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RELEVANT EXPERTISE WE COULD BRING IN . | —
AS PARTNER zegt

Best practice protocols L|brary.prep SW tools & analysis workflows
- DNA/RNA isolation from » Amplicon Seq targeted NGS
tissue/blood, cf body fluids + Target Enrichment « MSP/MSRE HTPrimer
» Exosome isolation plasma/cf * Targeted Bisulfite Seq « TABSAT
saliva incl. DNA/RNA extraction * RNA/small RNA Seq « EPI-TABSAT
» Experience with sample * TCR/BCR Seq
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BEYOND CLASSICAL MUTATION SCREENING
DRIVEN BY OUR SPECIFIC EXPERTISE

RNA ?

1. Additional Layer:
(Targeted) NGS-based
DNA methylation
analysis

2. Boost sensitivity in mutation detection from

[ liquid biopsy:
ctDNA .
- by enriching short DNA fragments »

(via specific isolation approaches) or
- by using (tumor-derived) EVs

D
Ow~, op O w
Fragmentomics Deleli;:n.

Translocation

; Epigenetic marks

Chromosomes
aberrations

Point mmsti:%

Amplification

3. Saliva as liquid biopsy ?
- demonstrated e.g. for EGFR

mutation testing

Source: Alix-Panabiére and Pantel, Cancer Discovery 2021

DNA methylation & therapy response (own work)

> Cells. 2020 Aug 5/9(8):1839. doi: 10.3390/cells9081839

Discovery of Molecular DNA Methylation-Based
Biomarkers through Genome-Wide Analysis of
Response Patterns to BCG for Bladder Cancer

> Ann Surg. 2018 Nov:268(5):894-902. doi: 10.1097/SLA.0000000000002901

Circulating Free Methylated Tumor DNA Markers for
Sensitive Assessment of Tumor Burden and Early

> Theranostics. 2018 Mar 11:8(8):2278-2288. doi: 10.7150/thn0.23544. eCollection 2016,

DNA Methylation Signatures Predicting Bevacizumab
Efficacy in Metastatic Breast Cancer

> Clin Neuropathol.Jan-Feb 2014;33(1):50-60. doi: 10.5414/NP300633,
A simple quantitative diagnostic alternative for

MGMT DNA-methylation testing on RCL2 fixed
paraffin embedded tumors using restriction coupled

Response Monitoring in Patients Receiving

Chemotherapy for Colorectal Cancer Liver Metastasis
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DNA methylation AIT SW tools

> Clin Epigenetics. 2016 Mar 5:8:26. doi: 10.1186/513143-016-0190-9, eCollection 2016,

MSRE-HTPrimer: a high-throughput and genome-
wide primer design pipeline optimized for epigenetic

research

> PLoS One. 2016 Jul 26:11(7)€0160227. do: 10.1371/journal pone.0160227. eCollection 2016
Analysis and Visualization Tool for Targeted
Amplicon Bisulfite Sequencing on Ion Torrent
Sequencers

> Ciin Epigenetis. 2016 Sep 218101 do: 10.1186/513148-016-0263-3. eCollection 2016,
MSP-HTPrimer: a high-throughput primer design
tool to improve assay design for DNA methylation
analysis in epigenetics

> Nud Res. 2019 Jul 247(NT)W166-W170. do: 10.1093/nar/gkz398.

EPIC-TABSAT: analysis tool for targeted bisulfite
sequencing experiments and array-based
methylation studies
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