
Using cBioPortal
exploring clinical annotation

https://www.cbioportal.org

https://www.cbioportal.org


Log into cBioPortal https://www.cbioportal.org

● Log into the portal 
using a Google 
account for example



Log into cBioPortal https://www.cbioportal.org

● Select the cancer 
type of interest in the 
search box

Make sure to select the 
TCGA Firehose legacy 
dataset!



Log into cBioPortal https://www.cbioportal.org

● You get an overview over all samples in the study
● Now you can define custom groups to compare!
● Click on "custom selection"



Log into cBioPortal https://www.cbioportal.org

● Paste a list of Sample IDs in the format
skcm_tcga:TCGA-XX-XXXX-XX

● Click on "Filter to listed samples"
● Of course replace skcm_tcga by the study of interest (e.g. gbm_tcga)



Log into cBioPortal https://www.cbioportal.org

● Now click on Groups, and define a group from the filtered samples, and 
give it a name!

● Repeat the procedure to select a second set of IDs to create a second 
group



Log into cBioPortal https://www.cbioportal.org

● You now have 2 groups of samples, which you can compare
● Click in the compare button



Log into cBioPortal https://www.cbioportal.org

● You can compare the clinical annotations and survivals of the 2 groups!


