Spatial Transcriptomics Platform Decision Tree

Phase Discovery [ Validation J
A N e ¢ N\ ¢ N
Panel Whole Whole Targeted and
ltranscriptome) (transcriptome) (custom add-on
p Y p Y . Y p Y N Y
Resolution Low Mid High Low High
| (bulk RNA-seq) | |  (1-10 cells) (1-2 cells) (1-2cells) || (single-cell)
| . ¢
HC Antibodies [ Antibodies ]
available available
, v - v . , v . v - Y .
Platform GeoMx DSP Visium Visium HD Xenium In Situ CosMx SMI
(N S A (55 ”m) J (N (2 Um) S A J (. J
NGS-based NGS-based NGS-based Image-based Image-based
Post-run H&E Post-run H&E
'd " Y ' " N 'd " Y ' " N 'd " N
Size 660x 785 um || 6.5x6.5mm 6.5x 6.5mm 12 x24 mm 15x20 mm
L (about 30 ROIs) ) S4 capture areas/slide)/ \(2 capture areas/slide)/ \(three mouse brains)/ \(three mouse brains) )
Panel 250 ] { 5k 1k ] ( 6k

This decision tree is intended as a general guide to help orient platform selection based on key technical factors.
However, the optimal spatial transcriptomics platform may vary depending on your specific study design,
sample type and availability, research goals, and data analysis expectations. Always consult with us to
ensure the chosen method aligns with your project’s unique needs.



