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ABSTRACT 

Background: Current considerations are existed about the sharing role of 

gut microbiota in the enhancement of obesity and its allied comorbidities 

Objective: The aim of this observational case-control study was to assess the 

possible relation of lactobacilli acidophilus to obesity in a sample of 

Egyptian population by real-time PCR of lactobacilli acidophilus in stool. 

Subjects and methods: The present study enrolled 20 healthy slim subjects 

and 40 subjects who had BMI >25 kg/m
2
. Routine laboratory analysis and 

identification of stool Lactobacillus acidophilus by quantitative real time 

PCR technique was performed for all enrolled subjects. 

Results: Lactobacillus acidophilus was expressed in 21 out of 40 (52.5%) 

faecal samples of obese cases and 16 out of 20 (80%) of faecal samples of 

non-obese cases. In rest of samples in both studied groups, the expression 

was below the detection limit. The results showed that the mean CT at which 

Lactobacilli were expressed in the obese cases was (38.89±2.57) compared 

to (36.08±4.63) in non-obese cases and this indicated that the expression of 

lactobacilli was statistically higher in non-obese subjects compared to obese 

cases (P =0.04).  

Conclusion: Lactobacillus acidophilus was significantly lowered in obese 

Egyptian patients. The argument about the significance of correlation 

between imbalance in gut microbiota and obesity is considered one of the 

hottest open topics in medicine. 

 

Key words: Obesity, Gut Dysbiosis, Lactobacilli acidophilus.
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Introduction 

The prevalence of obesity has risen steeply over the past two decades, 

and it has become a significant global health issue (Arroyo-Johnson et al 

2016). 

The proper management of obesity is critical to prevent the 

development of obesity-associated metabolic disorders, including insulin 

resistance, diabetes, and cardiovascular disease, which increase patient 

mortality (Gallagher et al., 2015; Bastien et al., 2014). 

Lipid accumulation and increased systemic inflammation in obesity is 

known to trigger an imbalance of energy homeostasis and abnormal cellular 

responses to insulin, leading to insulin resistance and type 2 diabetes 

(Samuel and Shulman, 2012). 

 Although a number of therapies have been developed to treat them, 

the disease remains largely irreversible, with many patients failing to 

respond satisfactorily to treatment, underlining the importance of prevention 

at the early stages of obesity and insulin resistance (Alberti et al., 2007). 

The gut microbiome is composed of a thousand of bacterial species 

that are encoding approximately 3.3 million genes and largely shared 160 

species individually (Arumugam et al 2010). It is also known to have a 

profound impact on host physiology and pathology. The diversity and 

stability of the gut microbiome in host organisms can, in turn, be affected by 

diverse environmental factors, including food consumption, which ultimately 

influences host metabolism (David et al., 2014). 

Changes to the gut microbiota are associated with the development of 

obesity and type 2 diabetes. Furthermore, targeting the gut microbiome using 


