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In this presentation, I would like to introduce the recent spatial transcriptome analysis on lung
adenocarcinoma specimen, as an example. Spatial information on the presence of cancer cells
and their surrounding stromal cells, including immune cells, has revealed various behaviors of
cancer cells according to the microenvironment. The spatial resolution that can be analyzed
with the so-called ST seq analysis platform represented by the conventional VISIUM has not
reached the level of a single cell. Therefore, we used a different analysis method obtained from
serial sections of the same specimen, and used multiplex immunohistochemical methods such
as the CODEX system to complement the resolution of at least fifty key genes. Improved
resolution elucidate the complicated interaction between cancer cells and immune cells, as

well as depicting the heterogeneous micro-environments within the cancer. Even in the era



of the second generation spatial transcriptome analysis, such as Xenium, the CODEX analysis
was also useful to improve cell segmentation. I would also like to focus on the rapid changes
in bioinformatics analysis. As for all of the above-mentioned analyses. they do not presuppose
base sequence determination itself, and the format of the acquired data is rather close to that
of imaging. This fact may open the possibility that the data sharing can be done in a more
relaxed manner in the future, as no personal information of the patients is represented there.
Personally, I feel that this change may be a turning point in the era of next-generation

sequencing that has swept the medical and biological fields for the past decade.



