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Single cell RNA Sequencing &M 7|&
< Single Cell RNA-Seq vs Bulk-Seq >
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Single cell RNA-Seq Bulk RNA-Seq
Goal » Measure the gene expression of individual cells < Measure the average gene expression across the
in a sample population of cells in a sample
« To identify differences between cell types/states « To identify differences between sample

conditions
Feature Separate Populations Average expression level
« Define heterogeneity « Comparative transcriptomics
« Identify rare cell populations « Disease biomarker
« Cell population dynamics « Homogenous systems

Chaudhry et al. scRNA-seq of the Cardiovascular System (2079)

< LUTHOR 3'mRNA-Seq Service >
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Thomas Conrad et al

cids with efficient T7 &
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Feature of LUTHOR

Reverse Transcription

(Oligo(dT) Priming Pl oL — TS
« High Quality Performance for One Cell and Ultra- \ =
low input RNA End Repair e :
- Direct Counting for Gene Expression l
T7 RNA-Polymerase
Quantification o vitro ' ts—?-
. Transcription s
 One cell — One Comprehensive I s : :
¥ re
« THOR™ Amplification s - s
Purification
» Direct RNA Amplification method < THOR Amplification Technology >
e e
ow EFH AR e
: LUTHOR 3' mRNA-Seq 1 cell (HEK293T) 1,000 - 15,000
§ ® MIRNA
é‘ » ANA RT-8eqvé 3 D cell (K562 ~ 6,000 - 8,000
» Intergenic
E ® Intron SMART-Seq Single Cell (WTS) cell (GM22601) ~9,000 - 10,500
g ® Bxon i
= GEL-Seq 2 (C1 HT) (WTS) cell (mES ~7,000=
@
Y
K] SMART-Seq 2 (WTS)* 1 cell (mES) ~8,000 - 9,000°
10pg 100pg 1HEK 10HEK
UHRR UHRR cell cells SMART-Seq 3 (WTS)* 1 cell (HEK293FT ~11.000 — 12.000°

# Feature distribution of uniquely mapped reads for LUTHOR 3'mRNA-Seq. The majority of

*Obtained from manufacturers specifications [1] and from published benchmarking studies [2,3]
LUTHOR reads generated from 10 and 100pg UHRR, or 1 and 10 single HEK283Tcells map to

at 1 M reads'sample, threshold of =1 Counts Per Million {GPM). Methods are shown for 3°-5eq

exonic sequences,

“Single-Cell” RNA-Seq

Merging of Gene Expression

and whole transcriptome sequencing (WTS). ** Academic protocol.

LUTHOR RNA-Seq

One cell - One Comprehensive

Profiles of Hundreds of Cells

Expression Profile
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XEAFO A= Bulk RNA-Seq # B+ OFL|2t droplet based

S8t

A0 10X GenomicsE 0|83+ Single cell RNA-SeqE

A2, direct RNA amplification 7|& 1t one-step 3' RNA-Seq library MZ 7|&0] HSEl LexogenAtol
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< Ebiogen’s RNA-Seq Guide Map >
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Single cell
RNA-seq

individual cells
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cell types/states

Trajectory ""'RN‘Z‘.I‘?"P’ES"I‘M“ Standard RNA-Seq Exosomal
protiling only Small Small
RNA-seq RMNA-seq
= microRNA = Exosomal
* expression micro RNA
Total Bacteria ] :?]r;gl;;i?em gg:ﬁgﬁ:e
;?;;EE; QuantSeq 3° RNA-seq RNA scq - GOJPathway b
RHEES S + IncRNA expression * GO/Pathway
« 1~100 cell _ = e
« Ultra Low = Low quality mRNA-seq = rRNA
input RNA sample (FFPE) depletion
(10~100pg) = Low input = Gene = mRMA
« Amplification RMA (1ng) expression expression
I [:E’romoter) = Cost-efficient = |soform analysis
= [NDEL / SNP
= MISO
Hu 29 >
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