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a)  Image taken from: https://pngimg.com/image/100728 / expression is shown for a gene set of five genes. The bottom right side shows gene
b)  Image taken from: https://getdrawings.com/cute-mouse-drawing expression of the five genes across selected datasets using small multiple heat maps, Overall, our extension of BrainTrawler provides neuroscientists simple access to a unique
,—.\ whereas the bottom left side shows a selected gene with more details. Colors are scaled collection of connectivity and gene expression data up to cell-type resolution. The
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