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Introduction

To determine the underlying factor in the dirty environment responsible 
for this phenomenon, we investigated the effect and extent to which soil in 
our environment influenced the makeup of gut microbiota. The findings show 
that adding unsterile or sterile soil to mice's bedding before or after weaning 
changes the composition of their gut microbiome significantly. Unsterile soil, 
in particular, boosts gut bacterial variety and richness. Surprisingly, according 
to Unifaces distance analysis sequences, the impact of soil on gut microbiota 
is comparable to that of food. These findings point to a novel strategy for 
intervening in the human gut microbiome and preventing disease [1].

Description

The way of delivery ages, antibiotic therapy, ages the main contributing 
elements are, diet, and living environment. They affect the gut microbiome 
to varied degrees. Diet is the most well studied of these factors, as it has 
an impact on the composition and function of the microbial community in 
humans. The microbiota of malnourished children has been observed to 
inhibit growth and cause metabolic abnormalities in the brain and other 
organs of recipient gnotobiotic mice. Diet alters the gut flora, which leads to 
other chronic conditions such obesity, cardiovascular disease, and autism. 
Even though long-term dietary habits continue to shape an individual's gut 
microbiota composition, the human gut microbiota responds swiftly to dietary 
changes. We found changes in gut microbiota between mice raised on sterile 
or unsterile soil and fed a regular or high-fat diet in this study. The makeup of 
gut microbiota was significantly affected by sterile and non-sterile soil, with 
non-sterile soil also enhancing bacterial diversity. 

Furthermore, regardless of whether mice were fed a regular or high-fat 
diet, unsterile soil applied before birth or after weaning affected the gut flora. 
As a result, we propose that soil is one of the most important factors regulating 
gut microbiota, with an influence comparable to that of nutrition. Mice have a 
tendency of coprophagy and fur combing, which allows them to ingest soil. 
Our forefathers and mothers came into everyday contact with dirt as a result 
of agriculture and animal husbandry [2]. This is still a prevalent behaviour 
among new borns who crawl over soil and animal feces-rich surfaces, kids 
use their tongues to feel the world around them and their immunological and 
neural systems develop rapidly. Our findings may help to explain some of the 
modern-day pandemic diseases. Several studies have found considerable 
differences in the human gut microbiota between rural groups all over the 
world and those in a previous study, it was discovered that the cleanliness of 
a living environment has a considerable impact on the composition of the gut 
microbiota in mice. After looking at the elements in bedding material, it was first 

hypothesised that bacteria might play a key role in influencing the makeup of 
mouse gut microbiota. However, further research found that adding microbes 
to the bedding had only a minimal effect on the makeup of the dominant 
general [3]. 

As a result, the factors that influence gut microbial communities in a dirty 
environment remain unknown. The most evident effect of unsterile soil on 
the intestinal microbiota was the prevalence of the phylum Actinobacteria in 
mice fed a high-fat diet [4]. According to Vatanen who studied the evolution 
of gut microbiota in infants from birth to three years, early-onset autoimmune 
disorders were widespread in but were Actinobacteria were shown to be more 
abundant neonates before the age of Finland and Estonia, but no difference 
was seen beyond that. This could be due to babies consuming a high-protein, 
high-fat diet, as well as into greater contact with contaminated soil. The 
composition and organisation of gut microbiota are shaped by sterile soil in 
the surrounding environment, according to our findings. At birth, the gut is 
sterile, and environmental microorganisms play a critical role in the formation 
of the bacterial community, environmental microbes have a limited ability to 
influence the composition and organisation of dominant bacterial communities. 
The composition and structure of gut microbial communities of weaned were 
altered by sterile soil in the bedding, but not their diversity or richness, unsterile 
soil changed the microbiota's makeup and organisation, as well as its variety 
and richness. 

These data show that a healthy diet helps a healthy gut microbiome. Our 
combined analysis of host soil and food adds to our understanding of the impact 
of diet on gut microbiota, as well as the potential impacts on colorectal cancer 
and immune system illnesses. We hypothesise that differences in bacterial 
flora reflect metabolite composition discrepancies. Consumption of red and 
processed meat is linked to an increased risk of colorectal cancer and immune 
system disease, according to epidemiological research. Cancer and childhood 
asthma mortality rates are lowest in pastoral areas such as Tibet, where the 
local cuisine is high in beef and mutton. In contrast to current western lifestyles, 
Tibetans live in intimate proximity to the ground on a daily basis. To this 
goal, unsterile soil may change the makeup and structure of the microbiota, 
enhancing its diversity. The data also illustrate how non-sterile soil exposure 
affects the timing of bacterial community establishment. Early environmental 
exposure has a long-term impact on the gut microbiota, according to various 
studies, and the early microbiota produced the later microbiota. According to 
our findings, the microbiota of mice changed depending on whether they were 
exposed to unsterile soil before or after weaning [5].

Conclusion

The influence of the variation in gut microbiota between mice exposed 
to soil before birth and mice exposed to soil after weaning on the animals' 
health is still unknown. Our findings contribute to the growing amount of 
evidence that the hygiene hypothesis is correct. In the last few decades, 
human living conditions and habits have changed considerably in developed 
countries. People spend and have a very clean living environment. Several 
bacteria appear to have vanished from the modern human body while the 
prevalence of chronic inflammatory conditions, such as atopic diseases, has 
risen dramatically. Our findings suggest that a lack of contact with soil and soil 
microorganisms is a major contributor to a wide range of diseases. Both our 
living environment and our food can be easily modified. This technology could 
be used to build disease-prevention diets as well as a novel, simple strategy 
to intervene in the human gut microbial ecology. Nonetheless, a few questions 
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remain unsolved. More research will be done to see how the microbiota of 
humans is affected by soil from the host environment, whether by swallowing, 
body mucosae, or other methods. Similarly, it must be determined whether 
different types of soil or soil microorganisms have distinct effects on gut micro 
ecology.
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