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Fasta files generated for this study
[bookmark: _321gzb7au5tv]Community-based databases
Community-based databases contain sequences corresponding to mutations cataloging somatic and germline variations in the genome found within COSMIC or dbSNP.
[bookmark: _w44656gpiqc2]COSMIC
all:	Peptides harbouring mutations generated from COSMIC including SNVs, indels, fusions, frame-shift causing mutations and stop-losses. 
snv:		SNVs only.
indel:		Insertions and deletions (indels) only.
other:		Fusions, frame-shift causing and stop-losses only.
census:	Subset of mutations in all affecting genes present in the cosmic cancer gene census (v70).
[bookmark: _sd3uuh79qozn]dbSNP
all:	Peptides harbouring mutations generated from dbSNP including SNVs, indels, frame-shift causing mutations and stop-losses.
snv:		SNVs only.
indel:		indels only 
other:		Frame-shift causing mutations and stop-losses only.
census: 	The collection of mutations in dbSNP within genes present in the COSMIC cancer gene census (v70).
[bookmark: _apnldhvf1c7d]Uniprot Variants
all:		Variants extracted from Uniprot.
[bookmark: _8z6rfjw9wble]Cell-line specific databases
Cell-line specific databases contain sequences corresponding to somatic or germline mutations detected from genomics for that particular cell line. Mutations were generated using either exome-seq or RNA-seq. Each dataset differs in the mutation types available. While both datasets contain somatic mutations as SNVs and stop-losses, exome-seq additionally contains indels, frameshift causing mutations and stop-losses for both. The RNA-seq database additionally contains fusions but is lacking germline mutations, which are present in the exome-seq dataset.
[bookmark: _p0vpo6qtcl]Exome Set
all:	Germline or somatic SNVs, indels, frameshift-causing mutations and stop-losses.
snv:		Germline or somatic SNVs.
Indel:		Germline or somatic indels.
other:		Germline or somatic frameshift-causing mutations and stop-losses.
[bookmark: _6ebdrpi91mb3]RNA set
all:		Somatic SNVs, fusions and stop-losses.
snv:		Somatic SNVs only.
fusion:		Fusions only.
other:		Stop-losses only.
[bookmark: _7c4g7hyad4d5]Larger Combined Sets
Combined:	The union of exome set + RNA set + COSMIC + dbSNP for all cell-lines.
Combined personal:	The concatenation of exome set + RNA set + COSMIC + dbSNP for cell-lines generated in a database specific way.
Exome general:	Combination of all Exome data [1].
[bookmark: _GoBack]RNA general:	Combination of all RNA-seq data for available NCI-60 cell-lines as well as many other cell-lines (675 total) from [2].
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