti N, Dougherty DM. Adaptive Visual Analog Scales
(AVAS): a modifiable software program for the creation, administration, and scoring of visual analog
scales. Behav Res Methods. 2009; 41(1):99—-106. https://doi.org/10.3758/BRM.41.1.99 PMID:
19182128.

Edgar R, Domrachev M, Lash AE. Gene Expression Omnibus: NCBI gene expression and hybridization
array data repository. Nucleic Acids Res. 2002; 30(1):207—10. PMID: 11752295.

Ekstrem CT. MESS: Miscellaneous Esoteric Statistical Scripts. 2014. R package version 0.3—-2. https://
CRAN.R-project.org/package=MESS

Wellek S, Blettner M. On the proper use of the crossover design in clinical trials: part 18 of a series on
evaluation of scientific publications. Dtsch Arztebl Int. 2012; 109:276—-81. https://doi.org/10.3238/
arztebl.2012.0276 PMID: 22567063

R Core Team. R: A language and environment for statistical computing. Vienna, Austria. R Foundation
for Statistical Computing; 2016.

Andrews S. FastQC: A quality control tool for high throughput sequence data. 2010. http://www.
bioinformatics.babraham.ac.uk/projects/fastqc

Martin M. Cutadapt removes adapter sequences from high-throughput sequencing reads. EMBnetjour-
nal. 2011; 17(1):10. https://doi.org/10.14806/ej.17.1.200

Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha S, et al. STAR: ultrafast universal RNA-
seq aligner. Bioinformatics. 2013; 29(1):15-21. https://doi.org/10.1093/bioinformatics/bts635 PMID:
23104886.

Liao Y, Smyth GK, Shi W. featureCounts: an efficient general purpose program for assigning sequence
reads to genomic features. Bioinformatics. 2014; 30(7):923-30. https://doi.org/10.1093/bioinformatics/
btt656 PMID: 24227677

Robinson MD, McCarthy DJ, Smyth GK. edgeR: a Bioconductor package for differential expression
analysis of digital gene expression data. Bioinformatics. 2010; 26(1):139—40. https://doi.org/10.1093/
bioinformatics/btp616 PMID: 19910308.

Robinson MD, Oshlack A. A scaling normalization method for differential expression analysis of RNA-
seq data. Genome Biol. 2010; 11(3):R25. https://doi.org/10.1186/gb-2010-11-3-r25 PMID: 20196867.

Law CW, ChenY, Shi W, Smyth GK. voom: Precision weights unlock linear model analysis tools for
RNA-seq read counts. Genome Biol. 2014; 15(2):R29. https://doi.org/10.1186/gb-2014-15-2-r29 PMID:
24485249.

Ritchie ME, Phipson B, Wu D, Hu Y, Law CW, Shi W, et al. limma powers differential expression analy-
ses for RNA-sequencing and microarray studies. Nucleic Acids Res. 2015; 43(7):e47. https://doi.org/
10.10983/nar/gkv007 PMID: 25605792.

Durinck S, Moreau Y, Kasprzyk A, Davis S, De Moor B, Brazma A, et al. BioMart and Bioconductor: a
powerful link between biological databases and microarray data analysis. Bioinformatics. 2005; 21
(16):3439-40. https://doi.org/10.1093/bioinformatics/bti525 PMID: 16082012.

Durinck S, Spellman PT, Birney E, Huber W. Mapping identifiers for the integration of genomic datasets
with the R/Bioconductor package biomaRt. Nat Protoc. 2009; 4(8):1184—91. https://doi.org/10.1038/
nprot.2009.97 PMID: 19617889.

Gaujoux R, Seoighe C. CellMix: a comprehensive toolbox for gene expression deconvolution. Bioinfor-
matics. 2013; 29(17):2211-2. https://doi.org/10.1093/bioinformatics/btt351 PMID: 23825367.

PLOS ONE | https://doi.org/10.1371/journal.pone.0192947  February 28, 2018 22/24


https://doi.org/10.1152/physiolgenomics.00107.2003
http://www.ncbi.nlm.nih.gov/pubmed/14726599
https://doi.org/10.1371/journal.pone.0155361
http://www.ncbi.nlm.nih.gov/pubmed/27163124
https://doi.org/10.1016/j.lab.2005.10.005
https://doi.org/10.1016/j.lab.2005.10.005
http://www.ncbi.nlm.nih.gov/pubmed/16503242
https://doi.org/10.1371/journal.pgen.1005274
https://doi.org/10.1371/journal.pgen.1005274
http://www.ncbi.nlm.nih.gov/pubmed/26086077
https://doi.org/10.1016/j.jnutbio.2012.01.001
https://doi.org/10.1016/j.jnutbio.2012.01.001
http://www.ncbi.nlm.nih.gov/pubmed/22569349
http://www.ncbi.nlm.nih.gov/pubmed/10702749
https://doi.org/10.3758/BRM.41.1.99
http://www.ncbi.nlm.nih.gov/pubmed/19182128
http://www.ncbi.nlm.nih.gov/pubmed/11752295
https://CRAN.R-project.org/package=MESS
https://CRAN.R-project.org/package=MESS
https://doi.org/10.3238/arztebl.2012.0276
https://doi.org/10.3238/arztebl.2012.0276
http://www.ncbi.nlm.nih.gov/pubmed/22567063
http://www.bioinformatics.babraham.ac.uk/projects/fastqc
http://www.bioinformatics.babraham.ac.uk/projects/fastqc
https://doi.org/10.14806/ej.17.1.200
https://doi.org/10.1093/bioinformatics/bts635
http://www.ncbi.nlm.nih.gov/pubmed/23104886
https://doi.org/10.1093/bioinformatics/btt656
https://doi.org/10.1093/bioinformatics/btt656
http://www.ncbi.nlm.nih.gov/pubmed/24227677
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1093/bioinformatics/btp616
http://www.ncbi.nlm.nih.gov/pubmed/19910308
https://doi.org/10.1186/gb-2010-11-3-r25
http://www.ncbi.nlm.nih.gov/pubmed/20196867
https://doi.org/10.1186/gb-2014-15-2-r29
http://www.ncbi.nlm.nih.gov/pubmed/24485249
https://doi.org/10.1093/nar/gkv007
https://doi.org/10.1093/nar/gkv007
http://www.ncbi.nlm.nih.gov/pubmed/25605792
https://doi.org/10.1093/bioinformatics/bti525
http://www.ncbi.nlm.nih.gov/pubmed/16082012
https://doi.org/10.1038/nprot.2009.97
https://doi.org/10.1038/nprot.2009.97
http://www.ncbi.nlm.nih.gov/pubmed/19617889
https://doi.org/10.1093/bioinformatics/btt351
http://www.ncbi.nlm.nih.gov/pubmed/23825367
https://doi.org/10.1371/journal.pone.0192947

@° PLOS | ONE

Modulation of the blood transcriptome by dairy intake

44,

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

Abbas AR, Wolslegel K, Seshasayee D, Modrusan Z, Clark HF. Deconvolution of blood microarray data
identifies cellular activation patterns in systemic lupus erythematosus. PLoS One. 2009; 4(7):e6098.
https://doi.org/10.1371/journal.pone.0006098 PMID: 19568420.

Gille D, Zangger N, Soneson C, Butikofer U, Delorenzi M, Schwander F, et al. Caloric dose-responsive
genes in blood cells differentiate the metabolic status of obese men. J Nutr Biochem. 2017; 43:156—-65.
https://doi.org/10.1016/j.jnutbio.2017.02.012 PMID: 28319853.

Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette MA, et al. Gene set enrich-
ment analysis: a knowledge-based approach for interpreting genome-wide expression profiles. Proc
Natl Acad Sci U S A. 2005; 102(43):15545-50. https://doi.org/10.1073/pnas.0506580102 PMID:
16199517.

Liberzon A, Birger C, Thorvaldsdottir H, Ghandi M, Mesirov JP, Tamayo P. The Molecular Signatures
Database (MSigDB) hallmark gene set collection. Cell Syst. 2015; 1(6):417-25. https://doi.org/10.1016/
j.cels.2015.12.004 PMID: 26771021.

Benjamini Y, Hochberg Y. Controlling the false discovery rate: a practical and powerful approach to mul-
tiple testing. J R Stat Soc Series B Stat Methodol. 1995; 57 (1): 289-300.

Murtagh FL P. Ward’s hierarchical agglomerative clustering method: which algorithms implement
Ward’s criterion? J Classif. 2014; 31:274-95. https://doi.org/10.1007/s00357-014-9161-z

Kanehisa M, Goto S. KEGG: kyoto encyclopedia of genes and genomes. Nucleic Acids Res. 2000; 28
(1):27-30. PMID: 10592173.

Kanehisa M, Sato Y, Kawashima M, Furumichi M, Tanabe M. KEGG as a reference resource for gene
and protein annotation. Nucleic Acids Res. 2016; 44(D1):D457—-62. https://doi.org/10.1093/nar/
gkv1070 PMID: 26476454,

Kanehisa M, Furumichi M, Tanabe M, Sato Y, Morishima K. KEGG: new perspectives on genomes,
pathways, diseases and drugs. Nucleic Acids Res. 2017; 45(D1):D353-D61. https://doi.org/10.1093/
nar/gkw1092 PMID: 27899662.

Miller CA 3rd. Expression of the human aryl hydrocarbon receptor complex in yeast. Activation of tran-
scription by indole compounds. J Biol Chem. 1997; 272(52):32824—-9. PMID: 9407059.

Hubbard TD, Murray IA, Bisson WH, Lahoti TS, Gowda K, Amin SG, et al. Adaptation of the human aryl
hydrocarbon receptor to sense microbiota-derived indoles. Sci Rep. 2015; 5:12689. https://doi.org/10.
1038/srep12689 PMID: 26235394.

Jin UH, Lee SO, Sridharan G, Lee K, Davidson LA, Jayaraman A, et al. Microbiome-derived tryptophan
metabolites and their aryl hydrocarbon receptor-dependent agonist and antagonist activities. Mol Phar-
macol. 2014; 85(5):777-88. https://doi.org/10.1124/mol.113.091165 PMID: 24563545.

Cheng Y, Jin UH, Allred CD, Jayaraman A, Chapkin RS, Safe S. Aryl Hydrocarbon Receptor Activity of
Tryptophan Metabolites in Young Adult Mouse Colonocytes. Drug Metab Dispos. 2015; 43(10):1536—
43. https://doi.org/10.1124/dmd.115.063677 PMID: 25873348.

Cervantes-Barragan L, Chai JN, Tianero MD, DiLuccia B, Ahern PP, Merriman J, et al. Lactobacillus
reuteri induces gut intraepithelial CD4+CD8alphaalpha+ T cells. Science. 2017. https://doi.org/10.1126/
science.aah5825 PMID: 28775213.

Dabir P, Marinic TE, Krukovets |, Stenina Ol. Aryl hydrocarbon receptor is activated by glucose and reg-
ulates the thrombospondin-1 gene promoter in endothelial cells. Circ Res. 2008; 102(12):1558—-65.
https://doi.org/10.1161/CIRCRESAHA.108.176990 PMID: 18515748.

Roh E, Kwak SH, Jung HS, Cho YM, Pak YK, Park KS, et al. Serum aryl hydrocarbon receptor ligand
activity is associated with insulin resistance and resulting type 2 diabetes. Acta Diabetol. 2015; 52
(3):489-95. https://doi.org/10.1007/s00592-014-0674-z PMID: 25385058.

Wang C, Xu CX, Krager SL, Bottum KM, Liao DF, Tischkau SA. Aryl hydrocarbon receptor deficiency
enhances insulin sensitivity and reduces PPAR-alpha pathway activity in mice. Environ Health Per-
spect. 2011; 119(12):1739—-44. PMID: 21849270.

John K, Lahoti TS, Wagner K, Hughes JM, Perdew GH. The Ah receptor regulates growth factor
expression in head and neck squamous cell carcinoma cell lines. Mol Carcinog. 2014; 53(10):765-76.
https://doi.org/10.1002/mc.22032 PMID: 23625689.

Lahoti TS, Hughes JM, Kusnadi A, John K, Zhu B, Murray IA, et al. Aryl hydrocarbon receptor antago-
nism attenuates growth factor expression, proliferation, and migration in fibroblast-like synoviocytes
from patients with rheumatoid arthritis. J Pharmacol Exp Ther. 2014; 348(2):236—45. https://doi.org/10.
1124/jpet.113.209726 PMID: 24309559.

Murray IA, Nichols RG, Zhang L, Patterson AD, Perdew GH. Expression of the aryl hydrocarbon recep-
tor contributes to the establishment of intestinal microbial community structure in mice. Sci Rep. 2016;
6:33969. https://doi.org/10.1038/srep33969 PMID: 27659481.

PLOS ONE | https://doi.org/10.1371/journal.pone.0192947  February 28, 2018 23/24


https://doi.org/10.1371/journal.pone.0006098
http://www.ncbi.nlm.nih.gov/pubmed/19568420
https://doi.org/10.1016/j.jnutbio.2017.02.012
http://www.ncbi.nlm.nih.gov/pubmed/28319853
https://doi.org/10.1073/pnas.0506580102
http://www.ncbi.nlm.nih.gov/pubmed/16199517
https://doi.org/10.1016/j.cels.2015.12.004
https://doi.org/10.1016/j.cels.2015.12.004
http://www.ncbi.nlm.nih.gov/pubmed/26771021
https://doi.org/10.1007/s00357-014-9161-z
http://www.ncbi.nlm.nih.gov/pubmed/10592173
https://doi.org/10.1093/nar/gkv1070
https://doi.org/10.1093/nar/gkv1070
http://www.ncbi.nlm.nih.gov/pubmed/26476454
https://doi.org/10.1093/nar/gkw1092
https://doi.org/10.1093/nar/gkw1092
http://www.ncbi.nlm.nih.gov/pubmed/27899662
http://www.ncbi.nlm.nih.gov/pubmed/9407059
https://doi.org/10.1038/srep12689
https://doi.org/10.1038/srep12689
http://www.ncbi.nlm.nih.gov/pubmed/26235394
https://doi.org/10.1124/mol.113.091165
http://www.ncbi.nlm.nih.gov/pubmed/24563545
https://doi.org/10.1124/dmd.115.063677
http://www.ncbi.nlm.nih.gov/pubmed/25873348
https://doi.org/10.1126/science.aah5825
https://doi.org/10.1126/science.aah5825
http://www.ncbi.nlm.nih.gov/pubmed/28775213
https://doi.org/10.1161/CIRCRESAHA.108.176990
http://www.ncbi.nlm.nih.gov/pubmed/18515748
https://doi.org/10.1007/s00592-014-0674-z
http://www.ncbi.nlm.nih.gov/pubmed/25385058
http://www.ncbi.nlm.nih.gov/pubmed/21849270
https://doi.org/10.1002/mc.22032
http://www.ncbi.nlm.nih.gov/pubmed/23625689
https://doi.org/10.1124/jpet.113.209726
https://doi.org/10.1124/jpet.113.209726
http://www.ncbi.nlm.nih.gov/pubmed/24309559
https://doi.org/10.1038/srep33969
http://www.ncbi.nlm.nih.gov/pubmed/27659481
https://doi.org/10.1371/journal.pone.0192947

@° PLOS | ONE

Modulation of the blood transcriptome by dairy intake

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

Patel RD, Kim DJ, Peters JM, Perdew GH. The aryl hydrocarbon receptor directly regulates expression
of the potent mitogen epiregulin. Toxicol Sci. 2006; 89(1):75-82. https://doi.org/10.1093/toxsci/kfi344
PMID: 16192470.

Nilsson M, Holst JJ, Bjorck IM. Metabolic effects of amino acid mixtures and whey protein in healthy
subjects: studies using glucose-equivalent drinks. Am J Clin Nutr. 2007; 85(4):996—1004. PMID:
17413098.

Jao CL, Hung CC, Tung YS, Lin PY, Chen MC, Hsu KC. The development of bioactive peptides from
dietary proteins as a dipeptidyl peptidase IV inhibitor for the management of type 2 diabetes. Biomedi-
cine (Taipei). 2015; 5(3):14. https://doi.org/10.7603/s40681-015-0014-9 PMID: 26267061.

Sanggaard KM, Holst JJ, Rehfeld JF, Sandstrom B, Raben A, Tholstrup T. Different effects of whole
milk and a fermented milk with the same fat and lactose content on gastric emptying and postprandial
lipaemia, but not on glycaemic response and appetite. Br J Nutr. 2004; 92(3):447-59. PMID: 15469648.

Noguchi R, Kubota H, Yugi K, Toyoshima Y, Komori Y, Soga T, et al. The selective control of glycolysis,
gluconeogenesis and glycogenesis by temporal insulin patterns. Mol Syst Biol. 2013; 9:664. https://doi.
org/10.1038/msb.2013.19 PMID: 23670537.

van Oostrom AJ, Sijmonsma TP, Verseyden C, Jansen EH, de Koning EJ, Rabelink TJ, et al. Postpran-
dial recruitment of neutrophils may contribute to endothelial dysfunction. J Lipid Res. 2003; 44(3):576—
83. https://doi.org/10.1194/jir. M200419-JLR200 PMID: 12562833.

Van Oostrom AJ, Sijmonsma TP, Rabelink TJ, Van Asbeck BS, Cabezas MC. Postprandial leukocyte
increase in healthy subjects. Metabolism. 2003; 52(2):199-202. https://doi.org/10.1053/meta.2003.
50037 PMID: 12601632.

DiNatale BC, Schroeder JC, Francey LJ, Kusnadi A, Perdew GH. Mechanistic insights into the events
that lead to synergistic induction of interleukin 6 transcription upon activation of the aryl hydrocarbon
receptor and inflammatory signaling. J Biol Chem. 2010; 285(32):24388-97. https://doi.org/10.1074/
jbc.M110.118570 PMID: 20511231.

Busbee PB, Rouse M, Nagarkatti M, Nagarkatti PS. Use of natural AhR ligands as potential therapeutic
modalities against inflammatory disorders. Nutr Rev. 2013; 71(6):353—69. https://doi.org/10.1111/nure.
12024 PMID: 23731446.

Quintana FJ, Sherr DH. Aryl hydrocarbon receptor control of adaptive immunity. Pharmacol Rev. 2013;
65(4):1148-61. Epub 2013/08/03. https://doi.org/10.1124/pr.113.007823 PMID: 23908379.

Kawakami Y, Yamanaka-Okumura H, Sakuma M, Mori Y, Adachi C, Matsumoto Y, et al. Gene expres-
sion profiling in peripheral white blood cells in response to the intake of food with different glycemic
index using a DNA microarray. J Nutrigenet Nutrigenomics. 2013; 6(3):154—68. https://doi.org/10.1159/
000354247 PMID: 24008923.

Li L, Frei B. Prolonged exposure to LPS increases iron, heme, and p22phox levels and NADPH oxidase
activity in human aortic endothelial cells: inhibition by desferrioxamine. Arterioscler Thromb Vasc Biol.
2009; 29(5):732-8. https://doi.org/10.1161/ATVBAHA.108.183210 PMID: 19251588.

Malaguarnera L, Imbesi R, Di Rosa M, Scuto A, Castrogiovanni P, Messina A, et al. Action of prolactin,
IFN-gamma, TNF-alpha and LPS on heme oxygenase-1 expression and VEGF release in human
monocytes/macrophages. Int Immunopharmacol. 2005; 5(9):1458-69. https://doi.org/10.1016/j.intimp.
2005.04.002 PMID: 15953572.

Philip M, Chiu EY, Hajjar AM, Abkowitz JL. TLR Stimulation Dynamically Regulates Heme and Iron
Export Gene Expression in Macrophages. J Immunol Res. 2016; 2016:4039038. https://doi.org/10.
1155/2016/4039038 PMID: 27006955.

Chiang JY. Bile acid metabolism and signaling. Compr Physiol. 2013; 3(3):1191-212. https://doi.org/10.
1002/cphy.c120023 PMID: 23897684.

PLOS ONE | https://doi.org/10.1371/journal.pone.0192947  February 28, 2018 24/24


https://doi.org/10.1093/toxsci/kfi344
http://www.ncbi.nlm.nih.gov/pubmed/16192470
http://www.ncbi.nlm.nih.gov/pubmed/17413098
https://doi.org/10.7603/s40681-015-0014-9
http://www.ncbi.nlm.nih.gov/pubmed/26267061
http://www.ncbi.nlm.nih.gov/pubmed/15469648
https://doi.org/10.1038/msb.2013.19
https://doi.org/10.1038/msb.2013.19
http://www.ncbi.nlm.nih.gov/pubmed/23670537
https://doi.org/10.1194/jlr.M200419-JLR200
http://www.ncbi.nlm.nih.gov/pubmed/12562833
https://doi.org/10.1053/meta.2003.50037
https://doi.org/10.1053/meta.2003.50037
http://www.ncbi.nlm.nih.gov/pubmed/12601632
https://doi.org/10.1074/jbc.M110.118570
https://doi.org/10.1074/jbc.M110.118570
http://www.ncbi.nlm.nih.gov/pubmed/20511231
https://doi.org/10.1111/nure.12024
https://doi.org/10.1111/nure.12024
http://www.ncbi.nlm.nih.gov/pubmed/23731446
https://doi.org/10.1124/pr.113.007823
http://www.ncbi.nlm.nih.gov/pubmed/23908379
https://doi.org/10.1159/000354247
https://doi.org/10.1159/000354247
http://www.ncbi.nlm.nih.gov/pubmed/24008923
https://doi.org/10.1161/ATVBAHA.108.183210
http://www.ncbi.nlm.nih.gov/pubmed/19251588
https://doi.org/10.1016/j.intimp.2005.04.002
https://doi.org/10.1016/j.intimp.2005.04.002
http://www.ncbi.nlm.nih.gov/pubmed/15953572
https://doi.org/10.1155/2016/4039038
https://doi.org/10.1155/2016/4039038
http://www.ncbi.nlm.nih.gov/pubmed/27006955
https://doi.org/10.1002/cphy.c120023
https://doi.org/10.1002/cphy.c120023
http://www.ncbi.nlm.nih.gov/pubmed/23897684
https://doi.org/10.1371/journal.pone.0192947

