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> | oo MERFISH 1.0 MERFISH 2.0 » Genes with lower expression are much more likely to be detected with MERFISH 2.0, leading to a reduced cell-dropout rate in single cell analysis, and producing the accurate, robust data needed for confident spatial analyses.
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1‘°LO;?OtZr;’nS;?ptSjé’e” » = The MERSCOPE Ultra Platform with a 960-gene MERFISH gene panel enabled the accurate spatial profiling of hundreds of mRNA in intact tissue context, allowed for simultaneous study of health and AD human cortical tissue, removing any potential batch effects
Figure 2: MERFISH 2.0 substantially improved RNA detection efficiency in human brain. To evaluate the performance of MERFISH 2.0 = The 960-gene human brain panel allowed for deep profiling of neuronal subtypes and mechanistic investigation of neurodegenerative pathway changes associated with Alzheimer’s Disease.
chemistry, samples from human cortex were run with matched 815-plex MERFISH 1.0 or 2.0 gene panels. RNA transcript counts per 100pum? » Co-detection of AB protein showed changes in cellular composition in spatial proximity to plaques, and uncovered genomic changes within cell types in contact with plaques.
(A) and counts per cell (B) were used to evaluate sensitivity. C) Correlation of MERFISH counts with bulk RNAseq show high correlation with = Gene expression of known neuronal markers such as ATPB24 and SYT1 was altered by proximity to the plaque within glutamatergic and GABAergic neurons.

biological references. Higher sensitivity resulted in more cells passing QC (D) and more cell types (E) identified with MERFISH 2.0. * These types of mechanistic investigations into Alzheimer’s Disease are only possible through the combination of spatial imaging, gene expression quantification, and protein detection.
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