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GeT (Genome & Transcriptome) is a cutting-edge multi-site core facility in Toulouse (France), providing the academic and private
scientific communities with technologies and expertise in the area of genomics and transcriptomics.

GeT-Biopuces is one of the four GeT sites. Located at INSA Toulouse, within the Toulouse Biotechnology Institute (TBI), the platform is
1ISO9001 & NFX50-900 certified and specialized in biotechnology and in the study of micro-organisms. Its missions are:
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Metagenomic Sequencing Digital PCR
By using our comprehensive metagenomic sequencing and analysis pipeline, start analyzing This flexible, solid partitioning-based new technology allows you
DNA extracted from complex samples of interest without the need to cultivate micro- to split your sample into several thousands elementary PCR
organisms. This approach provides you with a global view of the diversity and functions of reactions (8,500 or 26,000 partitions), to search for rare events,
microbial communities present in a given environment. Explore the composition, abundance work on difficult samples rich in inhibitors, or precisely determine
and interactions in a microbiota, whatever its origin (human, animal, environment, etc.). differences as low as 10% between samples. No need for

standards, quantification is absolute and up to five different

PCR1 with lllumina adapters and specific targets can be multiplexed.

primers for your region of interest
(16S, 18S, ITS, amplicons...)

PCR2 with lllumina adapters and
barcode (up to 384 samples)
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Bioinformatic analysis DNA sequencing on the MiSeq lllumina
& statistics (Paired-End 2x250bp)

rANOMALY pipeline: Quality filtering &
ASV resolution

3,87

» COPY NUMBER VARIATION : Determine the copy number of your
genes of interest with unprecedented precision

» MICROBE DETECTION : Absolute quantification of bacteria, fungi and
viruses, even in trace amounts

AmplicoN wOrkflow for Microbial Taxonomic assignment

community AnalYsis
» GENE EXPRESSION : Measure very low expression levels, catch tiny

changes very precisely , and easily multiplex up to 5 targets
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Get an exhaustive view of the differential expression between
Diversity & conditions in order to identify mechanisms of antimicrobial
differential resistance, impact of stress, ...
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