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SURYTLDOME :

More and more sequence data are becoming available in molecular
evolutionary studies thanks to the advanced sequencing technologies.
To let researchers take full advantage of this "sequence data
deluge" to gain insights into the origins, background, and rules of
the evolution of genes and genomes, effective computational methods
are strongly needed to overcome the computational cost and resolve
the intrinsic complexities of genome evolution. In this symposium,
we will focus on the frontiers of evolutionary informatics in the
era of sequence data deluge.
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10:00-10:30 Sudhir Kumar (Institute for Genomics and Evolutionary

Medicine, Temple University)
Accurate, efficient, and green computing in Big Data Phylogenetics

10:30-11:00 SAITOU Naruyax and Kirill KRYUKOV (National Institute

of Genetics)
External Edge Elimination (3E) methodfor phylogeny construction

11:00-11:30 Koichiro Tamura (Tokyo Metropolitan University)
Dating the origin and evolutionary history of pathogenic viruses
from massive sequences

11:30-12:00 Wataru Iwasaki (The University of Tokyo)
Evolutionary informatics for obtaining more knowledge from the
sequence data deluge



