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	r-cran-wikidatar
                compare	1 (3%)	1.0 KB (0%)
	r-cran-readstata13
                compare	1 (3%)	1.0 KB (0%)
	r-cran-tidyselect
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cvst
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gower
                compare	1 (3%)	1.0 KB (0%)
	r-cran-forcats
                compare	1 (3%)	1.0 KB (0%)
	r-cran-dimred
                compare	1 (3%)	1.0 KB (0%)
	r-cran-whisker
                compare	1 (3%)	1.0 KB (0%)
	r-cran-devtools
                compare	1 (3%)	1.0 KB (0%)
	r-cran-shinydashboard
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rhandsontable
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rlist
                compare	1 (3%)	1.0 KB (0%)
	r-cran-animation
                compare	1 (3%)	1.0 KB (0%)
	r-cran-bdsmatrix
                compare	1 (3%)	1.0 KB (0%)
	r-cran-squarem
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rwave
                compare	1 (3%)	1.0 KB (0%)
	r-cran-wavethresh
                compare	1 (3%)	1.0 KB (0%)
	r-cran-waveslim
                compare	1 (3%)	1.0 KB (0%)
	r-cran-pbmcapply
                compare	1 (3%)	1.0 KB (0%)
	r-cran-mockr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-plotmo
                compare	1 (3%)	1.0 KB (0%)
	r-cran-whatif
                compare	1 (3%)	1.0 KB (0%)
	r-cran-eipack
                compare	1 (3%)	1.0 KB (0%)
	r-cran-manipulatewidgets
                compare	1 (3%)	1.0 KB (0%)
	r-cran-openxlsx
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rappdirs
                compare	1 (3%)	1.0 KB (0%)
	r-cran-dorng
                compare	1 (3%)	1.0 KB (0%)
	r-cran-magic
                compare	1 (3%)	1.0 KB (0%)
	r-cran-aplpack
                compare	1 (3%)	1.0 KB (0%)
	r-cran-geometry
                compare	1 (3%)	1.0 KB (0%)
	r-cran-relsurv
                compare	1 (3%)	1.0 KB (0%)
	r-cran-brobdingnag
                compare	1 (3%)	1.0 KB (0%)
	r-cran-dygraphs
                compare	1 (3%)	1.0 KB (0%)
	r-cran-bibtex
                compare	1 (3%)	1.0 KB (0%)
	r-cran-blme
                compare	1 (3%)	1.0 KB (0%)
	r-cran-shinythemes
                compare	1 (3%)	1.0 KB (0%)
	r-cran-qap
                compare	1 (3%)	1.0 KB (0%)
	r-cran-bridgesampling
                compare	1 (3%)	1.0 KB (0%)
	r-cran-xslt
                compare	1 (3%)	1.0 KB (0%)
	r-cran-sjstats
                compare	1 (3%)	1.0 KB (0%)
	r-cran-sjlabelled
                compare	1 (3%)	1.0 KB (0%)
	r-cran-tfmpvalue
                compare	1 (3%)	1.0 KB (0%)
	r-cran-purrrlyr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-parallelmap
                compare	1 (3%)	1.0 KB (0%)
	r-cran-paramhelpers
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gh
                compare	1 (3%)	1.0 KB (0%)
	r-cran-clipr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-mlr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gsa
                compare	1 (3%)	1.0 KB (0%)
	r-cran-sessioninfo
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rcmdcheck
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rvest
                compare	1 (3%)	1.0 KB (0%)
	r-cran-geosphere
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rspectra
                compare	1 (3%)	1.0 KB (0%)
	r-cran-generics
                compare	1 (3%)	1.0 KB (0%)
	r-cran-shinyfiles
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rcarb
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cliapp
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ellipsis
                compare	1 (3%)	1.0 KB (0%)
	r-cran-irdisplay
                compare	1 (3%)	1.0 KB (0%)
	r-cran-multilevel
                compare	1 (3%)	1.0 KB (0%)
	r-cran-jpeg
                compare	1 (3%)	1.0 KB (0%)
	r-cran-psychotree
                compare	1 (3%)	1.0 KB (0%)
	r-other-wasabi
                compare	1 (3%)	1.0 KB (0%)
	r-cran-venndiagram
                compare	1 (3%)	1.0 KB (0%)
	r-cran-diffobj
                compare	1 (3%)	1.0 KB (0%)
	r-cran-assertive.base
                compare	1 (3%)	1.0 KB (0%)
	r-cran-fdrtool
                compare	1 (3%)	1.0 KB (0%)
	r-cran-deoptim
                compare	1 (3%)	1.0 KB (0%)
	r-cran-timereg
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rook
                compare	1 (3%)	1.0 KB (0%)
	r-cran-linprog
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ggdendro
                compare	1 (3%)	1.0 KB (0%)
	r-cran-polycor
                compare	1 (3%)	1.0 KB (0%)
	r-cran-mvnfast
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gridgraphics
                compare	1 (3%)	1.0 KB (0%)
	r-cran-pcict
                compare	1 (3%)	1.0 KB (0%)
	r-cran-tsne
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ica
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rsvd
                compare	1 (3%)	1.0 KB (0%)
	r-cran-corrplot
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rslurm
                compare	1 (3%)	1.0 KB (0%)
	r-cran-shinystan
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rex
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rversions
                compare	1 (3%)	1.0 KB (0%)
	r-cran-caic4
                compare	1 (3%)	1.0 KB (0%)
	r-cran-furrr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-huge
                compare	1 (3%)	1.0 KB (0%)
	r-cran-nfactors
                compare	1 (3%)	1.0 KB (0%)
	r-cran-randomglm
                compare	1 (3%)	1.0 KB (0%)
	r-cran-semplot
                compare	1 (3%)	1.0 KB (0%)
	r-cran-bdgraph
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rockchalk
                compare	1 (3%)	1.0 KB (0%)
	r-cran-expint
                compare	1 (3%)	1.0 KB (0%)
	r-cran-farver
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ggforce
                compare	1 (3%)	1.0 KB (0%)
	r-cran-sitmo
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ggraph
                compare	1 (3%)	1.0 KB (0%)
	r-cran-tweenr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-fastmap
                compare	1 (3%)	1.0 KB (0%)
	r-cran-robustrankaggreg
                compare	1 (3%)	1.0 KB (0%)
	r-cran-setrng
                compare	1 (3%)	1.0 KB (0%)
	r-cran-biwt
                compare	1 (3%)	1.0 KB (0%)
	r-cran-tinytest
                compare	1 (3%)	1.0 KB (0%)
	r-cran-minerva
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rlrsim
                compare	1 (3%)	1.0 KB (0%)
	r-cran-amap
                compare	1 (3%)	1.0 KB (0%)
	r-cran-matlab
                compare	1 (3%)	1.0 KB (0%)
	r-cran-pixmap
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rdbnomics
                compare	1 (3%)	1.0 KB (0%)
	r-cran-isoband
                compare	1 (3%)	1.0 KB (0%)
	r-cran-r2d2
                compare	1 (3%)	1.0 KB (0%)
	r-cran-covid19us
                compare	1 (3%)	1.0 KB (0%)
	r-cran-exactranktests
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gganimate
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ggpubr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ggsignif
                compare	1 (3%)	1.0 KB (0%)
	r-cran-km.ci
                compare	1 (3%)	1.0 KB (0%)
	r-cran-pkgcond
                compare	1 (3%)	1.0 KB (0%)
	r-cran-polynom
                compare	1 (3%)	1.0 KB (0%)
	r-cran-survminer
                compare	1 (3%)	1.0 KB (0%)
	r-cran-survmisc
                compare	1 (3%)	1.0 KB (0%)
	r-cran-transformr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-aweek
                compare	1 (3%)	1.0 KB (0%)
	r-cran-coarsedatatools
                compare	1 (3%)	1.0 KB (0%)
	r-cran-epiestim
                compare	1 (3%)	1.0 KB (0%)
	r-cran-incidence
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rstatix
                compare	1 (3%)	1.0 KB (0%)
	r-cran-optimalcutpoints
                compare	1 (3%)	1.0 KB (0%)
	r-cran-conquer
                compare	1 (3%)	1.0 KB (0%)
	r-cran-argparse
                compare	1 (3%)	1.0 KB (0%)
	r-cran-suppdists
                compare	1 (3%)	1.0 KB (0%)
	r-cran-getoptlong
                compare	1 (3%)	1.0 KB (0%)
	r-cran-argparser
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cba
                compare	1 (3%)	1.0 KB (0%)
	r-cran-formattable
                compare	1 (3%)	1.0 KB (0%)
	r-cran-proxy
                compare	1 (3%)	1.0 KB (0%)
	r-cran-sparsesvd
                compare	1 (3%)	1.0 KB (0%)
	r-cran-vim
                compare	1 (3%)	1.0 KB (0%)
	r-cran-isospecr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rtdists
                compare	1 (3%)	1.0 KB (0%)
	r-cran-calibratr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cgdsr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-broom.mixed
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cubelyr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-factoextra
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ggalluvial
                compare	1 (3%)	1.0 KB (0%)
	r-cran-swagger
                compare	1 (3%)	1.0 KB (0%)
	r-cran-wkutils
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rle
                compare	1 (3%)	1.0 KB (0%)
	r-cran-bios2cor
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gamm4
                compare	1 (3%)	1.0 KB (0%)
	r-cran-profmem
                compare	1 (3%)	1.0 KB (0%)
	r-cran-genie
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rcppcctz
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gitcreds
                compare	1 (3%)	1.0 KB (0%)
	r-cran-nanotime
                compare	1 (3%)	1.0 KB (0%)
	r-cran-statcheck
                compare	1 (3%)	1.0 KB (0%)
	r-cran-pander
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rcppmlpack
                compare	1 (3%)	1.0 KB (0%)
	r-cran-mathjaxr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rlinsolve
                compare	1 (3%)	1.0 KB (0%)
	r-cran-uniqtag
                compare	1 (3%)	1.0 KB (0%)
	r-cran-genoplotr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-svmisc
                compare	1 (3%)	1.0 KB (0%)
	r-cran-fancova
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cutpointr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-tokenizers
                compare	1 (3%)	1.0 KB (0%)
	r-cran-here
                compare	1 (3%)	1.0 KB (0%)
	r-cran-benchmarkme
                compare	1 (3%)	1.0 KB (0%)
	r-cran-janeaustenr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-orthopolynom
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ratelimitr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ggtext
                compare	1 (3%)	1.0 KB (0%)
	r-cran-restfulr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-benchmarkmedata
                compare	1 (3%)	1.0 KB (0%)
	r-cran-dirmult
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gsubfn
                compare	1 (3%)	1.0 KB (0%)
	r-cran-ids
                compare	1 (3%)	1.0 KB (0%)
	r-cran-mclustcomp
                compare	1 (3%)	1.0 KB (0%)
	r-cran-partitions
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rcppdist
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rose
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rmutil
                compare	1 (3%)	1.0 KB (0%)
	r-cran-shapes
                compare	1 (3%)	1.0 KB (0%)
	r-cran-unbalanced
                compare	1 (3%)	1.0 KB (0%)
	r-cran-whoami
                compare	1 (3%)	1.0 KB (0%)
	r-cran-logger
                compare	1 (3%)	1.0 KB (0%)
	r-cran-mpoly
                compare	1 (3%)	1.0 KB (0%)
	r-cran-shades
                compare	1 (3%)	1.0 KB (0%)
	r-cran-svunit
                compare	1 (3%)	1.0 KB (0%)
	r-other-kcha-psiplot
                compare	1 (3%)	1.0 KB (0%)
	r-cran-sqldf
                compare	1 (3%)	1.0 KB (0%)
	r-cran-susier
                compare	1 (3%)	1.0 KB (0%)
	r-cran-wikidataqueryservicer
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gb2
                compare	1 (3%)	1.0 KB (0%)
	r-cran-kernelheaping
                compare	1 (3%)	1.0 KB (0%)
	r-cran-modeest
                compare	1 (3%)	1.0 KB (0%)
	r-cran-publish
                compare	1 (3%)	1.0 KB (0%)
	r-cran-smcfcs
                compare	1 (3%)	1.0 KB (0%)
	r-cran-stable
                compare	1 (3%)	1.0 KB (0%)
	r-cran-statip
                compare	1 (3%)	1.0 KB (0%)
	r-cran-sparql
                compare	1 (3%)	1.0 KB (0%)
	r-cran-palmerpenguins
                compare	1 (3%)	1.0 KB (0%)
	r-cran-jquerylib
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rcpptoml
                compare	1 (3%)	1.0 KB (0%)
	r-cran-lobstr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-startupmsg
                compare	1 (3%)	1.0 KB (0%)
	r-cran-r2html
                compare	1 (3%)	1.0 KB (0%)
	r-other-disgenet2r
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cmdfun
                compare	1 (3%)	1.0 KB (0%)
	r-cran-xmlparsedata
                compare	1 (3%)	1.0 KB (0%)
	r-cran-skimr
                compare	1 (3%)	1.0 KB (0%)
	r-cran-metadat
                compare	1 (3%)	1.0 KB (0%)
	r-cran-prevalence
                compare	1 (3%)	1.0 KB (0%)
	r-cran-rcppml
                compare	1 (3%)	1.0 KB (0%)
	r-cran-enrichwith
                compare	1 (3%)	1.0 KB (0%)
	metaphlan
                compare	1 (3%)	1.0 KB (0%)
	r-cran-urlchecker
                compare	1 (3%)	1.0 KB (0%)
	r-cran-m2r
                compare	1 (3%)	1.0 KB (0%)
	r-cran-optimparallel
                compare	1 (3%)	1.0 KB (0%)
	r-cran-dendsort
                compare	1 (3%)	1.0 KB (0%)
	r-cran-gbutils
                compare	1 (3%)	1.0 KB (0%)
	r-cran-cvar
                compare	1 (3%)	1.0 KB (0%)

sharing with respect to gzip_sha512

        	package	files shared	data shared
	r-cran-pdftools
                compare	1 (3%)	37.0 KB (20%)
	r-bioc-altcdfenvs
                compare	1 (3%)	123 B (0%)
	r-cran-rmysql
                compare	1 (3%)	123 B (0%)
	r-cran-foreign
                compare	1 (3%)	123 B (0%)
	r-bioc-shortread
                compare	1 (3%)	123 B (0%)
	r-cran-xml
                compare	1 (3%)	123 B (0%)
	r-cran-rsqlite
                compare	1 (3%)	123 B (0%)
	r-bioc-qvalue
                compare	1 (3%)	123 B (0%)
	r-cran-rmpi
                compare	1 (3%)	123 B (0%)
	r-cran-readbrukerflexdata
                compare	1 (3%)	123 B (0%)
	r-cran-lme4
                compare	1 (3%)	123 B (0%)
	r-cran-qtl
                compare	1 (3%)	123 B (0%)
	r-bioc-graph
                compare	1 (3%)	123 B (0%)
	r-cran-dbi
                compare	1 (3%)	123 B (0%)
	r-cran-pscl
                compare	1 (3%)	123 B (0%)
	r-cran-lpsolve
                compare	1 (3%)	123 B (0%)
	r-cran-sm
                compare	1 (3%)	123 B (0%)
	r-bioc-affyio
                compare	1 (3%)	123 B (0%)
	r-cran-fgarch
                compare	1 (3%)	123 B (0%)
	r-bioc-genomicfeatures
                compare	1 (3%)	123 B (0%)
	r-bioc-bsgenome
                compare	1 (3%)	123 B (0%)
	r-cran-g.data
                compare	1 (3%)	123 B (0%)
	r-cran-evaluate
                compare	1 (3%)	123 B (0%)
	r-cran-tseries
                compare	1 (3%)	123 B (0%)
	r-cran-mass
                compare	1 (3%)	123 B (0%)
	r-cran-gtools
                compare	1 (3%)	123 B (0%)
	r-cran-sandwich
                compare	1 (3%)	123 B (0%)
	r-cran-gbm
                compare	1 (3%)	123 B (0%)
	r-bioc-annotationdbi
                compare	1 (3%)	123 B (0%)
	r-cran-vcd
                compare	1 (3%)	123 B (0%)
	r-cran-rcpp
                compare	1 (3%)	123 B (0%)
	r-cran-maldiquant
                compare	1 (3%)	123 B (0%)
	r-cran-runit
                compare	1 (3%)	123 B (0%)
	r-cran-rcmdr
                compare	1 (3%)	123 B (0%)
	r-cran-plotrix
                compare	1 (3%)	123 B (0%)
	r-cran-rjava
                compare	1 (3%)	123 B (0%)
	r-cran-robustbase
                compare	1 (3%)	123 B (0%)
	r-bioc-iranges
                compare	1 (3%)	123 B (0%)
	r-cran-cluster
                compare	1 (3%)	123 B (0%)
	r-cran-matrix
                compare	1 (3%)	123 B (0%)
	r-cran-nlme
                compare	1 (3%)	123 B (0%)
	r-bioc-gviz
                compare	1 (3%)	123 B (0%)
	r-cran-digest
                compare	1 (3%)	123 B (0%)
	r-bioc-preprocesscore
                compare	1 (3%)	123 B (0%)
	r-cran-timeseries
                compare	1 (3%)	123 B (0%)
	r-cran-rquantlib
                compare	1 (3%)	123 B (0%)
	r-cran-scales
                compare	1 (3%)	123 B (0%)
	r-cran-rpart
                compare	1 (3%)	123 B (0%)
	r-bioc-rtracklayer
                compare	1 (3%)	123 B (0%)
	r-cran-xts
                compare	1 (3%)	123 B (0%)
	r-cran-rnetcdf
                compare	1 (3%)	123 B (0%)
	r-bioc-limma
                compare	1 (3%)	123 B (0%)
	r-cran-fbasics
                compare	1 (3%)	123 B (0%)
	r-cran-polycub
                compare	1 (3%)	123 B (0%)
	r-cran-stringr
                compare	1 (3%)	123 B (0%)
	r-cran-spatstat
                compare	1 (3%)	123 B (0%)
	r-cran-rcppeigen
                compare	1 (3%)	123 B (0%)
	r-cran-rsclient
                compare	1 (3%)	123 B (0%)
	r-cran-timedate
                compare	1 (3%)	123 B (0%)
	r-cran-rjags
                compare	1 (3%)	123 B (0%)
	r-bioc-biostrings
                compare	1 (3%)	123 B (0%)
	r-cran-rglpk
                compare	1 (3%)	123 B (0%)
	r-bioc-affy
                compare	1 (3%)	123 B (0%)
	r-cran-rniftilib
                compare	1 (3%)	123 B (0%)
	r-cran-testthat
                compare	1 (3%)	123 B (0%)
	r-bioc-xvector
                compare	1 (3%)	123 B (0%)
	r-cran-boot
                compare	1 (3%)	123 B (0%)
	r-cran-maps
                compare	1 (3%)	123 B (0%)
	r-cran-tgp
                compare	1 (3%)	123 B (0%)
	r-bioc-makecdfenv
                compare	1 (3%)	123 B (0%)
	r-cran-rserve
                compare	1 (3%)	123 B (0%)
	r-bioc-biocgenerics
                compare	1 (3%)	123 B (0%)
	r-cran-mcmcpack
                compare	1 (3%)	123 B (0%)
	r-bioc-hypergraph
                compare	1 (3%)	123 B (0%)
	r-cran-epir
                compare	1 (3%)	123 B (0%)
	r-cran-rcurl
                compare	1 (3%)	123 B (0%)
	r-cran-msm
                compare	1 (3%)	123 B (0%)
	r-cran-fextremes
                compare	1 (3%)	123 B (0%)
	r-cran-mvtnorm
                compare	1 (3%)	123 B (0%)
	r-cran-mgcv
                compare	1 (3%)	123 B (0%)
	r-bioc-hilbertvis
                compare	1 (3%)	123 B (0%)
	r-bioc-rsamtools
                compare	1 (3%)	123 B (0%)
	r-cran-sp
                compare	1 (3%)	123 B (0%)
	r-cran-gplots
                compare	1 (3%)	123 B (0%)
	r-cran-fastcluster
                compare	1 (3%)	123 B (0%)
	r-cran-dosefinding
                compare	1 (3%)	123 B (0%)
	r-cran-gam
                compare	1 (3%)	123 B (0%)
	r-cran-maldiquantforeign
                compare	1 (3%)	123 B (0%)
	r-cran-haplo.stats
                compare	1 (3%)	123 B (0%)
	r-bioc-biovizbase
                compare	1 (3%)	123 B (0%)
	r-cran-fimport
                compare	1 (3%)	123 B (0%)
	r-bioc-cummerbund
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                compare	1 (3%)	123 B (0%)
	r-bioc-affxparser
                compare	1 (3%)	123 B (0%)
	r-bioc-arrayexpress
                compare	1 (3%)	123 B (0%)
	r-bioc-gseabase
                compare	1 (3%)	123 B (0%)
	r-bioc-oligoclasses
                compare	1 (3%)	123 B (0%)
	r-bioc-gsva
                compare	1 (3%)	123 B (0%)
	r-cran-pingr
                compare	1 (3%)	123 B (0%)
	r-bioc-oligo
                compare	1 (3%)	123 B (0%)
	r-bioc-structuralvariantannotation
                compare	1 (3%)	123 B (0%)
	r-bioc-qtlizer
                compare	1 (3%)	123 B (0%)
	r-bioc-ioniser
                compare	1 (3%)	123 B (0%)
	r-bioc-ballgown
                compare	1 (3%)	123 B (0%)
	r-cran-filelock
                compare	1 (3%)	123 B (0%)
	r-cran-rtweet
                compare	1 (3%)	123 B (0%)
	r-cran-rnaturalearthdata
                compare	1 (3%)	123 B (0%)
	r-bioc-biocio
                compare	1 (3%)	123 B (0%)
	r-bioc-noiseq
                compare	1 (3%)	123 B (0%)
	r-bioc-tximportdata
                compare	1 (3%)	123 B (0%)
	r-cran-datawizard
                compare	1 (3%)	123 B (0%)
	r-cran-hunspell
                compare	1 (3%)	123 B (0%)
	r-cran-keyring
                compare	1 (3%)	123 B (0%)
	r-cran-sets
                compare	1 (3%)	123 B (0%)
	r-bioc-scaledmatrix
                compare	1 (3%)	123 B (0%)
	r-bioc-metapod
                compare	1 (3%)	123 B (0%)
	r-cran-distributional
                compare	1 (3%)	123 B (0%)
	r-cran-tensora
                compare	1 (3%)	123 B (0%)
	r-bioc-tximeta
                compare	1 (3%)	123 B (0%)
	r-cran-lamw
                compare	1 (3%)	123 B (0%)
	r-cran-plot3d
                compare	1 (3%)	123 B (0%)
	r-cran-vroom
                compare	1 (3%)	123 B (0%)
	r-cran-dbscan
                compare	1 (3%)	123 B (0%)
	r-cran-collapse
                compare	1 (3%)	123 B (0%)
	r-cran-webfakes
                compare	1 (3%)	123 B (0%)
	r-bioc-basilisk.utils
                compare	1 (3%)	123 B (0%)
	r-bioc-degnorm
                compare	1 (3%)	123 B (0%)
	r-bioc-dir.expiry
                compare	1 (3%)	123 B (0%)
	r-bioc-eir
                compare	1 (3%)	123 B (0%)
	r-bioc-ggbio
                compare	1 (3%)	123 B (0%)
	r-bioc-isoformswitchanalyzer
                compare	1 (3%)	123 B (0%)
	r-bioc-organismdbi
                compare	1 (3%)	123 B (0%)
	r-bioc-rcpi
                compare	1 (3%)	123 B (0%)
	r-bioc-residualmatrix
                compare	1 (3%)	123 B (0%)
	r-bioc-stringdb
                compare	1 (3%)	123 B (0%)
	r-cran-rmpfr
                compare	1 (3%)	123 B (0%)
	r-cran-posterior
                compare	1 (3%)	123 B (0%)
	r-cran-terra
                compare	1 (3%)	123 B (0%)
	r-bioc-netsam
                compare	1 (3%)	123 B (0%)
	r-cran-mixsqp
                compare	1 (3%)	123 B (0%)
	r-cran-r.devices
                compare	1 (3%)	123 B (0%)
	r-cran-thematic
                compare	1 (3%)	123 B (0%)
	r-bioc-fishpond
                compare	1 (3%)	123 B (0%)
	r-bioc-drimseq
                compare	1 (3%)	123 B (0%)
	r-cran-r.rsp
                compare	1 (3%)	123 B (0%)
	r-cran-rgooglemaps
                compare	1 (3%)	123 B (0%)
	r-cran-prophet
                compare	1 (3%)	123 B (0%)
	r-cran-riskregression
                compare	1 (3%)	123 B (0%)
	r-cran-sampling
                compare	1 (3%)	123 B (0%)
	r-cran-spatstat.random
                compare	1 (3%)	123 B (0%)
	r-bioc-progeny
                compare	1 (3%)	123 B (0%)
	r-cran-distr
                compare	1 (3%)	123 B (0%)
	r-cran-admisc
                compare	1 (3%)	123 B (0%)
	r-cran-jinjar
                compare	1 (3%)	123 B (0%)
	r-cran-hardhat
                compare	1 (3%)	123 B (0%)
	r-bioc-megadepth
                compare	1 (3%)	123 B (0%)
	r-cran-lintr
                compare	1 (3%)	123 B (0%)
	r-cran-bslib
                compare	1 (3%)	123 B (0%)
	r-cran-officer
                compare	1 (3%)	123 B (0%)
	r-bioc-decoupler
                compare	1 (3%)	123 B (0%)
	r-cran-leidenbase
                compare	1 (3%)	123 B (0%)
	r-cran-poorman
                compare	1 (3%)	123 B (0%)
	r-cran-estimatr
                compare	1 (3%)	123 B (0%)
	r-cran-rcppspdlog
                compare	1 (3%)	123 B (0%)
	r-cran-timechange
                compare	1 (3%)	123 B (0%)
	r-bioc-basilisk
                compare	1 (3%)	123 B (0%)
	r-bioc-biocbaseutils
                compare	1 (3%)	123 B (0%)
	r-bioc-bsseq
                compare	1 (3%)	123 B (0%)
	r-bioc-dss
                compare	1 (3%)	123 B (0%)
	r-cran-spatstat.explore
                compare	1 (3%)	123 B (0%)
	r-cran-httr2
                compare	1 (3%)	123 B (0%)
	r-cran-memisc
                compare	1 (3%)	123 B (0%)
	r-bioc-s4arrays
                compare	1 (3%)	123 B (0%)
	r-cran-dicedesign
                compare	1 (3%)	123 B (0%)
	r-cran-dials
                compare	1 (3%)	123 B (0%)
	r-bioc-densvis
                compare	1 (3%)	123 B (0%)
	r-bioc-saturn
                compare	1 (3%)	123 B (0%)
	r-bioc-pfamanalyzer
                compare	1 (3%)	123 B (0%)
	r-cran-kableextra
                compare	1 (3%)	123 B (0%)
	r-cran-gfonts
                compare	1 (3%)	123 B (0%)
	r-cran-quickjsr
                compare	1 (3%)	123 B (0%)
	r-cran-writexl
                compare	1 (3%)	123 B (0%)
	r-cran-rhpcblasctl
                compare	1 (3%)	123 B (0%)
	r-bioc-sparsearray
                compare	1 (3%)	123 B (0%)
	r-cran-fastdummies
                compare	1 (3%)	123 B (0%)
	r-bioc-ebseq
                compare	1 (3%)	123 B (0%)
	r-cran-broom.helpers
                compare	1 (3%)	123 B (0%)
	r-cran-labelled
                compare	1 (3%)	123 B (0%)
	r-cran-patrick
                compare	1 (3%)	123 B (0%)
	r-cran-ggstats
                compare	1 (3%)	123 B (0%)
	r-cran-marginaleffects
                compare	1 (3%)	123 B (0%)
	r-cran-nanoarrow
                compare	1 (3%)	123 B (0%)
	r-cran-yulab.utils
                compare	1 (3%)	123 B (0%)
	r-bioc-decontam
                compare	1 (3%)	123 B (0%)
	r-cran-latte
                compare	1 (3%)	123 B (0%)
	r-cran-oaqc
                compare	1 (3%)	123 B (0%)
	r-cran-intergraph
                compare	1 (3%)	123 B (0%)
	r-cran-areal
                compare	1 (3%)	123 B (0%)

Note: Packages with yellow background are required to be installed when this package is installed.
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