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Who are we?



Hospitals
Research Centers

OncoDNA AT A GLANCE

OncoDNA was founded in 2012 and has grown exponentially since its creation, closing milestones partnerships with leading 
oncology organizations and expanding its footprint worldwide. 

~100
Collaborators in9 Countries

distributors 

active on all continents
35

425

Oncologists
2,240 Samples

>100,000



OncoKDO, advanced oncogenomic database

External sources

• > 15 public databases
• Clinical literature

Manual, daily 
data curation

by our scientists

Since 2013

Accurate Data
Dynamic

Constantly growing

1,400
22,000

9,0
00

Proprietary input

Clinical data from 
25,000 patients

35,000



2012

OncoDEEP, initiated for patients by oncology experts

More 10 years 
of knowledge 
that matters

2013
Centralized at 

OncoDNA

Clinical interpretation
Online Reporting

Nucleic acid extraction
Comprehensive sequencing 

Biomarker testing
Variants identification

10 DAYS
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OncoDEEP, initiated for patients by oncology experts

More 10 years 
of knowledge 
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2017
Decentralized 
Data Analysis

Clinical interpretation
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Comprehensive sequencing 

Biomarker testing
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2022
Accessible to 

hospitals worldwide

Clinical interpretation
Online Reporting

4 DAYS

2 DAYS

NGS Data
Molecular 

Pathology Labs

Sequencing Labs



How does it works?



OncoDNA kit workflow
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OncoKDM



Variant section

Ø Variants passing the filters: >5% VAF (except alphalist, non-synonymous (except pathogenic), non-
intronic, >80x and counted 20x.

Ø Possibility to search by genes or filter by several genes

Ø Filter by pathogenicity or potential germline

Ø Information on Biological Impact and Therapeutical Impact available



Variant position

Ø Position of the variant available in « variant » section

Ø Easy copy/paste and doublecheck location at raw data



All Variant section

Ø All the variants without any filters

Ø VAF 1-5%, deep intronic and synonymous

Ø Can be switched to variant section by clicking on



Alphalist

Ø Hotspot positions directly linked to targeted therapies

Ø Different filter on VAF: 2% for indels, 3% for SNV

Ø Can go down to 1% depending on the coverage: counted at least 10x (5-10x present in all variant)



Quality check control – Sequencing performance analysis



QC metrics

Ø Coverage and uniformity per gene or per exons

Ø Can be searched by genes



QC metrics

Ø All region covered <80x visible in low coverage

Ø Can be searched by genes

Ø Classical QC metrics of the sample in QC 



CNV

Ø Can search by gene or filter on several genes

Ø Click on the CNV average value to open the CNV distribution by exon

Ø If above 6 copies (min 3 probes and 75%): amplification and reported in variant section

Ø If below 0,6 copies (min of 3 probes and 75%): CNV-LOSS and reported in variant section



Other Biomarkers

Ø Genomic Signature HRD (>37) + TMB (≥ 10 mut/Mb) + MSI (≥ 40%)

Ø Fusion and splice event: >10x, all genes if exonic breakpoints, ALK/RET/ROS1 if intronic breakpoints



Drugs



Clinical trials



Downloadable files

Ø All intermediate files generated can be downloadable

Ø BAM and BAI to check on IGV

Ø QC files

Ø Raw results: Fusions and sv image, unfiltered VCF, TMB, CNA files



QC

Variant
Variant Calling AlphaList

Threshold ≥ 5% ≥ 2% for indels
≥ 3% for SNV

Note >80x coverage
and counted 20x

>80x coverage
Can go down to 1% (at 
least counted 10x)

CNV
Amplification CNV-LOSS

Threshold > 6 copies <0.6copies

Note Min 3 probes & 75% @ >6 Min 3 probes & 75% @ <0.6

Imbalanced 
Gene

Homozygous 
Gene

DEL Gene

PLUS BAF <33% >8 total SNPs 
in gene

1 copy/DEL Region
OR
>66% SNPs+Total SNPs≥8

LOH

Fusion & Splicing
Counts

Threshold >10x

Note Not a hard threshold (Depends if 
actionable/pathognomonic/prognosis )

Genomic Signatures
TMB MSI HRD

Threshold ≥ 10mut/Mb ≥ 40% >37

Reporting Thresholds



OncoKDM is in constant 
evolution

What do YOU need?



Key Take Away

1.

2.

3.

4.

OncoKDM was initially developed to 
deliver actionable NGS results for 
Oncologists

OncoDNA's move to a decentralized 
model launched  a significant 
transformation of OncoKDM

OncoKDM is now further evolving to fit 
Kit Customers needs

OncoKDM is your platform so work with us 
to ensure it is not only fit for purpose but 
exceeds other software available.


