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ABSTRACT

Food allergy (FA) affects the quality of life of millions of people worldwide and presents a significant psychological and financial burden for both
national and international public health. In the past few decades, the prevalence of allergic disease has been on the rise worldwide. Identified
risk factors for FA include family history, mode of delivery, variations in infant feeding practices, prior diagnosis of other atopic diseases such
as eczema, and social economic status. Identifying reliable biomarkers that predict the risk of developing FA in early life would be valuable in
both preventing morbidity and mortality and by making current interventions available at the earliest opportunity. There is also the potential to
identify new therapeutic targets. This narrative review provides details on the genetic, epigenetic, dietary, and microbiome influences upon the
development of FA and synthesizes the currently available data indicating potential biomarkers. Whereas there is a large body of research evidence
available within each field of potential risk factors, there is a very limited number of studies that span multiple methodological fields, for example,
including immunology, microbiome, genetic/epigenetic factors, and dietary assessment. We recommend that further collaborative research with
detailed cohort phenotyping is required to identify biomarkers, and whether these vary between at-risk populations and the wider population. The
low incidence of oral food challenge–confirmed FA in the general population, and the complexities of designing nutritional intervention studies will
provide challenges for researchers to address in generating high-quality, reliable, and reproducible research findings. Adv Nutr 2022;13:633–651.

Statement of Significance: Food allergy affects the quality of life of millions of people worldwide and presents a significant psychological
and financial burden for both national and international public health. Identifying reliable biomarkers that predict the risk of developing
food allergy would be valuable in both preventing morbidity and mortality and by making current interventions available at the earliest
opportunity. This review provides details on the genetic, epigenetic, dietary, and microbiome influences upon the development of food
allergy. This helps in identifying reliable biomarkers to predict the risk of developing food allergy, which could be valuable in both preventing
morbidity and mortality and by making interventions available at the earliest opportunity.
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Introduction
Food allergy (FA) is defined as an adverse immunological
response to a food protein (1). It affects the quality of life
of millions of people worldwide and presents a significant
psychological (2) and financial (3) burden for both national
and international public health. The European Academy

of Allergy and Clinical Immunology (EAACI) systematic
review estimates FA prevalence in Europe at between 0.1%
and 6.0% (4). Risk factors for developing FA are multiple
and contextual, ranging from genetic predisposition to
environmental factors (such as mode of birth delivery, type
and timing of solid food introduction, changes in hygiene
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TABLE 1 Summary of the most common and specific determinants impacting microbiota and risk of developing food allergy

Factors associated with higher
risk of food allergy

Factors associated with
lower risk of food allergy

Factors with no association
with higher/lower risk of

food allergy

Factors increasing microbial dysbiosis Antibiotic use during pregnancy
and first year of life

— Formula feeding

Cesarean delivery Low-fiber/high-fat diet
Exposure to bacterial enterotoxins
Vitamin D deficiency

Factors improving microbial
equilibrium

— Farm/rural lifestyle Outdoor activities

Pet exposure in early life Breastfeeding
Having older siblings Probiotics/fermented products
Exposure to an increased

diversity of foods in early life
Less processed food

Ingestion of aryl hydrocarbon
receptor ligands (cruciferous
vegetables)

n–3 PUFAs
Factors with no proven impact on

microbial dysbiosis/equilibrium
Early cutaneous exposure to food

allergens in the environment
Early oral exposure to foods —

Family history of allergic disease
Prior diagnosis of atopic disease

like eczema
Higher socioeconomic status
Living in developed societies

practices, and socioeconomic status) and the interaction
between these factors (Table 1).

Identifying biomarkers that reflect either the risk of
developing FA, the severity of FA, or induction of tolerance
(i.e., reaching nonreactivity toward a substance that would
previously cause a reaction) would be valuable in both pre-
venting morbidity and mortality arising from FA, by allowing
earlier interventions and by potentially highlighting new
targets for intervention. The Health Biomarkers Definitions
Working Group defined a biomarker as “a characteristic
that is objectively measured and evaluated as an indicator
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of normal biological processes, pathogenic processes, or
pharmacologic responses to a therapeutic intervention” (5).

Biomarkers can also provide value in the regulatory
context. The European Food Safety Authority health claim
substantiation requires that “a food or one of its constituents
significantly reduces a risk factor in the development of a
human disease” (6). The regulation additionally requires that
the risk factor is “generally accepted.” A classic example is
cholesterol, a biomarker found to be associated with heart
disease development. In labeling or advertising, health claims
that constitute a “reduction of disease risk” shall also bear a
statement indicating that the disease to which the claim is
referring has multiple risk factors and that altering one of
these risk factors might or might not have a beneficial effect.
Thus, the optimal risk biomarker to be altered would be a
combination of risk factors or a chain of events reflecting
changes in the RR.

This article reviews available evidence in human studies
in early life about well-described pathways with well-defined
biomarkers and risk factors that are associated with IgE-
mediated FA.

Current Status of Knowledge
Recent efforts have focused on the identification of biomark-
ers for prediction and diagnosis of IgE-mediated FA. IgE-
mediated reactions induce a variety of symptoms that
range from erythema, urticaria and angioedema, nausea,
abdominal pain or vomiting, to severe respiratory distress,
or cardiovascular collapse among others (7). Differences
in the outcomes and manifestations might be related to
genetic components but also to environmental factors,
dietary factors, and the intestinal microbiota (8). The exact
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diagnosis and prevalence of FA is difficult to ascertain due
to the imprecision of laboratory tests and the lack of specific
biomarkers, relying on the combination of the clinical history
of characteristic symptoms together with test results (7), the
use of IgE as a biomarker in FA, and the potential associations
with genetic and epigenetic origins that would be targets of
potential interventions (breast milk compared with others,
weaning, diet, etc.).

Genetic and epigenetic biomarkers of FA
The link between the risk of FA in children and aller-
gic diseases and/or allergic sensitization in their family
has been extensively reported (9–14), with estimates that
FA/sensitization risk doubles if 1 parent has an allergic
disease, and is 3-fold higher if both parents have an allergic
disease. A meta-analysis of genome-wide association studies
identified 10 loci in or near TLR6 (toll like receptor 6),
C11orf30 (EMSY transcriptional repressor, BRCA2 interact-
ing), STAT6 (signal transducer and activator of transcription
6), SLC25A46 (solute carrier family 25 member 46), HLA-
DQB1 (human leukocyte antigen DQ isotype B1), IL1RL1
(interleukin 1 receptor like 1), LPP (LIM domain containing
preferred translocation partner in lipoma), MYC (MYC
proto-oncogene, bHLH transcription factor), IL2 (inter-
leukin 2), and HLA-B (major histocompatibility complex,
class I, B), that are associated with allergic sensitization
(15). Allergen-specific genetic modifications in the HLA DR
and DQ isotype gene region have also been associated with
peanut allergy (16). Conflicting results were reported with re-
gard to gender association with FA and no conclusive studies
are available (10, 11, 17, 18). Some data suggest that 5 loci at
genome-wide significance (clade B serpin, or SERPINB) gene
cluster at 18q21.3, the cytokine gene cluster at 5q31.1, the fi-
laggrin gene, the C11orf30/LRRC32 (leucine rich repeat con-
taining 32) locus, and the HLA region increase the risk of FA
(19).

Eczema and FA often coexist, and evidence suggests
that an impaired skin barrier is a significant risk factor for
FA development later in life (20, 21) with loss-of-function
variants in the filaggrin gene suggested as a causative factor;
moreover, filaggrin mutation is associated with eczema
and asthma later in life (22, 23). Identified genetic loci
associated with FA, their potential mode of action, and
evidence supporting their use as biomarkers are presented in
Table 2.

Extrinsic environmental factors including diet, pollutants,
and infections, and intrinsic factors such as the intestinal
microbiota and inflammatory state are likely to play a
crucial role in inducing epigenetic changes (24, 25). Postnatal
factors and environmental influence are risk factors for FA
development and this exposure accumulates while the infant
develops (9, 10, 18). The route of exposure (e.g., placental,
skin, breast milk, airway, gut), timing, dose of allergen
exposure, and host immune system status are likely to impact
upon the potential for epigenetic change (26). Investigations
of targeted and untargeted methylation profiles of immune
cells are methodologies that can help to find biomarkers

that reflect the different stages of FA: those at risk, those
who are tolerant, and those with active disease (27, 28). An
overview of studies on epigenetic changes associated with FA
is presented in Table 3.

The role of breastfeeding, and time of food introduction
in FA
Breastfeeding.
Human milk is the first food available to a newborn baby,
and exclusive breastfeeding for the duration of 6 mo is
recommended by the WHO. Available evidence suggests that
breastfeeding protects against infections as well as offering
long-term benefits, reducing the risk of hypertension and
diabetes, and improving cognitive development (29). The
protective effect of breast milk on allergy development has
not been fully demonstrated (29–33). However, there are
conflicting data concerning the relation between breastfeed-
ing and FA, with some cohort studies reporting a reduced
risk of FA development in the general population (20, 21)
and in high-risk children (34) and others reporting an
increased risk (35, 36). One meta-analysis investigating this
relation reported no evidence of breastfeeding’s protective
effect in preventing FA development (OR: 1.02; 95% CI:
0.88, 1.18), although the authors suggested that the risk of
bias and major differences in the outcome definitions in the
current studies might be responsible for the inconclusive
results (31). Because human milk contains food proteins,
their concentrations in the milk and maternal diet might
also contribute to tolerance development (37), particularly in
the presence of the biologically active molecules (38). Both
aspects are not normally considered in the studies assessing
associations between breastfeeding and noncommunicable
diseases development.

A recent systematic review on FA prevention suggests
that although breastfeeding has many benefits for infants
and mothers, it might not reduce the risk of FA (39).
Human breast milk constituents vary (over time postpartum,
within and between women, and even within the same feed),
which could, in part, explain some of the conflicting results
of general observational studies regarding the provision of
breastfeeding (40, 41). It has been described that immuno-
logical compounds in breast milk (including cytokines and
Igs) are modulated by multiple factors, including maternal
allergic status, parity, and geographical location among
others (42–45), but overall evidence on the topic is conflicting
with most of the studies not identifying clear associations
between the immunological composition of breast milk and
allergic disease development in infants (38). Dietary peptides
from proteins in food are excreted in breast milk, but these
have relatively short sequences and are in small amounts;
therefore, their sensitization or tolerogenic potential remains
to be explored (46). The presence of specific peptides has
also been shown in infant formula (47). However, so far,
systematic reviews (48, 49) have not found sufficient evidence
that hydrolyzed formula prevents eczema or milk allergy
(50).

Food allergy: determinants and biomarkers 635
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Thus, claims currently appearing on infant formula
products need better substantiation and many reputable or-
ganizations, including the American Academy of Pediatrics;
American Academy of Allergy, Asthma, and Immunology;
American College of Allergy, Asthma, and Immunology;
and Canadian Society for Allergy and Clinical Immunology,
concluded that “there is no protective benefit from the use of
hydrolyzed formula in the first year of life against food allergy
or food sensitization” (51, 52). A recent study suggested that
avoiding temporary supplementation with conventional cow
milk formula in the first 3 d of life can result in a large
decrease in the risk of FA in early childhood (53), but this
requires further confirmation.

Weaning and food introduction.
Delaying the introduction of solid food until 6 mo remains
the current WHO recommendation. Yet recent expert opin-
ion has investigated the hypothesis that oral tolerance can be
induced by modifying the timing and diversity of early food
exposure (54). Supportive data for this hypothesis are com-
ing predominantly from 2 large high-quality randomized
controlled trials (RCTs), The Learning Early about Peanut
Allergy (LEAP) and Enquiring About Tolerance (EAT).
The LEAP study demonstrated a significant reduction in
peanut allergy prevalence in children at high risk of allergy
development, who were consuming peanuts between 4 and
11 mo old on a regular basis (55). There was an earlier and
greater increase in peanut-specific IgG and IgG4 in the early
consumption group compared with the avoidance group. In
both groups the mean peanut-specific IgE concentrations
were highly comparable and increased over time, albeit
there were more participants in the avoidance group with
very high IgE concentrations (55). The EAT trial looked
at early food introduction (from 3 mo old) and concluded
that it might decrease the risk of FA development (56). The
authors reported significantly lower RRs of peanut and egg
allergy in the early introduction group, with no difference
in the prevalence of milk, sesame, fish, or wheat allergy.
Risk reduction was shown in per protocol analysis only,
whereas no statistically significant difference was found in
intention-to-treat analysis. Studies reporting contradictory
results to EAT exist (57), but they are often considered of
lower robustness.

With an apparent shift in expert opinion toward early
introduction of certain highly allergenic foods, the American
National Institute of Allergy and Infectious Diseases updated
its guidelines on peanut allergy prevention in 2017 (58),
recommending that peanut-containing food introduction
should occur between 4 and 6 mo of age in egg-allergic
infants and/or babies with severe eczema, and at 6 mo of age
for infants with mild-to-moderate eczema. Recent guidelines
from the American Academy of Pediatrics support these
recommendations (52).

In their systematic review on FA prevention, the authors
concluded that available evidence suggests that “intro-
duction of small amounts of cooked egg into the infant
diet as part of complementary feeding probably reduces

the risk of egg allergy in infancy and in countries with
a high prevalence of peanut allergy, introducing regular
peanut consumption from 4–11 months of life in infants
at increased risk probably results in a large reduction in
peanut allergy in early childhood compared to completely
avoiding peanut for the first five years” (39). In contrast,
no reduction in FA incidence was found when multiple
potential food allergens were simultaneously introduced
into the infant diet from age 3 mo (56). Diet diversity
during the first year of life might also have a positive role
in determining the risk of FA. An increased diversity of
complementary foods introduced in the first 12 mo of life
was inversely associated with FA development up to 6 y old
(59).

Is there a need for biomarkers to monitor dietary
interventions to induce tolerance?
Food avoidance remains the main therapeutic approach in
FA management, but researchers and clinicians are continu-
ously seeking for intervention options. Controlled exposure
to the allergens was suggested as a potential option for toler-
ance induction. Indeed, in recent years, oral immunotherapy
(OIT) has been applied for several allergens to investigate
whether desensitization and/or sustained unresponsiveness
development is possible. A meta-analysis on the effect of OIT
in reducing prevalence of cow milk allergy (CMA) concluded
it is an effective therapy (60); however, frequency of adverse
events is high and validity of outcome selection used to
measure the efficacy of OIT is still unclear. Looking at an
individual study level, there was no association of OIT in
children (aged 6–17 y) and IgE concentrations between the
treated and the control group, whereas IgG4 was significantly
increased in the posttreatment group after OIT but there was
only a slight increase in the control group (61). Recently, a
cohort of 137 peanut-allergic child and adult patients (aged
6–26 y) were compared with non–peanut-allergic controls
and differences between IgE, IgG4, and the ratio of IgG4/IgE
were examined (62).

These observations would imply that more data are
needed on specific immunoglobulin E (sIgE) and IgG4 in
monitoring tolerance induction over time before it can be
concluded that these are reliable biomarkers for tolerance
induction. There could be more potential for the increase
in IgG4 in oral tolerance induction than the decrease in
IgE. It is very important to note that there are no agreed
core outcome measures in FA trials, which do not allow for
appropriate effectiveness/efficacy evaluation (63). Different
immunological parameters are currently used as end points
in OIT trials, but available evidence of their importance is
very limited (64).

What Is the Role of the Microbiota in FA?
A link between IgE-mediated FA and the gut microbiota
composition and metabolic activity has been suggested. A
recent study including 233 infants (>4 y old) with FA (milk,
sesame, peanut, and tree nuts), and nonallergic controls
showed a distinct microbial profile for FA to different foods
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Strong evidence based 
on human interven�ons

Weak evidence based on 
in vitro tests

Biomarkers considered 
in human interven�ons

Biomarkers considered 
in animal models

Biomarkers used in in  
vitro readouts

IL-22
allergen-specific IgE, IgG1, IgG2a in serum

mMCP-1
TLR4/TLR9 absence

MicrobiomeGene�c background

Lifestyle
Nutri�on

Epigene�cs

Immunomodula�on

Representa�ve
pathways

Biomarkers

b

SCFA
B-vitamins

Polyamines

Gut microbiota dysbiosis/balance
Infant eczema

Gut metabolism altera�ons
Epigene�c 
altera�ons

Higher socioeconomic status/High-income countries
Cesarean sec�on
Age for solid food introduc�on
Western diet

Perinatal an�bio�c exposure

Vitamin D insufficiency linked
to GG-genotype

Filaggrin gene 
defect/Impairment 
of skin barrier func�on

Maternal folate intake
Vitamins A, C, D, E and folic acid Zn, Se, Mn, Fe

LAP + FOXP3-Treg
Treg/Th2
TGF-β suppression
Th2 suppression via IL10 secre�on

NF-κB, FOXP3, PPARγ
Il10
TLR-2, TLR-4

IgE immunoreac�vity
sIgE

several cell types (e.g., CD103+ dendri�c cells,
CX3CR1+ macrophages, FOXP3+ regulatory T cells)

epigene�c regula�on of the FOXP3 gene

allergen-specific/total IgE
allergen-specific IgG4/IgE

basophil ac�va�on

Fiber

FIGURE 1 Level of evidence of different biomarkers and interactions between genetic background, lifestyle, and epigenetics factors on
the interplay between microbiota and the immune system on food allergy. CD103, integrin αEβ7; CX3CR1, C-X3-C motif chemokine
receptor 1; FOXP3, forkhead box P3; LAP, latency associated peptide; mMCP-1, mouse mast cell protease-1; PPAR, peroxisome
proliferator-activated receptors; TGF-β , transforming growth factor β ; Th, helper T cell; TLR, Toll-like receptor; Treg, regulatory T cell.

characterized with an underrepresentation of Prevotella copri
(65). In agreement, maternal carriage of Prevotella copri
during pregnancy was also linked to a decreased risk of
FA during infancy (66). Growing evidence supports a role
for the gut microbiome in the pathogenesis and course of
FA, with microbial dysbiosis preceding the development of
FA (67). It has been reported that an elevated Enterobac-
teriaceae/Bacteroidaceae ratio in early infancy as well as
lower microbial species richness in the infant (n = 166,
ages 3 and 12 mo) might be a predictor of egg, milk, and
peanut sensitization (determined by skin prick test) at age
12 mo, adjusting for birth delivery mode, antibiotic use,
or breastfeeding (68). This raises the question of whether
FA can be predicted using gut microbiome biomarkers
(69). A study with 319 subjects enrolled in the Canadian
Healthy Infant Longitudinal Development (CHILD) study
showed that infants at risk of asthma exhibited transient gut

microbial dysbiosis during the first 100 d of life characterized
by lower relative abundance of Lachnospira, Veillonella,
Faecalibacterium, and Rothia species (70). Another study re-
ported lower relative abundance of Citrobacter, Oscillospira,
Lactococcus, and Dorea in stool samples collected at age 3–
6 mo in children who had FA (milk, egg, peanut, wheat,
soy, or other nut allergy) by the age of 3 y (71). In addition,
Firmicutes, including clostridia, were enriched in the gut
microbiota of infants at age 3–6 mo whose milk allergy
resolved by 8 y of age (72), suggesting a potential predictive
role of gut microbiota composition for FA.

Interestingly, the specific microbiota signature can distin-
guish infants with IgE-mediated from non–IgE-mediated FA.
Infants with IgE-mediated FA had increased concentrations
of (cluster I) and Anaerobacter and decreased concentrations
of Bacteroides and Clostridium cluster XVIII, with a positive
correlation between Clostridium sensu stricto and serum
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sIgE (73). However, as with observational studies, it is not
possible to assess causation between changes in microbial
composition and FA (74). A study in adults with FA showed
the opposite results with reduced Clostridiales, and increased
Bacteroidales (75), suggesting that the changes observed in
microbiota associated with allergy can be different depending
on other factors such as age, ethnicity, geographical location,
and lifestyle.

It is widely known that the early infant microbiota is
influenced by several factors, including mode of birth, antibi-
otic use, and environmental exposures, that can contribute
to the dysbiosis linked to allergy development (Figure 1)
and would provide opportunities to develop strategies aimed
at microbial modulation and decreasing the risk of FA
(76).

C-section delivery and antibiotic exposition
Available evidence indicates that C-section is a possible
risk factor for FA because the newborn infant bypasses
the microbial exposure happening naturally during vaginal
delivery, whereby a distinct gut microbiota is obtained
(77). In general, infants born by C-section have lower
concentrations of Bacteroides and lower diversity, which
is a pattern also observed to precede the development of
allergic symptoms in several studies (78). However, there is
no clear evidence on C-section association with a higher risk
of FA development, with studies producing contradictory
results (79, 80). However, a 7-fold increased risk of parental-
reported fish or nut allergy and a 4-fold increased risk
of confirmed egg allergy were reported (81) in high-risk
children born via C-section. C-section was found to be
associated with other allergic diseases, such as allergic
rhinitis (OR: 1.23; 95% CI: 1.12, 1.35), asthma (OR: 1.18;
95% CI: 1.05, 1.32), and allergic sensitization to foods (OR:
1.32; 95% CI: 1.12, 1.55) (82). Most of the C-sections
are associated with antibiotic intrapartum. Antibiotic use
(particularly cephalosporins and sulfonamides), including its
frequency during pregnancy and first year of life, was linked
with an increased risk of FA development (83), and is likely
to reflect an indirect effect via infant gut microbiota dysbiosis
(84, 85).

Breastfeeding practices
It has been shown that infants with CMA had an increased
gut microbiota diversity and a higher prevalence of members
belonging to the Lachnospiraceae family (Firmicutes phylum)
compared with nonallergic infants (86). However, another
study showed an inverse association between the early gut
microbial diversity and the risk of allergic sensitization (87).
A low gut microbiota richness, overrepresentation of En-
terobacteriaceae, and underrepresentation of Bacteroidaceae
(Bacteroidetes phylum) at 3 mo of age were associated with
food sensitization in a subset of the CHILD study (68).
Those associations were found in infants who were vaginally
delivered, exclusively breastfed, and unexposed to antibiotics.

Breastfeeding practices were associated with lower di-
versity and higher concentrations of Bifidobacterium breve

and B. bifidum (Actinobacteria phylum), and the cessation
of breastfeeding resulted in faster maturation of the gut
microbiota, as marked by an increase in the members
belonging to the Firmicutes phylum (88). However, formula-
fed infants had a more diverse microbiota with higher
proportions of Clostridium spp. (Firmicutes phylum), and
Enterobacteriaceae members (Proteobacteria phylum), but
with lower bacterial count (89). Recent studies have shown
that breast milk with a reduced microbial richness in the
first month of life could play an important role in allergy
development during childhood (90). Thus, the protection
against allergy development provided by human milk might
be attributable to the effect on the infant gut microbiota or
direct effects on immune system; however, further studies
are needed to evaluate the effect of breastfeeding and milk-
specific compounds on FA (91).

Environmental exposures
Associations between living in affluent countries and allergic
disease development are well known, and FA is no exception
to the rule. A higher socioeconomic status (92) or living in
developed societies were associated with an increased risk
of FA development, although it is possible that variations
in frequencies of studies and methodological variation also
contribute to these geographic variations (4). Researchers
suggest that farming lifestyle exposes pregnant women and
their offspring to a wide variety of microorganisms, which
urban inhabitants lack. Data from 2 large, prospective
cohorts showed that exposure to a greater variety of environ-
mental microorganisms was associated with a reduced risk of
asthma development in "Prevention of Allergy—Risk Factors
for Sensitization Related to Farming and Anthroposophic
Lifestyle" (PARSIFAL study) (OR: 0.62; 95% CI: 0.44, 0.89)
and in Multidisciplinary Study to Identify the Genetic
and Environmental Causes of Asthma in the European
Community (GABRIEL) Advanced Study (OR: 0.86; 95% CI:
0.75, 0.99) (93).

Dietary Interventions
Macronutrient and micronutrient associations with FA
A recent systematic review suggested that supplementation
with fish oil [a source of long-chain omega-3 (n–3) fatty
acids] during pregnancy and lactation can reduce risk of
allergic sensitization to egg (RR: 0.69; 95% CI: 0.53, 0.90;
I2 = 15%; absolute risk reduction: 31 cases per 1000; 95% CI:
10, 47) (94). The Grading of Recommendations Assessment,
Development and Evaluation certainty of these findings was
moderate. In addition, in vitro and in vivo studies have
demonstrated that n–3 PUFAs can modulate the activity
of dendritic cells, T cells, and IgE production by B cells,
reducing allergic sensitization (95).

Although vitamin D deficiency was linked with the
development of allergic diseases (96), data relevant for FA
are limited. Vitamin D deficiency linked with GG genotype
producing less vitamin D binding protein was associated with
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a higher prevalence of egg and peanut allergy in 1- and 2-
y-old infants (97). Use of vitamin D supplements during
pregnancy to prevent FA was, however, unsuccessful, both in
an RCT (RR: 1.92; 95% CI: 0.57, 6.50) (98) and a case-control
study (OR: 1.50; 95% CI: 0.78, 2.88) (99). Supplementation
during the first year of life resulted in a reduced risk of
FA development during the first 12 mo of life (RR: 0.49,
95% CI: 0.27, 0.88) (99). However, the confidence in this
estimate is also very low owing to indirectness of the evidence
and risk of bias, as reported in a recent systematic review
on the subject (100). Overall, there is currently not enough
evidence to suggest that vitamin D supplements for pregnant
and/or breastfeeding women or infants have an effect on FA
development (39).

Dietary interventions targeting microbiota modulation:
prebiotics and probiotics
Targeted and personalized nutrition is an emerging strategy
to approach FA in early infancy including microbiome-
modifying interventions with probiotics (Lactobacillus aci-
dophilus LAVRI A1, Lacticaseibacillus rhamnosus GG),
prebiotics (long-chain fructo-oligosaccharides, short-chain
galacto-oligosaccharides), and human milk oligosaccharides
(2′-fucosyllactose, lacto-N-neotetraose) (101). The patho-
geneses of FA in early infancy and other associated events
such as dermatitis or asthma are still largely unknown, but
increasing evidence suggests that they are associated with a
perturbation of the gut microbiome, or microbial dysbiosis,
leading to alterations in the immune system that could
influence the occurrence of FA (102). In addition, FA derives
from a defect in immune tolerance mechanisms. Immune
tolerance is modulated by gut microbiota composition and
function. Therefore, the potential use of probiotics has
been highlighted to counteract microbial dysbiosis linked
to FA and boost microbially modulated tolerance because
probiotics could interact with the host microbiota and the
host immune system at the same time (103). In infants,
supplementation with specific probiotic strains might reduce
the risk of sensitization to cow milk (RR: 0.60; 95% CI: 0.37,
0.96) (104) although the quality of evidence is considered
low. In general, those studies combined maternal and infant
supplementation, and it is unclear if the effect was due to
the combination or the specific intervention (104–106). A
systematic review and meta-analysis was published recently,
suggesting that probiotic intake during late pregnancy and
lactation might reduce the risk of eczema (RR: 0.78; 95%
CI: 0.68, 0.90; I2: 61%; absolute risk reduction: 44 cases
per 1000; 95% CI: 20, 64) (94). There are some studies
associating the consumption of oligosaccharides in early
life with reduced incidence of atopic dermatitis and other
allergy manifestations (107, 108) with a lack of evidence
in FA and human studies. However, the evidence on the
use of prebiotics, probiotics, and synbiotics in breastfeeding
mothers and infants to reduce the risk of FA is inconclusive
(39). In an RCT, specialized infant formula enriched with
fructo-oligosaccharides and Bifidobacterium breve M-16V
could restore altered microbiota in non–IgE-mediated cow

milk–allergic infants bringing it close to the healthy breastfed
microbial profile when compared with the same formula
without the synbiotic (109). Increasing evidence suggests
that shifts in the neonatal gut microbiota composition,
activity, and diversity are implicated in the pathogenesis of FA
(Table 4).

Evidence for the Role of Microbial Metabolites
in FA
Increasing data are showing the key role of metabolites
in the host–microbe interaction as messengers and signals
between the microbiota and the immune system with an
impact on human health. A comprehensive understanding
of how microbiota-derived metabolites influence the human
immune system and health is critical for the rational design
of therapies for microbiota-driven diseases (110). Different
dietary patterns change the proportions and type of microbial
groups, influencing host exposure to microbial metabolites
(111), which in turn produce epigenetic changes. Although
no data are available for infants in their first year of life, in
older children and adults, a balanced low-fat and high-fiber
diet could be important in preventing perturbation of the
gut microbiome and preserving a functional immune system
(112). Little is known about the role of microbial metabolites
in FA but evidence is showing the impact of diet including
prebiotics on the production of microbial metabolites such
as SCFAs, polyamines, and even other compounds as toxins
(LPS, staphylococcal enterotoxin B, etc.).

SCFAs
Metabolites produced by intestinal microbiota, and in par-
ticular SCFAs, play a critical role in mediating the effect of
the gut microbiota on regulatory T-cell (Treg) proliferation
and differentiation both in vitro and in vivo (113). The
molecular mechanisms for this are not clearly elucidated
but butyrate can suppress NF-κB and STAT1 activation and
induce differentiation of colonic Treg cells by enhanced
histone acetylation (113–116). Moreover, these effects are
not confined to the gastrointestinal tract, and both butyrate
and propionate have been reported to influence peripheral
Treg development (117). The mechanisms involved in SCFA
regulation of T-cell differentiation would include the control
of cellular metabolism and the G-protein-coupled receptor
signaling pathways (118), and involve strong epigenetic
regulation through inhibition of histone deacetylases (102).
In particular, the effect of butyrate on Treg differentiation
could be through the increase of histone H3 acetylation in
the FOXP3locus (117), and propionate seems to increase the
expression of FOXP3 and IL10 (119). These results could
explain the benefits of dietary fiber and bacteria, such as
Akkermansia municiphila, Faecalibacterium prausnitzii, Eu-
bacterium, Bifidobacterium, Clostridium, and Ruminococcus,
typical SCFA producers, that can increase colonic luminal
SCFA concentrations and modulate the immune system
response (120, 121).

Some specific SCFAs have been reported to influence FA.
In detail, butyrate has a well-known inhibitory effect on
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histone deacetylases (114) and can induce the expression of
noncoding RNAs (113, 116). Furthermore, a lower butyrate
production and shifted gut microbiota composition toward
an enrichment of Bacteroides and Alistipes genera have been
reported in infants with non–IgE-mediated CMA (122). Low
concentrations of SCFAs at 1 y of age have been associated
with questionnaire-reported symptoms of FA at 4 y (123).
In addition, propionate has been associated with increased
expression of FOXP3 and IL10 in colonic Treg cells (119).
There are signals of an association between SCFA and Treg
cell development and function by epigenetic mechanisms,
but the influence of this association in the risk of FA is still
not clear.

Other microbial metabolites
It has been suggested that some other microbial metabolites
such as staphylococcal enterotoxin B could act as adjuvants
of food allergens during simultaneous exposure via skin
(74). Staphylococcus aureus colonization of the skin has been
associated with FA to peanut, egg white, and cow milk in
patients with atopic dermatitis, and would be associated with
skin barrier dysfunction and immune system dysregulation
(124). Bacterial LPSs are strong immunostimulants that
can induce tolerance at certain doses (125). Their role in
allergy seems to be conditioned by the timing of exposure,
the presence of pre-existing disease, and polymorphisms in
the genes that encode endotoxin receptors (126). Evidence
in humans is unclear but results from animal studies
indicate LPS might prevent adverse IgE-mediated reactions
by regulation of type 2 helper T-cell responses (127) and
suppression of mast cell responses (128).

There is substantial evidence that intestinal bacteria can
produce significant amounts of folate as well as other B
vitamins complementing the dietary intake (129), including
generally recognized beneficial microorganisms such as bifi-
dobacteria and lactic acid bacteria (115). These B vitamins,
and particularly folate, play a crucial role in epigenetic
regulation as donors of methyl groups for DNA, RNA, and
protein methylation (130, 131). Folate-induced changes in
DNA methylation can modify gene expression in helper T
cells (132), which has been proposed as a plausible mech-
anism underlying associations between folate and several
diseases such as asthma (129), child wheeze (133), and
allergy (134). For FA, it is still largely underexplored with
contradictory results depending on the studies (132). Most of
the few studies conducted to date suggest that maternal folate
exposure is not associated with the development of FA (132).
However, a retrospective study suggested that maternal folic
acid supplementation in dosages higher than recommended
might be a risk factor for allergy development (135).

Emerging evidence on the role of biotinylation upon
immune function (136–138) and microbial metabolites such
as polyamines (139–143) indicate potential further links
between the gut microbiome and allergy by epigenetic
regulation of genes modulating the activity of T and
B lymphocytes, and proinflammatory cytokine expression
(111, 136–144).
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Recommendation/Guidance for Future Research
FA research is now experiencing an exciting new era
thanks to advances on immunological, microbiological,
and epigenetic factors and their integration, increasing
knowledge of risk factors and potential biomarkers. However,
limited data are available to identify potential biomarker
or biomarker combinations determining a risk reduction
in FA. The EAACI has recently published a systematic
review as a source of evidence to support the development
of FA prevention guidelines (39). This systematic review
included 46 intervention studies to reduce the risk of FA in
infancy (≤1 y) or early childhood. Different interventions
during pregnancy, lactation, and infancy, including dietary
avoidance of food allergens, vitamin supplements, fish
oil, probiotics, prebiotics, synbiotics, and emollients, were
included. Results showed that interventions have little or no
effect in preventing FA, but the evidence is very uncertain.
The systematic review concluded that most of the evidence
has been published in the last 10 y, and still no clear data
are available on preventing FA. There is a need to validate
the potential benefits of early introduction of food allergens
in a wider range of populations. Furthermore, there is a
lack of studies analyzing serial and longitudinal biomarkers
from birth up to adulthood, and clear biomarkers have not
been identified until now. Promising potential biomarkers
associated with FA, such as the depletion of key microbial
components (e.g., Bifidobacterium and Bacteroides genus) or
methylation profiles in the FOXP3 and IL10 genes, should be
deeply evaluated in future studies.

To bridge the gap, more data are required on the
maternal impact during gestation on fetal immune regulation
as well as the immunometabolic profile of breast milk
composition (immune cells, cytokines, hormones). There are
also a limited number of studies focusing on immunology,
microbiome, and diet, but few assess across the board.
More cohort and intervention studies are needed to confirm
which methylation profiles are suitable as biomarkers to
monitor risk reduction of FA. Thus, designing nutritional
intervention trials aimed at risk reduction of FA, or induction
of tolerance, could need stratification based on specific risk
factors to determine a design that is still feasible to execute.
Indeed, the low incidence of oral food challenge–confirmed
FA in the general population requires high numbers of
infants to be able to detect a significant effect of an
intervention. This review of currently available and emerging
biomarkers linked to allergy can inform the design of future
intervention studies. The available literature suggests that a
highly collaborative approach spanning nutritional, genetic,
and microbial biomarkers will be valuable in identifying
panels of biomarkers that best predict FA, its severity, or its
remission.
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45. Tomičić S, Johansson G, Voor T, Björkstén B, Böttcher MF, Jenmalm
MC. Breast milk cytokine and IgA composition differ in Estonian
and Swedish mothers—relationship to microbial pressure and infant
allergy. Pediatr Res 2010;68(4):330–4.

46. Picariello G, De Cicco M, Nocerino R, Paparo L, Mamone G, Addeo F,
Berni Canani R. Excretion of dietary cow’s milk derived peptides into
breast milk. Front Nutr 2019;6:25.

47. Gouw JW, Jo J, Meulenbroek L, Heijjer TS, Kremer E, Sandalova E,
Knulst AC, Jeurink PV, Garssen J, Rijnierse A, et al. Identification of
peptides with tolerogenic potential in a hydrolysed whey-based infant
formula. Clin Exp Allergy 2018;48(10):1345–53.

48. Boyle RJ, Ierodiakonou D, Khan T, Chivinge J, Robinson Z,
Geoghegan N, Jarrold K, Afxentiou T, Reeves T, Cunha S, et al.
Hydrolysed formula and risk of allergic or autoimmune disease:
systematic review and meta-analysis. BMJ 2016;352:i974.

49. Osborn DA, Sinn JKH, Jones LJ. Infant formulas containing
hydrolysed protein for prevention of allergic disease. Cochrane
Database Syst Rev 2018;10(10):CD003664.

50. Knol EF, de Jong NW, Ulfman LH, Tiemessen MM. Management of
cow’s milk allergy from an immunological perspective: what are the
options? Nutrients 2019;11(11):2734.

51. Fleischer DM, Chan ES, Venter C, Spergel JM, Abrams EM, Stukus
D, Groetch M, Shaker M, Greenhawt M. A consensus approach to
the primary prevention of food allergy through nutrition: guidance
from the American Academy of Allergy, Asthma, and Immunology;
American College of Allergy, Asthma, and Immunology; and the

Food allergy: determinants and biomarkers 647



Canadian Society for Allergy and Clinical Immunology. J Allergy Clin
Immunol Pract 2021;9(1):22–43.e4.

52. Greer FR, Sicherer SH, Burks AW. The effects of early nutritional
interventions on the development of atopic disease in infants and
children: the role of maternal dietary restriction, breastfeeding,
hydrolyzed formulas, and timing of introduction of allergenic
complementary foods. Pediatrics 2019;143(4):e20190281.

53. Urashima M, Mezawa H, Okuyama M, Urashima T, Hirano D, Gocho
N, Tachimoto H. Primary prevention of cow’s milk sensitization and
food allergy by avoiding supplementation with cow’s milk formula at
birth: a randomized clinical trial. JAMA Pediatr 2019;173(12):1137–
45.

54. Du Toit G, Sampson HA, Plaut M, Burks AW, Akdis CA, Lack G. Food
allergy: update on prevention and tolerance. J Allergy Clin Immunol
2018;141(1):30–40.

55. Du Toit G, Roberts G, Sayre PH, Bahnson HT, Radulovic S, Santos AF,
Brough HA, Phippard D, Basting M, Feeney M, et al. Randomized trial
of peanut consumption in infants at risk for peanut allergy. N Engl J
Med 2015;372(9):803–13.

56. Perkin MR, Logan K, Tseng A, Raji B, Ayis S, Peacock J, Brough
H, Marrs T, Radulovic S, Craven J, et al. Randomized trial of
introduction of allergenic foods in breast-fed infants. N Engl J Med
2016;374(18):1733–43.

57. Elbert NJ, Kiefte-de Jong JC, Voortman T, Nijsten TEC, De Jong NW,
Jaddoe VWV, De Jongste JC, Van Wijk RG, Duijts L, Pasmans S.
Allergenic food introduction and risk of childhood atopic diseases.
PLoS One 2017;12(11):e0187999.

58. Togias A, Cooper SF, Acebal ML, Assa’ad A, Baker JR, Beck LA, Block
J, Byrd-Bredbenner C, Chan ES, Eichenfield LF, et al. Addendum
guidelines for the prevention of peanut allergy in the United States:
report of the National Institute of Allergy and Infectious Diseases–
Sponsored Expert Panel. J Allergy Clin Immunol 2017;139(1):29–44.

59. Roduit C, Frei R, Depner M, Schaub B, Loss G, Genuneit J, Pfefferle P,
Hyvärinen A, Karvonen AM, Riedler J, et al. Increased food diversity
in the first year of life is inversely associated with allergic diseases. J
Allergy Clin Immunol 2014;133(4):1056–64.e7.

60. Martorell Calatayud C, Muriel García A, Martorell Aragonés A, De La
Hoz Caballer B. Safety and efficacy profile and immunological changes
associated with oral immunotherapy for IgE-mediated cow’s milk
allergy in children: systematic review and meta-analysis. J Investig
Allergol Clin Immunol 2014;24(5):298–307.

61. Skripak JM, Nash SD, Rowley H, Brereton NH, Oh S, Hamilton
RG, Matsui EC, Burks AW, Wood RA. A randomized, double-blind,
placebo-controlled study of milk oral immunotherapy for cow’s milk
allergy. J Allergy Clin Immunol 2008;122(6):1154–60.

62. Datema MR, Eller E, Zwinderman AH, Poulsen LK, Versteeg SA, van
Ree R, Bindslev-Jensen C. Ratios of specific IgG4 over IgE antibodies
do not improve prediction of peanut allergy nor of its severity
compared to specific IgE alone. Clin Exp Allergy 2019;49(2):216–26.

63. Sim K, Mijakoski D, Stoleski S, del Rio PR, Sammut P, Le TM, Munblit
D, Boyle RJ. Outcomes for clinical trials of food allergy treatments.
Ann Allergy Asthma Immunol 2020;125(5):535–42.

64. Schoos AMM, Bullens D, Chawes BL, Costa J, De Vlieger L,
DunnGalvin A, Epstein MM, Garssen J, Hilger C, Knipping K, et al.
Immunological outcomes of allergen-specific immunotherapy in food
allergy. Front Immunol 2020;11:568598.

65. Goldberg MR, Mor H, Magid Neriya D, Magzal F, Muller E, Appel
MY, Nachshon L, Borenstein E, Tamir S, Louzoun Y, et al. Microbial
signature in IgE-mediated food allergies. Genome Med 2020;12(1):92.

66. Vuillermin PJ, O’Hely M, Collier F, Allen KJ, Tang MLK, Harrison LC,
Carlin JB, Saffery R, Ranganathan S, Sly PD, et al. Maternal carriage
of Prevotella during pregnancy associates with protection against food
allergy in the offspring. Nat Commun 2020;11(1):1452.

67. Zhao W, He Ho, Bunyavanich S. The gut microbiome in food allergy.
Ann Allergy Asthma Immunol 2019;122(3):276–82.

68. Azad MB, Konya T, Guttman DS, Field CJ, Sears MR, HayGlass KT,
Mandhane PJ, Turvey SE, Subbarao P, Becker AB, et al. Infant gut

microbiota and food sensitization: associations in the first year of life.
Clin Exp Allergy 2015;45(3):632–43.

69. Kozyrskyj AL. Can we predict future allergies from our infant gut
microbiota? Expert Rev Respir Med 2015;9(6):667–70.

70. Arrieta M-C, Stiemsma LT, Dimitriu PA, Thorson L, Russell S, Yurist-
Doutsch S, Kuzeljevic B, Gold MJ, Britton HM, Lefebvre DL, et al. Early
infancy microbial and metabolic alterations affect risk of childhood
asthma. Sci Transl Med 2015;7(307):307ra152.

71. Savage JH, Lee-Sarwar KA, Sordillo J, Bunyavanich S, Zhou Y,
O’Connor G, Sandel M, Bacharier LB, Zeiger R, Sodergren E, et al. A
prospective microbiome-wide association study of food sensitization
and food allergy in early childhood. Allergy 2018;73(1):145–52.

72. Bunyavanich S, Shen N, Grishin A, Wood R, Burks W, Dawson P,
Jones SM, Leung DYM, Sampson H, Sicherer S, et al. Early-life gut
microbiome composition and milk allergy resolution. J Allergy Clin
Immunol 2016;138(4):1122–30.

73. Ling Z, Li Z, Liu X, Cheng Y, Luo Y, Tong X, Yuan L, Wang Y, Sun J,
Li L, et al. Altered fecal microbiota composition associated with food
allergy in infants. Appl Environ Microbiol 2014;80(8):2546–54.

74. Benedé S, Blázquez AB, Chiang D, Tordesillas L, Berin MC. The
rise of food allergy: environmental factors and emerging treatments.
EBioMedicine 2016;7:27–34.

75. Hua X, Goedert JJ, Pu A, Yu G, Shi J. Allergy associations with the adult
fecal microbiota: EBioMedicine 2016;3:172–9.

76. Renz H, Skevaki C. Early life microbial exposures and allergy risks:
opportunities for prevention. Nat Rev Immunol 2021;21(3):177–91.

77. Dominguez-Bello MG, De Jesus-Laboy KM, Shen N, Cox LM, Amir
A, Gonzalez A, Bokulich NA, Song SJ, Hoashi M, Rivera-Vinas JI,
et al. Partial restoration of the microbiota of cesarean-born infants via
vaginal microbial transfer. Nat Med 2016;22(3):250–3.

78. Shu SA, Yuen AWT, Woo E, Chu KH, Kwan HS, Yang GX, Yang Y,
Leung PSC. Microbiota and food allergy. Clin Rev Allergy Immunol
2019;57(1):83–97.

79. Papathoma E, Triga M, Fouzas S, Dimitriou G. Cesarean section
delivery and development of food allergy and atopic dermatitis in early
childhood. Pediatr Allergy Immunol 2016;27(4):419–24.

80. Pyrhönen K, Nayha S, Hiltunen L, Laara E. Caesarean section and
allergic manifestations: insufficient evidence of association found in
population-based study of children aged 1 to 4 years. Acta Paediatr
2013;102(10):982–9.

81. Eggesbø M, Botten G, Stigum H, Nafstad P, Magnus P. Is delivery by
cesarean section a risk factor for food allergy? J Allergy Clin Immunol
2003;112(2):420–6.

82. Bager P, Wohlfahrt J, Westergaard T. Caesarean delivery and risk
of atopy and allergic disesase: meta-analyses. Clin Exp Allergy
2008;38(4):634–42.

83. Love BL, Mann JR, Hardin JW, Lu ZK, Cox C, Amrol DJ. Antibiotic
prescription and food allergy in young children. Allergy Asthma Clin
Immunol 2016;12(1):41.

84. Huang YJ, Marsland BJ, Bunyavanich S, O’Mahony L, Leung DYM,
Muraro A, Fleisher TA. The microbiome in allergic disease: current
understanding and future opportunities—2017 PRACTALL document
of the American Academy of Allergy, Asthma & Immunology and the
European Academy of Allergy and Clinical Immunology. J Allergy
Clin Immunol 2017;139(4):1099–110.

85. Kim S, Covington A, Pamer EG. The intestinal microbiota: antibiotics,
colonization resistance, and enteric pathogens. Immunol Rev
2017;279(1):90–105.

86. Canani RB, Sangwan N, Stefka AT, Nocerino R, Paparo L, Aitoro
R, Calignano A, Khan AA, Gilbert JA, Nagler CR. Lactobacillus
rhamnosus GG-supplemented formula expands butyrate-producing
bacterial strains in food allergic infants. ISME J 2016;10(3):742–50.

87. Bisgaard H, Li N, Bonnelykke K, Chawes BLK, Skov T, Paludan-
Müller G, Stokholm J, Smith B, Krogfelt KA. Reduced diversity of the
intestinal microbiota during infancy is associated with increased risk of
allergic disease at school age. J Allergy Clin Immunol 2011;128(3):646–
52.e5.

648 Childs et al.



88. Stewart CJ, Ajami NJ, O’Brien JL, Hutchinson DS, Smith DP, Wong
MC, Ross MC, Lloyd RE, Doddapaneni H, Metcalf GA, et al. Temporal
development of the gut microbiome in early childhood from the
TEDDY study. Nature 2018;562(7728):583–8.

89. Bezirtzoglou E, Tsiotsias A, Welling GW. Microbiota profile in feces
of breast-and formula-fed newborns by using fluorescence in situ
hybridization (FISH). Anaerobe 2011;17(6):478–82.

90. Dzidic M, Mira A, Artacho A, Abrahamsson TR, Jenmalm MC,
Collado MC. Allergy development is associated with consumption of
breastmilk with a reduced microbial richness in the first month of life.
Pediatr Allergy Immunol 2020;31(3):250–7.

91. Järvinen KM, Martin H, Oyoshi MK. Immunomodulatory effects
of breast milk on food allergy. Ann Allergy Asthma Immunol
2019;123(2):133–43.

92. Kotz D, Simpson CR, Sheikh A. Incidence, prevalence, and trends
of general practitioner-recorded diagnosis of peanut allergy in
England, 2001 to 2005. J Allergy Clin Immunol 2011;127(3):
623–30.e1.

93. Ege MJ, Mayer M, Normand AC, Genuneit J, Cookson W, Braun-
Fahrländer C, Heederik D, Piarroux R, Von Mutius E. Exposure to
environmental microorganisms and childhood asthma. N Engl J Med
2011;364(8):701–9.

94. Garcia-Larsen V, Ierodiakonou D, Jarrold K, Cunha S, Chivinge
J, Robinson Z, Geoghegan N, Ruparelia A, Devani P, Trivella M,
et al. Diet during pregnancy and infancy and risk of allergic or
autoimmune disease: a systematic review and meta-analysis. PLoS
Med 2018;15(2):e1002507.
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