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Classical monocytes e  Custom Morphology Markers (Fig 2-3) select and enrich for tumor
Non-Classical monocytes subtypes, even in cell-dense environments.
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TTF-1-, p40-, CD45- Tumor microenvironment Figure 3. (a) Representative layout of an ROl along the Lung sample outlined within the white box. Fluorescence colors are tumor biology. The multiomic analysis of RNA and protein in concert provides
conserved from Figure 2. White scale bar = 300 um, (b) ROl identified in (a). Scale bar = 200um, (c) TTF-1+ segment of ROI a complete picture of the expression landscape.
Table 1. Segmentation strategy and cell type for molecular profiling. in (a). Scale bar = 200um, (d) p40+ segment of ROl in (a). Scale bar = 200um.
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