Leveraging CRISPR-Cas9 screening platform for discovery of
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Figure 4: Development of in vitro tumor/macrophage two-round competition co-culture
RESULTS platform. (A) Schematic diagram of 2-round co-culture; (B) CD47+ tumor cells are further
enriched after 2-round co-culture.

Figure 8: Positive selection screen strategy for in vitro DLD1/Raw264.7 co-culture. Comparison
analysis of NGS data was made between macrophages and tumor cells from co-culture.
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