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Pltfrm spacifceton: The st rsnsrtonies ()i feeures sides wih o 14 < 10 Berode pethg ey The capre pobes are pirted
32 spots (14

mm printable area, containing 786 432 spots 14 pm) with 1 pm spacing. Each spot holds 2-  onto_the- slides _using photolithography, an error _prone
5 millon captare rabes congiaing of a cleavage it, Nextera sequence. uriaue molecuiar identier,  technology. () shows th recal rte of probes, which is
spatial barcode, and oligo(dT). Printing can be done n full density, 1/2 density, or 1/4 density approximately 70% for the 1/ design. (B) presents

mber of efrors per  barcode,

with deletions being the most common errors.
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Fluorescence cDNA foslprints: Fiuorescent cONA focprints  In-house lbarypreparations: Compariso of ol
from olfactory bulb tissue were successfully generated by  coding genes detected using our ivhouse library  UNIVERSITEIT
mcmpnralmg Cy3-dCTPinto _the reverse nransmpmn (RT)  preparation method versus QuantSeqPool (Lexogen)  OENT
mix. Aftertissue digestion, the slide was scanned with identical RNA Input quantities. Both methods
Vg & Ruoresconce scanner o vievalne the footpints. The  yield comparsbieresure
was achieved using the Visium 10X Genomics RT reaction mix. E
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