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The Genotoul-Bioinfo platform offers several services in sequencing analysis. The team gathers
17 people with expertise in system administration, bioinformatics, and biostatistics. It is a team
of the MIAT lab (INRAE-Toulouse). It is an IBiSA labelled platform, and a strategic platform for

INRAE. It is certified ISO 9001 and NF-X 50-900. It belongs to Genotoul, the Research
Infrastructure BioinfOmics, and the Institut Francais de Bioinformatique. ...................

{,‘3 Website: https://bioinfo.genotoul.fr/ - Check out

L% Contact: anim.bioinfo-Occitanie-Toulouse®@inrae.fr OUI'; ;’Sft’;ic

o0 ®
00 60 00 000 08000 00 & .
. . .. ....=............. . ...................

e VYA

BWA-MEM2/

Prodigal
metaSPAdes/ Smriools . etaQUASTl g

BWA-MEM2
: Megahlt

: " Our missions _
Provide an infrastructure = _ A ' " mpta(:s

. FastQC Minimap2/ Fastqc KaJ.]u HiFiasm metaQUAST Hininaps/ ) Barrnap 0
. * 4.5 PB performant storage - R /=<=r1e oot

. . o _ ] tRNAscan-SE

: ° 1 ¢ 5 PB repllcated Sto rage - - i-.rf:l::aning / Quality Control emgago:"- g:::::‘-:::ion_ - ::;t:f;::?‘l-l:;; - - -

" . 5000 CPUS : u ; I?is;:::lnz’ly DIAMOND merge_annotation.py

" U o 4. St_ructural annotation o

m ° 4 NV]d]a A1 OO 80GB GPUS ] : : I‘:Llllg:tlir::: annotation s s PIA-AERE 7 MaxBind/

_ . g ] 7. Taxonomic affiliation ) u:onnal 1acnan0:|.oan_i°n- . Samtools MetaBAT2/CONCOCT BINETTE

. » > 800 installed software " . & Binning : rE' - -

- - ¥ Mandatory Q Optional Minimap2/ Minimap2/Samtools _J dRep

- « ~ 150 data banks ! - READS Samtol§ Samtol§ Mer 9 onti ia_ Lliill ﬂ

. ; _ s Short a1n2ta::::1.py* alnzzz::::f:ipy quantif_per_lineage.py* MU":I@\C = TDB-Tk

.« > 2000 tickets / year C T memaesnt T T e e

" Host GUI tools : https / /forge.inrae.fr/genotoul-bioinfo/ metagwgs K

. » Rstudio
+ + Jupyter
"« Linux desktop

7 asterics

A tool For the exploration
and integration of omics data

" Conduct analyses
. ~ 20 projects, mainly on

. * assembly/annotation . | |
ASTERICS is an online tool designed to help you to perform

- e metagenOmiCS 0 . your statistical and inkegrative analyses in an interactive

and easy-to-use way.

"+ pangenomics

. * transcriptomics

: * OmiCs integration *  https://asterics.miat.inrae.fr/

lllllllllllllllllllllllllllllllllllllllllllllllllllllllllll

Offer training

+ « Linux/cluster/Nextflow : R R .
-+ RNA-Seq/variant discovery 1 ; Carbon footprint per CPU.hour

- * metagenomics : : o

= « omics integration

g 30,0
"+ Awk/Perl/Python _
. * also at Master level : : 25,0
1.98 g CO.e per CPU.hour
: Serve our users : 11 g COze per GB per year 20 |
. > 1200 users : . 15.0 W Electricity consumption
) " Devices manufacture/
. « -50% INRAE, ~50% Region - Trnsponial
] : : : 10,0
* « > 80 mentions in articles
- 2,0 4
. Drive projects - I l l
. * Co-leading PEPR . g 0,0 E
. - . Oompute Work  Servers Network Power Cooling Agents
. * Co-supervising PhDs : .. space supply

llllllllllllllllllllllllllllllllllllllllllllllllllllllllll

- & & ® Infrastructures

s | BISA H2 MA
Santé et

GENOMIQUE & Agronomie

TOULOUSE

~10 articles / year

% BioinfOmics

FH:F l H HAE R E q E -'ﬁl R C H I N F R A q T R U C T U R E INSTITUT FRANCAIS DE ' BIOINFORMATIQUE

llllllllllllllllllll




