Legend

Parallel setting
[class]

Mandatory input
[class]

Optional input
[class]

Reactive
[class]

Intermediate
[class]

Depends on existing
_— >

Depends on existing
with condition
_

Depends on existing
all of color
if any present
and other color(s) absent

—0

Uses only
if available

—o0

Cross-validation
of sample names
when available

ok

Multi-threadable

Action button
[numeric]

Dynamic input
[class]

Not used yet
[class]

Gap-middle-group
40 - 3*(2-max(lines)) mm

Text-symbol
5 + 3*(lines-1) mm

bpConfig
[character]

bpCores bpParam
[numeric] [BiocParallelParam]

bpType
[character]

doGenoHeatmap
[numeric]

bedFile
[character]

vcfFolder
[character]

vcfContent
[character]

vcfPattern
[character]

genotypes

vcfFiles
[character]

X =640 mm

ucscRegions
[character]

bedRecords
[GRanges]

|

bedChrs
[character]

chrVcfs
[Rle]

A

vcfHeaders
[TabixFile]

X unit: 80 mm

Y unit =40 mm

Y unit =40 mm

selectVcf
[character]

singleVcf
[character]

phenoFile
[character]

phenotypes
[DataFrame]

vcf
[CollapsedVcf] %

csq
[GRanges]

csgMcols
[DataFrame]

csqTable

[matrix]

genoSampleRanges
[list]

[data.frame]

A

csqTableTable
[data.frame]

A

csqTableTableDecreasing
[data.frame]

phenotypesBED

genomeSeqinfo
[Seqinfo]

genomeSeqinfo
[Seqinfo]

[DataFrame]

varCsqgPlotX
[character]

plotVarClass_hover
[list]




