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Table S9. Data analysis packages and software from external sources. 

Software Ref. Link Version 

Bioconductor [1] www.bioconductor.org 1.30.18 

Seurat [2] satijalab.org/seurat/ 4.3.0.9002 

Cellpose 2 [3] https://pypi.org/project/cellpose/ 2.2 

Voyager [4] https://pachterlab.github.io/voyager/  

Harmony [5] https://cran.r-project.org/package=harmony 1.0 

SCTransform [6] https://cran.r-project.org/package=sctransform  

roifile [7] https://pypi.org/project/roifile/ 2023.2.12 

Pillow [8] https://python-pillow.org/ 9.4.0 

tifffile [9] https://pypi.org/project/tifffile/ v2023.3.15 

scikit-image [10] https://scikit-image.org/ 0.2.0 

opencv-python-headless [11] https://pypi.org/project/opencv-python/ 4.7.0.72 

QuPath [12] https://qupath.github.io/ 0.5.0 
sf (simple feature 
access) [13] https://r-spatial.github.io/sf/ 1.0-15 

RImageJROI  https://cran.r-project.org/package=RImageJROI 0.1.2 

bUnwarpJ in Fiji  [14] https://imagej.net/plugins/bunwarpj/ 2.6.13 

geojsonsf  https://cran.r-project.org/package=geojsonsf 2.0.3 

moranfast  https://github.com/mcooper/moranfast  

DBSCAN [15] https://cran.r-project.org/package=dbscan 1.1.12 

scipy [16] https://docs.scipy.org/doc/scipy/index.html 1.15.1 
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