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The gene expression through microarray technique is a current topic in the field of nutrigenomics for researching the complex gene
networks and relationship with nutrition. DNA Microarrays has been used to quantify and compare gene expression on a large scale and to
explore a major subset or all genes of an organism. As a consequence, formal methods and computer tools for the modeling and
simulation of gene networks are indispensable. We identified the genes associated to the obesity susceptible to modify their expression
level in a profile of microarray data and the possible relationship with some bioactive components present in lactobacillus gasseri
probiotic. Using international microarray databases, we analyzed responsible obesity genes and the role of probiotic intake in the gene
expression for some specific genes (LEP, LEPR, FTO y PPARg2) to study the interaction patterns networks between them. In addition, we
reviewed the clustering of gene networks by applying the mathematical procedure principal component analysis (PCA) to the gene
expression data point by introducing an interaction between neighboring points. The identification and comparison of gene expression
levels associated with obesity will help to guide future research work focus on effective treatments for patients with this disease. As well,
these networks may help to analyze dietary variables associated with probiotics intake, to prevent health problems like obesity and type 2
diabetes and to obtain evidence of their interaction with certain human genome modules based on their analysis of the expression
microarray data. This integrative analysis offers a new conceptual framework that could expand our knowledge of nutrigenomics and
some human pathologies.
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