Table S2. Features of different ST methods.
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% We performed virtual H&E staining using DAPI and eosin (see Methods for details) prior to
RNAscope HiPlex. A tissue permeabilization step with protease in the protocol renders the
tissue unsuitable for subsequent H&E staining. Newer RNAscope protocols utilize alternatives
for tissue permeabilization and are compatible with H&E and immunostaining.



