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Metagenomic analysis of known and hypothetical proteins found in cold extreme environments

Shinji Kondo
National Institute of Polar Research

Known and hypothetical proteins found in metagenomic datasets sampled from permafrost and glaciers were characterized by
comparing them with those found in metagenomes sampled from tropical and temperate zones. First, features of amino acids,
codon usage and mutations from mesophilic and thermophilic proteins of the known proteins and their functional significance
likely associated with temperature will be presented. Next, features of hypothetical proteins highlighted in contrast to those of
tropical and temperate zones will be presented. Lastly, the effectiveness of this comparative metagenomic approach to
characterize hypothetical proteins toward their functional annotation will be discussed.
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