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Introduction

 The management of patients infected with HIV or Viral Hepatitis C (HCV) relies on an
accurate viral genomic profiling.

 Molecular assays combining reagents and powerful data analysis software are on
demand by clinical diagnostics labs. We present the DeepChek® SingleRound RT-PCR
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Fig. 2: The DeepChek® SingleRound RT-PCR and Sequencing Assays — Regions of interest for HIV (A) and HCV (B).

DeepChek® SingleRound RT-PCR and
Sequencing Assay

Advanced l l
ABL Biological UUU ° —/
Laboratories [ ] [DUD] o
RT-PCR Sanger ViroScore
Reagents (x24) * primers DeepChek

Fig. 3: Assays mcnufcings’rro’rion. I I
__ Sanger |

, SingleRound Sequencing Sanger Data ] —
Ex’rroc’rlon‘ Amplifico’riqn A?wolysis w
' ' | NGS . )
Sequencing NGS Data

 HIV-1 reverse franscriptase, protease and
integrase amplicons, and NS5B amplicons

. & Da
have been generated (Fig. 4) from a panel of nalysis
hundreds of well-characterized frozen clinical _oo | — :..‘
plasma samples from the Caribbean region, . E il [
Brazil and Europe. Lib Kt e
p Extraction kit Therrr‘?_oncgycler - frep Th Ird - pq rllly
Any sequencer
\ Fig. 4. The DeepChek® SingleRound RT-PCR and Sequencing Assays — Workflow overview. /

~

‘ormation Laboratory information P

From 150Ul fo TmL plasma

Sublype:
ransc C P C rese C T B [check for 46_BF)
[ ]
Al mmdﬁ reference mm Resistance mutafions in bold hased on Stanford v7.0.1 ;muﬁonlmni\'l)
S O I I I e S I mmmmmmmmm vasT, esea, 1308, DBTN, K7OR, k1020, 01235, N35aMTIA, A15BaS, S182C, KIBGR, KIT3A, CITAN, DITIE, C207E, RaviK, Lo1ar, K219E vasso,
£201D, V2621, 293V, P284T, (334P, (3360, R386K, MISTR, G350, KI66R, TTA, T3770, K390R, T4O0A

« Overall performance of the assays are shown in

; . va, L10F, 1z, X
1631, CO5Fiwt
o o ° ° ° n DIOE, S24N, D2SE, VB1L, VT2, L1011, TH2V, G1235, M24T, RI27K, KIT3R, K188R, HO1L, V2011, K216N, T216L, N232D, L234I, D278A, 52836, R284G
° f .|. ° | .|. .|. .I. .|. ] N3DTSIRIKOwt, T30BWIK, RIDICUKIw, K3O5WHR, del306, ROBKILQ, dei307, Q310H, R3H, VB18Y, T319A, B20AIT, GI21E/DIwt, 321ins DIEAVNIKIA, K321,
1323KIWUENV, N3ZSDIwt, NES26I, GIZ8K, H330Y
pecificity: validated with most subtypes
[ 2013)
Ge intes 1)

Sensibility: detection of low viral load using
ultracentrifugation
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« Amplicons were sequenced using two
methodologies (Sanger sequencing with Big
Dye kits on one hand and NGS with lllumina
Nextera XT and MiSeg® on the other hand).

454 G5 Junior DeepChek® softwareversion 1.1
Processing Softwareversion AVAv2ZS51
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« Sequences were analyzed with ViroScore® and Reduce risks of contamination .
DeepChek® technology respectively (Fig. 5 A No need for Nested-PCR (systematically) :
& B): clinical genotyping reporfs (combining No Nested-PCR used with high viral load samples
genotfypes, mutations, and drug resistance Not targeting the genes used for viral load determination (HIV & HCV)

assessment) were automatically generated. Better and shorter workflow (cost-effectiveness)

Use of high fidelity enzymes

« All results were In agreement with previous include more samples per run

samples characterization.
K Fig. 5: Performances and reporting for Sanger (A) and Next Generation Sequencing (B) overview. /

Conclusions

« We developed an innovative and robust end-to-end solution which combines reagents and analysis sofftware systems, directly

compatible with diagnostics actionable interpretations for HIV and HCV infection disease management.
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