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ABSTRACT

INTRODUCTION

Research suggests the existence of a "core" microbiome present
in most mothers' milk, as well as a "variable" microbiome
influenced by individual factors. The core microbiome
includes genera such as Staphylococcus, Streptococcus, and
Lactobacillus, which are consistently found across different
populations. The variable microbiome, on the other hand,
reflects differences in maternal health, diet, geography, and
environmental exposures [1].

LITERATURE REVIEW

Human milk is renowned for its nutritional and immunological
benefits, crucial for the growth and development of infants.
Traditionally, the primary focus has been onthe macronutrients,
micronutrients, and bioactive components present in human
milk. However, recent research has unveiled the complexity
of the human milk microbiome, emphasizing its potential role
in shaping the infant gut microbiota and overall health. This
article delves into the scientific reports on the human milk
microbiome, exploring its composition, factors influencing its
variability, and its implications for infant health.

DISCUSSION

Scientific studies have identified a diverse array of microbial
communities in human milk, predominantly comprising bacteria
from the phyla Firmicutes, Proteobacteria, Actinobacteria, and
Bacteroidetes. The most frequently detected genera include
Staphylococcus, Streptococcus, Lactobacillus, Bifidobacterium,
and Enterococcus [2]. These genera are commonly associated
with the skin and the oral cavity. Their presence in human
milk is thought to result from the transfer of bacteria from
the maternal skin and infant mouth during breastfeeding.
Known for their probiotic properties, these bacteria play
a significant role in maintaining a healthy gut microbiota.
Their presence in human milk suggests a beneficial impact
on the developing infant gut. This genus is part of the normal
intestinal flora and its presence in human milk may contribute
to the early colonization of the infant gut. In addition to the
dominant genera, human milk also contains less prevalent
microbes, such as Veillonella, Rothia, and Acinetobacter [3-5].
These bacteria, although present in lower abundances, could
have specific functions or interactions that contribute to the
overall microbial ecosystem in human milk. The maternal
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diet significantly influences the composition of the human
milk microbiome. Diets rich in fiber and fermented foods can
promote the growth of beneficial bacteria like Lactobacillus and
Bifidobacterium. The health of the mother, including conditions
such as mastitis, diabetes, and obesity, can alter the microbial
composition of human milk. For instance, mastitis often leads
to an increase in pathogenic bacteria such as Staphylococcus
aureus. Antibiotic usage during pregnancy or lactation can
disrupt the normal microbial balance, potentially reducing
the diversity and abundance of beneficial bacteria. Mode of
Delivery: Cesarean section deliveries have been associated
with differences in the human milk microbiome compared to
vaginal deliveries. This is likely due to the absence of exposure
to the maternal vaginal microbiota in cesarean-born infants.
Studies have shown that the human milk microbiome varies
across different geographical locations, likely due to differences
in environmental exposures, lifestyle, and dietary habits.
The frequency and duration of breastfeeding sessions can
influence the microbial composition of human milk. Frequent
breastfeeding may help maintain a more stable and diverse
microbiome [6].

CONCLUSION

The human milk microbiome is a complex and dynamic
ecosystem that plays a critical role in the health and
development of infants. Scientific reports have highlighted
the diversity of microbial communities in human milk and the
various factors that influence their composition. Understanding
the implications of the human milk microbiome for infant
health opens new avenues for enhancing maternal and child
health through targeted interventions. As research in this
field continues to evolve, it holds the promise of uncovering

novel strategies to optimize the benefits of breastfeeding and
support the well-being of future generations.
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