Exploiting the spatial dimension

The power of single cell spatial transcriptomics

From single cells & and their spatial location to characterization of tissues
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Supported ST technologies: Visium (HD), Xenium, CosMx among others
Additional services: gene panel design, cell segmentation, integration with scRNA-seq, & more
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https://journals.plos.org/ploscompbiol/article?id=10.1371/journal.pcbi.1010097

