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BaCkg round/Motivation The aim of this study is to investigate how gene
Spatial transcriptomics (ST) technologies like  The ability to align, or register, two brain expression information should be included during
MERFISH can reveal novel information about sections could potentially lead to a more the alignment procedure. This was accomplished
cell types by providing the full gene expression systematic approach when comparing brain by utilizing ST datasets consisting of three coronal
profiles of cells in tissues, including the brain. structures and regions between sections. brain sections with three replicates each.
Methods/Results Conclusions
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