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Laboratory animals

STARmap mouse placenta datasets are available at Code Ocean [Ref. 46].

ClusterMap was validated across 7 spatial transcriptomics datasets. Here, we demonstrated the tool on 5 previously published high quality
datasets including STARmap mouse V1 1020-gene, MERFISH mouse POA, pciSeq mouse hippocampus, osmFISH mouse SSp and STARmap
mouse V1 28-gene, and 2 novel datasets including STARmap mouse placenta 903-gene and STARmap cardiac organoid 8-gene. We tested in
both two- and three-dimensional space, and on diverse tissue types, including mouse brain, placenta, gut, and human cardiac organoids,
where the number of genes in the datasets range from 8 to 1020. We also demonstrated ClusterMap to be applicable to various in situ
transcriptomic measurements including STARmap, MERFISH, osmFISH and pciSeq.

N/A. No data was excluded from the study.

ClusterMap was validated across 7 spatial transcriptomics datasets.

N/A. We didn't have multiple experimental groups across biological samples.

N/A. We didn't have multiple experimental groups across biological samples.

HeLa cells (ATCC, CCL-2, lot 70016358)

The cell line has been authenticated by the STR method.

The cell lines were confirmed as mycoplasma negative by DAPI (4",6-diamidino-2-phenylindole) or Hoechst DNA staining and
microscope imaging.

None.

C57BL/6 (female, 8-12 weeks) mice were purchased from the Jackson Laboratory (JAX). Animals were housed 2-5 per cage and kept
on a reversed 12 h light-dark cycle with ad libitum food and water. For the mouse placenta dataset, we used snap-frozen tissue
sections from C57BL/6J x CAST/EiJ matings and performed STARmap to measure expression of 903 genes on the E14.5 mouse




