Using Spatial Transcriptomics to Discover Genetic Causes of Extranodal Extensions
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Conclusions

The innovative Visium FFPE technigue has been a necessary
development to fully understand the magnitude of gene
expression variance contributing to the development of ENE.
Previous technologies only allow for sequencing of
transcriptomes at the single-cell level without considering the
cells’ locations in the tissue. In the future, using Visium FFPE
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