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Why Smart-Seq2 Single
Cell Full Transcriptomics?

Single Cell Transcriptome Sequencing uses SMART-Seq2 single cell full-length transcriptome

amplification and high throughput DNBSEQ sequencing for full transcriptome analysis at cellular level.

This powerful approach enables increased biological insight into areas not possible with traditional

bulk transcriptome sequencing, for example the analysis of scarce cells, highly heterogenous inner

tissue cells in early embryo development, stem cells, immune system research and single cell profiling

of tumor heterogeneity.

Our
Service

We do not provide mouth-pipetting single cell
isolation services, however we do provide you
with lysis buffer formulation. Simply select the
cell of your choice and put it in the lysis buffer,
then ship your sample to our laboratory with dry
ice. We will perform SMART-Seq2 amplification,
and if the sample is amplified successfully, we
then proceed to sequencing using the DNBSEQ
sequencing platform with a PE100 sequencing
strategy. Bioinformatics analysis services can
be provided. (See Fig 1). The typical turnaround
time is around 35 working days.
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Fig 1. Service Workflow

Bioinformatics
Workflow

Customers can choose two kinds of bioinformatics analysis

service: standardized analysis delivered by Dr. Tom system

or customized bioinformatics analysis performed according

to customers' needs. (See Fig 2-5)
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Fig 3. Heat Map by Dr. Tom

Fig 5. KEGG Pathway Enrichment by Dr. Tom



Sample www.bgi.com
Requirements inffo@bgi.com

You can choose from two types of service: 'Single Cell
Service' or ‘Few Cell Service'. BGI Americas BGI Japan

For single cell service, you can send samplesin 1 or 2

cells per tube with a cell diameter greater than 10um, W Brgadway, [ty oo Kgbe K.l.MEC Clenterl BLDG.' 8 1-5-2
such as oocyte, single cell isolated from morula or cell Sf’asrﬁAb‘rldge, R 42 Eﬂti{?LﬂZgr;ggl?;:;tjapan
lines.
For few cells service, you can send in sample with a
few cells per tube, such as morula or blastocyst. BGI Europe BGI Australia
For specific requirement and guideline, please refer to
the BGI sample preparation guideline. Ole Maalges Vej 3, L6,CBCRC, 300 Heston Road,
DK-2200 Copenhagen N, erston, Brisbane,
Denmark Queensland 4006, Australia
Sample Transcriptome BGI ASia
Single cell 1-2 cells (4pL lysis buffer) Building NO.7, BGI Park,
No.21 Hongan 3rd Street,
Yantian District, Shenzhen
Few cells 2<X<200 (4pL lysis buffer) 518083.China

Total RNA>2ng;
Total RNA RNA 28S/18S=1, RIN=7;

concentration>50pg/jiL Visit www.bgi.com for more information.

For Research Use Only. Not for use in diagnostic procedures (except as specifically noted).

Copyright© BGI 2022. All trademarks are the property of BGI, or their respective owners. This
material contains information on products which is targeted to a wide range of audiences and
could contain product details or information otherwise not accessible or valid in your country.
Please be aware that we do not take any responsibility for accessing such information which may
not comply with any legal process, regulation, registration or usage in the country of your origin.
Note, BGI's genetic testing products have not been cleared or approved by the US FDA and are not
available in the USA. For Research Use Only. Unless otherwise informed, all sequencers and
sequencing reagents are not available in Germany, USA, Spain, UK, Hong Kong, Sweden, Belgium or
ltaly. Certain sequencing services are not available in USA and Hong Kong. Please contact a
representative for regional availability. The company reserves the right of final interpretation.



