DEEPCHEK?® assays
Quality and Efficiency Redefined
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HIV Whole Genome

Capsid resistance
assessment
(Lenacapavir)

IVD

C€

98/79/CE (IVDD)

The Whole Genome
HIV-1 Genotyping is also
CE-IVD certified
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Pooling

Pool several DeepChek®

Libraries (samples) from

different applications in
the same NGS run

@

Drug resistance
assessment

All classes including
new entry & capside
inhibitors

High sensitivity

LoD of 1000cp/mL
(down to 150 cp/mL
through dedicated
protocols)
[V2.x assays]
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DDA

AATCCACTTACGGACTGGCTGCATG

NGS & SANGER

The same kit available
for both Sanger and
Next Generation
Sequencing

DAXIDG

Proviral DNA

Exactly the same
workflow and APOBEC
Mmutations detection

Coverage

9719 bp
High accuracy and
reliability

\4

Fast protocol

Extremely fast library
preparation protocol
for prompt results
and reduced manual
intervention

Additional assays and

reagents for sequencing
DeepChek® Assays - Amplification kits

Target Assays Ref.N° Pkg Cert.

N DeepChek® Assay NS5B / 5'UTR Genotyping V3.x 110C24 24 RUO

DeepChek® Assay CORE Genotyping V1.x 109A24 24 RUO

DeepChek® Assay NS5A Genotyping and Drug Resistance V1.x 105A24 24 RUO

HCV DR DeepChek® Assay NS5A (GT2) Drug Resistance V1.x 106A24 24 RUO

DeepChek® Assay NS3 Genotyping and Drug Resistance V1.x 108A24 24 RUO

DeepChek® Assay NS5B Genotyping and Drug Resistance V4.x 107D24 24 RUO

Ty DeepChek® Assay RT Genotyping and Drug Resistance V1.x N3A24 24 RUO

DeepChek® Assay Whole Genome HBV Genotyping V1.x 184A24 24 RUO

HDV DeepChek® Assay Whole Genome HDV Genotyping V1.x 199A24 24 RUO

HPV DeepChek® Assay HPV Genotyping V1 120A24 24 RUO

RSV DeepChek® Assay Whole Genome RSV Genotyping V1.x 201A24 24 RUO

oy DeepChek® Assay UL54 / UL97 Drug Resistance V1.x N7A24 24 RUO

DeepChek® Assay UL54 / UL56 / UL97 Drug Resistance V2.x N7B24 24 RUO

HSV DeepChek® Assay TK / POL Drug Resistance V1.x T9A24 24 RUO

16s DeepChek® Assay 16S rRNA Bacterial Identification V2.x 131B24 24 RUO

18S DeepChek® Assay 18S rRNA Fungi Identification V1.x 191A24 24 RUO
DeepChek® Assay 13-Plex KB Drug Susceptibility Testing V1.x 128A24 24 CE-IVD

B DeepChek® Assay 13-Plex KB Drug Susceptibility Testing V1.x 128A24 24 RUO

RUO

BKV DeepChek® Assay Whole Genome BKV Genotyping V1.x 189A24 24 RUO

FluA DeepChek® Assay Whole Genome Influenza A Genotyping V1.x 192A24 24 RUO

FluA/B DeepChek® Assay Influenza A/B Genotyping V1.x 193A24 24 RUO

COVID-19 DeepChek® Assay Whole Genome SARS-CoV-2 Genotyping V4.x 159D48 48 RUO

Sequencing Reagents
Squencing Name Reference Pack size Cart.
sanger gsg%%‘\leckl@;\ﬁsg:gﬂ ON Vix 12324 /123A48 24/ 48 RUO
®

CeepCIO NOSUBRARY TR/ TGBST g uajsesses o

DeepChek® ADAPTERS V2.x 124824 / Ezggg Z{ 124896/ (1-24)/ 8;2)4{ 1-96)/ RUO

NGS D v s rARY 116C24 /116C96 24./96 RUO

DeepChek® ADAPTERS V3.x 124C24 [124C96 (1-24) / (1-96) RUO

DeepChek® ADAPTERS V4.x 124D24 [124D96 /124D384 (1-24) / (1-96) / (1-384) RUO

DeepChek® NGS Clean-up beads N411-01 / N411-02

5mL/60mL
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DeepChek® HIV Genotyping & Drug

Resistance Sequencing Assays

Binding (Attachment): The virus binds to CD4 receptors on

0 the surface of target cells, such as CD4+ T lymphocytes.

@ Binding inhibitors (e.g., Maraviroc)
Integrase

Reverse Transcriptase

Protease

Fusion: The virus fuses its membrane with

that of the host cell, releasing its contents
into the target cell's cytoplasm.

@ Fusion inhibitors (e.g., Enfuvirtide)

Reverse Transcription: Viral RNA is converted into
DNA by the action of the enzyme reverse transcriptase.

' Nucleoside reverse tfanscr i &G (N3 5]

Reversg : (e.9., Zidovudine, LamivligineNEalelies]
Transcriptase [T B VT YOI T N EEETEER | - Th Eeriptase inhibitors (NNRTISs)
(e.g., Efavirenz, Nevirapine) )
HIVE g Assembly: viral proteins and

Integrase

integrated into the host cell
genome becomes part of
the cellular DNA.

This integrated DNA is

called a provirus. i <

Integrase inhibitors
(e.g., Raltegrauvir,
Dolutegravir)

HIV_NGS Brochure e20240510

2 new RNA strands assemble to

- new viral particles. ‘ I
I.‘L. -

Transcription: The provirus
is transcribed into viral RNA.
Translation: Viral RNA is

translated into viral proteins.

Budding: New viral particles exit the host
cell through budding, taking with them a 8o o8
portion of the cell membrane that becomes 09068

the coating of the new viral paticle. \ ‘

- Protease inhibitors / ,/
(e.g., Atazanavir, Darunaj

Capsid assembly: involves packaging the viral
genome, viral proteins, and necessary host components
inside a protein capsid before export from the cell.

Capsid assembly
inhibitors

(e.g., Bevirimat,
Ciclosporin,
Lenacapavir)
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NGS DeepChek® HIV Genotyping & Drug DEEPCHEK?® Software Meets all clinical needs
ReSiSta nce AssayS Ta l’geting Features: Returned information: DeepChek®

o CE-IVD. o Minor variants detection.
For Sanger (chromatogram editor integrated) & NGS.

Drug resistance identification

Genotyping, Drug resistance and Tropism interpretation.

Database / storage.

For both Capillary (Sanger) and Next Generation Sequencing (NGS) genetic
analyzers.

Chromatogram editor integrated.

Report customization.

Historical data import. Viral genotype.

Hosting: On premise (local servers) or Cloud (including Health Data Hosting Useful for tailoring patient’s antiviral or antibacterial drugs based on the
compliance). virus or bacteria sensitivity level.

Access for an unlimited number of users.

o Annual license with unlimited number of analyses.

Complete and comprehensive clinical genotyping report.
Cumulative and Longitudinal genotyping report.
APOBEC mutations detection.

Viral or bacterial drug resistance.

Vaccine escape and disease prognosis.
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Pkg
Sanger

Assays Ref. N’ Cert.

x | Version

S

170B24 24 | CE-IVD

170B24
V2_RUO

DeepChek® Assay Whole
Genome HIV-1 Genotyping

O O Reverse Transcriptase inhibitors Q
O O Capsid assembly inhibitors
@]

O O Integrase inhibitors
O O Protease inhibitors

DEEPCHEK?® HIV Software

<
N
X

24| RUO

DeepChek® Assay GP41/ 194A24 | 24| RUO
GP120 Genotyping and Drug V1.x
Resistance

Sanger NGS Cumulative Longitudinal APOBEC

Clinical genotyping Clinical genotyping Clinical genotyping Clinical genotyping Detection

O O O O Binding inhibitors

194A96 96| RUO

O O O O O Fusion inhibitors
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DeepChek® Assay V3 LOOP / —"— B — e
A Patnt 1D Name . —
e 3 Tl Hharin B Technique: Microbiochek Tools (RUO) - Compare DC, ABL| Advanced Biological @
p y ViroScore b5 DeepChek Laboratorv S
X po eepChe!
. - - - Gencr )
T Ro p I s M Patient/Sample information Sample ID icrobioChek Tools Patient: TestTest §
Your patient ID Analysis RT-PROT Type of report Initial [Sample type Compare DC Status:
Patient Clinician name Report date 06/05/2024,15:13:12 Lk
Patient birth date Type of sample Plasma Report version 13.6 S COVEHEDECSTIIONS Your patient ID 1sample nested ‘Analysis RT-PROT Type of report Iniial 1) O . )
Patient viral load Date of sample 08/05/2024 Date format d/mm/yyyy Patient Clinician name Report date 06/05/2024,15:18:49 DeepChek® - HIV Mutation Analysis
Your sample ID DEMO SANGER PROT  02_AG (98.32 %) RT G (92.35%) PROT 1+99 RT 1-318 Patient birth date Genotyping method Report version 13.6 enotypic interpretanon
All Mutats Resistance m: s in bold based INT 25_CPX (95.15 %) INT 45+284 N
De e ( : h e k® AS sa H Iv_'l Fu I I P R / Regions Date ofsequencing Genotyping metfod Wutatons o e e e sy P At S e gt 025 e CUMULATIVE & HISTORY REPORT - VIROSCORE PLUS (Mutations based) HIV Protease mutations
V2 X .I 98 824 24 R U RT  06/05/2024 RB3K, K104R, E122K, D123G, S162H, D177E, R211K, L214F, T215F HIVDD 9.6 drug resistance assessment
‘ ’ F 3 EchantillonS. uf 15.00% 10.00%
H . 8 oag202¢) VO LISl ESD. ST, LesP Generlc name oRvs Your sample 1D | pootsample | Datotsample | auss o e v o
RT/INT Drug Resistance : FosiiE oL e o o
Genotypi aazenei) e Sample 1 nested [Plasma [ra/062023 [ ® ® e X
VDb = - —— 16 G/ 99.43 38
Class = 96 Derunawt 2 All Mutations Detected (HXB2 reference Sequ tions in bold based on HIVD} ® ® 25 DN 33.46 38
o202 s Rogions Dateof seqercing  Ganotyping method atatons ® > © S =K 353
® . , L12wtX, P14S, M16I, E28A, S48T, V60I, R83K, K104R, T107S, E122P/K, D123G, 1135T, S162H, ® ® — o
ee p e Ssay NATI ooy G 55 A s 0 D177E, Ret1K, L214F, T215F a7 - 2
Didanosine [ | T s PROT 1 / Val, T2, K14M, L19Q/, E35D, S37N, L63P, V771, QG2wUH, 193L, GO4V/wt, TO6P/wL S G 20 i I
- 0 0 a1 =
TRANSCRIPTASE SIMPLEX sende W - . 4 : ,
\ 197A24 24| RUO s - s e ES T = © 9 = Z
. Emticitabine (1S oo o 0] > 0] 60 = :
Genotyping and Drug e s o s ® ® 5 :
= Zidovudine [l R Hr ® ® 63 L=l ¥
A Tenofovir [l S o Abacay It M184V (99.73%), T215F (91.35%) Didanosine [l Not available | ® ® 67 c!
o 3253 3
Resistance - = . [ —— e W ; — - . o
D i 2] 7 ? 7 99.48 ]
rici M184V (99.73%), T215F (91.35%) Lamivudine IR HR 10} [0) bl e - o 5
D C h k® P ROT E s E V1 X -I 21 A24 24 C E B I V D O O O O = [M184V (99.73%), T215F (91.35%) Emtricitabine [l R [O) 4 [0) " = = =
ee p e A SS ay A . e bR Abacavir [l ® ® M"amsumfpe : Koig:ssez«as :;e:s a; l:l;:ev:l:ce‘)sequence for the alignment (using BWA v0.7.15 alignment tool).
ns of interest based on red tex
T " Tenotovir 1S s
R EV E Rs E RA N sC R I PTAs E o TSRCKVE £ [M184V (99.73%), T215F (91.35%) L _ ® ® [[5] msuttcient number o sequence tee, at the 99% confidence level, that all mutations with the given
1 01 B 24 24 R U O Zidovudine it M184V (99.73%), T215F (91.35%) NNRTI Nevirapine [ S s ® ® threshold frequency have been poskion.
X e i 15 us 0] © TR A S e
G en otypl n g an d D ru g V2 X Doravirine (99.06%), G190A (6.13%), H221Y Etravirine [1]s s @(5 % D25N (33.46%), GAOE (33.49%), GT8E (32.475%)
. (92.4%) Rilpivirine [/ S Ns (2) The follow ing DRM could reflect APOBEC activi 2 15.00%]
N .I O.I B 9 6 96 R U |A98G (99.44%), V1081 (93.91%), Y181C| Doravirine WS ws [©) ® a6l (33927%) = :
Resistance O Efavirenz (99.06%), G100A (6.13%),  Hz21Y 5 :
E (92.4%) Pl Indinavir/r [l Not available Hs ® ®
A98G  (99.44%), Y181C  (99.06%),
£ ® ®
2 Evaviine R Saquinaviri [l Not avaiabie s 6 3 " =
D C h k® A P ROT EAS E |A98G (99.44%), V1081 (93.91%), Y181C| Nelfinavir [l Not available Hs DeepChek® - HIV APOBEC activity assessment
ee p e SS ay . . . Nevirapine gg.s:v;), G190A (6.13%), H221Y Fosampranavin [l Not avallable s (:) i:)
In association with code 121A24 for ms oo @, VieiG @00, Lopiawr M s The fllowing 25 APOBEC mutations v been datpcte [ 150009
REVERSE TRANSCRIPTASE Vix |125A24 |24 |CE-IVD . ‘ » = Ds
Sanger sequencin N L proT 025N (33,455, GAOE (33.49%), GT8E (32.47%)
g q g . Bictegra s E138K" (3.67%) Tipranavir/r * [Ji] Not available Ws STANS )
s EQU E N CI N G Comments. Reglon Comments Caboteg 1 E138K (3.67%) Darunavir/r [l Not available s E42K (33.25%), W71* (34.54%), E79K (35.239%), WB8* (35.029%), GO3K (34.449%), D110N (34.73%), W153*
T215Y/F TA! i h-level ly -l it (35.16%), D186N (33.94%), G190K (33.06%), W212* (25.04%), G213E (25.74%), E233K (32.37%), D256N
ar ;szg! are TAMs that causes intermediatehigh-level resistance to AZT and potentially low-level resistance to ABG - B oo a7 perunavire ﬂ:‘a«nnﬂ Hs 1 Not available Mutations not at relevant positions RT | g 109, Droon 5354 c100K S SRR
WALG (34.69%), Wa14° @
Vi 122A24 24 | CE-IVD i e S e ez prerens
DeepChek® Assay INTEGRASE X paoae oy 2 posn] o
A Susceptbe (S) . Low-level resistance (LLR) Fighvlavelrssities (HLE) axall 501, 72, 101, 112V, 119P, 1235, 1254, 127K, 134D, 193, 198Q, 2065, 234, 253, 256€, 283G -
H Potential low-level resistance (PLLR) Intermediate resistant (IR) il s &= The following 3 DRMs could reflect APOBEC activity [ 2 15.00%]
enotyping and Drug 102C24 | 24| RU ey . ] oo Lo o
" The following DRMs could reflect APOBEC activity [ 2 3.00%) PROT ———
vgx —m™mMmM™M™Mm™m——mH—m—m™m™m @@ g n e 20, 328, 35T, 4SR, 60, 122K, 162T, 1T3A, 174K, ITTE, I78M, 2008, 20D, 211K, 214F, 2450, 2124, 207K, 28IR, 266, R
Resistance ' OO0 O B B ol = e ———
102C96 96| RUO [
L SA Group 52 54 Avarus i X Saptombrs L2550, Lvembouy

® . . .
DeepChek® Assay INTEGRASE Vix 126524 | 24 | cE-vp | In@ssociation with code 122A24 for

SEQUENCING Sanger sequencing.

ALL ANALYSES ALL GUIDELINES ALL DRUGS ALLE MUTATIONS

DeepChek® Assay GAG Subtyping, Mutations detection, HIVdb, ANRS, HIV Grade, NRTI; NNRTI; Pl Integrase Inh,

Genotyping and Drug Vix |[195A24 |24 RUO | (@) Tropism, Resistance Geno2Pheno, REGA, ... Entry Inh, Fusion Inh, Capsid Inh
Resistance
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