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Spatiotemporal dynamics of molecular pathology in amyotrophic lateral sclerosis
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Transcriptome-wide spatiotemporal atlas of ALS
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Spatial maps of prostate cancer transcriptomes reveal an

unexplored landscape of heterogeneity
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HAT: Nature Communication &X3RBYja]: 2018 £6 B FMEF: 11.878
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Integrating microarray-based spatial transcriptomics and single-cell RNA-seq

reveals tissue architecture in pancreatic ductal adenocarcinomas
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Transcriptome-scale spatial gene expression in the human dorsolateral prefrontal cortex
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