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Fusarium oxysporum is a soil borne pathogen fungus that has been known as caused Panama Disease in many horticulture plants, especially banana for Fusarium oxysporum cv
Cubense TR4 (Foc). Currently, there is no effective method for controlling Panama Disease in banana has been applied. Utilization of novel Rhizosphere microbes as bio-agent for
preventing the dispersal of microbial pathogens is a method that recently has been developing in agriculture system of many countries. In this study, metagenomic analysis of
16srRNA gene was utilized for analysing composition, richness, and abundance of soil microbes which is living in the rhizospheral area of banana plants. Comparison soil bacterial
structure of healthy soils and Foc-infected soils was also performed for identifying key bacteria OTU which different in both soil conditions. Data showed more than 9000 OTU of
bacteria was identified in both soil conditions. Of it, the Foc-infected soils showed a higher species abundance than healthy soil (ACE index 73,6 and 68,8 respectively). However,
healthy soil has more taxa richness than infected-soil (Fisher index 447,7 and 343,4 respectively). Beta diversity analysis indicated infected-soils have lower bacterial diversity in
comparison with health soils. No statistically difference between both soil conditions in phylum taxa. About 43 phyla have been identified and no significantly difference between
both soil conditions. However, Acidobacteria (22%) and Verrucomicrobia (13%) were more abundance in the health soils in comparison in the infected soils 19% and 10% respectively,
whereas Proteobacteria was found more abundance in the infected soil (11%) in comparison with the health soil (7%). High abundance of Xantomonadaceae, member of
Proteobacteria in the infected soils might contribute on Fusarium development in soils .
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Metagenomic analysis of bacterial community in health and Foc infected-soils showed various abundance and richness of taxa in both soil conditions. The
health soils have more richness of taxa in comparison to infected soils (Shannon, Simpson indexes and NMDS), however the OTU abundance between both

soil conditions are statistically not difference. Xanthomonas member of Protobacteria was found relatively more abundance in Foc-infected soils which might

has correlation with the present of Fusarium oxysporum f.sp cubense in banana planted-soils.






