
Top analytical 

performance

Benefits

Access to SOPHiA’s Community

Ensure Top Analytical Performance
Exclusively available on SOPHiA DDM, SOPHiA, the 

collective Artificial Intelligence (AI) for Data-Driven Medicine, 

detects, annotates and pre-classifies genomic variants, to 

help clinicians better diagnose and treat patients.

SOPHiA GENETICS has built the World’s Largest Clinical Genomics Community with hundreds of institutions participating in 

the democratization of Data-Driven Medicine. Through SOPHiA DDM, thousands of experts can easily interpret the variants 

and flag them with the appropriate level of pathogenicity. This highly valuable information feeds the variant knowledge base 

and is anonymously and safely shared among the members of the community. 

Respect Patient Privacy
SOPHiA DDM  encrypts all data to the highest industry 

standards before storing it redundantly in secured and 

private data centers. The platform ensures patient privacy 

and respects EU Directives and National Privacy Laws.

SOPHiA DDM
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HospitalsPatients

Secure data storage  

and encryption 

Fast turnaround time:  

data ready in 2 hours
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Clinicians Platform of Choice 
for Genomic Testing
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SaaS Analytics Platform for Clinical Genomics

Presents



Intuitive Workflow & User-Friendly Interface

Specific drug association with the 

disease and its effect in terms of 

sensitivity for each patient

Clinical evidence summary including 

known effects of each association on 

the disease and its treatment

Somatic classification based on 

variant-disease-drug association 

linked to the patient’s tumor profile

Login
Access the platform securely

Request Creation
-	 Load your raw DNA sequence files

-	 SOPHiA DDM encrypts and

	 processes the data

Data Analysis & Interpretation
- Automated quality check, alignment and variant calling 

- Automatic and comprehensive variant annotation (multiple sources)

- Pre-classification of variants in different pathogenicity classes

- Variant filtering

- Facilitated interpretation through integrated databases

Variant Report
Establish your own variant report

Get Actionable Information to Fight Cancer 
For biologists and clinicians working on solid tumors and haematological malignancies, the OncoPortal interface provides 

comprehensive annotations of genome-wide associations among human gene variants, disease, and drug treatment. It is based 

on precision medicine intelligence with curated and reliable databases on gene biomarkers and clinical trials.
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VARIANT REPORT
(BRCA: 2 genes)

Patient ID :  null (26023-161-S8)

Analysis Type :  BRCA

MID : S8

Pipeline ID / Revision Number / Splitting ID :  ILL1MR1G5_BRCAv1 / v5.1.0 / GEN1GN1FSQ2

Reference genome GRCh37/hg19

Sophia DDM version :  4.2-SNAPSHOT

Reference

Instrument : Illumina MiSeq

Request date : 01/05/2016 03:59:10

Request Ref :  Illumina_MR_BRCA_CNV

Request created by :

Analyzed by : 

Overview :
Selected Variants

Retained Variants Low confidence variants

A - Most likely pathogenic Low coverage regions

B - Potentially pathogenic Min/Avg/Max variant coverage

10

No low coverage

17/209/1066

C - Variants of unknown significance

D - Most likely benign
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