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INTRODUCTION 
 

One of the main bodies that communicate with environmental factors by foods and beverages is the human gastrointestinal tract 

(GI). A wide variety of microorganisms, known as "healthy microbiota," colonized the GI tract [1]. At birth immediately starts the 

colonization of the human gut with microbes. After a year, children's intestinal microbiota begins to match and become more stable 

with young adults [2]. The scientific community has recently shown considerable interest in intestinal microbiota. It has long since 

been speculated that intestinal microbiota plays an important role in keeping a balanced person's intestine[3]. Many gastrointestinal 

and systemic diseases in the gut microbial communities were connected. It is not known whether the pathogenesis of these disease 

conditions directly affects the microbiome. However, an increasing body of evidence involves microbiome directly in disease 

pathogens through complex interactions between the metabolic and immune systems of the microbiome and the host. In theory, 

modern scientific scrutiny took up the old maxim, "all illness starts in the darkness" supposedly mentioned by Hippocrates in the 

3rd century B.C.E. The microbiome is involved in essential physiological and immunological processes, including energy and 

metabolic homeostasis, vitamin and another nutrient synthesis, Endocrine Signaling, Enteropathology prevention, immune 

function control, and xenobiotic metabolism [4]. The composition of good microbiota varies from one genetic to another, lifestyle, 

age, gender, medical care, environmental factors to the other [5]. Previous studies have shown that in different geographical regions 

the 'good gut microbiota' is different. , vitamin and another nutrient synthesis, Endocrine Signaling, Enteropathology prevention, 

immune function control, and xenobiotic metabolism  [6]. Therefore, many women's health problems have been associated with 

changes in intestinal microbiota, so concentrated research in this field is needed to determine the normal distribution of intestinal 

microbiota among Saudi women. Our research aims in stable Saudi women to test for gut microbial diversity. 

 

1-GUT MICROBIOTA AND HUMAN HEALTH 

 
It has been calculated that more than 1014 CFUs in GI tract micro-organisms, which comprises approximately 10 times as many 

bacterial cells as human cells in the body, are present in the same number and over 100 times as many genomic (microbiome) 

material about the human genome. 

Abstract 
A large collection of micro-organisms is present in the human gastrointestinal (GI) tract. The two main phyla are Bacteroides and 

firmicutes, respectively. The importance of gut microbiota for human health has been demonstrated in previous research. Also, 

several health problems related to changes in the intestinal microbiota have been reported. Focal research into the normal 

distribution of gut microbiota in Saudi women, therefore, needs to be conducted in this area. Studies have shown that in different 

geographical regions 'balanced gut microbiota' varies. A major piece of knowledge about normal intestinal diversity in healthy 

Saudi women will be included in this report. This may be used as a guide to various health issues for the research. The objective 

of our research is to test the intestinal microbial diversity of healthy Saudi women. 
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The Good Microbiota is made up of four main phylae: Bacteroidetes, Firmicutes, Active Bacteria, and Verrucomicrobia. [1].  

Bacteroides are gram-negative rods that are anaerobic, immune to bile, nonspore [7]. The firmicutes are gram-positive bacteria, 

which include species of Clostridia, Enterococcaceae, Lactobacillaceae, and Lactococcus, and play a major role in carbohydrates 

fermentation inside the gut [8]. 

 

Interactions between the microbiome and the host rely on the local niches with each bowel niche which have their microbial 

population, adapted to the local environment, and receptive to them. These populations vary both in the length, width, and layer 

of mucus in the GI tract. Immunologically, the ileum and colon are much more involved than the proximal gut [4]. 

 

Good Microbiota plays an important part in the digestion of nutrients and medicinal products. They produce certain important 

enzymes which ferment in short-chain fatty acids complex carbohydrates (SCFAs). These SCFAs are concerned with cellular 

process control, anti-inflammatory and anti-cancer activities, hepatic lipid regulation, and hemostasis of glucose. Moreover, 

vitamin B12 vitamin K, riboflavin, biotin, nicotinic acid, folate, pantothenic acid, pyridoxine, and thiamine[1] are responsible for 

the synthesis of the essential vitamins. The metabolic effect of drugs on the gut microbiota has been shown. They can express 

enzymes that either activate, inactivate, or directly bind to the bacterial organism by metabolic activation [9]. 

 

Strong microbiota protects from pathogenic agents. Lactobacillus ssp. produces, for example, lactic acid that can increase the host 

lysozyme's antimicrobial activity by disrupting the outer membrane of the bacterial pathogen cell wall [8]. immunosuppression; 

Antigen presentation from the luminary flora contributes to large amounts of local immunoglobulin A (IgA) without activation of 

systemic immunity [10] in the intestinal immune response caused by commensal bacteria. Also, a mechanism for improving the 

barrier function and exclusion of pathogenic may encourage mucosal secretion in the microbial intestines [11]. Compared with the 

bacterial population, the fungal microbicide, which is referred to as the mycobiome, is of low diversity and less stability than the 

bacterial microbiome. Most of the yeast is dominated by Saccharomyces, Malassezia, and Candida [13]. 

 

 

2- WOMEN HEALTH ISSUE CONNECTED TO GUT MICROBIOTA 

 
The detailed definition and connection of the human microbiota to health and disease are the main challenges of the century [14]. 

Dysbiosis of intestinal microbiota results in an increase in intestinal mucosal permeability which increases the passage from grams 

to the systemic circulation of Lipopolysaccharide (LPS). This triggers an immune system interfering with the insulin receptor, 

which can lead to increased androgen ovary generation and interfering with normal follicle growth. Fecal microbiota was less 

diverse and composition relative to comparable women with no breast cancer who had been diagnosed in the postmenopausal 

women with breast cancer [15].  Polycystic Ovary Syndrome (PCOS) mediated letrozole rat model, gut microbiota dysbiosis 

associated with sex hormone impairment of the hormonal levels, estrus cycles, and morphological ovarian changes. Treating them 

with fecal microbiological transplantation has sex hormones balanced, ovarian disease improved and estrus cycles improved [16]. 

Strong microbiota manages estrogens through an enzyme, which disconnects estrogens through active types. Darm microbiota 

dysbiosis induces less deconjugation and reduces circulatory estrogen [17]. 

 

CONCLUSIONS 

 

This may be used as a guide to various health issues for the research. Our research is aimed at examining the intestinal microbial 

diversity of Saudi healthy women. 
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