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ABSTRACT :

Transgenic Bt cotton expresses Cry1Ac protein from Bacillus thuringiensis. The
diversity of ectophytic and endophytic fungi and bacteria in roots, stems and leaves
from transgenic (Bt) and non transgenic (non Bt)cotton was evaluated during 30, 60
and 90 DAS to investigate possible non-target effects of genetically modified cotton
on microbial communities. Total ten fungal and five bacterial organisms were isolated.
This studies shows that the roots, stems and leaves of Bt and non Bt cotton plants
harboured endophytes and ectophytes. Although the no.of endophytic and ectophytic
species isolated from the two types of plant did not vary much. While Bt modifications
had no effect on endophytes and ectophytes and it is seen from the observations that
the  Bt gene had not transferred from Bt plants to associated microflora. These results
represent the first evaluation of the composition of endophytic and ectophytic fungi
as well as bacteria associated with transgenic cotton plants. Also detection of Bt gene
in associated microflora by using Bt Express strips.
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