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DNMT3A : [Somatic Mutation Rate: 24.87%]
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Tumor mutation burden distribution (TCGA LAML)
Median: 9 variants/sample; dashed line = median
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library(maftools)

laml <- read.maf(
maf = system.file("extdata", "tcga_ laml.maf.gz", package = "maftools"),

clinicalData = system.file("extdata", "tcga laml annot.tsv", package = "maftools")

plotmafSummary(laml, dashboard = TRUE)
oncoplot(laml, top = 10)
lollipopPlot(laml, gene = "DNMT3A", AACol = "Protein Change")

somaticInteractions(laml, top = 15)
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£ read.maf () BIERIZIRAECH MAF X4-ENA], WRR2E VCF:

# VCF -> MAF (FZE VEP + vcf2maf)
vcf2maf.pl --input-vcf somatic.vcf.gz --output-maf somatic.maf \
--tumor-id TUMOR --normal-id NORMAL --ref-fasta hg38.fa \

--vep-path /path/to/vep --vep-data /path/to/vep_cache

THHER

genome04_maftools_sci.R N —
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e Mayakonda et al. 2018, maftools X
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https://bioconductor.org/packages/maftools/
https://genomemedicine.biomedcentral.com/articles/10.1186/s13073-018-0574-x
https://docs.gdc.cancer.gov/Data/File_Formats/MAF_Format/
https://www.oncokb.org/
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