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Recent advances in genomic science and the accompanying development of
bioinformatics (computer-based biology) have been remarkable. We have entered an era where
genomic information from all organisms can be obtained. Furthermore, technologies for
acquiring comprehensive information (omics data) at various levels, such as transcriptomes,
proteomes, and metabolomes, have also advanced, making the "integrative genomics"
perspective and techniques that integrate these multi-omics data to understand organisms
increasingly important.

All life forms on Earth exist within networks of various inter-organism
interactions. For example, inter-organism interactions such as symbiosis, parasitism, sociality,
and kleptoplasty have recently been recognized as playing particularly important roles in
Earth's ecosystems and biological evolution. The relationships between these multiple species
and individuals influence each other's genomes, and the records of their evolution are inscribed
in DNA information. An "integrative genomics" approach that comprehensively analyzes

multiple genomes is essential for modern life sciences research.
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Haruki Miyauchi, Shunta Yorimoto, Shuji Shigenobu, Mitsuru Hattori (2024)

Colony size affects the induction of sterile soldier production in the eusocial aphid Ceratovacuna
Japonica (Hemiptera: Aphididae)
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Host-symbiont dynamics: eusocial aphids and multiple intracellular bacterial symbionts
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Hologenomics of aphids: an integrative view of the insect and its symbionts
TARA International Symposium, 2<%, 202543 H
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