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[2] Spatial transcriptomic technologies
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[3] A side-by-side comparison of Visium V2 data (left) and Visium HD data (right) in FFPE human colorectal
cancer, demonstrating the enhanced discovery power of whole transcriptome spatial gene expression at single

cell-scale resolution.
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Visium HD Spatial Transcriptomic Analysis Pre-view

Visium HD
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CytAssist, Visium HD Spatial Technology

Visium HD =
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[5] Diagram of probe transfer from FFPE tissue sections on glass slides onto a Visium HD slide, facilitated within

the CytAssist instrument. Tissue slides and Visium HD slides are loaded into the Visium CytAssist instrument,

where they are brought into proximity with one another. Gene expression probes are released from the tissue,

enabling capture by the spatially barcoded oligonucleotides present in a hydrogel on the Visium slide surface.
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Visium HD Capture Platform

Visium CytAssist & &l MEHE Probe = Visium HD &2t0|E2| oligonucleotide
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[6] Diagram of Visium HD slide architecture. Visium HD slides contain two 6.5X6.5mm Capture Areas with a
continuous lawn of oligonucleotides arrayed in millions of 2X2um barcoded squares without gaps, achieving
single cell-scale spatial resolution. The data is output at 2um, as well as multiple bin sizes. The 8X8um bin is the

recommended starting point for visualization and analysis.

www.e-biogen.com

&) ebiogen



Visium HD Spatial Gene Expression Articles

About outline, with 10X Genomics platforms

Serial Sections

FFPE

Visium HD
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[7] Analysis of CRC and NAT samples using Visium HD
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About more efficient analysis
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(8] Bin2cell workflow and application to mouse brain Visium HD
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E-biogen’s Visium HD Spatial Gene Expression Serv.

Slide Information
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Moot £2l0|E #42 width 24.8 — 26.0mm, length 74.4 - 762mm 2, 2& FH|1PY-2 10X Genomics 70| =0f|
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Service Features

Visium HD Spatial Gene Expression Serv.= &% Wf RTA g0l Z7HHQ IijEHS HY M= =Fo| idE=2
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NEet 24 &2 M3st ULt [9]

Species compatibility Human, Mouse
Gene+ Human ~18,000 gene, Mouse ~19,000 gene
Tissue compatibility FFPE, Fresh Frozen, Fixed frozen
Capture Area size 6.5 mm X 6.5mm, 1 spot /slide 7|&
Assay Whole Transcriptome

Sample Prep Probe Hybridization CytAssist Probe Library Data Processing

Sequencing

& Imaging & Ligation Probe Capture Extension Construction & Visualization
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