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Density gradient
centrifugation
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B =
v
Step 3 Steps 6-12
Frozen brain tissue Step 5 Immunostain for
(fresh tissue or cell line) Nuclei quality and yield neuronal enrichment
B3 _ - V (optional)

Filter

l Nuclel lysis and cDNA synthesis

A h (Smant-50G2  fm— »

A //// ) A l Step 19
e—— - 7 >4 4
.d . or other method) - A b
Steps 13-18
k & f il Single nucleus capture by FACS
Steps 20-23 {or by micromanipulation
\ or with microfiuidic device)

Quality control
{aPCR)
Staps 24-47
RNA-seq and data analysis
{llumina or other platform)

8 2. snRNA-seq workflow overview.[7]
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Ebiogen Services

O|HFO|RFZ 10x Genomics Chromium E &S 7|2 E Single Nucleus RNA Sequencing (snRNA-seq) 3
Single Cell RNA Sequencing (scRNA-seq) AMH|AE HESoot ME +3FEH o 22|, 2H0[222] A%
AEEIR e M HES 85I, 32 =&, 2|7t o2 =&, M4 =X, g, HINE 5 Lot dE
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Single Nucleus RNA Seq Service

Sample requirement Tissue : Frozen Tissue 200 mg Ol &

Library method 10X Genomics GEM-X 3’ technology

Number of Target nuclei ~ 20,000 Nuclei

Turnaround Time ~4 weeks after Cell counting & QC

Sample type Tissue

Data analysis EXSCEA Report, UMAP, t-SNE, PCA, Clustering heatmap (Seurat/Loupe 7|8t EM & &
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Single Cell RNA-Seq Service

Cell ling, Primary cell, FACS sorted cell : 250,000 cells (Viability > 70%)
Sample requirement
Tissue : Fresh Tissue 200 mg O|% (in MACS buffer)
Library method 10X Genomics GEM-X 3 technology
Number of Target cell ~ 20,000 cells
Turnaround Time ~4 weeks after Cell counting & QC
Sample type Cell, Tissue*
Data analysis EXSCEA Report, UMAP, t-SNE, PCA, Clustering heatmap (Seurat/Loupe 7|8t &4 X& &)
&1 23
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