Zebrafish genome-editing services universite
TEFOR Paris-Saclay PARIS-SACLAY

Genome Editing Pipeline
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Genome editing strategies

Generating mutant lines is a long and tedious process, requiring a great deal of expertise to complete. Since 2021 we have generated 12 stable lines and 17 others are in progress for a wide variety of partners.

If TPS has now mastered the Knock-Out strategy for invalidating genes of interest, it's thanks to the successful development of CRISPANTS. This technigue makes it possible to generate bi-allelic modifications at FO generation by cutting
at several loci on one or more genes in the same injection, enabling preliminary testing after injection instead of 6 months (stable line). CRISPANTS can also be used to enhance Knock-In success by providing 100% cutting efficiency. To
achieve this, we are relying primarily on the HDR pathway, the chances of which we can increase by using inhibitors of the NHEJ pathway as well as CRISPR target sites to actively transport the donor into the nucleus. This brand-new
strategy makes it possible to increase the length of KI donors and thus the complexity of the constructs. However, for small insertions or deletions and even single nucleotide polymorphisms, we have recently succeeded in using prime
editing (PE2) to model a rare genetic disease with high efficiency without INDEL or off-target. All these tools and those to come in the near future open up new perspectives and possibilities for further personalizing our services.
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Phenotypic characterization of mutant or fluorescent lines using 3D imaging

Housing capacity: 863 fish tanks
Other models available
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Automated feeding (Techniplast system)

Genorack to facilitate finclip and housing conditions
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https://zebrafish.tefor.net

Total housing capacity : 1763 fish tanks + 1 more potential automated room (600 fish tanks) =» 2363 fish tanks
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