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Une diversite de matrices et des applications de pointe
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Du Sanger a la 3¢™e Génération

Les différentes générations de séquenceurs

Séguence unique

Séquencage « NGS »

Sanger

Nombre de séquences : 96
Cout séguence :
Productivité :
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Tous ces séquenceurs sont présents sur la plateforme GeT de Toulouse

NGS - « short reads »
llumina
Nombre de séguences : 10 milliards
Cout séquence : -

Productivité : ¥ & & 5y Hiseq3000

3 x MiSeq m'
‘ J NovaSeq 6000

NGS - « long reads »
PacBio / Oxford Nanopore
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La 2"% génération : nécessité de prétraitements

NGS - « short reads »

lHlumina
Nombre de séquences : 10 milliards

Cout séquence : =

Productivité : ﬁ N N

2x HiSeq 3000

3 x MiSeq
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Etape d’amplification obligatoire

Méthodologies associées a cette technologie

WHOLE GENOME BISULFITE
SEQUENCING

« Gold standard method in
DNA methylation studies

= Evaluate methylation state of
almost every CpG site

HiSeq 3000, Ithiming

« The homogeneity of the cell population
should be taken into consideration

' Coupled with lllumina Sequencing:
Hiseq3000, NovaSeq

= Automated bioinformatics analyses

Disponible en prestation
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REDUCED — REPRESENTATION
BISULFITE SEQUENCING (RRBS)

= |ntegrates a restriction enzyme digestion,
bisulfite conversion and next-generation
sequencing

= Focus on the enrichment of CpG-rich
regions in close proximity to the restriction
enzyme'’s recognition sequence

= Gold standard method for cost effective
methylation analyses

- May exhibit a lack of coverage at intergenic
and distal regulatory elements

Disponible en collaboration



—g%ig IN?A ™

La 3ieme génération: un futur trés prometteur
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NGS - « |°ng reads » B _ DNA passes .thru Raw output is fluqrescent signal A,C,T,_G have k.nown pulse
acBio polymerase in an of the nucleotide incorporation, durations, which are used to
PacBio / OXfOfd Nanopore SMRT seq illuminated volume specific to each nucleotide infer methylated nucleotides
MinION DNA passes thru Raw output is electrical signal Each r?uilc?otide ha'lls a specific
RSl ; caused by nucleotide blocking electric “signature
GridION : :
Oxford ion flow in nanopore

Lecture d’une molécule en temps réel

Nanopore ?

nanopore [
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» Protocoles non testés actuellement

> Gros projet d'investissement sur GeT Toulouse 2019-2024 pour
développer ces approches innovantes
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Genomics & transcriptomics

Merci de votre attention

Contact

marina.moletta-denat@inra.fr I clemence.genthon@inra.fr
+33 561 28 55 91

+33 46846 64 33

http://get.genotoul.fr/

NEW SERVICES

Expertise for your genomics analysis needs
MKROBIOLOGY AGRONOMY ENVIRONMENT DIAGNOSTIC HEALTH

= (OMPLETE WORKFLOW from samples to data analysis
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EXPERTISE SAMPLE ISOLATION SAMPLE DATA BIOINFORMATICS STATISTICAL FULL
in experimental AND QC PREPARATION GENERATION Analysis Analysis REPORTING
design
%5 HIGH-THROUGHPUT APPLICATIONS available
NGS
SHORT READS LONG READS AL SR
Whale yerone sequending v .
GENOMIC SEQUENCING Tatgeted fesequencing 4
Exone sequencing 4
Single malecule s2quencing
o Bisslfite-s2q
Ihul‘ll EPIGENOMICS Direct methylame analysis v
GENOMIGS NicfoRNA analysis v
METAGENOMICS Targeted baf cading {165, IT5...] v v
Whele metagenomes seq. v 4
GENOTYPING By digesting the gename
Tafgeted genctyping v v
é ?ﬁﬂ De nova tfanscliptomics sequencing v v
“u"“:'-":fum Explessian pfofiling v v v
@ ONA-SEQ
SINGLECGELL EXPRESSON PROFILING v



