The aim of this study was to investigate the distribution of ail, ystA, ystB, ystC, myfA, hreP, fes, fepD, fepA, virF, yadA, ymoA, sat, virulen​ce genes in 93 strains of Ye, using two molecular platforms, in order to create a molecular profile model. The results showed the presen​ce of ail, ystA and myfA genes in all the pathogenic bio-serotypes te​sted while only one 1A human strain harboured the genes. The ystB, has been identified in all non-pathogenic bio-serotype, and the ge​nes fes, fepA, fepD, encoding for iron uptake, sat and hreP have been detected in both pathogenic and non-pathogenic bio-serotypes. The plasmid genes virF and YadA were found only in pathogenic bio-se​rotypes in particular in 0:3/2/4. The ymoA gene has been identified - in all strains. The developed methods could be used to better under​stand the real spread, distribution and prevalence of the pathogen

