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Introduction

For the last two decades, soil microbial diversity studies have been dependent upon the extraction and characterization of soil DNA. Therefore, the DNA extraction procedure
has become a critical step In describing soil microbial biodiversity. Numerous soil DNA extraction procedures are available, including a standardized one (ISO 11063). All these
procedures rely on physical and chemical lysis steps, and are adapted to molecular tools like gPCR or fingerprinting technigues. The recent development of massively parallel
seguencing technologies which permit more representative and accurate taxonomical inventories, has instigated a reassessment of the biases associated with the DNA
extraction procedure. This study aims to give an alternate procedure for extracting soil microbial DNA, which could give a less biased picture of soil microbial diversity.

Experimental procedures
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The three procedures allow distinction of communities coming from different soil types
Soll grinding procedure (Bead Beating / FastPrep) has a strong impact on the observed fungal diversity

Conclusions - Perspectives
m) A simple modification of the 1ISO procedure (i.e. FastPrep grinding) leads to a higher microbial DNA
extraction yield and to a better discrimination of soil microbial communities.
m) The ISO is good for studying bacteria, but the ISOm is better to study microbial communities.
=) 454 pyrosequencing will confirm which of these procedures is better adapted to study complex communities
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