TargetExperiment

+ bedFile : GRanges

GRanges

+ bamFile : BamFile

+ featurePanel : GRanges
+ genePanel : GRanges

o
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+ fastaFile : FaFile -
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+scanBamP : ScanBamParam @

+ pileupP : PileupParam
+ attribute : character
+ feature : character

+ TargetExperiment()
+ pileupCounts()

+ buildFeaturePanel()
+ summarizePanel()

+ show()

+ print()

+ summary()

+ summaryFeatureLev()
+ summaryGenelev()
+ summarylntervals()

+ readFrequencies()

+ getRegion()

+ getLowCtsFeatures()
+ plok()

+ plotAttrExpl()

+ plotFeatPerform()

+ plotRegion()

+ plotFeature()

+ plotGeneAttrPerFeat()
+ plotNtdPercentage()
+ bias_exploration()

+ plotMetaDataExpl()
+ plotinOutFeatures()
+ buildReport()
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