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Figure: Stereo-seq dissects the adult mouse brain with cellular
resolution Chen et al.,, 2022, Cell 185, 1777-1792
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Spatially resolved gene regulatory and disease-related vulnerability map of the adult Macaque cortex
Nat Commun. 2022; 13: 6747 Published online 2022 Nov 8. doi: 10.1038/s41467-022-34413-3
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Spatiotemporal transcriptomic atlas of mouse organogenesis using DNA nanoball-patterned arrays
Cell 2022 May 12;185(10):1777-1792.e21. doi: 10.1016/j.cell.2022.04.003.
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The single-cell stereo-seq reveals region-specific cell subtypes and transcriptome profiling in Arabidopsis leaves
Dev Cell 2022 May 23;57(10):1299-1310.e4. doi: 10.1016/j.devcel.2022.04.011.
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High-resolution 3D spatiotemporal transcriptomic maps of developing Drosophila embryos and larvae
Dev Cell 2022 May 23;57(10):1271-1283.e4. doi: 10.1016/j.devcel.2022.04.006.
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Spatiotemporal mapping of gene expression landscapes and developmental trajectories during zebrafish embryogenesis
Dev Cell 2022 May 23;57(10):1284-1298.e5. doi: 10.1016/j.devcel.2022.04.009.
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Spatially-resolved transcriptomics analyses of invasive fronts in solid tumors
BioRxiv Posted October 22, 2021. doi: https://doi.org/10.1101/2021.10.21.465135
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