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Spatial Single Cell characterization of SIV reservoirs in lymphoid tissues and B cell follicles in rhesus macaques
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Workflow: SMI visualizes spatially resolved 1K genes for 6 SIV+ NHP lymphoid tissues Profiling of B-cell follicles by GeoMx DSP and CosMx SMI

Dataset metrics ROI selection Spatial mapping of
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Marker gene heatmap GeoMx BCF assighment
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o Altered genes including IL-4, IL-17, and HLA signaling, interferon/inflammation, and B cell development pathways

o >200 differentially expressed genes that would not have been observed with non-spatial approaches.

e CosMx profiling of serial FFPE sections from the same samples augmented the GeoMx observations and provided further elucidation of the
transcriptional profile at single cell resolution.

o Measurement of SIV viral particles with subcellular resolution enables discrimination of productively infected cells from uninfected SIV

reservoirs.

o Spatial context analysis on individual cells accurately reproduces the tissue architecture and immune neighborhoods of the lymph node.
o First measurements of the microenvironment alterations surrounding individual SIV infected cells within the different lymph immune

subcellular resolution
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The GeoMx DSP was used to collect ROIs from B cell follicles from the two groups of NHPs. The CosMx SMI
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was used on matched serial sections to measure expression at single-cell resolution and B cell follicles
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were defined using spatial clustering of the cells assigned to the BCF microenvironment. Heatmaps were
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This spatial profiling provides insight beyond what is available from bulk analyses and shows the role of viral reservoirs in the context of their generated showing the large transcriptional variations discovered between the aCD21 treated and
cellular immune neighborhoods. These results improve our understanding of NHPs as a model system for HIV and may lead to potential treatment

options to eliminate the entirety of the viral reservoir in the infected individual.
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’ transcriptome-plex profiling and the synergy with CosMx single-cell resolution transcriptome profiling.

untreated BCFs for both the GeoMx (left) and CosMx (right), demonstrating spatial discovery with GeoMx

DAPI

Sample and study design CosMx: Differential expression at single cell level within unique tissue niches
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GeoMx DSP spatial analysis of lymph tissue
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Conclusions

* The CosMx Spatial Molecular Imager (SMI) is a single instrument solution for
subcellular spatial analysis: SMI provides sub-cellular resolution of 1000+-plex

and imaging dyes
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*short genes tat, rev, vpr, & vpx were combined in one probe set

FOR RESEARCH USE ONLY. Not for use in diagnostic procedures.
www.nanostring.com | info@nanostring.com
©2022 NanoString Technologies, Inc.



