S2 Table. Comparison of cell segmentation times for different methods on

different spatial transcriptomics datasets

In this supplementary material section, we provide additional details on the runtime

comparison of cell segmentation methods using different computational platforms.

The table presented below showcases the runtime performance of ST-CellSeg (CPU),

ClusterMap (CPU), SpaGCN (GPU), STAGATE (GPU), Baysor (CPU), Cellpose

(GPU), and StarDist (GPU) on two spatial transcriptomics datasets: STARmap 903-

gene data and MERFISH 140-gene data.
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