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Config/Needs/website BiocStyle

SystemRequirements Optional: bcftools for accelerated VCF streaming on
Linux/WSL.

Config/pak/sysreqs cmake make libbz2-dev liblzma-dev libpng-dev libuv1-dev libxml2-dev libssl-
dev libx11-dev xz-utils zlib1g-dev
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ClinicalVariantR Build the ClinicalVariantR Shiny application

Description

Returns a Shiny app object for ACMG/AMP germline variant classification. Following Bioconduc-
tor Shiny guidelines, this function returns the app and does not launch it. Call shiny::runApp()
yourself.

Usage

ClinicalVariantR(...)

ClinicalVariantRApp(...)

Arguments

... Reserved for future options (currently ignored).

Value

A shiny.appobj created by shiny::shinyApp().

See Also

ClinicalVariantRApp



ClinicalVariantR 3

Examples

stopifnot(is.function(ClinicalVariantR))
# To launch interactively:
# shiny::runApp(ClinicalVariantR())
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