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ABSTRACT
Broadly, nutrigenomics examines the association of exogenous nu-
trients and molecular responses to maintain homeostasis in an indi-
vidual. Phenotypic expression profiling, often transcriptomics, has
been applied to identify markers and metabolic consequences of
suboptimal diet, lifestyle, or both. The decade after the Human
Genome Project has been marked with advances in high-throughput
analysis of biological polymers and metabolites, prompting a rapid
increase in characterization of the profound nature by which our
symbiotic microbiota influences human physiology. Although the
technology is widely accessible to assess microbiome composition,
genetic potential, and global function, nutrigenomics studies often
exclude the microbial contribution to host responses to ingested nu-
tritive molecules. Perhaps a hallmark of coevolution, milk provides
a dramatic example of a diet that promotes a particular microbial
community structure, because the lower infant gastrointestinal tract
is often dominated by bifidobacteria that flourish on milk glycans.
Systems-level approaches should continue to be applied to examine
the microbial communities in the context of their host’s dietary
habits and metabolic status. In addition, studies of isolated micro-
biota species should be encouraged to inform clinical studies and
interventions as well as community studies. Whereas nutrigenomics
research is beginning to account for resident microbiota, the need
remains to consistently consider our microscopic partners in the
human holobiont. Am J Clin Nutr 2014;99(suppl):697S–703S.

INTRODUCTION

As a cross-disciplinary subfield, nutrigenomics seeks to ex-
plicate causality between digestion and absorption of exogenous
nutrients and the corresponding molecular responses to maintain
homeostasis in an individual. In addition, transcriptional profiles
have been used to identify antecedent events and metabolic
consequences in disease states rooted in a deleterious diet and/
or lifestyle. As the term implies, nutrigenomics inquiry is en-
abled by the various “omics” technologies (eg, genomics, tran-
scriptomics, proteomics, and metabolomics) to disentangle the
relation between nutrients, genotype/haplotype, and host physi-
ologic responses to dietary molecules with gene sets and their
encoded metabolic operations (1, 2). Whereas nutrigenomics
often examines interactions of mixed bioactive molecules with
a large suite of potential cellular targets, pharmacology seeks
to match specific receptors with small molecule ligands (3).
Currently, these investigations are primarily conducted by
quantifying phenotype through profiling global gene expression
and, to a lesser extent, through circulatory metabolites and tissue

proteomes that result from experimentally defined dietary/
lifestyle interventions (4, 5). Until recently, the host microbiota
was an excluded variable, despite clearly functioning as an
active microbial sieve that repurposes incompletely digested
dietary molecules, and is now known to be intimately integrated
in host metabolism and immune maturation (6). Massively
parallel DNA sequencing, along with advanced analytic meth-
odology, are currently at the leading edge of incorporating
community-level microbial functions into preexisting metabolic
models.

Ordinarily, the infant gastrointestinal tract (GIT)6 is un-
derstood to be sterile in utero and to be rapidly colonized amid
events inherent to parturition (7). Accordingly, there are multi-
ple routes by which microbial inoculation may proceed, in-
cluding early exposure to vaginal and fecal microbiota, ingestion
of epidermal microbes and potentially breast milk, as well as the
inherently close interactions between the neonate and mother
(8). In addition, there is considerable evidence that vaginal de-
livery promotes colonization by a subset of bacteria distinct
from caesarian-delivered infants. Unique to early development,
relatively higher oxygen tension of the GIT is reflected in the
overrepresentation of facultative anaerobes. Eventually these
founding colonizers reduce the environment to favor anaerobic
genera, most notably Bifidobacterium, which often dominate
before weaning (9). In contrast, the adult distal GIT character-
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istically supports species from the bacterial phyla Bacteroidetes,
Firmicutes, and, to a lesser extent, Actinobacteria in temporally
stable consortia. After an antibiotic challenge, distal microbiota
have proven remarkably resilient as they reassemble into their
pretreatment composition functionally, if not completely com-
positionally (10). Moreover, interindividual heterogeneity
within lower-order taxa is uniformly observed, although meta-
genomic studies have indicated a general conservation of func-
tion regardless of phylotype presence and relative abundance
(11, 12).

Throughout one’s life, diet is a primary determinant of the
population structure of the GIT microbiota and now is regarded
a thematic feature of microbiome theory (13–15). Evidence
supporting this hypothesis is partially, albeit powerfully, fur-
nished by experiments conducted with “humanized” gnotobiotic
mice that are colonized with human intestinal microbiota. In one
particularly incisive experiment, humanized mice were moni-
tored during a low-fat, plant polysaccharide–rich diet through
a transition to a high-fat and sugar feed representing the modern
Western diet (13). Interestingly, the composition and metabolic
potential of the microbial community shifted very rapidly in re-
sponse. This modulation corresponded with a decreased repre-
sentation of Bacteroidetes and a significant Firmicutes enrichment,
specifically of the class Erysipelotrichi. Compositional remodeling
of the community altered the efficiency by which energy was
extracted from digesta encountered in the colon. Additional studies
have correlated microbiome diversity or aberrant composition with
disease states including metabolic disorders (16). Well-established
clinical practices to prevent or manage metabolic diseases neces-
sarily require drastic dietary and lifestyle modification, ostensibly
to promote a beneficial physiologic trajectory (eg, insulin sensi-
tivity) within the individual (17). However, this treatment regimen
may be incomplete because purposeful dietary influences on the
composition, and thus function, of the microbota may achieve
further reductions in deleterious metabolites and/or signaling
molecules (eg, elevated postprandial glucose). As such, the use of
targeted dietary interventions to deploy cryptic functions nested
within the endogenous microbiota is tantalizing in its potential to
manage chronic conditions and, ideally, provide prophylaxis in at-
risk individuals.

Nature provides a dramatic example of diet directing the es-
tablishment of a defined microbial community. Developing in-
fants have universally ingested a single nutritive source through
the course of evolutionary history, irrespective of geography,
genotypic variation, or era. Apart from breast milk, human di-
etary habits do not involve universal consumption of a specific
food source at any developmental phase. Human milk, like that in
all mammals, supplies many bioactive components that benefit
the infant beyond nutrition (18, 19). Microbially active milk
constituents may positively or negatively influence populations
found at various locales along the GIT. Accordingly, soluble or
conjugated milk glycans simultaneously affect the fitness of
certain microbial subpopulations. Both milk oligosaccharides
and other glycoconjugates are recalcitrant to digestion in prox-
imal GIT sites and are thus encountered by the colonic micro-
biota. As an example of positive enrichment, infant-harbored
bifidobacteria are capable of using milk glycans consistent with
their frequent overrepresentation in breastfed infants (20–23).
Similarly, the Bacteroides species prevalent in nursing infants
are also capable of consuming milk oligosaccharides as a sole

carbon source in vitro (24). In an elegant experiment, Bifido-
bacterium longum subsp. infantis was shown to be numerically
dominant over Bacteroides thetaiotamicron while successfully
competing for a purified milk oligosaccharide (ie, lacto-N-
neotetraose) in biassociated gnotobiotic mice (25). Although
conducted in a simplified system, this is important in vivo evi-
dence for the enrichment of bifidobacteria via milk glycans at
the expense of taxa favored by a postweaning diet.

In a complementary role, milk also negatively regulates the
composition of the infant microbiome, most notably through
glycan receptor mimicry. Accordingly, certain pathogen adhesins
possess an affinity toward milk glycan structures that resemble
otherwise targeted host epithelial ligands. Thus, would-be
pathogens are neutralized and expelled from the host via normal
bulk transit through the GIT (26, 27). In addition to carbohy-
drates, bactericidal peptides and lactoferrin, among other milk
molecules, contribute to mold the microbial communities of the
infant gut (28, 29). Therefore, milk harbors both the information
and catalytic function to dictate, in part, the character of this
microbial landscape. Establishment and maintenance of this
protective milk-oriented microbiota (MOM) may prove to be
critical in fulfilling the distinct physiologic needs during the early
stages of development (30). Although there is some measure of
experimental support for this, it remains an intriguing hypothesis
that is currently under investigation. Nevertheless, MOM is
a useful guide for targeted manipulations in infants afflicted with
diseases stemming from microbial imbalances, including nec-
rotizing enterocolitis as well as late-onset sepsis in preterm in-
fants (31, 32).

ARE GITMICROBIOTA AN EXAMPLE OF COEVOLUTION
WITH THE HOST AND FOOD?

Coevolution of a mutualistic relation is defined as reciprocal
adaptation between the host and its associated symbiont, or
community, that delivers a net benefit to both entities (33).
Despite distinct genomic signatures of coevolution, adaptive
traits are often identified qualitatively or in the absence of evi-
dence altogether. The host may manifest phenotypic conse-
quences of coevolution through dependence on capture of
microbial products (eg, vitamins). Moreover, there are often
corresponding alterations to the host genome, or its expression, to
enhance sequestration of the target molecule or molecules and
deemphasize host-side biosynthesis if the potential existed. Of
course, the converse phenomenon provides multiple examples of
microbial symbionts that have reduced their genome to degrade
superfluous biosynthetic capabilities in lieu of molecules pro-
vided by the host in abundance (34). In cases in which complete
codependence exists, symbionts are often vertically transmitted
from mother to progeny, most notably in low-diversity insect
bacteriomes (35). An obligate microbial composition remains to
be determined for any stage of human development within the
environmental context experienced by the holobiont (ie, union of
host and microbial cells). Although there is compelling evidence
that germ-free laboratory animals exhibit a multitude of de-
velopmental and physiologic defects that are manageable in
controlled conditions, this would be devastatingly deleterious to
fitness in nature (6, 36).

To identify coevolutionary relations with mammals and
their resident microbes, codivergence inference is a simple yet
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insightful method predicated on detecting phylogenetic simi-
larities in both the host and symbiont evolutionary lineages (37,
38). During the course of speciation, the entirety of the microbial
community phenotype may be subjected to strong selection,
leading to microbiome differentiation mirroring host trait in-
novation as well as environmental conditions (eg, diet). An
example is found in koalas that prepare their joeys for weaning
from milk to eucalyptus (38). The mother koala produces and
excretes what is referred to as pap, which contains a higher
concentration and different composition of bacteria than her
feces, to prime the joey for leaf and branch digestion (39, 40).

MICROBIAL COMMUNITY STRUCTURE DEFINES
FUNCTION

The method de rigueur for defining microbial community di-
versity involves sequencing a segment of the small subunit ri-
bosomal DNA phylogenetic marker (ie, 16s amplicons) (41, 42).
High-throughput multiplexing of samples with so-called next-
generation sequencing (NGS) platforms has enabled questions
aimed at resolving the interface of food, microbiota, and human
health (43, 44). Informing these nutrition-focused studies, the
Human Microbiome Project (HMP), completed in 2012, was
a multicenter investigation that used NGS technology on a large
scale. The HMP densely sampledmicrobial communities of a large
number of subjects at various body sites to describe the healthy
adult microbiome in a Western population. Consistent with pre-
vious studies, the HMP found that a particular phylotype was not
universally present throughout a subject’s body or between in-
dividuals (45). Instead, metagenomic reconstruction of commu-
nity metabolism indicated that similar metabolic networks were
common between individuals. This finding further confirmed that
functional redundancy exists within heterologous consortia (46,
47). Furthermore, each body habitat was characterized by sig-
nature taxa that contributed heavily to the composition of the
community as previously reported.

The link between obesity and metabolic syndrome and
microbiota has been described in pioneering work on the topic
(16, 48, 49). There are several potential contributing factors
including both bacterial and social antecedents, such as endo-
toxemia and Western dietary norms, respectively (50, 51). The
HMP, in addition to concurrent research initiatives, sought to link
microbial population structure with genetic functional potential
through metagenomics (45, 52). Not surprisingly, the HMP study
indicated that metabolic pathways were evenly distributed between
individuals including ribosomal and translational processes, ATP
synthesis, and glycolysis among other basal microbial activities.
Additional features were consistently present in fecal extracts,
albeit at low abundance, including spermidine biosynthesis, me-
thionine degradation, and hydrogen sulfide production. Inter-
estingly, a significant fraction of the GIT metagenome cannot be
assigned a function and is postulated to be responsible for metabolic
plasticity, responding to environmental conditions and signals,
dietary deviations, or introduction of xenobiotics (45, 53).

Of tremendous interest to the field of nutrigenomics would be
a reliably predictive coupling of microbial composition with
quantitatively assessed at-risk individuals and those managing
chronic metabolic diseases. To this end, a large-cohort clinical
study examined the fecal metagenome donated from 345 Chinese
subjects to ascertain almost 60,000 markers linked with type 2 T

A
B
L
E
1

G
ly
co
si
d
e
h
y
d
ro
la
se
s
p
re
se
n
t
in

re
pr
es
en
ta
ti
ve

b
ifi
d
o
b
ac
te
ri
al

g
en
o
m
es

G
ly
co
si
d
e

h
y
d
ro
la
se

B
.
a
d
o
le
sc
en
ti
s

A
T
C
C

1
5
7
0
3

B
.
a
n
g
u
la
tu
m

D
S
M

2
0
0
9
8

B
.
b
ifi
d
u
m

P
R
L
2
0
1
0

B
.
b
re
ve

U
C
C
2
0
0
3

B
.
ca
te
n
u
la
tu
m

D
S
M

1
6
9
9
2

B
.
d
en
ti
u
m

B
d
1

B
.
lo
n
g
u
m

D
JO

1
0
A

B
.
lo
n
g
u
m

in
fa
n
ti
s

A
T
C
C
1
5
6
9
7

B
.
m
in
im
u
m

D
S
M

2
0
1
0
2

B
.
p
se
u
d
o
ca
te
n
u
la
tu
m

D
S
M

2
0
4
3
8

B
.
p
se
u
d
o
lo
n
g
u
m

A
G
R
2
1
4
5

B
.
su
b
ti
le

D
S
M

2
0
0
9
6

B
.
th
er
m
a
ci
d
o
p
h
il
u
m

D
S
M

1
5
8
3
7

a
-M

an
n
o
si
d
as
e

1
0

0
3

1
0

3
2

0
0

0
0

0

b
-G

al
ac
to
si
d
as
e

(o
r
si
m
il
ar
)

1
0

5
6

1
0

7
1
2

4
8

0
7

5
1

4

a
-G

al
ac
to
si
d
as
e

3
2

1
2

3
6

3
1

2
2

4
2

2

b
-X

y
lo
si
d
as
e

6
5

1
0

7
8

9
1

0
1
1

3
0

2

N
-a
ce
ty
l-

b
-h
ex
o
sa
m
in
id
as
e

0
0

4
1

0
0

1
3

0
1

0
0

0

a
-L
-A

ra
b
in
o
fu
ra
n
o
si
d
as
e

2
1

1
0

3
2

5
1

0
3

1
0

1

A
ra
b
in
o
g
al
ac
ta
n
en
d
o
-1
,

4
-b
-g
al
ac
to
si
d
as
e

0
0

0
1

0
1

1
1

0
0

0
0

0

a
-S
ia
li
d
as
e

0
0

2
1

0
0

0
2

0
0

0
0

0

a
- L
-F
u
co
si
d
as
e

0
0

2
1

0
1

0
5

0
1

1
0

0

NUTRIGENOMICS AND THE MICROBIOME 699S



diabetes (T2D) (54). Qin et al (54) termed this approach a met-
agenome-wide association study (MWAS), which is the logical
extension of single nucleotide polymorphism linkage with hol-
obiont phenotypes rather than solely considering the host ge-
nome. Additional observations of the T2D subjects included
microbial metabolism changes commensurate with dysbiosis,
which in turn diminished the butyrate-producing population.
Importantly, this study is proof-of-principle of a microbe-
inclusive nutrigenomics MWAS and potential diagnostic markers
that may be clinically relevant once explored further. A sub-
sequent study characterized the fecal metagenome of 145
Western women exhibiting various states of glucose control and
described community and functional differences that were linked
to T2D status. Interestingly, the biomarkers identified differed

between the Chinese and the European studies, further accen-
tuating the importance of predictive tools that account for ge-
ography, phenotype, age, and sex (55).

Although promising, systems-level approaches to determine
microbial community function have generally lagged behind the
relatively mature methods to profile diversity. As such, RNA-seq
metatransciptomics has been applied to ex vivo fecal commu-
nities in both animal models and in human studies alike. A
pertinent study that examined both approaches entailed providing
a probiotic cocktail to human subjects and to gnotobiotic mice
with a humanized GIT microbial community (56). Surprisingly,
the probiotics did not greatly alter the microbiome composition
relative to the pretreatment communities. However, the mouse
microbiota metatranscriptome exhibited discernible metabolic

FIGURE 1. Various soluble and conjugated milk glycans and the glycosyl hydrolases used to cleave the connecting linkages.
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changes, most notably in plant oligosaccharide utilization
function. The human metatranscriptome showed a similar re-
sponse, largely during the feeding trial itself. There are a few
additional examples of gut metatranscriptomes, including
a comparative study of sow- and formula-fed piglets (57).

In addition to broad surveys of community diversity and
functional potential, the need remains, perhaps somewhat more
urgently, to characterize the biology of individual commensals as
it pertains to GIT persistence and host interactions. Whereas this
has traditionally been the purview of microbiologists focused on
the genetics and physiology of a preferred organism, this ex-
pertise is invaluable to fully integrated nutrigenomics inves-
tigations performed by cross-disciplinary teams. To illustrate
this, mechanistic studies of infant-associated bifidobacteria
functional genomics and carbohydrate metabolism have in-
formed clinical trials and potential novel diagnostics and ther-
apeutics (58–60). Moreover, this long-term effort has yielded
a rich depth of understanding of the genetic underpinnings (61,
62), biochemical function (63, 64), and physiologic state (65) of
the microbiota during milk oligosaccharide consumption. This is
in addition to describing the specific milk glycan substrates
preferred and consumed (22, 23, 66). As a direct result, it is now
possible to test the hypothesis that a discrete subset of milk
glycans could be delivered with a predictable effect on the
subject’s microbiome. Furthermore, B. longum subsp. infantis,
as well as other GIT-borne bifidobacteria, are now characterized
to the point that matching specific genome-encoded enzymes
(Table 1) with substrate glycan linkages on which they hydro-
lyze is now possible (Figure 1). This further elevates the
functional annotation of subsequent nutrigenomic approaches
that harness metagenome sequencing (eg, MWAS) to predict the
microbial potential to use dietary glycans, milk or otherwise.

CONCLUSIONS

In this age of democratized access to high-throughput se-
quencing (67), it is clear that nutrigenomics models of the human
holobiont should seek to not only profile host gene expression but
also to account for the high level of interconnectedness with their
microbiota both in form and function. Microbial phylogenetic
diversity overlaid with metatranscriptomics is reminiscent of
traditional nutrigenomics expression profiling in response to an
exogenous perturbation, although this approach has yet to enter
mainstream use. Looking ahead, holistic examination of subject
metabolism would be considerably enhanced by viable quanti-
tative metatranscriptomics, although this may require further
optimization of sample preparation and throughput to realize its
potential to describe community-level phenotypes, in addition to
individual isolates. Similarly, metabolomics is emerging as
a powerful tool when trained on host tissue or GIT luminal fluid,
but it is currently underused in microbiome studies (68–71). As
a consequence of the current ease by which DNA is sequenced,
there has been a proliferation in facile, open-source NGS anal-
ysis software oriented to both entry-level users as well as ex-
perienced bioinformaticians (72, 73). As additional omics
technology matures, it would be tremendously useful for similar
metabolomics and proteomic programs to be developed and,
importantly, supported.

There are several outstanding questions that present opportune
targets for microbially integrated nutrigenomics research.

Functional redundancy between microbiomes has been consis-
tently reported, particularly in descriptions of metagenomic
potential. However, the expression of this potential redundancy
has yet to be observed over the course of human development.
Clearly, an infant’s trophic requirements vary as he or she grows,
perhaps reflected in the metabolic appropriateness of a given
microbiome-expressed phenotype. Regardless of phylogenetic
composition, do deviations from ideal phenotypic expression
have acute and/or chronic consequences? Does the expression
program of a bifidobacterial-dominated MOM change in re-
sponse to signals secreted in breast milk, the infant host, or
both? Moreover, it is unclear to what degree host gene expres-
sion responds to fluctuation in the microbial metatranscriptome,
although there are early indications of this (74). In any event,
there are limitless questions pertaining both to the host and
microbe side of the human holobiont. One may argue, however,
that the most intriguing nutrigenomics inquiry is centered at the
confluence of both domains.

We thank all of the researchers at the University of California, Davis, Foods

for Health Institute for their enthusiasm, imagination, and collective contri-

bution to this subject matter.

The authors’ responsibilities were as follows—DAS and DAM: were re-

sponsible for the design, writing, and final content of the manuscript. The

authors did not have a conflict of interest to declare.

REFERENCES
1. Müller M, Kersten S. Nutrigenomics: goals and strategies. Nat Rev

Genet 2003;4:315–22.
2. Ordovas JM, Tai ES. Why study gene-environment interactions? Curr

Opin Lipidol 2008;19:158–67.
3. Georgiou NA, Garssen J, Witkamp RF. Pharma-nutrition interface: the

gap is narrowing. Eur J Pharmacol 2011;651:1–8.
4. Dimitrov DV. The human gutome: nutrigenomics of the host-micro-

biome interactions. OMICS 2011;15:419–30.
5. Go VL, Nguyen CT, Harris DM, Lee WN. Nutrient-gene interaction:

metabolic genotype-phenotype relationship. J Nutr 2005;135(suppl):
3016S–20S.

6. Round JL, Mazmanian SK. The gut microbiota shapes intestinal im-
mune responses during health and disease. Nat Rev Immunol 2009;9:
313–23.

7. Adlerberth I, Wold AE. Establishment of the gut microbiota in Western
infants. Acta Paediatr 2009;98:229–38.

8. Dominguez-Bello MG, Costello EK, Contreras M, Magris M, Hidalgo
G, Fierer N, Knight R. Delivery mode shapes the acquisition and
structure of the initial microbiota across multiple body habitats in
newborns. Proc Natl Acad Sci USA 2010;107:11971–5.

9. Yatsunenko T, Rey FE, Manary MJ, Trehan I, Dominguez-Bello MG,
Contreras M, Magris M, Hidalgo G, Baldassano RN, Anokhin AP, et al.
Human gut microbiome viewed across age and geography. Nature
2012;486:222–7.

10. Dethlefsen L, Huse S, Sogin ML, Relman DA. The pervasive effects of
an antibiotic on the human gut microbiota, as revealed by deep 16S
rRNA sequencing. PLoS Biol 2008;6:e280.

11. Ley RE, Turnbaugh PJ, Klein S, Gordon JI. Microbial ecology: human
gut microbes associated with obesity. Nature 2006;444:1022–3.

12. Turnbaugh PJ, Hamady M, Yatsunenko T, Cantarel BL, Duncan A, Ley
RE, Sogin ML, Jones WJ, Roe BA, Affourtit JP, et al. A core gut
microbiome in obese and lean twins. Nature 2009;457:480–4.

13. Turnbaugh PJ, Ridaura VK, Faith JJ, Rey FE, Knight R, Gordon JI. The
effect of diet on the human gut microbiome: a metagenomic analysis in
humanized gnotobiotic mice. Sci Transl Med 2009;1(6):6ra14.

14. Wu GD, Chen J, Hoffmann C, Bittinger K, Chen YY, Keilbaugh SA,
Bewtra M, Knights D, Walters WA, Knight R, et al. Linking long-term
dietary patterns with gut microbial enterotypes. Science 2011;334:105–8.

15. Hildebrandt MA, Hoffmann C, Sherrill-Mix SA, Keilbaugh SA,
Hamady M, Chen YY, Knight R, Ahima RS, Bushman F, Wu GD.
High-fat diet determines the composition of the murine gut

NUTRIGENOMICS AND THE MICROBIOME 701S



microbiome independently of obesity. Gastroenterology 2009;137(5):
1716–24, e1–2.

16. Larsen N, Vogensen FK, van den Berg FW, Nielsen DS, Andreasen AS,
Pedersen BK, Al-Soud WA, Sorensen SJ, Hansen LH, Jakobsen M. Gut
microbiota in human adults with type 2 diabetes differs from non-
diabetic adults. PLoS ONE 2010;5:e9085.

17. Tuomilehto J, Lindstrom J, Eriksson JG, Valle TT, Hamalainen H,
Ilanne-Parikka P, Keinanen-Kiukaanniemi S, Laakso M, Louheranta A,
Rastas M, et al. Prevention of type 2 diabetes mellitus by changes in
lifestyle among subjects with impaired glucose tolerance. N Engl J
Med 2001;344:1343–50.

18. Hamosh M. Bioactive factors in human milk. Pediatr Clin North Am
2001;48:69–86.

19. Field CJ. The immunological components of human milk and their
effect on immune development in infants. J Nutr 2005;135:1–4.

20. Ward RE, Ninonuevo M, Mills DA, Lebrilla CB, German JB. In vitro
fermentability of human milk oligosaccharides by several strains of
bifidobacteria. Mol Nutr Food Res 2007;51:1398–405.

21. Ward RE, Ninonuevo M, Mills DA, Lebrilla CB, German JB. In vitro
fermentation of breast milk oligosaccharides by Bifidobacterium infantis
and Lactobacillus gasseri. Appl Environ Microbiol 2006;72:4497–9.

22. LoCascio RG, Ninonuevo MR, Freeman SL, Sela DA, Grimm R,
Lebrilla CB, Mills DA, German JB. Glycoprofiling of bifidobacterial
consumption of human milk oligosaccharides demonstrates strain
specific, preferential consumption of small chain glycans secreted in
early human lactation. J Agric Food Chem 2007;55:8914–9.

23. Garrido D, Nwosu C, Ruiz-Moyano S, Aldredge D, German JB,
Lebrilla CB, Mills DA. Endo-beta-N-acetylglucosaminidases from in-
fant gut-associated bifidobacteria release complex N-glycans from
human milk glycoproteins. Mol Cell Proteomics 2012;11:775–85.

24. Marcobal A, Barboza M, Froehlich JW, Block DE, German JB,
Lebrilla CB, Mills DA. Consumption of human milk oligosaccharides
by gut-related microbes. J Agric Food Chem 2010;58:5334–40.

25. Marcobal A, Barboza M, Sonnenburg ED, Pudlo N, Martens EC, Desai
P, Lebrilla CB, Weimer BC, Mills DA, German JB, et al. Bacteroides in
the infant gut consume milk oligosaccharides via mucus-utilization
pathways. Cell Host Microbe 2011;10:507–14.

26. Morrow AL, Ruiz-Palacios GM, Jiang X, Newburg DS. Human-milk
glycans that inhibit pathogen binding protect breast-feeding infants
against infectious diarrhea. J Nutr 2005;135:1304–7.

27. Newburg DS, Ruiz-Palacios GM, Morrow AL. Human milk glycans
protect infants against enteric pathogens. Annu Rev Nutr 2005;25:37–58.

28. Dallas DC, Guerrero A, Khaldi N, Castillo PA, Martin WF, Smilowitz
JT, Bevins CL, Barile D, German JB, Lebrilla CB. Extensive in vivo
human milk peptidomics reveals specific proteolysis yielding pro-
tective antimicrobial peptides. J Proteome Res 2013;12:2295–304.

29. Lönnerdal B. Nutritional roles of lactoferrin. Curr Opin Clin Nutr
Metab Care 2009;12:293–7.

30. Zivkovic AM, Lewis ZT, German JB, Mills DA. Establishment of
a milk-oriented microbiota (MOM) in early life: how babies meet their
MOMs. Funct Foods Rev 2013;15:3–12.

31. Garland SM, Tobin JM, Pirotta M, Tabrizi SN, Opie G, Donath S, Tang
ML, Morley CJ, Hickey L, Ung L, et al. The ProPrems trial: in-
vestigating the effects of probiotics on late onset sepsis in very preterm
infants. BMC Infect Dis 2011;11:210.

32. Underwood MA. Human milk for the premature infant. Pediatr Clin
North Am 2013;60:189–207.

33. Moran NA. Symbiosis. Curr Biol 2006;16:R866–71.
34. Ochman H, Moran NA. Genes lost and genes found: evolution of

bacterial pathogenesis and symbiosis. Science 2001;292:1096–9.
35. Gil R, Sabater-Munoz B, Latorre A, Silva FJ, Moya A. Extreme ge-

nome reduction in Buchnera spp.: toward the minimal genome needed
for symbiotic life. Proc Natl Acad Sci USA 2002;99:4454–8.

36. Guarner F, Malagelada JR. Gut flora in health and disease. Lancet
2003;361:512–9.

37. Ramsden C, Holmes EC, Charleston MA. Hantavirus evolution in re-
lation to its rodent and insectivore hosts: no evidence for codivergence.
Mol Biol Evol 2009;26:143–53.

38. Zaneveld J, Turnbaugh PJ, Lozupone C, Ley RE, Hamady M, Gordon
JI, Knight R. Host-bacterial coevolution and the search for new drug
targets. Curr Opin Chem Biol 2008;12:109–14.

39. Rosenberg E, Zilber-Rosenberg I. The hologenome concept. In:
Rosenberg E, Gophna U, eds. Beneficial microorganisms in multicel-
lular life forms. Berlin, Germany: Springer, 2011:323–40.

40. Osawa R, Blanshard W, Ocallaghan P. Microbiological studies of the
intestinal microflora of the koala, Phascolarctos-cinereus. 2. Pap,
a special maternal feces consumed by juvenile koalas. Aust J Zool
1993;41:611–20.

41. Woese CR, Fox GE. Phylogenetic structure of the prokaryotic domain:
the primary kingdoms. Proc Natl Acad Sci USA 1977;74:5088–90.

42. Weisburg WG, Barns SM, Pelletier DA, Lane DJ. 16S Ribosomal DNA
amplification for phylogenetic study. J Bacteriol 1991;173:697–703.

43. Hamady M, Walker JJ, Harris JK, Gold NJ, Knight R. Error-correcting
barcoded primers for pyrosequencing hundreds of samples in multi-
plex. Nat Methods 2008;5:235–7.

44. Parameswaran P, Jalili R, Tao L, Shokralla S, Gharizadeh B, Ronaghi
M, Fire AZ. A pyrosequencing-tailored nucleotide barcode design
unveils opportunities for large-scale sample multiplexing. Nucleic
Acids Res 2007;35:e130.

45. The Human Microbiome Project Consortium. Structure, function and
diversity of the healthy human microbiome. Nature 2012;486:207–14.

46. Turnbaugh PJ, Ley RE, Hamady M, Fraser-Liggett CM, Knight R,
Gordon JI. The human microbiome project. Nature 2007;449:804–10.
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