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DESCRIPTION

The system of microorganisms in a human's digestive system is
known as the gut microbiota. Numerous bacteria, fungi, viruses,
and other organisms are included. The human digestive system
and the gut bacteria cooperate to enable energy production,
digesting, and immune defence. One of the largest interfaces
between the host, the environment, and the body's antigens is
the human gastrointestinal (GI) tract. Around 60 tonnes of food
and a multitude of environmental microbes that present a severe
danger to gut integrity pass through the human GI tract in a
typical lifetime. The term "gut microbiota" refers to the diversity
of bacteria, archaea, and eukarya that colonise the GI tract and
has co-evolved with the host over thousands of years to develop
an intricate and beneficial relationship. The estimated number
of microorganisms in the GI tract is greater than 1014, which is
around 10 times the number of bacterial cells in humans. The
ratio of human to bacterial cells, based on a recently updated
estimate, may actually be closer to 1:1. The host and the
microorganisms that live inside it are frequently referred to as a
"super organism" because of the enormous number of bacterial
cells in the body.

The microbiota benefits the host in a variety of physiological
ways, including enhancing gut integrity, forming the intestinal
epithelium, generating energy, preventing off infections, and
controlling host immunity. The changed microbial composition
known as dysbiosis, however, has the potential to disrupt these
systems. A role for the microbiota in many intestinal and extra-
intestinal disorders has steadily emerged as more sophisticated
tools to assess and characterize complex ecosystems are
developed. The growth and composition of the human GI
microbiota, as well as its effects on gut integrity and host health.

A number of studies that found microorganisms in womb
tissues, including the placenta, the conventional wisdom that the
development of the microbiota begins at birth. After birth, the
GI tract is quickly colonised, and chaotic changes in the

microbiota are brought on by life events including sickness,
antibiotic use, and dietary changes. As a result of the high load
of lactobacilli in the vaginal flora, vaginally delivered newborns'
microbiotas have a high abundance of lactobacilli during the
first few days. This suggests that the mode of delivery may also
have an impact on the microbiota composition. Facultative
anaerobes like Clostridium species, the microbiota of children
delivered wia C-section is reduced and delayed in the
colonisation of the Bacteroides genus. When newborns are
delivered via C-section, just 41% of them have faeces that are
similar to those of their mothers, compared to 72% of normal
delivered infants. Actinobacteria and Proteobacteria, two major
phyla, dominate the microbiota, which is typically modest in
diversity. The microbiota composition converges towards a
distinct adultlike microbial profile with temporal patterns that
are particular to each infant during the first year of life.

Around 2.5 years old, the infant microbiota's composition,
variety, and functional capacities are comparable to those of the
adult microbiota. Even though the composition of the gut
microbiota is generally stable throughout maturity. In contrast to
younger participants, who are more likely to have the microbial
community transforms in individuals over 65, with an increased
abundance of the Bacteroidetes phyla and Clostridium cluster

IV.

CONCLUSION

The human Gastrointestinal (GI) tract is a large population of
microbes called the gut microbiota, which influences the host
both in physical wellbeing and disease. The establishment of the
human gut microbiota during infancy is influenced by various
factors. In maintaining immunological and metabolic balance,
intestinal bacteria are essential. Numerous inflammatory
illnesses and infections have been related to altered gut bacterial
composition, or dysbiosis.
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