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« Linux (A~3z#Fwindows)

B, MRHEARRE devtools (BFLE GitHub £) :
if (!requireNamespace("devtools", quietly = TRUE)) install.packages("devtools")
RIS, &% BiocManager (AT %% bioconductor ) (FNRMATE):
if (!requireNamespace("BiocManager"”, quietly = TRUE)) install.packages("BiocManager")
Ala, &3 ArchR:
devtools::install_github("GreenleaflLab/ArchR", ref="master", repos = BiocManager::repositories())
&G, BREAINMER FTREZENFAE ArchR &R0 :

library(ArchR)
ArchR::installExtraPackages()

« WindowsoJF: A#ETE;
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