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e History of Bio-Linux?

* Who uses it?

« What's new in Version 77

« What are we planning for the future?
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A quick history of Bio-Linux

« Started for a specific group of users
* Single system image, no packages
« EMBOSS + STADEN “killer apps”

based on base for 4.0
RedHat ® Switch to Ubuntu ® Cloud BioLinux
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A quick history of Bio-Linux

e Since 2008 a customised Ubuntu
image

e Close links with Debian Med

@ First prototype, @ Switch to Debian
based on base for 4.0
RedHat . o ¢ Switch to Ubuntu ® Cloud BioLinux
First release,}2.1 I E:/Set gl\%Lmux LTS base for 5.0 published Bio-Linux 8
Bio-Linuxl 3.0 64-bit release o Cloud, VM,
IavailableI to public 6.0 Bio-Linux 7 Cluster computing?
by request ' >
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Developer Interactions

é Developera
Community

e
@debian'med




Known users of Bio-Linux

Map data ©2013 MapLink - Terms of Lse
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« Must be freely redistributable, ideally FOSS
« Marker gene analysis, metagenomics pipelines

 General conversion and formatting tools
 Things that are already packaged (Debian Med)
 Things that NERC users ask for

e Things that make the system more user-friendly

Priority is to make things better for existing
users than to find new ones
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New in version 7

Galaxy - Google Chrome

Galaxy

&= c [D localhost:8080

Tools

= ClustalW multiple sequence
alignment program for DNA or
proteins

Metagenomic analyses

EASTA manipulation

NCBI BLAST+

NGS: and manipulation

NGS: Picard (beta)

NGS: Mapping

= Lastz map short reads against
reference sequence

= Lastz paired reads map short
paired reads against reference
sequence

= Map with Bowtie for Illumina

= BowtieZ is a short-read mapper
= Map with Bowtie for SOLID

= Map with BWA for Illumina

= Map with BWA for SOLID

= Map with BFAST

= Megablast compare short reads
against htgs, nt, and wgs
databases

= Parse blast XML output

= Map with PerM for SOLID and
Humina

= Re-align with SRMA
= Map with Mosaik

NES: Tndal Analucsic
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Bowtie2 (version 0.1)
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Is this library mate-paired?:
Single-end ¥

FASTQ file:

[ ]

Nucleotide-space: Must have Sanger-scaled quality values with ASCII offset 33

Will you select a reference genome from your history or use a built-in index?:
| Use a built-in index v

Built-ins were indexed using default options

Select a reference genome:

L]

If your genome of interest is not listed, contact the Galaxy team

Bowtie settings to use:

You can use the default settings or set custom values for any of Bowtie's parameters.
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New in version 7

Quantitative Insights Into Microbial Ecology

IMe

AmpliconNoise
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New in version
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New in version 7

e Also...

FastQC - nextgen quality assessment

Bowtie-Bio tools

Several NGS assemblers
and of course latest EMBOSS + STADEN (gap5)
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Teaching and Outreach

E () S — environmentalomics.org

elixir-europe.org <« Eli lr
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e Continue to do what we're good at

« More developer time wanted
(always!)

« More tutorial/course material
e More focus on VM/Cloud
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