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Functional Genomics
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Differential expression
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Differential expression

Sample A Reads Sample B Reads
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Differential expression
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Bulk RNA-seq

Tissue

Single-cell Analysis

By,

Bulk Analysis

/

Bulk RNA input

>

=

Average gene expression

from all cells

?

L .

Cellular heterogeneity
masked



Bulk vs single-cell ooe




Bulk vs sin

ole-cell




Bulk vs single-cell °

MONOCYTE BASOPHIL EOSINOPHIL

LYMPHOCYTES NEUTROPHIL



Tissue

Single-cell Analysis

-

Bulk Analysis

Single-cell RNA-seq

V%

Lol

Single-cell input

‘ &=l
2 .0 B

Each cell type has a
distinct expression profile

B

>

Reveals heterogeneity and
subpopulation expression

variability of thousands of cells



Single-cell RNA-seq
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Single-cell RNA-seq
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Single-cell RNA-seq

Seurat Cluster
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Single-cell RNA-seq
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Plate-based
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Droplet-based
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Figure 1. Chromium™ Single Cell 3" Solution. (a) Workflow schematic overview. (b) Formation of GEMs, RT takes place inside each GEM, which is then pooled for cDNA amplification and
library construction in bulk. (c) v2 Single Cell Assay schematic overview.
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