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We established cultures of seven types of human primary cells derived from
the three germ layers and learned the methods to induce differentiation into multiple cell types
using human induced pluripotent stem cells (iPSCs). We collected RNA and protein samples from each
of these human cells. Considering the active translation occurring in these cells, we obtained and
analyzed polysome fractions using sucrose gradients, and subsequently performed protein extraction.
For comprehensive multi-omics analysis using these samples (transcriptome and proteome), we mastered

mRNA-seq and handling of mass spectrometers, and will continue the analysis.
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