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Introduction

Galaxy is an open source
web-based interactive data analysis
platform that supports defining and
executing workflows.

Jobs are executed on HPC infra.
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minimap2 [x]
& Upload Data

@ Show Sections

Map with minimap2 A fast pairwise
aligner for genomic and spliced
nucleotide sequences

TB-Profiler Profile Infer strain types
and drug resistance markers from
sequences

Purge overlaps and haplotigs in an
assembly based on read depth
(purge_dups)

WORKFLOWS

All workflows

Tools List

4 Workflow Visualize SharedData~ Help~ User> 1= A

listed in the below sections unless you customize them.

Indexing options fod
Mapping optipns =

Retain at most INT secondary alignments

default=5 (-N)

Max length for PE

The maximum apparent fragment length up to which paired-end reads are aligned
together; at higher fragment lengths the mates will be aligned independent of each
other; effective only for paired-end data and when spliced alignment mode is turned
off; default=800 (-F)

Filter out top FLOAT fraction of repetitive minimizers

default=0.0002 (-f)

Specify an interval of k-mer occurrences
Disabled

Allows to specify an interval of k-mer occurrences with -U. For repeat-rich genomes,
the automatic k-mer occurrence threshold determined by -f may be too large and
makes alignment impractically slow. The new option protects against such cases.
Enabled for asm* and map-hifi. (-U)

Force minimap2 to always use k-mers occuring this many times or fewer

Maximum occurence is the number of repetitive minimizers determined by '~f' or this
value, whichever is higher. (--min-occ-floor)

Discard a query minimizer
0,01

Discard a query minimizer if its occurrence is higher than this fraction of query
minimizers and than the reference occurrence threshold. It allows to avoid extremely
long mapping time for pathologic reads with highly repeated k-mers not in the
reference. Set to O to disable the new heuristic. (--g-occ-frac)

Stop chain enlongation if there are no minimizers in INT-bp

Using 38.5 TB

History ce+ms
search datasets (2 X x]

COG-UK NT1652837C
22 shown, 24 deleted, 4167 hidden
L X

217.95 GB

4158: Preprocessing and @ & x
mapping reports

4157: MultiQC on data 4154, dat x
a 4153, and others: Plots
alist

4155: data 2165, data 2164, an x
d others (flattened)
a list with 1118 items

2777: SnpEff eff: on collection 2 x
689 - HTML stats
a list with 86 items

2689: Replace Text on collectio x
n 2602
a list with 86 items

2602: VCF-VCFintersect: on col x
lection 2515 and collection 234

1

a list with 86 items

2428: VCF-VCFintersect: on col x
lection 2341 and collection 874
a list with 86 items

2167: Lofreq filter on collection x
874
a list with 86 items
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Introduction

FAIR Data analysis : Severals ways to access and manage :
—> Accessibility - Workflows
¢ no CLl or programming needed B
.p g g ¢ Create from scratch ==
¢ but possible
el eope ¢  Extract from histor
—> Reproducibility _ Y
¢ capturing information about every step ¢ Editor
9 Transparency 2 Status traCker
¢ everything can be shared to anyone ¢ Markdown report
- Data == me
¢ Data Libraries ===
* FTP ==
¢ Drag&Drop - -
¢ Histories e

. . . GTN - Material Galaxy Tralning Network Material i
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NNCR Core Cluster

=ssm 81 nodes
O

§.§ 4300 cpu threads

97 nodes

20 TB RAM 52 TB RAM

[aasssassl

2 PB storage

:’ 6 GPU cards

NVidia A100

Early 202A

8396 cpu threads

4 PB storage

/
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CAIS DE ' BIOINFORMATIQUE 0

The IFB Core Cluster Transversal Team:
15 mutualized engineers from 7 IFB platforms ~ 4.0 FTE

. g b
institut de génétique et de
biologie moléculaire et celulaire

GenOuest BiRD

Bioinformatics R&D
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General Metrics

ull
| -8 1 million jobs in one year

‘ 2700 subscribers - 1351 active users in one year

\ 1850 tools

= General Text Tools =  Workflow4Metabolomics

= Genomic File Manipulation = ProteoRE

=  Common Genomics Tools = Galaxy-P

= Genomics Analysis = Galaxy-E

= Genomics Toolkits = Statistics and Visualisation
=  Metagenomics = Miscellaneous Tools
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Tools

search tools

& Upload Data
Fnenotype Association
GENOMICS TOOLKITS
Picard
deepTools
Gemini
EMBOSS
Searching tools
RAD-seq
Trinity
METAGENOMICS
Metagenomic Analysis
DADA2
FROGS
Qiime
Obitools
PICRUSt
Mothur
Virology

WORKFLOW4AMETABOLOMICS

Get Data - Metabolomics

Preprocessing LCMS

Prenrnraccinn FIAMS

iii




Subdomains

Focus on your analysis 5 sub-domains | <sub-domain>.usegalaxy.fr

= Personalized welcome page e' ecology
= Filtered tool list

# metabarcoding

=) proteore

covid19

workflowdmetabolomics

":" Your project

)
G

@ Workflow4  etabolomics

oooooooo
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Hall-of-fame

2488

Featuring The IFB Core Cluster team

Featuring The Galaxy Community

community.france-bioinformatique.fr

ZIFB Community Support

"Galaxy > ‘ ‘ toutes les étiquettes » ltous » ‘ Nonlu (1)  Top

i= Sujet

Need help

Ajouter apps dans UseGalaxy.fr ﬁ @ 1

Give help

multiBamSummary Fatal error: Exit code 2 () Fatal o
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