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Indicator search for bacterial taxon in the horizontal gene transfer world
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It has been suggested that there are existing horizontal gene transfer (HGT)

world in the Antarctic lake environments where bacteria had obtained so much genes from other
bacteria by their genome analyses. We tried to search some new indicators for bacterial taxon in the
HGT world by using bioinformatics of comparative genomics. Our approach is the application of
Batch-Learning Self-Organizing Map, BLSOM, that enable each DNA sequence fragments to be clustered
with a high degree of accuracy on species of each organism. Our BLSOM analysis suggested that
depending on bacterial strains they had obtained genes by HGT from different taxon, however, those
gene has common functions. It would be new findings to be start-points of the indicators for
bacterial taxon in the HGT world.
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