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2 pcawg_load

pcawg_available List Available Datasets

Description

List Available Datasets

Usage

pcawg_available()

Value

a dataframe listing available datasets

Examples

pcawg_available()

pcawg_load Load PCAWG mafs

Description

Load PCAWG maf objects into R. Streams data from PCAWGmutationsDB repo

Usage

pcawg_load(cohort, verbose = TRUE)

Arguments

cohort abbreviation of PCAWG project. See pcawg_available() for valid values
(string)

verbose verbose (flag)

Value

MAF object compatible with maftools

Examples

pcawg_load("Biliary-AdenoCA")

https://github.com/CCICB/PCAWGmutations
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