. . . Soumyadeep Basu®2*, Chang Lil *, Thomas Kroes?,
L Leiden University Boudewijn Lelieveldt?, Brian Long3 ,Thomas Hollt?

C Medical Center ! Leiden University Medical Center, 2 Delft University of Technology,
3 Allen Institute for Brain Science, * Authors contributed equally

Cytosplore Gradient Surfer: Comparative Visual Analysis

of Spatial Gene Expression Gradients Across Datasets
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Cytosplore Gradient Surfer layout comparing data from two different modalities (MERFISH and smFISH [i]) using linked views: gene correlation tables indicating
correlation between a user-defined spatial direction and gene expression (a), line chart showing the gene expression along the selected axis (b), and spatial maps
colored by gene expression to visualize spatial gradients across modalities (c).
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