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» Single-Cell RNA-Seq provides transcriptional profiling of thousands of
individual cells.
Timeline of Single Cell Sequencing Milestones
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Wang, Y., & Navin, N. E. (2015)
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Single-Cell Analysis
@
o ° o
o, g. @
& L)
.'I e 0F
* * ‘ 5 Reveals heterogeneity
° Single-Cell input # and subpopulation
= Each cell type has a distinct expression variability of
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Bulk Analysis
Bulk RNA input Average gene expression Cellular heterogeneity
from all cells masked

Single-cell sequencing can detect heterogeneous information
that cannot be obtained by sequencing of mixed samples.



Solid Tissue Dissociation
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) ol feltofollol.L.lols

Microwell chip

Single-cell

suspension “E Microfluidic

Sectioning

Micropipetting
Micromanipulation

|.. 00 |

Patch clamp



Florescent Activated Cell Sorting (FACS) ©
+© suspension
> High purity of the sorted population; ¢ &iggﬁg
> Sort as many as 300,000 cells per |—-_, E + 635 nm
minute; = g
» Machine can be set to ignore g J o i ‘;_
droplets containing dead cells. / o © .. \
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Zheng, GZ. et al. (2017)
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https://www.ncbi.nlm.nih.gov/pubmed/28091601
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Ranzoni et al., 2019



DBiT-seq: Single cell sequencing technology with spatial
location information
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How to get dynamic information of single cell ?
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s4U can convert T to C
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Erhard, F., et al. Nature. 2019 3



converting T to C
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Erhard, F., et al. Nature. 2019
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convert G to A
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Kiefer L, Schofield J A, Simon M D . Journal of the American Chemical Society, 2018.
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The bulk data showed that s4U treatment convert T to C
successfully

The conversion rates in BY4741 cells labelled with s*U (50uM, 1h)

A:.LA:.LT C>A C>G C>T G>A G>C G>T T:LT:LG
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Thank you for listening!
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