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Title : Single—cell and spatial transcriptome data analysis.
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Teaching Staff : Dr. O0ZAKI Haruka
Bioinformatics Lab, Faculty of Medicine,

University of Tsukuba Associate Professor
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Time and Date : 9t December, Mon 2024 17:00-18:30 (Lecture Room No. 2 )
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In recent years, single—cell transcriptomics, which measures the transcriptome at the level of individual cells, and
spatial transcriptomics, which simultaneously measures the spatial distribution of numerous RNA species, have emerged
Transcriptome data generated from these methods not only provide information on gene expression levels but also
include additional layers of information, such as heterogeneity within cell populations and spatial distribution.
These features open up various possibilities for data analysis. This lecture provides an overview of single—cell and

spatial transcriptome data analysis and discusses the utility and future prospects of these approaches
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Contact : Laboratory of Data—Driven Biology Nishio (ext.1980)
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No Registration required.
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Recording this lecture is not allowed.



