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Spatial transcriptomics
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Human Protein Atlas (Uhlén et al. Science. 2015)

Table 1. Number of genes in each specificity category in the breast cell fypes.
Cell type Very high High Moderate
Breast glandular cells 30 250
Breast glandular cells (progenitors) 20
Breast myoepithelial cells 0 60
Adipocytes (Breast) 239 29
Endothelial cells B9 98 101
Smooth muscle cells i T
Fibroblasts 23 140
Macrophages 51 35 41
T-cells 13 i 125
Flasma cells 121 T 29
All cell types 540 455 822

“ https://www.proteinatlas.org/humar
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