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Pan-cancer single-cell landscape of tumor-infiltrating T cells (CD8 T cell) %
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BioTuring majer cell type prediction - Humz
Louvain dlustering - (resolution 1)

Louvain clustering - (resolution 0.2
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AUCell enrichment
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Clonotype
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Interactive image viewer
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.or and peripheral blood immune landscape in human pancreatic cancer (PBMC)
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Cytoplasmic ribosomal proteins
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Pan-cancer single-cell landscape of tumor-infiltrating T cells (CD8 T cell)
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