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INTRODUCTION

Observational studies have demonstrated that immune-mediated
diseases are more frequent in populations adopting modern urban
lifestyles than in populations with a preindustrial lifestyle (1–3).
One of the leading hypotheses argues that the core reason for this
pattern is the evident biodiversity loss in modern living environments (3–6). However, conclusive evidence based on human intervention trials is still lacking.
Biodiversity loss in urban areas limits exposure to diverse microbiota but increases exposure to pathogenic bacteria in densely built
areas (5). High hygiene level and Western urban lifestyle (e.g., consumption of processed food and use of antibiotics) also influence
the human commensal microbiota (7, 8). Furthermore, urban pollutants alter microbial communities associated with human health
and immune-mediated diseases (9–11). All of these factors may result in microbial imbalance, referred to as dysbiosis, which has been
associated with immune-mediated diseases (4, 12, 13).
Early life determinants of gut microbiota include birth mode,
genetics, use of antibiotics, diet, and other environmental factors (14).
Whereas the gut microbiota of 1-year-old children are dominated
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by Faecalibacterium, Bacteroides, and Anaerostipes (15), healthy adult
gut microbiota are characterized by the phyla Bacteroidetes and
Firmicutes, particularly the genera Bacteroides and Prevotella (16, 17).
Lactobacillales is the dominant order on the skin of 1-year-old children, and the diversity of the skin microbiota increases with age (18).
Core reasons why skin microbiota changes with age are related to
human physiology and increased influence of external factors, such
as pets and living environment (18). The dominant bacterial taxa on
the skin of healthy adults are characterized by the phyla Actinobacteria,
Firmicutes, and Proteobacteria, particularly the genera Propionibacterium,
Staphylococcus, and Corynebacterium (16, 19). Actinobacteria and
Proteobacteria are also dominant phyla in soil (5, 6, 10, 11). While
skin and soil bacterial communities contain several taxa in common
(4, 19, 20), bacterial taxonomies differ noticeably between soil and gut
communities (5, 17, 21). Despite this taxonomic divergence, recent
findings indicate that the type of ground cover and garden vegetation
around permanent residences have an impact on gut microflora (17).
Environmental microbial exposure, human commensal microbiota,
and immunological pathways are generally assumed to be interconnected
(4, 8, 14, 17). Plasma cytokine levels and blood FOXP3+ regulatory T (Treg) cell frequencies can be used as surrogates for changes in
immunoregulatory pathways. Interleukin-10 (IL-10) is an anti-
inflammatory cytokine, and its blood levels reflect the activation of
immunoregulatory pathways (22). Transforming growth factor–1
(TGF-1) is a multifunctional cytokine that down-regulates inflammatory processes, particularly in the gut-associated immune system (22).
IL-17 is a proinflammatory cytokine that is associated with several
immune-mediated diseases, including type 1 diabetes (23), inflammatory bowel disease, rheumatoid arthritis, and multiple sclerosis
(24). Treg cells are essential regulators of immune system, with important roles in maintaining self-tolerance as well as tolerance to
commensal microbiota, thus preventing autoimmune and chronic
inflammatory diseases (25).
As immune-mediated diseases are an emerging health issue in
urbanized societies, there is an unmet need for novel prophylactic
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As the incidence of immune-mediated diseases has increased rapidly in developed societies, there is an unmet need
for novel prophylactic practices to fight against these maladies. This study is the first human intervention trial in
which urban environmental biodiversity was manipulated to examine its effects on the commensal microbiome
and immunoregulation in children. We analyzed changes in the skin and gut microbiota and blood immune markers of children during a 28-day biodiversity intervention. Children in standard urban and nature-oriented daycare
centers were analyzed for comparison. The intervention diversified both the environmental and skin Gammaproteobacterial communities, which, in turn, were associated with increases in plasma TGF-1 levels and the proportion of regulatory T cells. The plasma IL-10:IL-17A ratio increased among intervention children during the trial.
Our findings suggest that biodiversity intervention enhances immunoregulatory pathways and provide an incentive for future prophylactic approaches to reduce the risk of immune-mediated diseases in urban societies.
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Vegetation in the transferred natural forest floor consisted mainly
of dwarf heather (Calluna vulgaris), blueberries (Vaccinium sp.),
crowberry (Empetrum nigrum), and mosses (Pleurozium shreberi,
Hylocomium splendens, Sphagnum sp., and Dicranum sp.). The sod
consisted of fescues (Festuca sp.) and meadow grasses (Poa sp.). Nurses
of the daycare centers guided children to be in contact with the
green materials brought into the yard. Guided activities included,
for example, planting plants in planting boxes, crafting natural materials, and playing games. In addition, green materials were available to children during free outdoor activities (26). Children played
in the yards approximately 0.5 to 2 hours twice a day in intervention
and standard daycare centers (26). The average time outdoors was
1.5 hours.
Children were served three uniform meals daily (breakfast, lunch,
and afternoon snack) in the participating daycare centers; two central kitchens, one per city, prepared the meals according to detailed
guidelines for early childhood, published by Finnish food authority
National Nutrition Council (www.ruokavirasto.fi/en/themes/healthy-
diet/national-nutrition-council/). Private consumption of fresh plants,
number of animal contacts, time spent outdoors or in nature, and
number of siblings were similar among all daycare groups (table S1).
The intervention lasted for 28 days in May to June 2016.
To measure differences in the environmental microbial community between modified and nonmodified daycare yards and to estimate whether the taxonomic changes were similar to those in skin
bacterial communities, we compared community composition, relative abundances, richness, and diversity of bacterial communities
in surface soil samples. We sampled surface soil from intervention
and standard daycare yards after the intervention period of 28 days
(samples collected from the sandbox and playground, next to swing,
jungle gym, and the main door). The same surface soils (sandbox
and playground) were sampled also on day 0 before the intervention materials arrived.
In surface soil samples, the relative abundances of Proteobacteria
(36% before and 34% after intervention), Bacteroidetes (24 and 28%),
Actinobacteria (20 and 15%), and Acidobacteria (5 and 7%) were
above 5%. After the intervention, the community compositions of
these phyla and the total bacterial community differed between intervention and standard daycare yards (table S2A and fig. S1A). The

RESULTS

Intervention modified surface soil microbiota in
daycare yards
Ten daycare centers in two cities in Finland (Lahti and Tampere),
both having populations of more than 100,000 inhabitants, were included in the study (Table 1). Three of these were nature-oriented
daycare centers that served as a positive control (study subjects,
n = 23). Each of standard urban daycare centers contained approximately 500-m2 yards with little or no green space. In four of these
daycare yards, called “intervention daycares” hereafter, we covered
part of the gravel with forest floor (100 m2) and sod (200 m2) (study
subjects, n = 36). The three nonmodified yards (“standard daycares”)
served as controls (study subjects, n = 16). Intervention daycares received segments of forest floor, sod, planters for growing annuals, and
peat blocks for climbing and digging.

Table 1. Number, age, gender, and reasons for exclusion of study participants in each daycare group and in total. Each child spent daily (Monday to
Friday) approximately 1.5 hours outdoors.
Intervention*
4 centers

Standard†
3 centers

Nature‡
3 centers

Total children
10 centers

36

16

23

75

Boys

18

9

10

37

Girls

18

7

13

38

4.3 ± 0.6

4.9 ± 0.3

4.7 ± 0.5

4.6 ± 0.6

Antibiotic users

2

1

0

3

Probiotic users

1

0

1

2

Medication users

3

2

3

8

Total children

Age§
Excluded║

*Children in intervention daycare centers.   †Children in standard, nonmodified daycare centers.   ‡Children in nature-oriented daycare centers where
children visited boreal forests on a daily basis.   §Age is presented as means ± SD.   ║Children using probiotics, antibiotics, or medication (paracetamol,
desloratadine, pyrvin, cetirizine, and salbutamol) were excluded from the gut microbiome and cytokine analyses. One child with pinworm infection was
excluded from all analyses.
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practices to combat these maladies. To address this need, we performed an intervention study to test the biodiversity hypothesis (3).
In this study, the environmental biodiversity of urban daycare centers was enriched by covering their yards with forest floor and sod.
The effect of the intervention was studied among 75 urban children
aged 3 to 5 years residing in three different daycare environments:
(i) standard yards, (ii) intervention yards with biodiversity elements,
and (iii) nature-oriented daycare centers where children visited
nearby forests on a daily basis. We measured skin and gut microbiota,
plasma cytokine levels, and blood Treg frequencies in these children
before and after the 28-day intervention period. Moreover, we compared environmental microbiota between the standard and intervention daycare yards. On the basis of earlier comparative studies
among children (1, 4), we hypothesized that the biodiversity intervention will affect the commensal microbiota of the children and that a
positive change in skin microbial diversity would be associated with
enhanced secretion of immunoregulatory cytokines and/or increase
in Treg cells after the trial. In addition, we expected the changes in
commensal microbiota to reflect the composition of environmental
microbiota in the intervention group and associations between
the commensal microbiota and immune response to be different in
this group compared to the standard daycare group.
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Intervention promoted skin bacterial diversity
Consistent with previous studies (4, 12), the biodiversity intervention was associated with high diversity of skin Proteobacteria. We
compared skin bacterial Shannon diversity indexes between three
different daycare groups with analysis of covariance (ANCOVA) and
with Kruskal-Wallis and Dunn’s multiple comparison post hoc tests
using gender as a covariate. Before the intervention, children in nature-
oriented daycares had divergent community composition of bacteria
on skin compared to children in standard daycares (table S2D and
fig. S1C) and more diverse Alphaproteobacterial skin community
compared to intervention daycare children (Fig. 1D and table S4).
Standard and intervention daycare groups had similar bacterial
community composition (table S2D) and hosted equally diverse
skin Proteobacterial communities, including classes of Alpha-, Beta-,
and Gammaproteobacteria before the intervention period (Fig. 1,
C to F, and table S4). After the trial, children in intervention daycares
had more diverse skin Proteobacterial and Gammaproteobacterial
communities than children in standard daycares (Fig. 1, C to F, and
table S4). Before-after comparisons using paired t tests and Wilcox
statistics resulted in a single difference: Alphaproteobacterial diversity increased in intervention daycares (Fig. 1D and table S5), being
higher compared to children in standard daycares (Fig. 1D and
table S4). These results demonstrate how the biodiversity intervention promoted or prevented the loss of skin bacterial diversity
during the study period, leading to diversities comparable to those
in nature-oriented daycares (Fig. 1).
Intervention modified gut bacterial community
Because probiotics and medications, such as antibiotics, are known
to affect the gut microbial community (14, 27), we excluded from the
gut microbial analyses those study subjects receiving probiotics or
medication during the intervention (Table 1). We observed several
differences associated with the daycare environment. Among children in intervention daycare centers, the relative abundance of
Clostridiales decreased (P = 0.003 and Padj = 0.04), and the alpha
diversity of Ruminococcaceae (P = 0.01 and Padj = 0.05), known to
contain butyrate-producing species, increased (table S6A; paired
t tests). No such changes were seen in children in nature-oriented
or standard daycares (table S6, B and C). We additionally compared
differences in community composition of gut bacteria among the
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three daycare groups with PERMANOVA. Children in standard
and nature-oriented daycares had dissimilar community composition of Ruminococcaceae both before (P = 0.05 and Padj = 0.10)
and after (P = 0.01 and Padj = 0.03) the intervention period, while
standard and intervention daycare children had similar communities of Ruminococcaceae at the beginning of the intervention
(P = 0.14), but slightly divergent communities at the end of the intervention (P = 0.03 and Padj = 0.08; table S2E and fig. S1, E and F).
Moreover, Faecalibacterium taxa differed in PERMANOVA between
nature-oriented and standard daycare children after the intervention
(P = 0.03; table S2F).
Microbiota-immunological correlations
We analyzed the levels of cytokines IL-10, IL-17A, and TGF-1 in
plasma samples, and the frequency of CD4+CD25+CD127lowFOXP3+
Treg cells in blood samples by flow cytometry. We searched for associations between changes in plasma cytokine levels or total Treg
cell frequencies and changes in bacterial diversity and abundance
with linear mixed-effects models (LMMs) and with nonmetric multi
dimensional scaling (NMDS). In addition, we performed a before-after
comparison of the cytokine levels and their ratios. These comparisons demonstrated that the IL-10:IL-17A ratio increased among
intervention children, but not among children in standard or nature
daycares (Table 2).
When all children were analyzed together in an LMM, an increase in skin Gammaproteobacterial diversity was associated with
an increase in TGF-1 plasma concentration (Padj = 0.01; Fig. 2A
and table S7A), and among intervention children, this diversity increase was also associated with a decrease in IL-17A plasma level
(Padj = 0.002; Fig. 2B and table S7B) and increase in the percentage
of Treg cells (P = 0.016; Fig. 2C and table S7C). Among nature-
oriented daycare children, high Gammaproteobacterial diversity in
skin microbiomes was associated with an increase in IL-10 plasma
concentration (Padj = 2.3 × 10−6; table S7D), whereas among standard
daycare children, low Gammaproteobacterial diversity was associated
with a decrease in TGF-1 expression (Padj = 0.01; table S7E and fig. S2).
When all children were analyzed together in an NMDS model,
the community composition of Faecalibacterium species in the gut was
associated with plasma IL-17A concentration after the intervention
period (P = 0.015 and Padj = 0.045; table S8). Within nature-oriented
children, the higher abundance of Faecalibacterium Otu00007
(Faecalibacterium prausnitzii in BLASTN; query cover = 100%,
E value = 2 × 10−127, ident = 99%) was associated with lower levels
of IL-17A in plasma (LMM, Padj = 0.004), whereas a higher abundance of Faecalibacterium Otu000008 (no match in BLASTN with
the significance threshold of 10) was associated with higher levels of
IL-17A in plasma (LMM, Padj = 0.009; Fig. 2D and table S7F). The
latter association was weaker but significant also among children in
standard daycares (LMM, Padj = 0.04; table S7G). Among nature-
oriented daycare children, the decrease in plasma IL-17A concentration was additionally associated with a decrease in the relative
abundance of Romboutsia (Padj = 5.7 × 10−5) and Dorea (Padj = 0.03)
and an increase in Anaerostipes (Padj = 0.01) in the gut (table S7H).
DISCUSSION

While early exposure to environmental biodiversity has been linked
to the development of a well-functioning immune system (1, 4), the
final proof of causality is still lacking. This study is the first human
3 of 10
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intervention modified the community composition of Gamma
proteobacteria in surface soils [abundance data in table S2B: permutational multivariate analysis of covariance (PERMANOVA),
P = 0.008 and Padj = 0.03; fig. S1B], and this community differed
between the intervention and standard yards after the intervention
(presence/absence data in table S2A: PERMANOVA, P = 0.03 and
Padj = 0.05; fig. S1B). Moreover, unclassified Gammaproteobacterial
operational taxonomic units (OTUs) were enriched at intervention
daycare yards, and their relative abundance was over eight times
higher compared to standard daycare yards after the intervention
period (table S3, A and B). Observed OTU richness and Shannon
diversity of the total bacterial community (Padj = 0.04 in both cases)
and the richness of Gammaproteobacteria were higher in the intervention yards than in standard yards (Fig. 1, A and B, and table S3C).
We used multivariate homogeneity of group dispersions [permutational analysis of multivariate dispersions (PERMDISP)] to examine
beta diversity, and it showed that the beta diversity of five genera was
higher in intervention than in standard daycare yards (table S2C).
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Fig. 1. Diversity and richness of bacteria in daycare yard soils and on the skin of daycare children. After the trial, (A) Gammaproteobacterial and (B) total bacterial
ground surface soil community was more diverse at intervention daycare yard soils compared to standard daycare yards. On the skin, the alpha diversity (Shannon index)
of (C) Proteobacteria was higher among children in intervention (n = 29) and nature-oriented daycares (n = 19) compared to children in standard daycares (n = 13) after
the study period. (D) Alphaproteobacterial diversity on the skin of the intervention daycare children increased during the intervention, and it was higher compared to
children in standard daycares after the study period. (E) Betaproteobacterial diversity was higher among nature-oriented and (F) Gammaproteobacterial diversity higher
among intervention daycare children compared to children in standard daycares after the study period. Data are displayed as means ± SE. *P < 0.05 and **P < 0.01, t tests
after the intervention (A and B), Dunn’s multiple comparison post hoc tests after the intervention (C to E), and Wilcoxon signed-rank test (D).
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Table 2. IL-10:IL-17A ratio before and after (mean ± SD) the 28-day intervention period in plasma of children in the intervention, standard, and nature
daycares.
Daycare center
Intervention

Mean before

SD

Mean after

SD

df*

P

Adjusted P†,
Wilcoxon paired
test

0.86

0.50

1.15

0.10

21

0.02‡

0.04‡

Standard

0.93

0.47

1.04

0.44

9

0.81

1

Nature

1.22

0.92

0.96

0.55

9

0.29

0.86

*Degree of freedom. Only donors with both before and after samples were included.   †Benjamini-Hochberg correction.   ‡Significant differences are
indicated in boldface.

Shannon diversity index change

Shannon diversity index change

IL-17A change pg ml

TGF-β1 change ng ml

C Change in skin Gammaproteobacterial
diversity vs. change in Treg frequency

Shannon diversity index change
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B Change in skin Gammaproteobacterial
diversity vs. IL-17A change

A Change in skin Gammaproteobacterial
diversity vs. TGF-β1 change

D

1.0

0.0

−1.0

−2.0
−2.0

0.0

2.0

Treg (% of CD4+) change

4.0

IL-17A concentration pg ml

Fig. 2. Associations between bacterial diversity and immune markers. The increase in skin Gammaproteobacterial diversity was associated (A) with an increase in
TGF-1 concentration in plasma (all children in an LMM) and among intervention children (B) with a decrease in IL-17A concentration (C) and increase in Treg cell frequencies. In (C), the nonsignificant model for standard children is provided for comparison. (D) Among nature-oriented children, F. prausnitzii (Otu000007) was associated with
a decrease and unknown Faecalibacterium Otu000008 with an increase in IL-17A concentration (results from end of trial).
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Exposure to microbial biodiversity affected the gut microbiota,
particularly Ruminococcaceae (including Faecalibacterium), which
includes Gram-negative bacteria associated with the maintenance
of gut health (30). The family also contains established or candidate probiotics (13). The intervention increased the diversity of
Ruminococcaceae, although intervention materials per se did not
contain the strains found in stool samples. This raises the question
of whether the mechanism of immune regulation in the biodiversity
intervention was fundamentally different from the impacts of probiotic treatments; probiotics improve the abundance of certain
strains only and may even delay the recovery of gut microbiota after
antibiotic treatments (31). Probiotic treatments have also shown
only limited, if any, effect in the prevention of allergies (32). Moreover, our approach—biodiversity intervention—exposed children
to a wide spectrum of environmental microbes, including microscopic invertebrates, protozoa, fungi, archaea, and viruses. This
exposure also happened via multiple routes including skin and mucosal routes. Thus, this kind of biodiversity intervention should activate a much wider spectrum of pattern recognition receptors (PRRs)
than oral treatment with probiotic bacteria (33). However, further
studies will be needed to elucidate the nature of the potential wide-
spectrum PRR stimulation by the presently described approach.
The decreasing diversity of skin microbiota in the standard nonintervention daycare group may also be explained by a decrease in
microbial activity during the intervention period. As the intervention started less than a month after snow melt, and as the intervention period was dry, the top of mineral soil, concrete, and asphalt
plausibly dried during the intervention. Hence, it is not unexpected
that Gammaproteobacterial richness and the abundance of unidentified OTUs were higher in intervention than standard yards at the
end of the intervention period (see Fig. 1 and table S3). As children
in the intervention group were in daily contact with rich ground
surface Gammaproteobacterial community on weekdays, and as
Gammaproteobacteria position themselves below subepidermal
compartments in the skin (34), their skin Gammaproteobacterial
content plausibly maintained higher compared to children in standard daycares. Touching organic landscaping materials has been
shown to immediately increase the diversity of Proteobacteria, including Gammaproteobacteria, on skin (19). A parallel factor was
the increased willingness to play with soil and plant materials in the
intervention yards (26), leading to increased voluntary microbial
exposure by children.
Standard daycare yards consisting of mostly inorganic man-made
landscaping materials can be considered as man-made harsh, arid
environments. As arid environments typically host low microbial
activity but huge microbial diversity particularly under nutrient depletion (35), we were surprised to see higher Proteobacterial richness
in intervention yards. It is possible that parts of the Proteobacterial
community in intervention yards originated from preintervention
period and that the transfer of sod and forest floor resulted in a lag
time during which bacterial diversity and richness were still adapting to the new growth-supporting environment. We recommend
following the effects of biodiversity intervention over a longer period
to understand the microbial community dynamics on daycare yards
and to see the longevity of changes in plasma cytokines.
Factors shaping immune response include changes in the external environment and exposure to human pathogens. The latter induces a proinflammatory response, e.g., affects IL-10:IL-17A ratio
(see Table 2). Because heterogeneous home environments did not
6 of 10
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intervention trial in which urban environmental biodiversity was
manipulated to examine its effects on commensal microbiome and
the immune system in young children. The 28-day-long intervention that included enrichment of daycare center yards for microbial
biodiversity was associated with changes in the skin and gut microbiota of children, which, in turn, were related to changes in plasma
cytokine levels and Treg cell frequencies. These findings suggest that
the exposure to environmental microbial diversity can change the
microbiome and modulate the function of the immune system in
children. Specifically, the intervention was associated with a shift
toward a higher ratio between plasma cytokine IL-10 and IL-17A
levels and a positive association between Gammaproteobacterial
diversity and Treg cell frequencies in blood, suggesting that the
intervention may have stimulated immunoregulatory pathways.
These regulatory changes occurred despite slightly inconsistent findings
in skin microbiota (see Figs. 1 and 2). Overall, the study indicates
that it may be possible to modulate the immune system by relatively simple actions that change the living environment of young children in urban communities.
The intervention maintained a high diversity of commensal skin
microbiota, particularly among Gammaproteobacteria, relative to
the children in standard daycares, in whom the diversity of these
microbiota declined over the study period. Our results are in line
with previous observational studies showing associations between
immune system markers, living environment, and commensal microbiota, including skin Gammaproteobacteria (1, 4, 12). Thus, the
results of the present intervention study support the biodiversity
hypothesis (3, 4). Because biodiversity intervention offers embodied
experiences of nature and provides multisensory exploration and
diverse learning situations (26), children might have more direct
contacts with soil and vegetation in intervention than in standard
daycares. Time spent in the yards might also be one explanation
why the skin Proteobacterial diversities declined among children in
standard daycares but not among children in intervention daycares,
although time spent outdoors was similar in all daycare groups. Our
conclusion is that letting urban children play in microbiologically
diverse dirt and vegetation alters skin and gut microbiota, which is
accompanied by parallel changes in the immune system within a
relatively short period of 1 month.
An important aspect of these findings is that the commensal microbiota of children in intervention daycare centers became more similar
to that observed in children attending nature-oriented daycares (Fig. 1),
where children make daily visits to nearby forests. Today, a vast
majority of children in developed societies, and increasing numbers
in developing ones, live in urban areas (28), and many of them have
limited access to areas characterized by rich natural biodiversity
such as forests. In addition, green areas surrounding urban environments are often contaminated by pests and pathogenic microbes
(29). For this reason, one can anticipate that providing children
with a chance for daily contact with diverse vegetation and dirt in
safe urban green spaces such as playgrounds and daycare center or
schoolyards might improve child health by activating the regulatory
pathways of the immune system. This could reduce overactive immune responses and, consequently, decrease the risk of developing
immune-mediated diseases. In addition, biodiversity intervention
may afford well-being benefits and increase children’s physical activity (26). The findings of the present study and our previous
well-being study (26) encourage implementation of these solutions
in the management and planning of the urban environments.
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slowly growing bacterial phylotypes (19, 20). In a recent study (36),
no facultative pathogens and less opportunistic pathogens were
found on human skin after contact with playground sand enriched
with the wide-spectrum microbial inoculant, compared to contact
with standard playground sand or no contact at all. A two-week
human exposure trial (20) with this wide-spectrum inoculant did
not lead to any negative health outcomes for the study subjects. Providing that the preliminary results can be confirmed in subsequent
intervention trials, the wide-spectrum PRR stimulation by biodiversity intervention may prove to be beneficial in modulating the
immune system and microbial communities of urban dwellers (36).
Our trial has implications on the interpretation of the results
from previous observational studies (1–5, 12). The results of this
study support the biodiversity hypothesis and the concept that low
biodiversity in the modern living environment may lead to an uneducated immune system and consequently increase the prevalence
of immune-mediated diseases (4, 5). Similarly, while earlier studies
have reported a decreased Faecalibacterium abundance in several
immune disorders (13, 15), we found that a high F. prausnitzii
abundance is associated with decreased expression of proinflammatory cytokine IL-17A among healthy children. In conclusion, our
study demonstrated that modifying the living environment of children with microbiologically diverse natural materials might provide
a feasible approach for decreasing the risk of immune-mediated
diseases in urban populations.
MATERIALS AND METHODS

Study group
The study was carried out in accordance with the recommendations
of the Finnish Advisory Board on Research Integrity with approval
from the ethics committee of the local hospital district (Pirkanmaa
Hospital District, Finland). Written informed consent obtained from
all guardians was in accordance with the Declaration of Helsinki.
Subjects attending daycare centers and living in an urban environment and meeting the inclusion criteria were eligible for participation in this study. Together, 75 children, aged between 3 and 5 years,
participated in the study. Exclusion criteria of the study were the
following: age below 3 or over 5 at the beginning of the study, native
country other than Finland, immune deficiency (e.g., antibody deficiency and HIV infection), immunosuppressive medication (e.g.,
corticosteroids), a condition affecting immune response (e.g., rheumatoid arthritis, colitis ulcerosa, Crohn’s disease, diabetes, and Down
syndrome), or cancer diagnosis. The use of antibiotics, probiotics,
medication, and other background information was recorded using
standardized questionnaires.
Sample collection
To examine the effects of intervention on commensal microbiota
and immune regulation, skin, stool, and blood samples were collected from the children before the yards were transformed and after
the intervention period. Ground surface soil was collected before
and after the intervention period from daycare yards located in Lahti.
Before the intervention, samples were collected from sand boxes
and playgrounds and, after the intervention, also next to swings and
under the jungle gym.
A trained study nurse collected skin swab samples in daycare centers, and the children’s parents collected stool samples at home. Skin
swabs were taken from the back of the hand (5 cm–by–5 cm area),
7 of 10
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mask differences between daycare groups (see Fig. 1), the impact of
the biodiversity intervention on commensal microbiota was strong
compared to potential temporary exposures during the intervention period. As Gammaproteobacterial richness was improved and
unidentified OTUs within Gammaproteobacteria were enriched at
the intervention yards only, changes in skin Gammaproteobacteria
in standard and nature-oriented groups were plausibly of different
origin compared to the intervention group. This is not unexpected
as in the standard group Gammaproteobacteria arrived from urban
nongreen environment, and as children in nature-oriented daycare
centers were exposed to forest biodiversity throughout the year.
Therefore, and as we recently demonstrated how exposure to organic
soil reduces the relative abundance of genera containing opportunistic pathogens on the skin of urban dwellers (36), the positive
associations between skin Gammaproteobacterial diversity and plasma IL-17A levels in the nonintervention groups may be a consequence of exposure to Gammaproteobacterial pathogens or other
unidentified environmental factors. In this context, it is noteworthy
that the group-specific regression slopes between skin Gammaproteobacterial diversity and the multifunctional cytokine TGF- were
similar in all daycare groups and that the abundance of unidentified
Faecalibacterium OTU 000008 in the gut was directly associated
with plasma IL-17A in all daycare groups. Faecalibacterium prausnitzii,
on the other hand, was associated with IL-17A in the nature-oriented
group only; we recently showed that diverse vegetation, which is
a proxy for diverse microbiota exposure, is associated with high
Faecalibacterium abundance in the gut (17). The lack of F. prausnitzii–
IL-17A association in standard daycare centers may result from low
daily exposure to environmental biodiversity, while gut microflora
in the intervention children might still be adapting to the new
high-biodiversity living environment. To summarize, while associations between environmental factors and cytokines are complex,
the current study highlights the profound effect of biodiversity intervention on commensal microbiota, which may explain partly
divergent associations between plasma cytokines and microbiota in
different daycare environments.
One of the major weaknesses of our study was the impossibility
of controlling for the home environment. Families have different
living environments, lifestyles, and children have varying numbers
of siblings and pets. However, although families with a child in a
nature-oriented daycare center may often be interested in various
outdoor activities in their private life, this was not visible in the time
spent outdoors or green areas. There is hardly any reason to assume
an unknown bias between intervention and standard daycare centers in recruitment. Instead, we obviously cannot exclude the potential impact of a child’s behavior outside daycare centers. These
uncertainties highlight the problems inherent in all attempts to perform intervention trials in a normal living environment among families having young children, but they also underline the importance
of a biodiverse daycare environment and the resulting strength of
associations between skin and gut microbiota and the levels of immune markers, despite the multiple confounding factors in children’s
urban living environment.
In the intervention, we used slowly renewable natural forest
floor, which is in limited supply. To cope with this issue, we recently
proposed a wide-spectrum microbial inoculant from forest and
agricultural materials that resembles microbiota in organic soils
and hosts the wide spectrum of eukaryotic and prokaryotic micro-
organisms described above, including hundreds of inactive and
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Sample preparation for MiSeq sequencing
and bioinformatics
Skin and stool samples for MiSeq sequencing were prepared as in
the study of Roslund et al. (11). Soil, skin, and stool samples were
sequenced using Illumina MiSeq 16S ribosomal RNA (rRNA) gene
metabarcoding with read length 2 × 300 base pairs using a v3 reagent kit. Raw data were processed in Mothur (version 1.39.5) (37),
as described by Roslund et al. (10).
Bacterial sequences were aligned against a SILVA reference
(version 123) and classified using the Mothur version of Bayesian
classifier with the RDP training set version 16 with 80% bootstrap
threshold. Low-abundance OTUs (≤10) and OTUs detected in negative extraction and polymerase chain reaction (PCR) controls were
removed from sequence data. There were 3 OTUs detected in skin,
0 OTUs in stool, and 21 OTUs (3 is the same that in skin) detected
in soil DNA extraction or PCR control (Sterile water). Observed
OTU richness and the Shannon diversity were calculated in Mothur.
Soil and stool samples were subsampled to 3842 and skin samples to
329 sequence depth for bacterial community composition analyses.
For skin samples, 13 of the 28-day samples were not collected or the
number of sequences was too low, and thus, 29 children from intervention daycares, 19 from nature-oriented daycares, and 13 from
standard daycares were included in skin sample analyses. Good’s
coverage index (average ± SD: soil, 0.96 ± 0.02; stool, 1.00 ± 0.00;
skin, 0.96 ± 0.06) was used to determine OTU coverage adequacy
for diversity and community composition analyses. Because statistical tests showed associations within the genus Faecalibacterium,
OTUs of Faecalibacterium were further identified with microbe
BLASTN (version 2.8.1+).
Cytokine and Treg cell analyses
IL-17A and IL-10 concentrations were measured from plasma samples using a Milliplex MAP high-sensitivity T cell panel kit (Merck
KGaA, Darmstadt, Germany) according to the manufacturer’s instruction. Fluorescence was analyzed using a Bio-Plex 200 system
(Bio-Rad Laboratories, Hercules, CA, USA), and data were collected
using Bio-Plex Manager software (version 4.1, Bio-Rad Laboratories, Hercules, CA, USA). TGF-1 concentration was analyzed using
enzyme-linked immunosorbent assay (Bender MedSystems GmbH,
Vienna, Austria).
Roslund et al., Sci. Adv. 2020; 6 : eaba2578
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Frozen PBMCs were thawed, and immunostaining to identify
CD3+CD4+CD25+CD127lowFOXP3+ Treg cells was performed as
previously described (38). The frequency of Treg cells was defined as
a percentage of total CD3+CD4+ T cells.
Statistical analyses
All statistical tests were done in R version 3.4.2 (R Development
Core Team, 2018) (39) with two-sided tests. Differences in community composition were analyzed with PERMANOVA (function
adonis in vegan package) (40) with Bray-Curtis metric. PERMANOVA
was analyzed with bacterial abundance and presence-absence datasets. PERMANOVA was done at OTU, genus, order, family, class,
and phylum level and within some specific taxonomy if the relative
abundance was more than 5% (skin and stool samples) and whenever
there was a reason to assume biological relevance. In the data from
stool samples, we analyzed differences in the compositional centroids of Faecalibacterium OTUs, as comparative studies between
patients with immune system disorders and healthy individuals have
reported decreased abundance of Faecalibacterium in the gut of the
patients (13, 15), and because the abundance of this clade in our data
exceeded 5% data. NMDS was used with the Bray-Curtis metric to
score the Faecalibacterium OTUs onto an ordination, and correlation with corresponding cytokine expression levels was assessed using
the envit function in the vegan package in R. In skin samples, we
analyzed Gammaproteobacterial communities because they have
been connected to the living environment, expression of IL-10, and
incidence of atopy (4). In stool and skin samples, we also analyzed
taxa at the phylum, class, order, or family level if the abundance was
more than 5%. As the abundance and diversity of bacteria in particularly organic soils is extremely high (21), for soil samples from the
daycare yards, we analyzed taxa at the phylum, class, order, family,
and genus levels with PERMANOVA if the abundance was more
than 1%.
The Shannon diversity index was used to assess alpha diversity,
and multivariate homogeneity of group dispersions (PERMDISP)
was used to examine beta diversity. Differences in bacterial richness
(Chao index, rarefied species, and observed OTU richness), alpha
diversity, and relative bacterial abundances between daycare children were determined using ANCOVA or, in case of nonnormally
distributed data, with the Kruskal-Wallis test. Gender was used as
a covariate. Pairwise comparison was done with Tukey’s honestly
significant difference (HSD) test or with Dunn’s test. The association between bacterial diversity and abundance changes, and cytokine expression levels and changes were evaluated using LMMs
(function lmer in lme4 package). LMMs were constructed for bacterial taxonomy with observed changes, i.e., relative abundance,
diversity, and richness changes during the intervention. In LMMs,
cytokine expression or Treg cell level change was used as a dependent variable, bacterial changes as explanatory variables, and daycare center as a random variable.
Differences between the time points were determined using the
paired t test or, in case of nonnormally distributed data, with the
Wilcoxon signed-rank test. To conceptualize the false discovery rate,
all the statistical tests were carried out with Benjamini-Hochberg
correction (referred to as Padj in Results).
Primary population for the analysis was intention to treat (ITT).
Per protocol (PP) (complete cases) population was used when
changes between two time points (baseline and day 28) were analyzed. In addition, PP population for other analyses was used as a
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10-s wiping with a saline buffer (0.1% Tween 20 in 0.15 M NaCl)
wetted cotton wool stick. After sampling, the wool was cut to a sterile polyethene tube and frozen at −80°C until used for microbiome
analyses. Stool samples were stored in home freezers (−18° to 20°C)
until the researchers collected them and stored at −80°C.
A venous blood sample was taken from the arm vein into
Vacutainer CPT Mononuclear Cell Preparation tubes with sodium
citrate (BD Biosciences, NJ, USA) and centrifuged according to the
manufacturer’s instructions to separate the plasma and peripheral
blood mononuclear cells (PBMCs). PBMCs were frozen in freezing
medium consisting of 10% dimethyl sulfoxide (Merck KGaA,
Darmstadt, Germany), 10% human AB serum (Sigma-Aldrich,
MO, USA), penicillin (50 U/ml) and streptomycin (50 g/ml; Sigma-
Aldrich, MO, USA), and 10 mM l-glutamine (Life Technologies,
CA, USA) in RPMI 1640 medium (Life Technologies, CA, USA)
using freezing containers at −80°C (BioCision LLC, CA, USA). The
PBMC samples were transferred into liquid nitrogen for long-term
storage after 48 hours. The plasma samples were stored at −80°C.
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sensitivity analysis to investigate whether conclusions are sensitive to assumptions regarding the pattern of missing data. These
sensitivity analyses were done for significant results, i.e., skin and cytokine ANCOVA, and Ruminococcaceae and Faecalibacterium
PERMANOVA.
The primary outcome measure for the power calculation is the
difference between intervention and standard control daycare study
subjects in the change of Gammaproteobacterial diversity on the
skin between baseline and day 28. We used prior effect estimates
from the previous study that estimate correlations between environmental biodiversity, human microbiota, and immune function (4).

15.

16.

SUPPLEMENTARY MATERIALS

Supplementary material for this article is available at http://advances.sciencemag.org/cgi/
content/full/6/42/eaba2578/DC1
View/request a protocol for this paper from Bio-protocol.

1. M. M. Stein, C. L. Hrusch, J. Gozdz, C. Igartua, V. Pivniouk, S. E. Murray, J. G. Ledford,
M. Marques dos Santos, R. L. Anderson, N. Metwali, J. W. Neilson, R. M. Maier, J. A. Gilbert,
M. Holbreich, P. S. Thorne, F. D. Martinez, E. von Mutius, D. Vercelli, C. Ober, A. I. Sperling,
Innate immunity and asthma risk in Amish and Hutterite farm children. N. Engl. J. Med.
375, 411–421 (2016).
2. A. Kondrashova, T. Seiskari, J. Ilonen, M. Knip, H. Hyöty, The “Hygiene hypothesis”
and the sharp gradient in the incidence of autoimmune and allergic diseases between
Russian Karelia and Finland. Apmis 121, 478–493 (2013).
3. T. Haahtela, A biodiversity hypothesis. Allergy Eur. J. Allergy Clin. Immunol., 1445–1456
(2019).
4. I. Hanski, L. von Hertzen, N. Fyhrquist, K. Koskinen, K. Torppa, T. Laatikainen, P. Karisola,
P. Auvinen, L. Paulin, M. J. Makela, E. Vartiainen, T. U. Kosunen, H. Alenius, T. Haahtela,
Environmental biodiversity, human microbiota, and allergy are interrelated. Proc. Natl.
Acad. Sci. U.S.A. 109, 8334–8339 (2012).
5. A. Parajuli, M. Grönroos, N. Siter, R. Puhakka, H. K. Vari, M. I. Roslund, A. Jumpponen,
N. Nurminen, O. H. Laitinen, H. Hyöty, J. Rajaniemi, A. Sinkkonen, Urbanization reduces
transfer of diverse environmental microbiota indoors. Front. Microbiol. 9, 84 (2018).
6. N. Hui, A. Parajuli, R. Puhakka, M. Grönroos, M. I. Roslund, H. K. Vari, V. A. O. Selonen,
G. Yan, N. Siter, N. Nurminen, S. Oikarinen, O. H. Laitinen, J. Rajaniemi, H. Hyöty,
A. Sinkkonen, Temporal variation in indoor transfer of dirt-associated environmental
bacteria in agricultural and urban areas. Environ. Int. 132, 105069 (2019).
7. M. C. Noverr, G. B. Huffnagle, The “Microflora Hypothesis” of allergic disease. Adv. Exp.
Med. Biol. 635, 113–134 (2008).
8. D. Graham-Rowe, Lifestyle: When allergies go west. Nature 479, S2–S4 (2011).
9. A. Parajuli, M. Grönroos, S. Kauppi, T. Płociniczak, M. I. Roslund, P. Galitskaya,
O. H. Laitinen, H. Hyöty, A. Jumpponen, R. Strömmer, M. Romantschuk, N. Hui,
A. Sinkkonen, The abundance of health-associated bacteria is altered in PAH polluted
soils—Implications for health in urban areas? PLOS ONE 12, e0187852 (2017).
10. M. I. Roslund, M. Grönroos, A.-L. Rantalainen, A. Jumpponen, M. Romantschuk, A. Parajuli,
H. Hyöty, O. Laitinen, A. Sinkkonen, Half-lives of PAHs and temporal microbiota changes
in commonly used urban landscaping materials. PeerJ 6, e4508 (2018).
11. M. I. Roslund, S. Rantala, S. Oikarinen, R. Puhakka, N. Hui, A. Parajuli, O. H. Laitinen,
H. Hyöty, A.-L. Rantalainen, A. Sinkkonen, M. Grönroos, N. Hui, R. Kalvo, N. Nurminen,
S. Oikarinen, A. Parajuli, R. Puhakka, S. Rantala, M. I. Roslund, L. Soininen, G. Yan,
O. H. Laitinen, J. Rajaniemi, H. Hyöty, A. Sinkkonen, Endocrine disruption and commensal
bacteria alteration associated with gaseous and soil PAH contamination among daycare
children. Environ. Int. 130, 104894 (2019).
12. L. Ruokolainen, L. Von Hertzen, N. Fyhrquist, T. Laatikainen, J. Lehtomäki, P. Auvinen,
A. M. Karvonen, A. Hyvärinen, V. Tillmann, O. Niemelä, M. Knip, T. Haahtela, J. Pekkanen,
I. Hanski, Green areas around homes reduce atopic sensitization in children. Allergy Eur.
J. Allergy Clin. Immunol. 70, 195–202 (2015).
13. H. Sokol, B. Pigneur, L. Watterlot, O. Lakhdari, L. G. Bermúdez-Humarán, J.-J. Gratadoux,
S. Blugeon, C. Bridonneau, J.-P. Furet, G. Corthier, C. Grangette, N. Vasquez, P. Pochart,
G. Trugnan, G. Thomas, H. M. Blottière, J. Doré, P. Marteau, P. Seksik, P. Langella,
Faecalibacterium prausnitzii is an anti-inflammatory commensal bacterium identified by
gut microbiota analysis of Crohn disease patients. Proc. Natl. Acad. Sci. U.S.A. 105,
16731–16736 (2008).
14. L. Flandroy, T. Poutahidis, G. Berg, G. Clarke, M. C. Dao, E. Decaestecker, E. Furman,
T. Haahtela, S. Massart, H. Plovier, Y. Sanz, G. Rook, The impact of human activities

Roslund et al., Sci. Adv. 2020; 6 : eaba2578

14 October 2020

17.

18.

19.

20.

21.

22.
23.

24.

9 of 10

Downloaded from http://advances.sciencemag.org/ on November 27, 2020

REFERENCES AND NOTES

and lifestyles on the interlinked microbiota and health of humans and of ecosystems.
Sci. Total Environ. 627, 1018–1038 (2018).
J. Stokholm, M. J. Blaser, J. Thorsen, M. A. Rasmussen, J. Waage, R. K. Vinding,
A. M. M. Schoos, A. Kunøe, N. R. Fink, B. L. Chawes, K. Bønnelykke, A. D. Brejnrod,
M. S. Mortensen, W. A. Al-Soud, S. J. Sørensen, H. Bisgaard, Maturation of the gut
microbiome and risk of asthma in childhood. Nat. Commun. 9, 141 (2018).
C. Huttenhower, D. Gevers, R. Knight, S. Abubucker, J. H. Badger, A. T. Chinwalla,
H. H. Creasy, A. M. Earl, M. G. Fitzgerald, R. S. Fulton, M. G. Giglio, K. Hallsworth-Pepin,
E. A. Lobos, R. Madupu, V. Magrini, J. C. Martin, M. Mitreva, D. M. Muzny, E. J. Sodergren,
J. Versalovic, A. M. Wollam, K. C. Worley, J. R. Wortman, S. K. Young, Q. Zeng,
K. M. Aagaard, O. O. Abolude, E. Allen-Vercoe, E. J. Alm, L. Alvarado, G. L. Andersen,
S. Anderson, E. Appelbaum, H. M. Arachchi, G. Armitage, C. A. Arze, T. Ayvaz, C. C. Baker,
L. Begg, T. Belachew, V. Bhonagiri, M. Bihan, M. J. Blaser, T. Bloom, V. Bonazzi, J. P. Brooks,
G. A. Buck, C. J. Buhay, D. A. Busam, J. L. Campbell, S. R. Canon, B. L. Cantarel,
P. S. G. Chain, I. M. A. Chen, L. Chen, S. Chhibba, K. Chu, D. M. Ciulla, J. C. Clemente,
S. W. Clifton, S. Conlan, J. Crabtree, M. A. Cutting, N. J. Davidovics, C. C. Davis,
T. Z. Desantis, C. Deal, K. D. Delehaunty, F. E. Dewhirst, E. Deych, Y. Ding, D. J. Dooling,
S. P. Dugan, W. M. Dunne, A. Scott Durkin, R. C. Edgar, R. L. Erlich, C. N. Farmer,
R. M. Farrell, K. Faust, M. Feldgarden, V. M. Felix, S. Fisher, A. A. Fodor, L. J. Forney,
L. Foster, V. Di Francesco, J. Friedman, D. C. Friedrich, C. C. Fronick, L. L. Fulton, H. Gao,
N. Garcia, G. Giannoukos, C. Giblin, M. Y. Giovanni, J. M. Goldberg, J. Goll, A. Gonzalez,
A. Griggs, S. Gujja, S. Kinder Haake, B. J. Haas, H. A. Hamilton, E. L. Harris, T. A. Hepburn,
B. Herter, D. E. Hoffmann, M. E. Holder, C. Howarth, K. H. Huang, S. M. Huse, J. Izard,
J. K. Jansson, H. Jiang, C. Jordan, V. Joshi, J. A. Katancik, W. A. Keitel, S. T. Kelley, C. Kells,
N. B. King, D. Knights, H. H. Kong, O. Koren, S. Koren, K. C. Kota, C. L. Kovar, N. C. Kyrpides,
P. S. La Rosa, S. L. Lee, K. P. Lemon, N. Lennon, C. M. Lewis, L. Lewis, R. E. Ley, K. Li,
K. Liolios, B. Liu, Y. Liu, C. C. Lo, C. A. Lozupone, R. D. Lunsford, T. Madden, A. A. Mahurkar,
P. J. Mannon, E. R. Mardis, V. M. Markowitz, K. Mavromatis, J. M. McCorrison, D. McDonald,
J. McEwen, A. L. McGuire, P. McInnes, T. Mehta, K. A. Mihindukulasuriya, J. R. Miller,
P. J. Minx, I. Newsham, C. Nusbaum, M. Oglaughlin, J. Orvis, I. Pagani, K. Palaniappan,
S. M. Patel, M. Pearson, J. Peterson, M. Podar, C. Pohl, K. S. Pollard, M. Pop, M. E. Priest,
L. M. Proctor, X. Qin, J. Raes, J. Ravel, J. G. Reid, M. Rho, R. Rhodes, K. P. Riehle, M. C. Rivera,
B. Rodriguez-Mueller, Y. H. Rogers, M. C. Ross, C. Russ, R. K. Sanka, P. Sankar,
J. F. Sathirapongsasuti, J. A. Schloss, P. D. Schloss, T. M. Schmidt, M. Scholz, L. Schriml,
A. M. Schubert, N. Segata, J. A. Segre, W. D. Shannon, R. R. Sharp, T. J. Sharpton,
N. Shenoy, N. U. Sheth, G. A. Simone, I. Singh, C. S. Smillie, J. D. Sobel, D. D. Sommer,
P. Spicer, G. G. Sutton, S. M. Sykes, D. G. Tabbaa, M. Thiagarajan, C. M. Tomlinson,
M. Torralba, T. J. Treangen, R. M. Truty, T. A. Vishnivetskaya, J. Walker, L. Wang, Z. Wang,
D. V. Ward, W. Warren, M. A. Watson, C. Wellington, K. A. Wetterstrand, J. R. White,
K. Wilczek-Boney, Y. Wu, K. M. Wylie, T. Wylie, C. Yandava, L. Ye, Y. Ye, S. Yooseph,
B. P. Youmans, L. Zhang, Y. Zhou, Y. Zhu, L. Zoloth, J. D. Zucker, B. W. Birren, R. A. Gibbs,
S. K. Highlander, B. A. Methé, K. E. Nelson, J. F. Petrosino, G. M. Weinstock, R. K. Wilson,
O. White, Structure, function and diversity of the healthy human microbiome. Nature
486, 207–214 (2012).
A. Parajuli, N. Hui, R. Puhakka, S. Oikarinen, M. Grönroos, V. A. O. Selonen, N. Siter, L. Kramna,
M. I. Roslund, H. K. Vari, N. Nurminen, H. Honkanen, J. Hintikka, H. Sarkkinen, M. Romantschuk,
M. Kauppi, R. Valve, O. Činek, O. H. Laitinen, J. Rajaniemi, H. Hyöty, A. Sinkkonen, Yard
vegetation is associated with gut microbiota composition. Sci. Total Environ. 713, 136707 (2020).
J. Lehtimäki, A. Karkman, T. Laatikainen, L. Paalanen, L. Von Hertzen, T. Haahtela, I. Hanski,
L. Ruokolainen, Patterns in the skin microbiota differ in children and teenagers between
rural and urban environments. Sci. Rep. 7, 1–11 (2017).
M. Grönroos, A. Parajuli, O. H. Laitinen, M. I. Roslund, H. K. Vari, H. Hyöty, R. Puhakka,
A. Sinkkonen, Short-term direct contact with soil and plant materials leads
to an immediate increase in diversity of skin microbiota. Microbiology 8, e00645 (2019).
N. Nurminen, J. Lin, M. Grönroos, R. Puhakka, L. Kramna, H. K. Vari, H. Viskari, S. Oikarinen,
M. Roslund, A. Parajuli, I. Tyni, O. Cinek, O. Laitinen, H. Hyöty, A. Sinkkonen,
Nature-derived microbiota exposure as a novel immunomodulatory approach. Future
Microbiol. 13, 737–744 (2018).
L. Thompson, J. G. Sanders, D. M. Donald, A. Amir, J. Ladau, K. J. Locey, R. J. Prill,
A. Tripathi, S. M. Gibbons, G. Ackermann, J. A. Navas-Molina, S. Janssen, E. Kopylova,
Y. Vázquez-Baeza, A. González, J. T. Morton, S. Mirarab, Z. Z. Xu, L. Jiang, M. F. Haroon,
J. Kanbar, Q. Zhu, S. J. Song, T. Kosciolek, N. A. Bokulich, J. Lefler, C. J. Brislawn,
G. Humphrey, S. M. Owens, J. Hampton-Marcell, D. Berg-Lyons, V. M. Kenzie, N. Fierer,
J. A. Fuhrman, A. Clauset, R. L. Stevens, A. Shade, K. S. Pollard, K. D. Goodwin, J. K. Jansson,
J. A. Gilbert, R. Knight; The Earth Microbiome Project Consortium, A communal catalogue
reveals Earth’s multiscale microbial diversity. Nature 551, 457–463 (2017).
S. M. Opal, V. A. DePalo, Anti-inflammatory cytokines. Chest 117, 1162–1172 (2000).
J. Honkanen, J. K. Nieminen, R. Gao, K. Luopajarvi, H. M. Salo, J. Ilonen, M. Knip,
T. Otonkoski, O. Vaarala, IL-17 immunity in human type 1 diabetes. J. Immunol. 185,
1959–1967 (2010).
W. Jin, C. Dong, IL-17 cytokines in immunity and inflammation. Emerg. Microbes Infect. 2,
e60 (2013).

SCIENCE ADVANCES | RESEARCH ARTICLE

Roslund et al., Sci. Adv. 2020; 6 : eaba2578

14 October 2020

39. R Core Development Team, R: A Language and Environment for Statistical Computing
(R Foundation for Statistical Computing, 2018); http://www.r-project.org.
40. J. Oksanen, F. G. Blanchet, R. Kindt, P. Legendre, P. R. Minchin, R. B. O’Hara, G. L. Simpson,
P. Solymos, M. H. M. Stevens, H. Wagner, Package “vegan”: Community ecology package
(2019); http://vegan.r-forge.r-project.org/.
Acknowledgments: We thank all ADELE team members and AlmaLab for their support.
A special thank you is owed to the families for their participation in this study. We are also very
grateful to the participating daycare centers and their staff, and the cities of Lahti and
Tampere for enabling the study. Funding: This work was supported by Business Finland
(formerly: Finnish Funding Agency for Innovation TEKES) (grant numbers 40333/14,
6766/31/2017, and 7941/31/2017). Author contributions: A.S., H.H., O.H.L., R.P., M.I.R., and
N.N. designed the study. R.P., M.G., M.I.R., H.K.V., A.S., N.N., N.S., and O.H.L. implemented the
study. M.I.R., N.N., S.O., T.K., A.M.G., O.C., and L.K. generated data. M.I.R., M.G., A.S., and A.P.
analyzed data. M.I.R., A.S., R.P., M.G., N.N., T.K., O.C., J.R., A.P., H.H., and O.H.L. wrote the
manuscript. M.I.R, L.S., and A.S. prepared the figures and tables. A.S., H.H., and J.R. were the
principal investigators of the project. Competing interest: A.S., H.H., O.H.L., M.G., N.N., and
S.O. have been named as inventors in a patent application “immunomodulatory compositions”
submitted by University of Helsinki (patent application number 20165932 at Finnish Patent
and Registration Office). M.G., A.P., M.I.R., A.S., and H.K.V. have been named as inventors in a
patent application “Immunomodulatory gardening and landscaping material” submitted by
University of Helsinki (patent application number 175196 at Finnish Patent and Registration
Office). None of the inventors have received royalties from the patent application. Data and
materials availability: All bacterial sequence data were accessioned into the Sequence Read
Archive (accession no. PRJNA531814). All other data needed to support the conclusions of this
manuscript are included in the main text and the Supplementary Materials.
Submitted 26 November 2019
Accepted 14 August 2020
Published 14 October 2020
10.1126/sciadv.aba2578
Citation: M. I. Roslund, R. Puhakka, M. Grönroos, N. Nurminen, S. Oikarinen, A. M. Gazali,
O. Cinek, L. Kramná, N. Siter, H. K. Vari, L. Soininen, A. Parajuli, J. Rajaniemi, T. Kinnunen, O. H. Laitinen,
H. Hyöty, A. Sinkkonen, ADELE research group, Biodiversity intervention enhances immune
regulation and health-associated commensal microbiota among daycare children. Sci. Adv. 6,
eaba2578 (2020).

10 of 10

Downloaded from http://advances.sciencemag.org/ on November 27, 2020

25. D. A. A. Vignali, L. W. Collison, C. J. Workman, How regulatory T cells work. Nat. Rev.
Immunol. 8, 523–532 (2008).
26. R. Puhakka, O. Rantala, M. I. Roslund, J. Rajaniemi, O. H. Laitinen, A. Sinkkonen, Greening
of daycare yards with biodiverse materials affords well-being, play and environmental
relationships. IJERPH 16, 1–16 (2019).
27. J. Walsh, B. T. Griffin, G. Clarke, N. P. Hyland, Drug–gut microbiota interactions:
Implications for neuropharmacology. Br. J. Pharmacol. 175, 4415–4429 (2018).
28. United Nations, World Urbanization Prospects: The 2018 Revision (UNDESA, 2018).
29. P. Heyman, C. Cochez, A. Hofhuis, J. Van Der Giessen, H. Sprong, S. R. Porter, B. Losson,
C. Saegerman, O. Donoso-Mantke, M. Niedrig, A. Papa, A clear and present danger:
Tick-borne diseases in Europe. Expert Rev. Anti Infect. Ther. 8, 33–50 (2010).
30. C. E. West, P. Rydén, D. Lundin, L. Engstrand, M. K. Tulic, S. L. Prescott, Gut microbiome
and innate immune response patterns in IgE-associated eczema. Clin. Exp. Allergy 45,
1419–1429 (2015).
31. J. Suez, N. Zmora, G. Zilberman-schapira, Z. Halpern, E. Segal, E. Elinav, Post-antibiotic gut
mucosal microbiome reconstitution is impaired by probiotics and improved by
autologous FMT. Cell 174, 1406–1423.e16 (2018).
32. M. Mennini, L. Dahdah, M. C. Artesani, A. Fiocchi, A. Martelli, Probiotics in asthma
and allergy prevention. Front. Pediatr. 5, 165 (2017).
33. T. Kawai, S. Akira, The role of pattern-recognition receptors in innate immunity: Update
on Toll-like receptors. Nat. Immunol. 11, 373–384 (2010).
34. T. Nakatsuji, H. Chiang, S. B. Jiang, H. Nagarajan, K. Zengler, R. L. Gallo, The microbiome
extends to subepidermal compartments of normal skin. Nat. Commun. 4, 1431 (2013).
35. S. An, C. Couteau, F. Luo, J. Neveu, M. S. DuBow, Bacterial diversity of surface sand
samples from the gobi and taklamaken deserts. Microb. Ecol. 66, 850–860 (2013).
36. N. Hui, M. Grönroos, M. I. Roslund, A. Parajuli, H. K. Vari, L. Soininen, O. H. Laitinen,
A. Sinkkonen; The ADELE Research Group, Diverse environmental microbiota as a tool
to augment biodiversity in urban landscaping materials. Front. Microbiol. 10, 536 (2019).
37. P. D. Schloss, S. L. Westcott, T. Ryabin, J. R. Hall, M. Hartmann, E. B. Hollister,
R. A. Lesniewski, B. B. Oakley, D. H. Parks, C. J. Robinson, J. W. Sahl, B. Stres,
G. G. Thallinger, D. J. Van Horn, C. F. Weber, Introducing mothur: Open-Source,
platform-independent, community-supported software for describing and comparing
microbial communities. Appl. Environ. Microbiol. 75, 7537–7541 (2009).
38. T. Viisanen, A. M. Gazali, E. L. Ihantola, I. Ekman, K. Näntö-Salonen, R. Veijola, J. Toppari,
M. Knip, J. Ilonen, T. Kinnunen, FOXP3+ regulatory T cell compartment is altered
in children with newly diagnosed type 1 diabetes but not in autoantibody-positive at-risk
children. Front. Immunol. 10, 19 (2019).

Biodiversity intervention enhances immune regulation and health-associated commensal
microbiota among daycare children
Marja I. Roslund, Riikka Puhakka, Mira Grönroos, Noora Nurminen, Sami Oikarinen, Ahmad M. Gazali, Ondrej Cinek, Lenka
Kramná, Nathan Siter, Heli K. Vari, Laura Soininen, Anirudra Parajuli, Juho Rajaniemi, Tuure Kinnunen, Olli H. Laitinen, Heikki
Hyöty, Aki Sinkkonen and ADELE research group

Sci Adv 6 (42), eaba2578.
DOI: 10.1126/sciadv.aba2578

http://advances.sciencemag.org/content/6/42/eaba2578

SUPPLEMENTARY
MATERIALS

http://advances.sciencemag.org/content/suppl/2020/10/09/6.42.eaba2578.DC1

REFERENCES

This article cites 36 articles, 4 of which you can access for free
http://advances.sciencemag.org/content/6/42/eaba2578#BIBL

PERMISSIONS

http://www.sciencemag.org/help/reprints-and-permissions

Use of this article is subject to the Terms of Service
Science Advances (ISSN 2375-2548) is published by the American Association for the Advancement of Science, 1200 New
York Avenue NW, Washington, DC 20005. The title Science Advances is a registered trademark of AAAS.
Copyright © 2020 The Authors, some rights reserved; exclusive licensee American Association for the Advancement of
Science. No claim to original U.S. Government Works. Distributed under a Creative Commons Attribution License 4.0 (CC
BY).

Downloaded from http://advances.sciencemag.org/ on November 27, 2020

ARTICLE TOOLS

