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More than 40% of adults in the United States have obesity, and the rates of obesity are rising. Several health risks are associated with obesity, such as type 2 diabetes and cardiovascular disease. Previous studies have shown that people with obesity possess a distinct gut microbial composition compared to healthy individuals. Therefore, novel approaches to treating obesity have focused on modifying the gut microbiome. The use of probiotics (beneficial bacteria) has been shown to mitigate obesity-related symptoms such as adipose mass accumulation, elevated blood glucose levels, and increased bodyweight in a non-invasive manner. Studies from our lab have shown that mice receiving the gut bacterium Gordonibacter urolithinfaciens gained less weight compared to controls in a diet-induced obesity mouse model. Additionally, treatment with G. urolithinfaciens increased the abundance of Lactobacillus species and lowered blood glucose levels compared to the control treatment. These results suggest a potential beneficial relationship between G. urolithinfaciens and the Lactobacillus species in the mouse gut microbiome. To properly assess these microbe-microbe interactions, we developed a QPCR assay to quantify the abundance of our target bacteria from previous studies. In this project, we are specifically assessing the degree of consistency in bacterial quantification via qPCR across three different DNA extraction methods. We expect that DNA extraction method will not significantly influence bacterial quantification via qPCR. Knowing the outcome of our validation studies will further support our efforts to better understand the potential relationship between G. urolithinfaciens and Lactobacillus species in mediating metabolic health benefits. 
















