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CRISPR/Ca 9

Untargeted nanoLC-MS/MS proteomics is a good tool to
check your CRISPR-Cas9 modifications.

As the most recent new technology, CRISPR-Cas9 has revolutionized conventional
genetic engineering methods and unprecedentedly facilitated cell engineering. Like
any new impacting technology, CRISPR-Cas9 induced fears about the life
management and controversial debates. (see Unexpected mutations after CRISPR—
Cas9 editing in vivo by Schaefer KA and all. Nature Methods 14, 547-548 (2017) -
Retracted online 30 March 2018)

So it seems necessary and prudent to check what are the consequences on the
cell/organ metabolism as widely as possible and to extend controls to be sure that the
observed mutations generated by the tool are those expected.

Quantitative untargeted LC-MS/MS proteomics is a good tool to check the induced
modifications as it is focused at the functional level and as it is untargeted, so
hypothesis free. With this method, you can access to operational impacted pathways
and detect unexpected effects. Numerous applications have been described at the
protein level (2) (3) and even now at the Post Pranslational Modifications level.(1)
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With MS Phylogene, you can also rapidly characterize and understand the
effects of your CRISPR-Cas9 modifications:

High-resolution nano LC-MS/MS quantitative proteomics and
CORAVALID™ data processing: The efficient tool for discovery
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