BTSeqTM SARS-CoV-2 Whole-Genome Sequencing
Rapid and Accurate NGS-based service
BTSeqTM : Barcode-Tagged Sequencing

Background
Rapid increase of SARS-CoV-2 variants
The new coronavirus has undergone several major mutations, and it’s likely that more
variations will emerge.
Several variants have emerged recently including U.K, South Africa, Brazil and
Japan variations.

Importance of detecting mutations over the whole-genome
sequence of SARS-CoV-2
Some of the emerging mutations may provide advantages to the virus such as increased
transmissibility or capacity to evade the host immune response.
Genetic variants of SARS-CoV-2 may lead to False Negative Results with molecular test.
Therefore, detecting new mutations and understanding of the SARS-CoV-2 genome is
not only essential for the development of new vaccines, but it also can be used for
improving the sensitivity of current methods for virus detection.

Advantages of BTSeqTM over Total RNA-Seq
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Multiplexed molecular barcoding
techniques to prepare samples
at low cost
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BTSeqTM
(Barcode-tagged sequencing)
BTSeq
Only viral RNA to
cDNA

(Barcode-tagged sequencing)

Utilizes SARS-CoV-2 specific multiplex
primers to specifically amplify viral RNAs
from total RNAs.

Viral genome is specifically amplified.
Only small amount of viral RNA is required.

RNA library prep using RNA library kit (4 hrs)

Simple library prep using BTSeqTM reagent (2 hrs)

Data analysis

Mapping to the viral genome.
Read/assembly based classification

Mapping to the viral genome.
Read/assembly based classification

Turnaround
time (TAT)

2~3 weeks

1~2 days

News
Article
We’ve collaborating with
Korea CDC (Korea Disease
Control and Prevention
Agency) to analyze the
whole-genome sequence
of new SARS-CoV-2 variants
utilizing BTSeqTM
(since March 2020).

Update: Korea joins race to find vaccine, cure for coronavirus

(Updated with new announcement)
The National Health Institute under the Korea Centers for Disease Control and
Prevention (KCDC) announced Wednesday it has embarked on the research and
development of a potential vaccine and cure for the fast-spreading conronavirus,
hours after it posted success in isolating virus in the new contagious disease
whose speed and fatality rate in China has been terrorizing the world.
The institute said it was budgeted 800 billion won ($674 million) for the project to
develop broad-spectrum antivirals after the studying the genome sequences from
infected patients.
Earlier in the day, KCDC announced its researchers cultured a sample extracted
from the phlegm of a confirmed patient and confirmed the genetic strain of the
virus, said the Korea Centers for Disease Control and Prevention (KCDC).

source : https://pulsenews.co.kr/view.php?sc=30800028&year=2020&no=117925

Benefits
High quality result generation from minuscule
low-quality RNA samples

Enabling of high-quality whole genome analysis, even in minuscule low-quality
RNA samples extracted from the upper respiratory tract and NP/OP swab
clinical samples.

Whole-genome sequence will be
obtained within 24 hours

Provision of whole novel coronavirus genome within
24 hours using Celemics’ proprietary reagent and
bioinformatics technology.
*Within 5 to 10 business days for 100 samples per batch.

Not only detects presence of viral genome, but also provides complete
sequence of SARS-CoV-2.
Identification of new SARS-CoV-2 strains.
Able to specifically amplify SARS-CoV-2 RNA from the host RNA,
generating low bias in the RT-PCR.
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Whole-genome
sequence delivered

From sample to whole-genome sequence of SARS-CoV-2 within 24-Hrs
BTSeqTM can be applied to urgent situations

Service Workflow
By using Celemics’ proprietary reagents and bioinformatics SW technology,
full-length sequencing of novel coronaviruses is possible within up to 24 hours.

1. BTSeqTM Prep (2 hours)
Multiplexed molecular barcoding
techniques to prepare samples at low cost

2. Next Generation Sequencing

3. Data Processing
Proprietary bioinformatics software

Application
BTSeqTM SARS-CoV-2 WGS

Miscellaneous virus research

Vaccine development

Infection
contact tracing

Systematic
classification
research
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https://btseq.celemics.com/purchase/

Simple ordering and result
obtainingprocess through website.

Sample Requirements
Sample Type
Extracted total RNA
from human NP/OP swab,
and mid-turbinate
nasal swab samples.

Delivery of Sample
Temperature

-80°C (Essential)

Packaging

Dry Ice (Essential)

PLEASE NOTE : free of shipping charge for more than10 samples
Not all FedEx locations accept packages containing dry ice.
Be sure to contact your FedEx location and confirm that they can accept
dry-ice shipments before dropping it off.

Concentration
10 ng/ul

Ct Value
25 or less

Amount
50 ng

Volume
5 ul

*Lower the Ct value, higher the accuracy.
99% coverage of the entire SARS-CoV-2 genome
when Ct value is lower than 20.
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