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Commonly used resources
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Model organisms
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Saccharomyces: Genome Database
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Downloading on the command line
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What is this?
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UNIX command recap

6



Tabluar formats

7



GFF format
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GFF format
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Genome browser

I Genome browser: one of the most important tools for data
analysis

I ”Always look at your data”, true for statistics as well as for NGS
data analysis

I Many genome browsers available: UCSC (web), IGB, Tablet,
Artemis, MochiView (ChIP), Chip/SeqMonk (DNA methylation)

I Integrative Genomics Viewer
I Developed by the Broad Institue
I Awesome and extremely terrible at the same time
I Works well and is fast enough
I Data formats: BED, BEDGRAPH, VCF, GTF, BAM, WIG, BIGWIG, FASTA,
etc.

I Usability not perfect
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IGV: basics

I Overview
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IGV: basics

I Navigation area
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IGV: basics

I Zoom
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IGV: basics

I Name panel
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IGV: basics

I Main area
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IGV: genomes

I List of available genomes
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IGV: genomes

I Jump to chromosomes
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IGV: genomes

I Load genomes from Server
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IGV: genomes

I Load genomes from Server
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IGV: genomes

I Ferret it is
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IGV: genomes

I Ferret it is
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IGV: genomes

I We don’t have Ferret data, so we need something else: loding a
custom genome
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IGV: genomes

I Loading the Borrelia Burgdorferi genome
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IGV: genomes

I Loading the Borrelia Burgdorferi genome
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IGV: genomes

I Important: the alias file (I’ll come back to that later)
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IGV: genomes

I Important: the alias file (I’ll come back to that later)
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IGV: genomes

I Save .genome file (contains all the information)
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IGV: genomes

I Custom genome is now part of the genome list
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IGV: alias files

I The single most problem with IGV I have encountered so far
I What happens? Sometimes when loading a BAM/BED/VCF/... file,
the file appears to be empty.

I Problem: different naming of chromosomes/scaffolds
I Example:
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IGV: loading BAM files

I BAM file has to be sorted and indexed
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IGV: loading BAM files

I BAM file has to be sorted and indexed
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IGV: loading BAM files

I Nothing visible when looking at the full genome
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IGV: loading BAM files

I Zoom: either use the zoom panel
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IGV: loading BAM files

I Zoom: or use the mouse to mark region you want to look at
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IGV: loading BAM files

I Max zoom level for showing alignments can be adjusted on the
Preference screen
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IGV: working with BAM files

I Reads are displayed as red/blue or grey bars
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IGV: working with BAM files

I Coverage: how man reads overlap each position of the genome
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IGV: working with BAM files

I Comparing two BAM files
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IGV: working with BAM files

I Different ranges makes it hard to compare coverage
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IGV: working with BAM files

I Auto Scale vs. Set Data Range (+log scale)
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IGV: working with BAM files
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IGV: read visualisation

I Mismatches are shown with coloured letters. No letter means
match to reference
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IGV: read visualisation

I Several options for colouring, sorting, grouping
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IGV: read visualisation

I Example: squished reads
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IGV: read visualisation

I Example: squished reads + no color
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IGV: sessions

I Save current state of IGV
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IGV: sessions

I Save session to file
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IGV: sessions

I Save session to file
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IGV: sessions

I New session
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IGV: sessions

I Open session
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IGV: sessions

I Open session
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IGV: sessions

I Change settings to relative paths
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IGV: sessions

I Change settings to relative paths
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IGV: regions navigator

I Allows to define regions of interest
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IGV: regions navigator

I Allows to define regions of interest
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IGV: regions navigator

I Click twice to define region
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IGV: regions navigator

I Click twice to define region
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IGV: regions navigator

I Region navigator: allows to name regions and jump to their
position
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IGV: regions navigator

I Region navigator: allows to name regions and jump to their
position
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IGV: regions navigator

I Right click read bar to copy sequence to clipboard
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IGV: regions navigator

I Export regions to BED file
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IGV: documentation

I www.broadinstitute.org/software/igv/UserGuide
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www.broadinstitute.org/software/igv/UserGuide

