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Product Introduction

Lib Prep Reagent

N Box 3 -20°C
As one of MGI's single cell series products, DNBelab C series high-throughput single-cell RNA !
library preparation set V3.0 consists of droplet generation reagents, high-throughput library P.@E’l_ef _R_e:ag?r]t ______ R ," Sample Barcode Reagent
preparation reagents and sample loading flow cell; Droplet generation instrument TaiM 4 can run Box 2 -20%C \\\ ‘- 5 ) Box 5 -20°C

1to 4 samples per run; Data quality control analysis package DNBC4 tools is free.

Single-cell
Droplet Generator
Droplet Reagent Flow Cell
Box14°C . TTmmmmmmmmmmmmm T
Single-cell o Box 4 10 30°C
Library Prep Reagents
mal Data Analysis
Package Advantages
uﬂmlzﬁ':'r"’“j
¢ Sensitive detection of genes ¢ 1-4 samples per run to choose from flexibly
« Efficient and stable cells recovered » Fast droplet generation

* Accurately identifying multiple cell beads
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Performance Parameters

Input cells

Estimated number of cells
Cells Recovered Rate
Multiplet rate

Median UMI counts per cell

5,000 -30,000
Up to 20,000
=50%
1,000 cells/0.4%
>5,000 (PBMC)

Number of | Recommended | Raw Data

Target Cells|  Input Cells (Zlarsﬁe;lce'?/
5,000 10,000 250+
10,000 20,000 500+
15,000 | 30,000 | 750+

cDNA Library Sequencing

G400 Sequencing
(4 Lanes/Flow Cell,
2 Flow Cells/Run)

6 Samples/Flow Cell,
12 Samples/Run

3 Samples/Flow Cell,
6 Samples/Run

2 Samples/Flow Cell,
4 Samples/Run

T7 Sequencing
(4 Flow Cells/Run)

16 Samples/Flow Cell,

64 Samples/Run

9 Samples/Flow Cell,

36 Samples/Run

6 Samples/Flow Cell,
24 Samples/Run

T20 X2 Sequencing
(6 Flow Cells/Run)

96 Samples/Flow Cell,
576 Samples/Run

53 Samples/Flow Cell,
318 Samples/Run

35 Samples/Flow Cell,
210 Samples/Run

Oligo Library Sequencing

G400 Sequencing
(4 Lanes/Flow Cell,
2 Flow Cells/Run)

Median genes per cell >2,000 (PBMCQC)

T7 Sequencing
(4 Flow Cells/Run)

T20 X2 Sequencing
(6 Flow Cells/Run)

Raw Data
(M Reads/Sample)

6 Samples/Flow Cell,
48 Samples/Run

80 Samples/Flow Cell,
320 Samples/Run

96 Samples/Flow Cell,

50+ 576 Samples/Run

Multiplet Rate Cells Recovered Rate
7.00% 70.00% Simultaneous Sequencing Of Mixed cDNA And Oligo Libraries
dier g 50.00% TR | | |
R:=009884 .-° .00% :
6.00% 58.31% 8.51% Number of = Recommended |~ Raw Data G400 Sequencing T7 Sequencing T20 %2 Sequencing
5.00% 50.00% Target Cells|  Input Cells (M Readis (4 Lanes/Flow Cel, (4 Flow Cells/Run) (6 Flow Cells/Run)
/Sample) | 2 Flow Cells/Run) |
4.00% = 40.00%
5.000 10.000 350 4 Samples/Flow Cell, 12 Samples/Flow Cell, 80 Samples/Flow Cell,
3.00% 30.00% ’ ’ + 8 Samples/Run 48 Samples/Run 480 Samples/Run
.. I
2.00% 20.00% 2 Samples/Flow Cell, 8 Samples/Flow Cell, 46 Samples/Flow Cell,
."" 10.000 20.000 600+ 4 Samples/Run 32 Samples/Run 276 Samples/Run
1.00% 10.00%
0.00% 0.00% 15.000 30.000 800+ 2 Samples/Flow Cell, 5 Samples/Flow Cell, 32 Samples/Flow Cell,
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4 Samples/Run

20 Samples/Run
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Data Analysis One-stop Platform

MGl provides a one-stop platform for single-cell research, including tissue preservation reagents to main-
= = — tain the freshness of samples within 72 hours to prevent mRNA degradation. MGl also provides a single

20,313 19,083 5245 70,614 m——mm (,;"m sample preparation protocol for more than 50 different species. Single-cell sorting droplet microfluidic
- an-’ a»- | platform-TaiM 4 can run 1 4 flexible samples. Automated library preparation platform SP-100 com-
. = = Sl S pletes1 8 single-cell libraries preparation. Gene sequencer G400, T7, and T20X2 complete sequencing
= at < oD - . . ) . .
Al I - of different amounts of libraries. The data quality control analysis platform DNBC4Tools convert sequenc-
| b ) - =D ing data into single-cell data matrix files.

Storage Samples > Samples labeling & Library Prep High-throughput Data

& Transport Prep (Automation is optional) Sequencing Analysis

TR R TURE T 1)

One-click Deployment Excellent Syst
: p_ v Rich Visual Content reeten . ys =
& Operation Compatibility

Sequencing

L Wy

G400
8 Samples/run (32h)

Tissue Storage

1 3' RNA, ATAC,
coue o = o Reagent

5’RNA&V(D)J

C4Tools

(2°C 8°C, 72h)

[ = v
Sample adaptation

ple 2 48 Samples/run (16h)
whitelist (200+) : SP-100
Sample preparation 1 8 Samples/run

protocols (50+) ﬁ]

—_———

CLab-LN55K TaiM 4 S ZTRON Series

22,000 55.000 T20X2
Tubes 480 Samples/run
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Tested Data

Currently, research or applications based on MGI's DNBelab C series single-cell 3'RNA library preparation kit covers a wide

range of sample types, including more than 300 samples from more than 50 species of animals such as human, mouse,

plants, etc.

Human Bladder Cancer

Input cells: 10,000

6,176 6,157 2,572 46,721

Beads ta cells

ki=——EI¥ TR =
N b=

Human Kidney Cancer

Input cells: 10,000

5,659 15,523 3,123 48,954

Heads to cells
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Human PBMC

Input cells: 10,000

7,602 3,265 1,934 20,313

Beads to cells

= e
ERE Y

Mouse Brain Nuclei

Input cells: 20,000

11,159 5,476 2,796 42,822

Beads to calis

) P
R &
r -

The tested data shows that the cell recovered rate of sample types such as human PBMC cells, brain cell nuclei, adipocyte nuclei,

and mouse lung cancer cells is more than 50%, and the median number of genes detection is more than 2,000 or close to 2,000;

complex sample types such as OCT-embedded samples, birds, and plants all have good data performance.

Peanut Protoplasts

Input cells: 20,000

14,183 1,891 1,263 18,847

Beads 1o gells

Input cells: 10,000

15,121 5,218 2,273 21,190

Beads to ceils

g B

Mouse Lymph Node

Input cells: 10,000

6,967 1,947 1,219 23,895

Beads to cells

Mouse Spleen

Input cells: 20,000

12,177 3,240 1,207 17,147

Beads to cells

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0
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Data Performance

© Repeatability test- PBMC ©
nFeature_RNA I nCount_RNA
° ; e f)

....... g r‘ g
X

© Comparison of different versions - PBMC

nFeature_RNA nCount_RNA

Repeatability test- Mouse brain nucleus

nFeature_RNA

4l

nCount_RNA

percent.mt

g E§sg¢

EI
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© Comparison of different platforms - TaiM 4 V3.0 VS ComA

2 2w
Protoplast "
Input Cells: 20,000
s
Taim 4

Recovered cells Sequencing data

13,596
1,320
660
Muscle nucleus
Input Cells: 20,000 728
TaiM 4 ComA

Recovered cells Sequencing data

nFeature_RNA nCount_RNA
00 © b=

:¢§§ : l 1 g

3,240

\ 2,357

1207 1135

TaiM 4 ComA

I Median genes|lil Median UMI

4,485

4m8
. .
TaiM 4

I Median genes il Median UMI
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Application Cases

Case 1 Single-cell atlas of Macaca fascicularis

Total collinucieus raembar 1,144,708 L

Han, L. et al, Nature 2022

45 organs or tissues dflacaca fascicularis

Methods

Using DNBelab C4 scRNA library preparation system and
DNBSEQ sequencing platforms, single-cell transcriptome
sequencing was performed on the main tissues and organs
(lung, kidney, liver, pancreas, brain, aorta, thyroid, parotid
gland, and blood) of cynomolgus monkeys, and established
single cell transcriptome database of Macaca fascicularis.The
transcriptome database has identified 44 main cell types of
cynomolgus monkeys, and completed the construction of
non-human primate single-cell map V1.0 for the first time in
the world, which has an important guiding role in the develop-
ment of new crown drugs and vaccines.

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0

Case 2 Human totipotent stem cell

&

Mazid, MA. et al, Nature 2022

Human embryonic-like cells at the 8-cell stage (8CLC)

Methods

Using DNBelab C4 and DNBSEQ sequencing platforms,
single-cell transcriptome (scRNA-seq) and chromatin
accessibility sequencing(scATAC-seq) were performed on
8CLC-induced cell samples, and the characteristics of the
8CLC population were analyzed in detail. The four induction
time points delineate the dynamic changes of transcrip-
tome and chromatin opening during 8CLC induction,
providing an important platform and resource for studying
zygotic genome activation and developmental regulation at
the human 8-cell stage.

Case 3 Zebrafish development and differentiation Case 4 Ant brain nuclei
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Liu, C. et al, Developmental Cell 2022

Zebrafish embryo

Methods

The experiment was performed at six key developmental time
points within 24 h of fertilization in zebrafish embryos, using
Stereo-seq technology to analyze a total of 91 sagittal frozen
sections, and draw a spatiotemporal transcriptome map of
zebrafish early embryonic development. Stereo-seq and
scRNA-seq data were integrated at each key developmental time
point to construct the spatio-temporal developmental trajectory
of cell fate transition and cell molecular changes during zebrafish
embryonic development, and to explore the relationship
between cell space microenvironment and differentiation
direction associated.

i Workar Queen
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Li, Q. et al. Nature Ecology & Evolution 2022

Ant brain

Methods

This study constructed brain cell atlases of four different
castes of ants, revealing the neural basis for brain special-
ization and caste-specific behavioral differences that
emerge with social organization. The study also demon-
strated the plasticity changes that occur in the brain during
the maturation process of ant queens and identified key cell
groups that regulate their fecundity and longevity.

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0 | 12
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About
MGI Tech Co., Ltd.

MGI Tech Co., Ltd. (orits subsidiaries, together referred to MGlI), is committed to building core tools and technologies
that drive innovation in life science. Our focus lies in research & development, manufacturing, and sales of instru-
ments, reagents, and related products in the field of life science and biotechnology. We provide real-time, multi-om-
ics, and full spectrum of digital equipment and systems for precision medicine, agriculture, healthcare and various
other industries.

Founded in 2016, MGl has grown into a leader in life science, serving customers across six continents and have
established research, manufacturing, training, and after-sales service facilities globally. MGl stands out as one of the
few companies capable of independently developing and mass-producing clinical-grade gene sequencers with
varying throughput capacities, ranging from Gb to Tb levels. With unparalleled expertise, cutting-edge products, and
a commitment to global impact, MGI continues to shape the trajectory of life sciences into the future.

As of June 30, 2025, MGl has a team over 2,277 employees, with research and development personnel accounting for
approximately 29.21%. Our business spans over 110 countries and regions worldwide, serving more than 3,560 users.
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Product Introduction

As one of MGI's single cell series products, DNBelab C series high-throughput single-cell RNA
library preparation set V3.0 consists of droplet generation reagents, high-throughput library
preparation reagents and sample loading flow cell; Droplet generation instrument TaiM 4 can run

1to 4 samples per run; Data quality control analysis package DNBC4 tools is free.

Single-cell
Droplet Generator

Single-cell
Library Prep Reagents

mal Data Analysis
Package

e 1M ¢

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0



Droplet Reagent

Box 2 -20°C ~

Lib Prep Reagent
! Box 3 -20°C

! Sample Barcode Reagent

’ Box 5 -20°C

Box 1 4°C

Advantages

¢ Sensitive detection of genes
« Efficient and stable cells recovered

¢ Accurately identifying multiple cell beads

Box 4 10 30°C

¢ 1-4 samples per run to choose from flexibly

« Fast droplet generation

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0
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Performance Parameters

7.00%

6.00%

5.00%

4.00%

3.00%

2.00%

1.00%

0.00%
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Input cells

Estimated number of cells
Cells Recovered Rate
Multiplet rate

Median UMI counts per cell

Median genes per cell

Multiplet Rate

1]

¥ = 2E-06x + 00033 g
RI=0.0884 .°

5000 10000 15000 20000 25000 30000 35000

70.00%
60.00%
50.00%
40.00%
30.00%
20.00%
10.00%

0.00%

5,000 -30,000
Up to 20,000
=50%
1,000 cells/0.4%
>5,000 (PBMC)
>2,000 (PBMCQ)

Cells Recovered Rate

8.51%

58.31%

PBMC




cDNA Library Sequencing

Number of | Recommended =~ Raw Data (figr?ezigzivnggﬁ T7 Sequencing T20 X2 Sequencing

Target Cells Input Cells (gﬂa;esgj/ 2 Flow Cells/Run)v (4 Flow Cells/Run) (6 Flow Cells/Run)
s oom  mo | SSFpeEuCl  splesrionca  9smpesfioncel
oo o s | SRSl oSmpesfoncl S co
T = S ¥ e el i

Oligo Library Sequencing

Raw Data (A?T_Ca)r?ei/el?lz;mclz& T7 Sequencing T20 X2 Sequencing
(M Reads/Sample) ' (4 Flow Cells/Run) (6 Flow Cells/Run)
2 Flow Cells/Run)
6 Samples/Flow Cell, 80 Samples/Flow Cell, 96 Samples/Flow Cell,
50+ 48 Samples/Run 320 Samples/Run 576 Samples/Run
Simultaneous Sequencing Of Mixed cDNA And Oligo Libraries
Number of | Recommended REAWRDaga G400 Sequencing T7 Sequencing T20 %2 Sequencing
Target Cells Input Cells (M Reads (4 Lanes/Flow Cell. (4 Flow Cells/Run) (6 Flow Cells/Run)
‘ /Sample) | 2 Flow Cells/Run) | |
4 Samples/Flow Cell, 12 Samples/Flow Cell, 80 Samples/Flow Cell,
5.000 10.000 350+ 8 Samples/Run 48 Samples/Run 480 Samples/Run
2 Samples/Flow Cell, 8 Samples/Flow Cell, 46 Samples/Flow Cell,
10,000 20.000 600+ 4 Samples/Run 32 Samples/Run 276 Samples/Run
15.000 30.000 800+ 2 Samples/Flow Cell, 5 Samples/Flow Cell, 32 Samples/Flow Cell,

4 Samples/Run 20 Samples/Run 192 Samples/Run

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0 = 04



Data Analysis

20313 19083 5245 70614 oy c» o> «»
an’ a»’ |

Beads to celis

s i

One-click Deployment Excellent Syst
: p_ v Rich Visual Content reeten . ys =
& Operation Compatibility

Sequencing

L
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One-stop Platform

MGl provides a one-stop platform for single-cell research, including tissue preservation reagents to main-
tain the freshness of samples within 72 hours to prevent mRNA degradation. MGl also provides a single
sample preparation protocol for more than 50 different species. Single-cell sorting droplet microfluidic
platform-TaiM 4 can run 1 4 flexible samples. Automated library preparation platformm SP-100 com-
pletes1 8 single-cell libraries preparation. Gene sequencer G400, T7, and T20X2 complete sequencing
of different amounts of libraries. The data quality control analysis platformm DNBC4Tools convert sequenc-
ing data into single-cell data matrix files.

Storage Samples > Samples labeling & Library Prep High-throughput Data

& Transport Prep (Automation is optional) Sequencing Analysis

G400
8 Samples/run (32h)

Tissue Storage
Reagent
(2°C 8°C, 72h)

3 RNA, ATAC,
5'RNA&V/(D)J

C4Tools

[ = v
Sample adaptation 2

we 48 Samples/run (16h)
whitelist (200+) SP-100
Sample preparation

tocols (504) . 1 8 Samples/run
protocols I ﬁ
—————
L -
Clab-LN55K T

TaiM 4 ZTRON Series
22,000 55,000 T20X2

Tubes 480 Samples/run
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Tested Data

Currently, research or applications based on MGI's DNBelab C series single-cell 3'RNA library preparation kit covers a wide

range of sample types, including more than 300 samples from more than 50 species of animals such as human, mouse,

plants, etc.
Human Bladder Cancer Human PBMC
Input cells: 10,000 Input cells: 10,000
6,176 6157 2,572 46,721 7,602 3,265 1,934 20,313

Human Kidney Cancer Mouse Brain Nuclei

Input cells: 10,000 Input cells: 20,000
5,659 15,523 3,123 48,954 11,159 5,476 2,796 42,822

. ”
P o i
Lo
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The tested data shows that the cell recovered rate of sample types such as human PBMC cells, brain cell nuclei, adipocyte nuclei,

and mouse lung cancer cells is more than 50%, and the median number of genes detection is more than 2,000 or close to 2,000;

complex sample types such as OCT-embedded samples, birds, and plants all have good data performance.

Peanut Protoplasts Mouse Lymph Node

Input cells: 20,000 Input cells: 10,000
14,183 1,891 1,263 18,847 6,967 1,947 1,219 23,895
Beadsto cells Beadstocells

|
it
e
|

»

-
T o
L

Mouse Spleen

Input cells: 10,000 Input cells: 20,000
15,121 5,218 2,273 21,190 12,177 3,240 1,207 17,147
Beads to cells Beads to cells

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0
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Data Performance

© Repeatability test- PBMC © Repeatability test- Mouse brain nucleus
o nFeature_RNA nCount_RNA I percent.mt nFeature_RNA nCount_RNA percent.mt
> P : PO PO
.. e

© Comparison of different versions - PBMC

nFeature_RNA nCount_RNA

percent.mt .
6000 . 10 cz‘:w & o e ., &-’ =
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© Comparison of different platforms - TaiM 4 V3.0 VS ComA

3.240

12177 12,217 \
2,357
612 ’
Protoplast
1.207 1135
Input Cells: 20,000
735
" TaiM 4
TaiM 4 ComA
Recovered cells Sequencing data
B Median genes [lil Median UMI
13,596
4.485
1320 —_—  ams
660

1,755
Input Cells: 20,000 o . -

TaiM 4 ComA TaiM 4 ComA

Recovered cells Sequencing data
I Median genes|Jlil Median UMI

nFeature_RNA nCount_RNA

TV
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Application Cases

Case 1 Single-cell atlas of Macaca fascicularis

Total collinucieus raembar 1,144,708 L]

MY

i

0132348

Han, L. et al, Nature 2022

45 organs or tissues dflacaca fascicularis

Methods

Using DNBelab C4 scRNA library preparation system and
DNBSEQ sequencing platforms, single-cell transcriptome
sequencing was performed on the main tissues and organs
(lung, kidney, liver, pancreas, brain, aorta, thyroid, parotid
gland, and blood) of cynomolgus monkeys, and established
single cell transcriptome database of Macaca fascicularis.The
transcriptome database has identified 44 main cell types of
cynomolgus monkeys, and completed the construction of
non-human primate single-cell map V1.0 for the first time in
the world, which has an important guiding role in the develop-
ment of new crown drugs and vaccines.

DNBelab C Series High-throughput scRNA Library Preparation Set V3.0

Case 2 Human totipotent stem cell

&

Mazid, MA. et al, Nature 2022

Human embryonic-like cells at the 8-cell stage (8CLC)

Methods

Using DNBelab C4 and DNBSEQ sequencing platforms,
single-cell transcriptome (scRNA-seq) and chromatin
accessibility sequencing(scATAC-seq) were performed on
8CLC-induced cell samples, and the characteristics of the
8CLC population were analyzed in detail. The four induction
time points delineate the dynamic changes of transcrip-
tome and chromatin opening during 8CLC induction,
providing an important platform and resource for studying
zygotic genome activation and developmental regulation at
the human 8-cell stage.




Case 3 Zebrafish development and differentiation Case 4 Ant brain nuclei
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Liu, C. et al, Developmental Cell 2022

Zebrafish embryo

Methods

The experiment was performed at six key developmental time
points within 24 h of fertilization in zebrafish embryos, using
Stereo-seq technology to analyze a total of 91 sagittal frozen
sections, and draw a spatiotemporal transcriptome map of
zebrafish early embryonic development. Stereo-seq and
scRNA-seq data were integrated at each key developmental time
point to construct the spatio-temporal developmental trajectory
of cell fate transition and cell molecular changes during zebrafish
embryonic development, and to explore the relationship
between cell space microenvironment and differentiation
direction associated.
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Ant brain

Methods

This study constructed brain cell atlases of four different
castes of ants, revealing the neural basis for brain special-
ization and caste-specific behavioral differences that
emerge with social organization. The study also demon-
strated the plasticity changes that occur in the brain during
the maturation process of ant queens and identified key cell
groups that regulate their fecundity and longevity.
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About
MGI Tech Co., Ltd.

MGI Tech Co., Ltd. (orits subsidiaries, together referred to MGI), is committed to building core tools and technologies
that drive innovation in life science. Our focus lies in research & development, manufacturing, and sales of instru-
ments, reagents, and related products in the field of life science and biotechnology. We provide real-time, multi-om-
ics, and full spectrum of digital equipment and systems for precision medicine, agriculture, healthcare and various
other industries.

Founded in 2016, MGl has grown into a leader in life science, serving customers across six continents and have
established research, manufacturing, training, and after-sales service facilities globally. MGI stands out as one of the
few companies capable of independently developing and mass-producing clinical-grade gene sequencers with
varying throughput capacities, ranging from Gb to Tb levels. With unparalleled expertise, cutting-edge products, and
a commitment to global impact, MGI continues to shape the trajectory of life sciences into the future.

As of June 30, 2025, MGl has a team over 2,277 employees, with research and development personnel accounting for

approximately 29.21%. Our business spans over 110 countries and regions worldwide, serving more than 3,560 users.
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Ordering Information

Prod N Product Name of Catalogue Storage
roduct Name Component Kits Number Tempearture
DNBelab C Seri Droplet Reagent 940-001927-00 2°C~8°C
. ela eries
DNBelab C Series High-throughput Droplet Reagent 940-001929-00 -25°C~-15°C
Hl_gh-throughput Single-cell RNA
Single-cell RNA Library Preparation Lib Prep Reagent 940-001925-00 -25°C~-15°C
Library Preparation Set V3.0 Set V3.0(TaiM 4)
-4RXNS/SET Flow Cell(TaiM 4) 940-001928-00 10°C~30°C
940-001924-00 Sample Labeling
Reagent 940-001926-00 -25°C~-15°C
. Droplet Reagent 940-001820-00 2°C~8°C
DNBelab C Series
High-throughput Droplet Reagent 940-001819-00 -25°C~-15°C
Single-cell RNA
Library Preparation Lib Prep Reagent 940-001821-00 -25°C~-15°C
Set V3.0 (TaiM 4)
-16RXNS/SET Flow Cell(TaiM 4) 940-001822-00 10°C~30°C
940-001818-00 Sample Labeling
Reagent 940-001920-00 -25°C~-15°C
900-000637-00 (China)
' 900-000780-00 (CE) o o
DNBelab C-TaiM 4 Single-cell Droplet Generator 10°C~30°C
900-000781-00 (EAC)
]
— = 900-000782-00 (UKCA)

For Research Use Only. Not for use in diagnostic procedures.
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