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~ DAPI Fig. 2 Regions of interest for collection of immune gene RNA probes. IHC PBMCs matched to serial sections to identity complete

Fig. 1 Matching serial sectlons of human lymph nodes A) 20X scan |maged on the GeoMx DSP.  staining of a serial section of each lymph node was used to distinguish regulatory pathways for HIV cure targets.
B) Serial section stained for HIV Gag (p24) to serve as an overlay for region of interest selection.  between HIV infected (p24) or HIV uninfected germinal centers.
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