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Ger Who are we?

® Genomics and Transcriptomics (GeT) core facility of Genotoul located on 5 sites

® Regional node of National Infrastructure
within the « France Génomique » PIA program

Q

FRANCE GENOMIQUE

® Labels :
¢ |BISA Label

* INRA strategic core-facility I @is /.\

INFRASTRUCTURI
BICLOGIE SANTE
ET AGRONOMIE

® Quality Certification : ODC

e 1SO09001 (GeT-PlaGe, GeT-Biopuces)
e NFX 50 900 (GeT-PlaGe)
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Team and Expertise

® A team of 30 people with:
* Technological Specialty and Scientific community by site

* Experts in Agronomy, Environment, Microbiology, Health = W N —": :,,f‘:/'
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* Competence in biology, bioinformatics, biostatistics =g o]
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® Partnership with Genotoul Bioinformatic core-facility (NG6) for:

* Data storage and management gene
. . z
« Data Quality analysis b P;I!Inl;:
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Activity

e 15 R&D projects

 Mate paired, chipseq, metylation, GBS, 3G NGS, capture, long fragments,
HIC...

® More than 100 laboratories (INRA, CNRS, INSA, INSERM, CHU, CIRAD ...)
e More than 160 research teams
 More than 250 projects
» 2ME€ of activity
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® 19 Research projects (ANR, INCA, H2020 ...) - -

® 46 Publications as co-author since 2012

http://get.genotoul.fr %
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What is NEW ?
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®

Organization : The new GeT

NEW : From “a network of platforms” to

“a ONE multi-sites more integrated core facility”

A closer management

: = . .-. ‘-:

GeT Ambassadors in the different scientific communities

GeT Engineers can work on different sites if needed

http://get.genotoul.fr 6




I gm e

43%

Hiseq Hiseq Hiseq
2500 1T 3000 4000

five

Hiseq X Hiseq X

ok /K
gk /sem
e /an
ey / Ob

October 2015 : Non human DNA can be sequenced on Hiseq X (at 30x)

(sold by 5 or more)

http://get.genotoul.fr




Ger Evolution of Hiseq sequencers family
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October 2015 : Non human DNA can be sequenced on Hiseq X (at 30x)
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Evolution of Long Fragments sequencers

® January 2015 :

* P6/C4 chemistry of PacBio permits sequencing of longer fragments (at the

same error rate)
e Oxford Nanopore is ever in development ?
S

® Investment in a PacBio RSIl with Region MP/FEDER funding, at first

for plant genomes

B Sunflower : 30 % of repeated sequences (LTR)
\ e bl Human : 8.8 % of repeated sequences

6000 " 4‘% : .. -

libragen

1000

http://get.genotoul.fr (%



GenorouL

Gel

From NGS short reads to long reads

~ ®  First PACBIO installed in France

©® SUNRISE project to acquire expertise

To validate quality of DNA

To improve library preparation
To increase the number of reads
To increase the length of reads

® More projects to develop new applications :

N .
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Whole genome sequencing on different species
Targeted sequencing

Complex population

RNA sequencing

Epigenetic

http://get.genotoul.fr
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15 000 pb
1.2 Gb (6h)

25 000 pb
7 Gb (48h)

G A complete portfolio of sequencers at GeT

= >, 300 pb
15 Gb

2x150 pb
700 Gb

http://get.genotoul.fr
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LIMS development

® gurrent integration in NG6 : Main quality control workflows for PacBio’s
ata

Under integration in NG6 : Main guality control workflows for PocBio's data
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o Upcoming : A new LIMS for NGS samples, sequencing and analysis

tracking
GEN&ISCOPE
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GeT ommunication

® Website ® Twitter account :@GeT_Genotoul
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eT in a mapmind

whole genome sequencing

targeted resequencing \

exome sequencing

Single molecule real time (SMRT) sequencing )

MedIPSeq
Bisulfite seq \ Ep
ChlP-seq /
165 barcoding B =
‘Metagenomics
Whole metagenome seq .
Genotyping By Sequencing

RAD-seq \

Capture (exome, custom)

Amplicon seq

microarray CGH
KASPAR f
Tagman \I | |

/ |
\

targeted
CNV |
fragments )
qPCR
microarrays }_ Gene expression |

RNA-se
Batan BN Transcriptomics ‘

small RNA |
small RNA-seq | |
DNA-seq (whole genome, exome, |
RNA-seq |
‘;gj....l

microRNA /

|| Applications
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HiSeq 3000 (lllumina)
PGM (Life Technologies)
lon S5 (Life Technelogies)

12
RSII (PacBio): single molecule real time (SMRT) sequencing
Promethion (Oxford Nanopare)

Chroimium (10x Genomics)
ABI 3730
ABI 3130XL
Agilent

{ Affymetrix
VA7 96/384w (ABI)
| StepOne + (ABI
qPCR_é TBI]:HT (AE(!I) :
\\ Biomark (Fluidigm)
' C1 Single Cell (Fludigm)

Capillary Sequencers
e £ SRR

Fragment Analyzer (Advanced Analytical)

| Bioanalyzer 2100 (Agilent)

»GeT
T
_ | TapeStation 4200 (Agilent)
\ ac | DropSense 96 (Trinean)
\ ({ Xpose (Trinean)
Sample manipulation
\ |\__MNanodrop ND2000 {Thermo Scientific)

\‘ \\ Qubit (Life Technologies)

| Bravo (Agilent)

Automation Eve (Tecan)
\_ Access Array (Fluidigm)
Agronomy

[ Environment
b
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Expertise, Consulting : Health
| Microbiclogy

|\ Microbiology
Services | Toxicology

. Bio-informatics
Data Analysis

Bio-statistics
Academic teaching

Training
In-house training

http://get.genotoul.fr




