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Platform for discovering and evolving enzymes integrated with microbial genome big data and Al technology
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bitBiome, Inc. possesses a platform for discovering and evolving enzymes integrated with (Chijiiwa R et al. Microbiome. 2020.)
microbial genome big data collected by single-cell genome sequencing with protein
engineering technology that combines Al and robotics. In this Gl project, we apply these

core technologies to contribute to the expansion of uncultured microbial genomes 4] 1 iﬁ&i#%?‘/?“}bt)bb”/bﬁﬁ’l’:*ﬁ??‘y NJO#—L bit-MAP®

including CO.2-fixing bacteria and the implementation of enzyme discovery utilizing 3D
structural prediction data.
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Single-cell genome sequencing for uncultured bacteria enables the explosive expansion B nsico  Physiochemical
and accumulation of genetic resources that can be used in biomanufacturing. In addition, - — oG
enzyme discovery technology utilizing protein 3D structure prediction data enables
efficient in silico screening of target genes from vast amounts of genetic data. In this way, N 13 o —n
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large-scale genetic data will be maximized through an enzyme discovery platform that
integrates Al and robotics. In biomanufacturing from CO., these technologies are expected
to contribute to accelerating DBTL in microbial development by expanding the available
genome data of CO: fixation-related microbes, strengthening gene search, and shortening
wet experiments.
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This platform technology enables to shorten the process of enzyme discovery and improvement from several
years to months. It supports the social implementation of biomanufacturing, such as the search for important
genes in metabolic pathways and modification, and the development of novel industrial enzymes.
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