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Webinar Schedule

• April 30: Introduction to cBioPortal

• May 7: Mutation Details & Patient View

• May 14: OQL & Expression

• May 21: Group Comparison

• May 28: API & R Client

All webinars are on Thursdays 11am-12pm EDT
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Questions?

• Please ask questions using the Q&A feature
• We will try to answer some live, some directly, and some on future webinars
• The recording of all webinars will be posted on https://cbioportal.org/tutorials/
• If you still have questions after the webinar, please ask them via our Google 

Group

https://cbioportal.org/tutorials/


cBioPortal overview

• Platform for exploratory and interactive visualization, analysis and 
download of large-scale cancer genomics data sets 

• Open source software jointly developed by Dana-Farber Cancer Institute, Memorial 
Sloan Kettering Cancer Center, Princess Margaret Cancer Centre, Children’s Hospital 
of Philadelphia, and The Hyve

• Public website (cBioPortal.org) with public data (TCGA, ICGC, published 
sequencing studies)

• Private instances are installed at academic and commercial institutions 
world-wide

• You can make OncoPrints and Lollipop plots with your own data (“Visualize Your 
Data” page)



Answers to FAQs from first webinar

• We do not reanalyze / reprocess original data

• Variants are all mapped to the same isoforms from their genomic coordinates

• Only data available with the original publications will be available in cBioPortal
• Mutations
• Clinical data (often limited, sometimes more complex, incl. survival)
• Copy-number alterations
• mRNA expression
• DNA methylation
• Protein and phosphoprotein levels



• Use of normal samples
• normal blood or adjacent tissue is used in mutation and copy-number 

analysis (study-specific, some studies don’t use matched normals)
• display of normal mRNA expression levels is currently not supported
• z-scores for mRNA expression are usually computed using all tumor 

samples as the reference pool

Answers to FAQs from first webinar



What data is in cBioPortal?

Background biological data
(e.g. networks, 3D protein structure)

Clinical data:
• Treatments
• Survival
• etc

Data sources

https://genie.cbioportal.org/

Molecular data:
• Mutations
• Fusions
• Copy number

• mRNA expression
• Protein levels
• DNA Methylation*

Interpretation???

https://genie.cbioportal.org/


Lawrence MS et al., Nature, 2013

Driver vs passenger mutations - which one is which?

Carcinogens

Hematologic
Childhood



How can you distinguish drivers from VUS in cBioPortal?

Background biological data
(e.g. networks, 3D protein structure)

Variant recurrence

Predicted functional effect

Clinical data:
• Treatments
• Survival
• etc.

Data sources

https://genie.cbioportal.org/

Curated effect & therapy 
implications

Molecular data:
• Mutations
• Fusions
• Copy number

• mRNA expression
• Protein levels
• DNA Methylation

Interpretation

https://genie.cbioportal.org/


Mutation details page: Example ERBB2



Mutations in lung adenocarcinoma: All mutations



Mutations in lung adenocarcinoma + driver/VUS annotation



Mutations in lung adenocarcinoma: Driver mutations only



Example: PCLO, a very long gene, mutated in 19%



Example: ALK

• long gene
• often not expressed
• mutations tend to occur in 

samples with low or no expression



https://www.cbioportal.org/

http://www.cbioportal.org/


Getting help



Using cBioPortal for publication

• Please use cBioPortal in your publications!
• Figures are downloadable as PDF/SVG so you can customize them

• Cite the studies that generated the data you are using (if applicable)

• Cite cBioPortal



Questions?

• Join us for the remaining webinars
• The recording of all webinars will be posted on https://cbioportal.org/tutorials/
• If you still have questions, please ask them via our Google Group

https://cbioportal.org/tutorials/


Webinar Schedule

• April 30: Introduction to cBioPortal

• May 7: Mutation Details & Patient View

• May 14: OQL & Expression

• May 21: Group Comparison

• May 28: API & R Client

All webinars are on Thursdays 11am-12pm EDT


