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ABSTRACT 
The aim of this study is introducing microbials, symbiotic microorganisms, as an effective 
agent in the human body. Microbial means the general and universal ecosystem of riches, all 
genes and masses of micronutrients, regardless of their genera and species. The symbiotic 
microbials have a symbiotic relationship with host creatures. This means that these 
microbes can also be partners, both pathogens. For example, all bacteria, fungi and other 
types of germs that live natively in the human skin are called microbiotics. The largest 
microbial of the human body is the microbioum of the digestive tract and, in particular, the 
large intestine. This term, although used more in medicine, is also valid in other branches of 
microbiology. They play an important role in health and diseases. Trillions of bacteria, 
called microbials, that make up our bodies in our societies, involve the release of chemicals 
in the method of digestion, the delivery of medication, and the development and 
development of diseases such as heart disease, metabolic disorders (metabolism), or even 
cancer progression.    
Key words: Microbial, Main factor, Microbium of the lower digestive system, Intestinal 
microbial 

Introduction  
Microbial is a habitat for various species of bacteria and fungi, which, in a symbiosis 
balanced but unique form, are part of our biological characteristics (Clemente et al., 
2012). In an unuasual study, scientists discovered that migrating people from 
developing countries to developed countries immediately lost their native microbials 
and quickly gained microbial American-European populations. People living in 
developing countries have a greater variety of bacteria in their intestines that are 
suitable for general well being. Studies have shown that Southeast Asian migrants will 
soon lose this diversity after immigration. Many of those who migrate to the United 
States are initially healthy, but over time and over again, they develop obesity. This is 
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not only due to a diet or a rise in calories, but something else is happening. Rather, 
researchers believe that this is due to the change in the number of trillions of 
microscopic living things in our bodies and called microbials (Gibson et al., 2019). 
Researchers from the University of Minnesota at the laboratory looked at the world of 
germs that live in the gastrointestinal tract. These invisible creatures are called 
intestinal microbiosis and are very important for human health. These microbes help 
digest foods, train immune systems, and fight infections. Changes in the microbiota of 
the human intestine are associated with any significant chronic human disease 
(Macfarlane et al., 2007). In fact, information indicates that microbial and its changes 
can cause many of these diseases, including obesity. The researchers looked at what the 
problem with the microbiota of the intestine came from as a developing country into the 
United States (Martínez et al., 2002). In this study the two Hmong Asian peoples were 
typically surveyed from the mountainous areas of China, Vietnam, Laos and Thailand, 
and Karen from Myanmar and Thailand (Chowdhury et al., 1996). In this case, the first 
generation born after the migration of these people to the United States was studied. 
The research showed that with the migration of the two Hmong and Karen populations 
to the United States, the diversity of their microbials was reduced to the Americans, and 
that Asian immigrants had fewer microbials than non-immigrants. These conditions 
were true for the children of these people, that is, children more than their 
grandchildren. They had less microbial content. The study looked at two groups of 
bacteria called Bacteroides and Prevotella, which are specially tailored to be Western 
and Asian. These two bacteria are not necessarily bad or good, but are dominant in the 
intestinal microbiosis in different populations around the world (Yousuf et al., 2019). 
After immigration to the United States, Bacteroides bacteria were replaced by their 
Asian type. Like other western populations, these communities suffer from obesity. 
These changes are noticeably more pronounced in children, which can affect their long-
term health (Roberts et al., 2019). Previous studies have shown that having the wrong 
microbes can increase the obesity in the mouse, so these changes can be dangerous. In 
fact, information indicates that microbial and its changes can cause many of these 
diseases, including obesity. Many studies have found that our microbials affect almost 
every aspect of our health; and its microbial composition, which varies from person to 
person, is very important in any aspect, including weight gain and mood. Some microbial 
researchers have argued that this change begins with differences in our genes; however, 
the large-scale study challenges this idea and provides evidence that the link between 
microbioum and health is even more important than what it is thought about. In fact, 
this hypothesis states that genetics plays an important role in determining the microbial 
diversity (microbial symbiosis) among individuals (Wang et al., 2019). The aim of this 
study is to present and investigate the microbials as an effective agent in the human 
body. 
Human microbial project: drug production from intestinal microorganisms  
Human microbial is the hidden world of our natural vision that has recently been taken into 
consideration (Chang et al., 2019). Scientists have recently discovered that imbalances in 
gastrointestinal microorganisms can create many diseases (Arunima et al., 2019). The 
human digestive system is a complex and precise ecosystem that is endangered by such 
factors as aging, travel, or even the use of new drugs (Yeoh et al., 2019). 
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Figure 1. Schematic view of gastrointestinal ecosystems and curing diseases through microbials 

 

A series of human-derived germs are washed and purified with ethanol, and are ultimately 
packaged in tablet form. Experts use the term "fecal microbiota transplant" or FMT to carry 
out bowel movements from one person to another, and it is expected that Ceres's oral 
treatment would have a miraculous effect on the subject. One of the deadliest human 
intestinal infections caused by the Clostridium difficile bacterium is called "fecal membrane 
enterocolitica", which is not a result of antibiotic therapy (Huang et al., 2019). This is due to 
people’s losing most of their digestive system bacteria because of the severe use of 
antibiotics. Early experiments showed that Ceres's treatment eliminated C. Diff infection in 
97% of cases, a result that pharmaceutical companies did not even dream of. The startup 
requested the approval of the treatment to the FDA and is therefore the first active 
company in the field of targeted treatment of digestive disorders, from C. diff to Crohn's 
Disease (Zhao et al., 2019). A few weeks later, the company announced the results of its 
second phase of the test: an infection of about half of the patients had recurred to C. diff, a 
statistically significant difference in treatment with Ceres. Perhaps the first stool pill failed. 
Within a short distance from the main headquarters of Ceres, the world's largest stool bank 
is called Open Biome (Verran et al., 2019). Scientists at the center also try to treat C. diff 
infection, with the difference that their product has been used for several years. Open 
Biome believes in the powerful impact of pure and untreated stools. Each month, hundreds 
of people volunteer anonymously to their bankers, and experts make a weighing and 
grading of each sample based on the Bristol Stool Scale. In the next step, the salt solution is 
added to the contents of the package and the resulting compound is frozen, to be sent to 
physicians and researchers throughout the United States (Parmar et al., 2019). Since the 
launch of Open Biome in 2012, this simple and voluntary fecal donation process has 
managed to cure more than 15,000 cases of C. diff. The importance of delivering medicine to 
the patient's body is by no means important; enzymes, colonoscopies, oral capsules 
containing compressed and frozen stools are all successful in treating the disease, but 
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reusing the contents of the intestine has become one of the challenges of regulatory bodies. 
According to FDA experts, and of course common sense, the Open Biome approach will only 
be a short-term solution, as long as a better way is invented. Although stool donors are 
evaluated and screened for dangerous illnesses, no trial can guarantee everything.  
The role of microbium in reducing heart disease 
Most people know that the risk factors for heart disease include high blood pressure and 
high cholesterol and smoking. But these factors are not so effective in predicting the risk of 
heart disease in young people, women and some ethnic groups (Milkov., 2018). One of the 
ways to assess the risk of a heart attack is to measure the hardness of the arteries. It does 
not have much to do with high cholesterol or smoking, but it is closely related to 
inflammation. Inflammation is our natural reaction to injury, but when this reaction is too 
intense, it can lead to several diseases, including arthritis and asthma. In fact, the more 
inflammation in the body is, the more likely it is for heart disease and atherosclerosis 
(Toczyłowska-Mamińska et al., 2018 ). According to a previous study, one of the ways to 
reduce inflammation in the body is the presence of beneficial bacteria in the intestine. In 
fact, the level of healthy intestinal microbes is lower in the body of people with diseases 
such as psoriatic arthritis, diabetes and inflammatory bowel disease caused by 
inflammation. Recent studies have found that in women with an increased severity of 
arteries in their bodies, there is less microbial diversity, and women with more healthy 
veins have more microbial diversity. Additional,  the amount of useful compounds produced 
by germs in the bloodstream of people with more healthy veins is more than that of others. 
According to the study, approximately 10% of the stiffness of the vessels is related to the 
amount of germs and the compounds produced by them. In contrast, less than 2% of this 
risk factor is due to high cholesterol, smoking, diabetes and obesity. Unlike genetic hazards, 
germs in the intestines and materials produced by them can be changed (Wu et al., 2018). 
One way to do this is to eat beneficial bacteria by eating probiotic foods or supplements. 
Another way is to eat omega-3s and fibers found in oils and vegetables, whole-hearted 
breads, a variety of brains, beans and bitter chocolate. A complete report of this research 
has been published in the European Heart Journal.  
The effect of intestinal microbial on autism 
The intestinal microbial has several effects on human health and now it can even alleviate 
the symptoms of autism based on new studies on microbial health (Preininger et al., 2018). 
A study on 18 autistic children with severe digestive problems also reported that balancing 
microbiota in these children could at the same time relieve symptoms of autism and 
digestive problems, as well as relieve the symptoms of these children over the time. Two 
years have passed since the review began. Medical experts in the United States said: We 
treated children with autism by changing the gut microbial (Yeo et al., 2018; Nitschke et al., 
2018 ). All children with symptoms of digestive problems, such as diarrhea, constipation, 
abdominal pain, had a marked improvement in digestive problems and behavioral 
abnormalities due to changes in the microbiota of the intestine (Chang et al., 2019). 
According to these experts, two years after these patients were examined, the behavioral 
symptoms of these children and their digestive problems improved. 
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Conclusion 
In the present study, we introduced the role of microbials as an effective agent in the human 
body. The main point is the careful examination of the mechanisms of germ cell function that 
relates them to human health. In the meantime, why and how of different effects of different 
strains of bacteria and their effects on the human body, as well as dietary effects on microbial 
changes, are more important. It is accordingly necessary to obtain more results from research 
on animals and to evaluate them in relation to human studies, preferably randomized through 
clinical trials. 
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