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The obesity problem is genuinely alarming. In recent
decades the obesity prevalence has increased dramatically
and has nearly tripled since 1975. Development of obesity
depends on genetic, psychological causes, obesogenic
lifestyle, excess caloric intake and differences in gut
microbial ecology. Changes in the intestinal microbial
composition may be in phyla level as well as at phylotypes
level (genera).

Checking a gut microbiota composition at adolescents
with obesity and normal weight.

Totally we examined 40 adolescents who were grouped
according to their Body Mass Index (BMI): the obese group
(OB) consisting of 18 adolescences with SDS BMI > 2.0; the
control group (CO) composed of 22 adolescences with SDS
BMI < 1.0. OB group was comparable to CO at the ethnicity,

Faecal sampling and sample preparation before
amplicon sequencing was done according to SOP
recommended by International Human Microbiome
Standards. Metagenome sequencing of V3-V4
variable regions of 16S rDNA was done by Novogene
Company (China). Bioinformatic analysis was
performed using software packages FLASH, version
1.2.7, QIIME, version 1.7.0, UPARSE, version
7.0.1001. Sequences were grouped into OTUs based
on = 97% similarity. Data were analyzed using the
StatSoft STATISTICA 6.0 software package. Total
read number in the gut microbiomes were normalized
according to minimum value. Statistical significance
was accepted at the p<0.05 level. The research study
of the human microbiome in obese adolescents was
approved by the Ethical Committee of the Scientific
Centre of Family Health and Human Reproduction
Problems, Irkutsk, Russia.

gender and age.
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There were no significant differences in microbial
richness and the biodiversity in obese and normal
weight adolescences. The main phyla Firmicutes,
Bacteroidetes, Proteobacteria, and Actinobacteria of]
human microbiome were comparable at adolescents
with obesity and normal weight.

At the lower taxonomic levels, our data shows that
gut microbiota of adolescences with obesity have a
prevalence of  Anaerotruncus  (the  phylum
Firmicutes) and decreased number of Enterobacter
phylotypes (the phylum Proteobacteria).
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