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Backg round Figure 1. Frames-based validation framework. Left panel: Process for recruiting and training pathologists. Right panel: Process for generating Figure 2. Correlation box plots of (A) tumor cell proportion, (B) lymphocyte proportion, and (C) macrophage proportion
image frames, obtaining pathologist annotations, and comparing the pathologist consensus to the Al-derived scores
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e There was no significant difference in correlation with consensus between PathAl-derived and and potentially generalizable approach to interpretation of IHC assays

individual pathologist—derived assessment of positivity on tumor cells (r= 0.837 vs 0.857) (Figure 2)
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