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Website Organisation

4 squares for ‘install’ ,‘learn’, ‘use’, ‘develop’ motivated by the idea of
different Bioconductor Users.
Another motivation was to make the most accessed material easily
accessed from the main landing page/ Home page.
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Video

YouTube Channel - http://www.youtube.com/user/bioconductor
Instructional videos which complement traditional vignettes
Package Contributors can add a Video: Tag in DESCRIPTION file
containing link of their video.

Sonali Arora Bioc 2014 Developer Day, July 30, 2014 4 / 14

http://www.youtube.com/user/bioconductor


Update biocViews

enrich the biocViews vocabulary
autocomplete biocViews search box - find packages faster
find by package name / author name / keywords.
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GenomeInfoDb

This package provides an interface to access seqlevelsStyle() and their
supported mappings for various organisms.
It supports 10 organisms which can be found with

library(GenomeInfoDb)
names(genomeStyles())

## [1] "Arabidopsis_thaliana" "Caenorhabditis_elegans"
## [3] "Cyanidioschyzon_merolae" "Drosophila_melanogaster"
## [5] "Homo_sapiens" "Mus_musculus"
## [7] "Oryza_sativa" "Populus_trichocarpa"
## [9] "Saccharomyces_cerevisiae" "Zea_mays"
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keepStandardChromosomes

Subsetting operation that returns only the ‘standard’ Chromosomes.
We define ‘standard Chromosomes’ as those Chromosomes which
represent sequences in the assembly that are not scaffolds.
Applicable when X has a Seqinfo object.
multiple organisms supported.
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demo

library(parathyroidSE)
data(exonsByGene)
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demo

std_exons <- keepStandardChromosomes(exonsByGene)
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demo

std_exons <- sortSeqlevels(std_exons)

Sonali Arora Bioc 2014
Developer Day, July 30, 2014 10 /

14



demo

reads <- GRanges(seqnames=paste0("chr",1:20),
ranges=IRanges(1:20, width=5))

cnt1 <- countOverlaps(std_exons, reads)
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demo

seqlevelsStyle(std_exons) <- seqlevelsStyle(reads)
cnt2 <- countOverlaps(std_exons, reads)
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Thank You
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