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INTRODUCTION

o Sponges have been the focus of great interest due to the fact that they form close associations with a variety of microorganisms and represent a rich source of
biologically active compounds with cytotoxic, antibacterial, antifungal, antiviral or anti-inflammatory activities. The ecological associations which occur between the
microorganisms and marine substrates have been greatly neglected and, in spite of their biotechnological potential, a clear picture of microbial diversity in hosts such

as marine sponges Is not available. This work aimed to investigate the composition and structure of the bacterial community inhabiting the marine sponge Dragmacidon
*_reticulata using cultivation-independent methods. -

MATERIAL AND METHODS

B -

Gene L|brary ConStrUCthn N T T . Ph*logeneticTreeofLife

Bacteria: gene RNAr 16S

—
16S tRNA!e tRNAA2 23S 58

=ENFEa—

Trituration

Sequencing

PCR Amplification

DNA Extraction

Phylogenetic Analysis

S [ . Beach areas of Sao

\ Sampling Sebastiao, SP, Brazil /

RESULTS AND DISCUSSION
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