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ABSTRACT
Previous human milk studies have confirmed the existence of a highly diverse bacterial community using
culture-independent and targeted culture-dependent techniques. However, culture-enriched molecular profiling of milk
microbiota has not been done. Additionally, the impact of storage conditions and milk fractionation on microbiota
composition is not understood. In this feasibility study, we optimized and applied culture-enriched molecular profiling to
study culturable milk microbiota in eight milk samples collected from mothers of infants admitted to a neonatal intensive
care unit. Fresh samples were immediately plated or stored at −80◦ C for 2 weeks (short-term frozen). Long-term samples
were stored at −20◦ C for >6 months. Samples were cultured using 10 different culture media and incubated both
aerobically and anaerobically. We successfully isolated major milk bacteria, including Streptococcus, Staphylococcus and
Bifidobacterium, from fresh milk samples, but were unable to culture any bacteria from the long-term frozen samples.
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Short-term freezing shifted the composition of viable milk bacteria from the original composition in fresh samples.
Nevertheless, the inter-individual variability of milk microbiota composition was observed even after short-term storage.
There was no major difference in the overall milk microbiota composition between milk fractions in this feasibility study.
This is among the first studies on culture-enriched molecular profiling of the milk microbiota demonstrating the effect of
storage and fractionation on milk microbiota composition.
Keywords: culture-enriched molecular profiling; milk microbiome; microbiota; storage; milk fractions; bacterial viability;
culture media; freezing

Culture-independent (DNA sequencing-based) approaches have
recovered a high diversity of bacteria in human milk with a
high degree of inter-individual variability (Ruiz, Garcia-Carral
and Rodriguez 2019). Although culture-independent approaches
have considerably expanded our understanding of the human
microbiome (Hiergeist et al. 2015), inherent limitations of the
technology such as lack of access to the bacterial isolates from
the samples have resulted in a renewed interest in employing
culture-based approaches (Lagier et al. 2015; Bilen et al. 2018).
Human milk has been historically studied using targeted culture
approaches to identify potential pathogens or probiotics (Martin
et al. 2003; Perez et al. 2007; Abrahamsson et al. 2009; Solis et al.
2010; Arboleya et al. 2011; Murphy et al. 2017). Targeted culturebased methods have been employed to assess diversity of milk
bacteria (Jost et al. 2013); however, culture-enriched molecular
profiling has not been employed to investigate the diversity of
the milk microbiota (Ruiz, Garcia-Carral and Rodriguez 2019).
Culture-enriched molecular profiling refers to the method
of using multiple culture conditions followed by 16S ribosomal RNA (rRNA) gene sequencing (Lau et al. 2016). Using this
approach on stool samples, 95% of the abundant taxa (>0.1%
relative abundance in culture-independent direct sequencing)
were successfully isolated (Lau et al. 2016) highlighting the culturability of many of human microbiome members. A similar approach was successfully applied to low-biomass sputum samples from cystic fibrosis patients (Sibley et al. 2011).
These and other studies (Lau et al. 2016) show that culture- and
sequencing-based approaches are complementary with some
non-overlapping taxa identified by both methods (Wilson and
Blitchington 1996; Lagier et al. 2012), highlighting the advantage
of this dual strategy in studying the human microbiome.
To our knowledge, all sequencing-based human milk microbiota studies to date have been conducted on the cell/casein
pellets following removal of the milk fat, which can interfere with polymerase chain reaction (PCR) amplification (Wilson 1997). However, it has previously been shown that different milk fractions have different profiles of bacteria (Anderson
1909; Boix-Amoros, Collado and Mira 2016; Lima, Bicalho and
Bicalho 2018; Sun et al. 2019). In a dairy milk study, the microbiome profiles of whole milk, fat and pellet were separately
assessed, and some unique bacterial families were identified in
each fraction, although alpha and beta diversities were not different (Lima, Bicalho and Bicalho 2018), while minimal differences were observed in human sequencing-based diversity and
profiles of milk microbiota with or without lipid removal (OjoOkunola et al. 2020). Additionally, storage temperature and duration are important factors that can influence milk components,
including bacteria (Handa et al. 2014; Ahrabi et al. 2016; Peters,
McArthur and Munn 2016). Suboptimal storage of bovine and
human milk could lead to shifts in the milk microbiota composition or viability (Ahrabi et al. 2016; Peters, McArthur and Munn
2016). Therefore, the objectives of this study were to capture the

diversity of milk microbiota using culture-enriched molecular
profiling while comparing the effect of storage and different milk
fractions on the microbiota composition.

MATERIALS AND METHODS
Sample collection
Milk samples were collected from mothers of premature infants
admitted to the Neonatal Intensive Care Unit (NICU), McMaster
Children’s Hospital, McMaster University. Milk samples were not
handled or stored aseptically or anaerobically. Anonymous longterm frozen milk samples (N = 3) previously collected at ∼60
days postpartum were obtained from the Department of Pediatrics, McMaster University. These samples were stored for >6
months at −20◦ C prior to analysis. In addition, fresh anonymous
leftover milk samples (N = 5) were collected from the NICU. Fresh
milk samples were collected by pump expression, fortified with
R
human milk fortifier powder (Mead Johnson Nutrition,
Enfamil
Chicago IL, USA) per standard NICU protocol and stored for up
to 24 h in the fridge before feeding the infant. Subsequently, the
leftover samples were transferred to the lab for immediate processing or to a −80◦ C freezer for 2 weeks (Fig. 1A). The study
was considered quality assurance activity and thus exempt
from ethics approval by the Ethics Review Board at McMaster
University.

Culturing of milk samples
One hundred microliters of milk sample was diluted in 900 μL
of brain heart infusion (BHI) broth (BD, Sparks, MD, USA) with
0.05% l-cysteine hydrochloride hydrate as previously described
(Lau et al. 2016). One hundred microliters of 10−1 dilution was
plated on pre-reduced 100-mm agar plates made from different
culture media (Table 1). The choice of culture conditions was
modified from Lau et al. (2016) based on anticipated bacterial
profile of the human milk according to our previously published
16S rRNA gene sequencing-based study (Moossavi et al. 2019).
Sample culture was performed both aerobically and anaerobically as previously described (Lau et al. 2016). Anaerobic culture was performed at 37◦ C for 5 days in an anaerobic chamber and aerobic culture was incubated at 37◦ C in 5% CO2 for 3
days. In a subset of fresh samples (N = 2), the fat and pellet
fractions were separated by centrifugation at 12 500 × g for 10
min. Each fraction was resuspended in 1 mL of BHI, plated and
incubated aerobically as described. For the comparison of fresh
and short-term frozen samples, one aliquot was immediately
cultured and another was frozen at −80◦ C for 2 weeks after the
initial plating (N = 3). One hundred microliters of the short-term
frozen samples were cultured both aerobically and anaerobically
as described above. After incubation, the colonies on each plate
were pooled and collected by adding 1 mL BHI broth and scraping the surface of the plate with a cell scraper. The harvested
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colonies were frozen in 50% glycerol at −80◦ C and 300 μL was
used for DNA extraction and sequencing.

DNA extraction and 16S rRNA gene sequencing
DNA extraction and purification were performed as previously described (Whelan et al. 2014). Briefly, 500 μL of plate
pools was mechanically and enzymatically homogenized. Subsequently, DNA was extracted from the supernatant with phenol:chloroform:isoamyl alcohol (25:24:1; Sigma, St Louis, MO,
USA) and further purified using DNA Clean and Concentrator25 columns (Zymo, Irvine, CA, USA). Isolated DNA was stored
at −20◦ C until further processing. Samples were sequenced
following amplification of V3 hypervariable region of the 16S

rRNA gene with F341/R518 primers (Bartram et al. 2011) on a
MiSeq platform (Illumina, San Diego, CA, USA) at the McMaster
Genome Facility (Hamilton, ON, Canada). Sterile DNA-free water
was used as negative controls in sequencing library preparation.

Microbial data pre-processing and reagent contaminant
removal
Demultiplexed forward and reverse sequencing reads were
imported in R (R Core Team 2017). Primers and their reverse
complements were identified using Biostrings package (Pagès
et al. 2019) and subsequently removed from the sequencing
data using cutadapt (Martin 2011). Overlapping paired-end reads
were processed using DADA2 (Callahan et al. 2016) in R. Unique
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Figure 1. Schematic overview of milk microbiota culture-enriched molecular profiling in human milk samples. (A) Milk samples were obtained from the NICU, McMaster
Children’s Hospital, and were cultured on 10 different media under both aerobic and anaerobic conditions. (B) Summary of bacterial isolation results (present or absent)
for all the samples studied. BHI, brain heart infusion; BEEF, cooked meat agar; BBE, Bacteroides bile esculin agar; BSM, Bifidobacterium selective media; CBA, Columbia
blood agar; FAA, fastidious anaerobe agar; MAC, MacConkey agar; MRS, de Man Rogosa Sharpe agar; MSA, mannitol salt agar; THY, tryptic soy agar. Long-term frozen
milk samples are designated as sample Z.
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Table 1. Culture media used in the culture-enriched molecular profiling of human milk samples.
Culture media
Brain heart infusion (BHI) 3

Supplement

Target bacterial groups

BDa

0.5 g/L l-cysteine
10 mg/L hemin
1 mg/L vitamin K
None
None
None
5% Sheep blood
None
None
None
None
5 g/L yeast extract

Anaerobes

NA
Flukac
Fluka
BD
Neogend
BD
BD
BD
BD

Bacteroides
Strict anaerobes
Bifidobacterium
Non-selective
Fastidious anaerobe
Gram-negative
Lactobacillus
Gram-positive; Staphylococcus
Fastidious bacteria

a

Sparks, MD, USA.
Prepared according to the protocol in Atlas (2004).
c
St Louis, MO, USA.
d
Lansing, MI, USA.
b

amplicon sequence variants (ASVs) were assigned taxonomy
and aligned to the SILVA reference database version 132 at
99% sequence similarity (Yilmaz et al. 2014). Data analysis was
conducted in R using the Phyloseq package (McMurdie and
Holmes 2013). ASVs with zero abundance across the samples
and non-bacterial taxa (belonging to phylum Cyanobacteria,
family of mitochondria and class of chloroplast) were removed.
The data underlying this article are available in Sequencing Read
Archive of NCBI at https://www.ncbi.nlm.nih.gov/sra, and can be
accessed with accession number PRJNA613840.

Data analysis
Data analysis and visualization were performed in R. Alpha
diversity was assessed by the observed ASVs (richness) and
was reported per sample combining the results from all culture
conditions. Association of richness with factors of interest was
assessed by paired t-test.

RESULTS
Bacteria were isolated from fresh and short-term
frozen but not long-term frozen milk samples
We could not grow any bacterial isolates from long-term frozen
samples plated with (10−1 ) or without dilution on any of the culture conditions. In contrast, fresh and short-term frozen samples yielded detectable colonies on all culture media incubated
aerobically and anaerobically except Bacteroides bile esculin
and MacConkey (enriching Gram-negative bacteria) (Fig. 1B). In
two samples where milk fractions were studied separately, we
detected viable bacteria from both pellet and the fat layer (Fig. 1).
Overall, from 183 plate pools (generated from 8 milk samples, each cultured under 20 conditions), we obtained a mean
(SD) of 10 730 (12 969) and median (IQR) of 5172 (2–56 467)
high-quality sequencing reads per plate pool, compared with
263 reads in the negative control. Overall, 251 unique ASVs
were detected. There was no difference in the sequencing
depth of fresh vs short-term frozen samples (mean ± SD:
10 694 ± 12 831 vs 11 908 ± 13 402, P > 0.05), while plate pools
of long-term frozen samples without visible colonies had depth
of sequencing of just 385 ± 763, which was not different from the

negative control. Therefore, long-term frozen samples were considered negative for bacteria growth and subsequently excluded
from downstream analysis.

Overall milk microbiota richness is not impacted by
short-term freezing and milk fraction
Overall, 196 ± 81 (mean ± SD) unique ASVs were identified
from fresh samples. Bacterial richness was similar in fresh and
frozen samples after combining both the aerobic and anaerobic results (Fig. 2A). On average, the number of detected ASVs
was slightly lower after short-term freezing (Fig. 2B) and was
slightly higher in anaerobic vs aerobic incubation, albeit not statistically significant (Fig. 2B). On the individual level, different
patterns of change were observed based on freezing and oxygen
level. For example, while richness was decreased after shortterm freezing in samples 3–5 in aerobic incubation, there was
a sharp increase in the number of bacteria isolated from sample 1 (Fig. 2C). In addition, while short-term freezing increased
the number of isolated aerobic bacteria in samples 1 and 2, it
reduced the number of anaerobic bacterial isolates (Fig. 2C). This
opposing direction of change has resulted in an overall consistent bacterial richness in fresh vs short-term frozen samples
(Fig. 2A). In the two samples where milk fractions were analyzed separately, there were no prominent differences in richness between the pellet and fat layer (Fig. 2D).

The composition of cultured milk microbiota is
influenced by short-term freezing and contains both
aerobic and anaerobic bacteria
Overall, 18 families constituted 219 out of 251 detected ASVs.
These families constituted the majority (99%) of the sequencing
reads per sample. High inter-individual variability of milk microbiota was observed demonstrating different dominant bacterial families in each sample. For example, samples 1–3 were,
respectively, dominated by Bifidobacteriaceae, Moraxellaceae and
Clostridiales family XI (Fig. 3A).
The composition of culturable milk bacteria was influenced
by short-term storage (Fig. 3). The compositional shifts were
observed on an individual level. For example, Propionibacteriaceae
were present and their relative abundance in the cultured plate
pools was lower after short-term freezing in all samples, while
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the relative abundances of Bifidobacteriaceae, Moraxellaceae and
Clostridiales family XI increased in samples 1–3, respectively
(Fig. 3A and B). In contrast, the relative abundance of Staphylococcaceae was relatively unchanged after short-term freezing.
Overall, Staphylococcaceae, Clostridiales family XI and
Corynebacteriaceae were the most frequently isolated bacterial
families in our feasibility study with Staphylococcaceae, Clostridiales family XI and Streptococcaceae being the most abundant
bacteria (Fig. 3B), in accordance with previous studies (Ward
et al. 2013; Jimenez et al. 2015; Sam Ma et al. 2015; Kumar et al.
2016; Sakwinska et al. 2016; Drago et al. 2017; Li et al. 2017;
Murphy et al. 2017; Patel et al. 2017; Williams et al. 2017). Of
note, each milk sample was dominated by one or two isolates regardless of the storage conditions (Fig. 3B). Anaerobic
bacteria belonging to Bifidobacteriaceae, Clostridiales family XI,
Propionibacteriaceae and Veillonellaceae were more commonly
isolated in anaerobic culture, while aerobic bacteria belonging
to Corynebacteriaceae and Moraxellaceae were more abundant in
aerobic culture (Fig. 3B), confirming that expressed human milk
contains both aerobic and anaerobic bacteria.

Milk microbiota composition is similar in different milk
fractions
Almost all sequencing-based milk microbiome studies are conducted on the pellet following the removal of the milk fat
through centrifugation (Ward et al. 2013; Jimenez et al. 2015; Sam

Ma et al. 2015; Kumar et al. 2016; Sakwinska et al. 2016; Drago et al.
2017; Li et al. 2017; Murphy et al. 2017; Patel et al. 2017; Williams
et al. 2017). Acknowledging the small sample size (N = 2), we
observed that milk fractions preserve the inter-individual variability of milk microbiota composition while demonstrating
slight variations in the relative abundances of the dominant bacterial families (Fig. 4).

DISCUSSION
To our knowledge, this is among the first studies to apply
culture-enriched molecular profiling to profile human milk
microbiota. In our feasibility study, we successfully isolated
major milk bacteria, including Streptococcus, Staphylococcus and
Bifidobacterium, from fresh milk samples in accordance with a
recently published report isolating Streptococcus spp. and Enterobacteriaceae using anaerobic culture (Jost et al. 2013; Schwab et al.
2019). Bacteria were isolated from different milk fractions (pellet
and fat layer) and there was no major difference in overall richness or composition between the fractions. Short-term freezing
(2 weeks at −80 ◦ C) shifted the composition of viable milk bacteria from the original composition in fresh samples, although
the inter-individual variability of milk microbiota composition
was largely conserved. We could not isolate any bacteria from
the long-term frozen samples (>6 months at −20◦ C) in this feasibility study.
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Figure 2. Comparison of the number of detected ASVs in five human milk samples using culture-enriched molecular profiling. (A) Overall comparison of isolated
bacterial richness in samples with both aerobic and anaerobic culture (N = 3). Fresh samples 4 and 5 were cultured only aerobically. (B) Individual-level comparison
of isolated bacterial richness in all samples in aerobic and anaerobic culture (N = 5). (C) Comparison of average richness in fresh vs short-term frozen samples (N = 5)
and aerobic vs anaerobic culture conditions; paired t-test analysis P-value is reported. (D) Bacterial richness of different milk fractions (N = 2). NS, not significant.
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Since milk bacteria are not highly abundant and most previous studies have relied on culture-independent methods, it is
unclear whether milk bacteria are viable and/or metabolically
active. Our current results build on prior studies that have
successfully cultured milk bacteria (either through targeted or
high-throughput approaches) (Heikkila and Saris 2003; Schanler
et al. 2011; Gonzalez et al. 2013; Jost et al. 2013; Tušar et al. 2014;
Kozak et al. 2015; Damaceno et al. 2017; Jimenez et al. 2017;
Schwab et al. 2019) and confirm that at least a subset of bacteria
present in expressed milk is viable. However, it is less clear
whether milk bacteria are actively proliferating in the milk
within the mammary gland. Additionally, the growth dynamics

of milk bacteria following pumping and storage is not clear and
cannot be addressed in our current study.
The impact of storage on the viability and composition of
milk microbiota is not understood. We and others have successfully profiled milk microbiota in long-term frozen samples
by sequencing (Moossavi et al. 2019). However, in our small
culture-dependent study of pumped milk, we could not isolate
viable bacteria from long-term frozen samples. In a previous targeted culture-dependent study, ∼5% of fresh milk samples did
not yield any bacterial isolates (Schanler et al. 2011) suggesting
that some milk samples may not contain detectable bacteria or
have low bacterial cell concentrations in accordance with other
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Figure 3. Milk microbiota composition in human milk samples using culture-enriched molecular profiling at the family level. (A) Comparison of milk microbiota
composition of individual samples in fresh vs short-term frozen samples, N = 3). (B) Isolated bacterial composition in different growth conditions.
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previous studies (Davidson, Poll and Roberts 1979). While we
could not isolate any bacteria from samples frozen for long term
at −20◦ C, short-term storage at −80◦ C did not impact the culturability of milk bacteria. In accordance, it has previously been
found that total milk bacterial load declines rapidly in the first
month and reaches undetectable levels after 3 months of storage
at −20◦ C (Ahrabi et al. 2016). Notably, in our study, the composition of milk bacteria was influenced by the short-term storage,
suggesting that some members of the milk microbiota are more
vulnerable to freezing. While skim milk is frequently used as a
cryoprotectant, the low density and proliferation rate of bacteria in human milk could underlie our inability to isolate bacteria
from long-term frozen samples (De Paoli 2005). Additionally, it
is currently not clear how the length or temperature of storage
affects the culturability of milk bacteria. Researchers commonly
store milk samples for months to years before analysis, especially in large longitudinal cohort studies. Therefore, the potential impact of length of storage should be further investigated
and taken into account in the design of milk microbiome studies
in the future. In addition, more research is needed to understand
the impact of short-term freezing at −20◦ C, which is highly relevant to mothers who store and feed expressed milk to their
infants and donor milk banking practices.
Research comparing the microbiome of different milk fractions is limited. We isolated bacteria from different milk fractions using culture-enriched molecular profiling, and found that
the overall composition of the milk sample was preserved in
both fractions, in accordance with recent studies, where bacterial load and composition were not different in human milk with
or without fat removal (Ojo-Okunola et al. 2020; Rodriguez-Cruz
et al. 2020). In a study on the microbiome profile of different milk
fractions in 54 dairy milk samples, overall, 31 bacterial families
(including very rare taxa) were shared between the fractions,
while there were 6, 11 and 24 unique families present in fat,
pellet and whole milk, respectively (Lima, Bicalho and Bicalho
2018). Despite taxonomic differences, alpha and beta diversities
were not different between different fractions (Lima, Bicalho and
Bicalho 2018). Milk bacteria potentially exist in both planktonic

and cell-associated states. In mature milk, the majority of bacterial cells were found to be associated with human cells (BoixAmoros, Collado and Mira 2016) suggesting that the majority of
the bacteria could be pelleted following centrifugation (Anderson 1909). Previous research indicates that while most milk bacteria aggregate with the casein micelles (Hickey et al. 2015), certain bacteria such as Mycobacterium avium subsp. paratuberculosis and Staphylococcus show affinity to the fat globule (Paape and
Guidry 1977; Ali-Vehmas et al. 1997; O’Flaherty et al. 2005; Herthnek et al. 2008; Vidanarachchi et al. 2015; Beaver et al. 2016). However, Staphylococcus was not differentially abundant in different
fractions in our study. Further studies with larger sample size
are required to explore the variability of milk microbiota composition and activity in different milk fractions.
Culture-based microbiome analysis offers several advantages over culture-independent methods. The main advantage
is the ability to isolate and bank bacterial species from samples (niches) of interest. These bacterial isolates can then be
used for various downstream investigations including in-depth
genetic and phenotypic characterizations of the bacteria (Lebeis
2014; Almeida et al. 2019). There is a keen interest in exploring probiotic properties of human milk bacteria (McGuire and
McGuire 2015) and our successful culture-enriched molecular
profiling can potentially accelerate these efforts. Another advantage of culture-based studies is that they can complement and
potentially inform the identification of potential reagent contaminants in culture-independent studies (de Goffau et al. 2018),
further advancing the field of milk microbiota research.
Our feasibility study has several limitations, including
the small number of samples studied, the non-standardized
collection method, the use of different samples to assess shortand long-term storage, and the lack of information about the
length of long-term storage. In addition, the samples contained
non-sterile human milk fortifiers as per NICU clinical protocols.
Fortifiers are commonly added to the milk consumed by infants
in NICU to meet various nutritional needs (Arslanoglu et al.
2019). Although the impact of fortifiers on the milk microbiota
composition has not been studied, the non-sterile fortifiers
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Figure 4. Milk microbiota composition in different fractions of human milk samples using culture-enriched molecular profiling in individual milk samples.
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CONCLUSION AND FUTURE DIRECTION
New approaches are needed to advance knowledge about the
milk microbiome (Azad et al. 2020). Culture-enriched molecular profiling provides an opportunity to isolate diverse members
of milk microbiota, which is an important step for investigating
their causal role in maternal and infant health (Moossavi and
Azad 2020). These culture-dependent approaches will be essential not only for understanding the effect and importance of
microbes in donor milk and mother’s own milk in the NICU but
also for more broadly studying the impact of pumping and storage on human milk microbiota. While we have shown the feasibility of culture-enriched molecular profiling of human milk, further research with larger sample sizes is required to uncover the
role of the milk microbiome in health and disease, and potentially develop microbiome-targeted strategies for health promotion and disease prevention.

ACKNOWLEDGMENTS
We are grateful to the anonymous mothers who provided milk
samples, and the NICU personnel at McMaster Children’s Hospital. We would like to thank Prof. Stephanie Atkinson who
was instrumental in facilitating access to the fresh milk samples. We have used the following Creative Commons icons from
the Noun Project (https://thenounproject.com) (artists’ names
are in parentheses): baby in incubator (Gan Khoon Lay), breast
pump (Gopi Doraisamy), freezer (mikicon) and tissue culture
plate (Julie Ko).

FUNDING
This study was generously supported by the Trainee Expansion
Program from the International Society of Research in Human
Milk and Lactation, and Family Larsson-Rosenquist Foundation (SM). MGS holds a Tier 2 Canada Research Chair in Interdisciplinary Microbiome Research. MBA holds a Tier 2 Canada
Research Chair in the Developmental Origins of Chronic Disease
and is a Canadian Institute for Advanced Research Fellow in the
Humans and Microbiome Program.
Conflict of Interest. None declared.

REFERENCES
Abrahamsson TR, Sinkiewicz G, Jakobsson T et al. Probiotic lactobacilli in breast milk and infant stool in relation to oral
intake during the first year of life. J Pediatr Gastroenterol Nutr
2009;49:349–54.

Ahrabi AF, Handa D, Codipilly CN et al. Effects of extended
freezer storage on the integrity of human milk. J Pediatr
2016;177:140–3.
Ali-Vehmas T, Westphalen P, Myllys V et al. Binding of Staphylococcus aureus to milk fat globules increases resistance to
penicillin-G. J Dairy Res 1997;64:253–60.
Almeida A, Mitchell AL, Boland M et al. A new genomic blueprint
of the human gut microbiota. Nature 2019;568:499–504.
Anderson JF. The relative proportion of bacteria in top milk
(cream layer) and bottom milk (skim milk), and its bearing
on infant feeding. J Infect Dis 1909;6:392–400.
Arboleya S, Ruas-Madiedo P, Margolles A et al. Characterization and in vitro properties of potentially probiotic Bifidobacterium strains isolated from breast-milk. Int J Food Microbiol
2011;149:28–36.
Arslanoglu S, Boquien CY, King C et al. Fortification of human
milk for preterm infants: update and recommendations of
the European Milk Bank Association (EMBA) working group
on human milk fortification. Front Pediatr 2019;7:76.
Atlas R . Handbook of microbiological media. Boca Raton: CRC Press,
2004.
Azad MB, Nickel NC, Bode L et al. Breastfeeding and the origins of health: interdisciplinary perspectives and priorities. Matern Child Nutr 2020;e13109, DOI: 10.1111/mcn.13109.
Online ahead of print.
Bartram AK, Lynch MD, Stearns JC et al. Generation of
multimillion-sequence 16S rRNA gene libraries from complex microbial communities by assembling paired-end Illumina reads. Appl Environ Microbiol 2011;77:3846–52.
Beaver A, Cazer CL, Ruegg PL et al. Implications of PCR and
ELISA results on the routes of bulk-tank contamination
with Mycobacterium avium ssp. paratuberculosis. J Dairy Sci
2016;99:1391–405.
Bilen M, Dufour JC, Lagier JC et al. The contribution of culturomics to the repertoire of isolated human bacterial and
archaeal species. Microbiome 2018;6:94.
Boix-Amoros A, Collado MC, Mira A. Relationship between milk
microbiota, bacterial load, macronutrients, and human cells
during lactation. Front Microbiol 2016;7:492.
Callahan BJ, McMurdie PJ, Rosen MJ et al. DADA2: high-resolution
sample inference from Illumina amplicon data. Nat Methods
2016;13:581–3.
Damaceno QS, Souza JP, Nicoli JR et al. Evaluation of potential
probiotics isolated from human milk and colostrum. Probiotics Antimicrob Proteins 2017;9:371–9.
Davidson DC, Poll RA, Roberts C. Bacteriological monitoring of
unheated human milk. Arch Dis Child 1979;54:760–4.
de Goffau MC, Lager S, Salter SJ et al. Recognizing the reagent
microbiome. Nat Microbiol 2018;3:851–3.
De Paoli P. Bio-banking in microbiology: from sample collection
to epidemiology, diagnosis and research. FEMS Microbiol Rev
2005;29:897–910.
Drago L, Toscano M, De Grandi R et al. Microbiota network and
mathematic microbe mutualism in colostrum and mature
milk collected in two different geographic areas: Italy versus
Burundi. ISME J 2017;11:875–84.
Gonzalez R, Maldonado A, Martin V et al. Breast milk and gut
microbiota in African mothers and infants from an area of
high HIV prevalence. PLoS One 2013;8:e80299.
Handa D, Ahrabi AF, Codipilly CN et al. Do thawing and warming
affect the integrity of human milk? J Perinatol 2014;34:863–6.
Heikkila MP, Saris PEJ. Inhibition of Staphylococcus aureus by
the commensal bacteria of human milk. J Appl Microbiol
2003;95:471–8.

Downloaded from https://academic.oup.com/femsle/article/368/3/fnab001/6070652 by University of Calgary user on 18 February 2021

could provide a source of bacteria and/or provide higher nutrient
availability in the milk that could conceivably affect bacterial
metabolic activity (Steele 2018). However, as the impact of
powder fortifier on total milk bacteria has been previously
found to be negligible (Telang et al. 2005), we postulate that
any potential effect on the milk microbiota will also likely be
minimal. Further studies are required to investigate the impact
of fortifiers on the milk and infant gut microbiota composition.
Culture-enriched molecular profiling could identify taxa with
>0.1% relative abundance in stool (Lau et al. 2016); however, the
limit of detection for milk microbiota is not known. Additionally,
different growth patterns of bacterial species could potentially
result in different relative compositions in comparison to
sequencing-based microbiome profiling.

Moossavi et al.

Ojo-Okunola A, Claassen-Weitz S, Mwaikono KS et al. The influence of DNA extraction and lipid removal on human milk
bacterial profiles. Methods Protoc 2020;3:39.
Paape MJ, Guidry AJ. Effect of fat and casein on intracellular
killing of Staphylococcus aureus by milk leukocytes. Proc Soc
Exp Biol Med 1977;155:588–93.
Pagès H, Aboyoun P, Gentleman R et al. Biostrings: efficient
manipulation of biological strings. R package version 2.48.0.
https://bioconductor.org/packages/Biostrings 2019.
Patel SH, Vaidya YH, Patel RJ et al. Culture independent assessment of human milk microbial community in lactational
mastitis. Sci Rep 2017;7:7804.
Perez PF, Dore J, Leclerc M et al. Bacterial imprinting of the neonatal immune system: lessons from maternal cells? Pediatrics
2007;119:e724–32.
Peters MDJ, McArthur A, Munn Z. Safe management of expressed
breast milk: a systematic review. Women Birth 2016;29:473–81.
R Core Team. R: A Language and Environment for Statistical Computing. Vienna, Austria: R Foundation for Statistical Computing,
2017.
Rodriguez-Cruz M, Alba C, Aparicio M et al. Effect of sample collection (manual expression vs. pumping) and skimming on
the microbial profile of human milk using culture techniques
and metataxonomic analysis. Microorganisms 2020;8:1278.
Ruiz L, Garcia-Carral C, Rodriguez JM. Unfolding the human
milk microbiome landscape in the omics era. Front Microbiol
2019;10:1378.
Sakwinska O, Moine D, Delley M et al. Microbiota in breast milk
of chinese lactating mothers. PLoS One 2016;11:e0160856.
Sam Ma Z, Guan Q, Ye C et al. Network analysis reveals a potentially ‘evil’ alliance of opportunistic pathogens inhibited by a
cooperative network in human milk bacterial communities.
Sci Rep 2015;5:8275.
Schanler RJ, Fraley JK, Lau C et al. Breastmilk cultures and infection in extremely premature infants. J Perinatol 2011;31:335–8.
Schwab C, Ramirez AG, Vischer M et al. Characterization of the
cultivable microbiota in fresh and stored mature human
breast milk. Front Microbiol 2019;10:2666.
Sibley CD, Grinwis ME, Field TR et al. Culture enriched molecular
profiling of the cystic fibrosis airway microbiome. PLoS One
2011;6:e22702.
Solis G, de Los Reyes-Gavilan CG, Fernandez N et al. Establishment and development of lactic acid bacteria and bifidobacteria microbiota in breast-milk and the infant gut. Anaerobe
2010;16:307–10.
Steele C. Best practices for handling and administration of
expressed human milk and donor human milk for hospitalized preterm infants. Front Nutr 2018;5:76.
Sun L, Dicksved J, Priyashantha H et al. Distribution of bacteria
between different milk fractions, investigated using culturedependent methods and molecular-based and fluorescent
microscopy approaches. J Appl Microbiol 2019;127:1028–37.
Telang S, Berseth CL, Ferguson PW et al. Fortifying fresh human
milk with commercial powdered human milk fortifiers does
not affect bacterial growth during 6 hours at room temperature. J Am Diet Assoc 2005;105:1567–72.
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