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Abstract
Metagenomics is a genomic analysis of a population of microorganisms in one community or one
environmental sample by direct isolation of environmental DNA. Since no culture-based method is required,

metagenomics therefore includes a study of unculturable microbes, which are as many as 99 % of the total
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microorganisms in environmental sample. Metagenomic approaches start from direct isolation of nucleic acids
from environmental sample, then different methods can be used to analyze the isolated DNA. So far, the main
application area of metagenomics is mining of metagenomes for genes encoding novel biocatalysts and drugs.
In principle, the techniques for the recovery of novel biomolecules from metagenomic library can be divided
into two main approaches: function-based and sequence-based screening. A large number of novel biomolecules
have been idientified by metagenomics approach such as DNA polymerase, lipase, cellulase, protease,
antibiotics. In conclusion, metagenomics is an important and indispensable tool for the identification of novel
biomolecules and analysis of the genetic diversity of microbial communities. Discovery of new genes can
provide insight into microbial community structure and function that can be used to solve medical, agricultural,

or industrial problems.

Keywords: metagenomics, genomic analysis of microorganisms, genetic diversity of microbial communities
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