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D-7 Metabolome and lipidome signatures of the human brain 
Philipp Khaitovich (CAS-MPG Partner Institute for Computational Biology, Shanghai, CHINA), Masahiro Sugimoto (Institute for 
Advanced Biosciences, Keio University), Yasuhiro Go (Center for Novel Science Initiatives, National Institute of Natural Sciences)
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There is no progress due to any available samples in this fiscal year. 
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D-10 Near-infrared spectroscopy measurement of brain activity associated with visual information integration in Japanese 
macaques 
Young-A Lee (Catholic University of Daegu)  
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D-11 The evolution of tissue transcriptomes in mammals 
Henrik Kaessmann(University of Lausanne) Yasuhiro GO(Center for Novel Science Initiatives, National Institutes of Natural 
Sciences)  

In 2014, we generated extensive RNA-seq data for the orang-utan testis sample from the Primate Research Institute, Kyoto 
University. We are using this important data (which fills a phylogenetic gap in our studies) in various ongoing transcriptome 
evolution projects, including projects on the evolution of mammalian Y chromosomes, evolution of primate untranslated regions, the 
evolution of primate alternative splicing, and the origin and evolution of mammalian retrogenes. The latter project is completed and a 
manuscript will soon be submitted, with several colleagues (Takashi Hayakawa, Yasuhiro Go, Hiroo Imai) from the Primate
Research Institute as co-authors. The study described in this paper illuminates how intronless gene copies, which originated from 
mRNAs of parental source genes through a process called retroduplication (or retroposition), evolved and/or recruited regulatory 
elements (e.g., promoters) complex gene structures (exons/introns) and thus surprisingly complex new gene functions. This work 
thus provides general insights into how new genes may arise. It therefore also highlights the power of retroposed genes as a model for 
the elucidation of new gene functions and will inform future studies of other mechanisms underlying new gene origination, such as 
segmental duplication and de novo gene origination. 
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