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Abstract Organisms’ Phylogenetic Relationships
Rapid, efficient, and robust enzymatic degradation of biomass- -

derived polymers is currently a major obstacle in biofuel
production. A key missing component in that process is the
availability of enzymes that hydrolyze cellulose, hemicellulose,
and other polysaccharides into biofuel substrates at
temperatures and chemical conditions suitable for industrial
use. Thermophilic fungi are known to excrete enzymes that
rapidly degrade polymers including cellulose and hemicellulose
at high temperatures, however the genome sequence and full
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