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About principles of OMICs
“What is the principle of “life” and biodiversity?”
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Personal genomes within the human species have diversity due to many mutations, and
there is also a great diversity in species on the earth. Therefore, a large variety
of genome sequences is one of the fundamental properties of organisms. In contrast
however, organisms retain the state of “life” beyond diversity. In other words, the
genome sequence is a very excellent information medium that can describe both the
uniformity of the state of “life” and extremely large diversity at the same time.
In the focus session “What is the principle of life and biodiversity?” we discussed
last year how the state of life common to all living organisms is written in the genome
sequence. On the other hand, in this year’ s focus session, we would like to discuss
the principles that enable extremely diversity of organisms. The main questions are
as follows. In biological evolution, what happens to the genome sequence in the
emergence (or branching) of a species? Despite the great diversity, what kind of
conservation rules does the genome sequence prepare to hold the state of life? We
would like to show that we can answer these questions by analyzing the genome sequence
by top—down approach.
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