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PaintScape'™ enables multiomic in-situ direct visualization of spatial 3D genome architecture of
single cells in intact fresh frozen Glioblastoma tissue in native tumor microenvironments
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Introduction PaintScape system directly visualizes and characterizes in situ, single cell 3D genome organization and structural genotype of Glioblastoma from 30 pm thick fresh frozen tissue section
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PaintScape characterizes MET gene region amplification and conformational changes in

PaintScape characterizes 3D genome and conformational changes in hypoxic and
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