
V-Seq HCV

Kit for genotyping and detecting drug 

resistance associated substitution 

(RASs) in Hepatitis C virus, using

Next Generation Sequencing (NGS)

V-Seq HCV represents a relevant support for

establishing a correct therapeutic approach to

the treatment of HCV.

V-Seq HCV allows to identify both genotypes

and presence of RASs in a single run.



DESCRIPTION

V-Seq HCV is a NGS assay that, in association with V-Seq HCV software, identifies genotypes 1-6 and

detects RASs for the subtypes 1a and 1b in Hepatitis C virus as described in the latest HCV guidelines.

HCV Genotypes can respond differently to treatments, therefore HCV genotyping and RASs

identification are considered crucial for a personalized therapy. The high rate of HCV genetic variability

and the presence of RASs can inhibit the drug activity against target viral proteins (NS3, NS5A, NS5B).

Other causes of therapeutic failure are the presence of recombinant genotypes or co-infections, not

easily detected by classical genotyping methods.

V-Seq HCV kit contains all the reagents required for the target amplification and in association with the

accessory kits generates NGS libraries compatible with the Illumina systems.

V-Seq HCV TARGET GENES

Target genes Identification

5'UTR Genotype 1-6

Core Genotype 1-6

NS3 RASs 1a and 1b

NS5A RASs 1a and 1b

NS5B Genotype 1-6  / RASs 1a and 1b

SPECIFICATIONS

Workflow: 3 working days

Starting material: Plasma and Serum

Sample throughput: 12 – 24 patient samples

Shelf life: 12 months

V-Seq Software: For the bioinformatic analysis and results reporting

NS3, NS5A and NS5B are the target of the new antiviral drugs and the genes where the majority of

RASs are localized.

V-Seq HCV kit identifies genotypes and subtypes assessing the variability of 5’UTR, CORE and NS5B

regions. The kit detects RASs for genotypes 1a and 1b through the analysis of NS3, NS5A and NS5B

regions.



COMPATIBLE INSTRUMENTS/CARTIDGES

Sequencing Platform Cartridge
Samples

(up to)

iSeq 100 iSeq 100 i1 Reagent Illumina (2x150 cycle) 24

MiSeq/MiSeqDx MiSeq Reagent Micro Kit v2 (2x150 cycle) 24

MiSeq/MiSeqDx MiSeq Reagent Nano Kit v2 (2x150 cycle) 12

PROTOCOL WORKFLOW

V-Seq HCV SOFTWARE

V-Seq HCV Software is a proprietary software for bioinformatics analysis of sequencing results.

Key features:

• Report including sample genotype/subtype, depth and percentage of coverage for each target

region; RASs based on the latest guidelines and additional mutations for genotype 1a and 1b

• Results confirmation supported by a phylogenetic analysis

• Database for samples data storage

• Automated and user friendly data analysis

• Different user levels



Code Product Package

RUO-12-01 V-Seq HCV 24 tests

The device is to be used in association with the following accessory kits:

ORDER INFORMATION

Code Product Package

RUO-12-20 V-Seq Library Prep 96 tests

RUO-12-21 V-Seq Library Purification 96 tests

V-Seq_HCV_Brochure_20191025 

REFERENCES

Cento, V., Chevaliez, S. and Perno, C.F., 2015. Resistance to direct-acting antiviral agents:

clinical utility and significance. Current Opinion in HIV and AIDS, 10(5), pp.381-389.

Chigbu, D.I., Loonawat, R., Sehgal, M., Patel, D. and Jain, P., 2019. Hepatitis C Virus

Infection: Host–Virus Interaction and Mechanisms of Viral Persistence. Cells, 8(4), p.376.

Pawlotsky, J.M., Negro, F., Aghemo, A., Berenguer, M., Dalgard, O., Dusheiko, G., Marra,

F., Puoti, M. and Wedemeyer, H., 2018. EASL recommendations on treatment of hepatitis

C 2018. Journal of hepatology, 69(2), pp.461-511.

Simmonds, P., Bukh, J., Combet, C., Deléage, G., Enomoto, N., Feinstone, S., Halfon, P.,

Inchauspé, G., Kuiken, C., Maertens, G. and Mizokami, M., 2005. Consensus proposals for

a unified system of nomenclature of hepatitis C virus genotypes. Hepatology, 42(4),

pp.962-973.

World Health Organization. Global hepatitis report 2017. World Health Organization, 2017.

Wyles, D.L., 2017. Resistance to DAAs: when to look and when it matters. Current

HIV/AIDS Reports, 14(6), pp.229-237


