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Why is this important?

OI
0
Stress/

What are fatty modifications?

* Proteins are the workforce of our cells

To develop effective cancer therapies, we need innovative tools
to study S-acylation in cells and tumours

* S-acylation fine-tunes cellular processes like growth,
communication, and immune responses’
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The problem SAPPHIRE

S-acylation is highly hydrophobic and cannot be analysed directly by
standard instrumentation. Its detection requires complex workflows (e.g.,
ABE, acyl-RAC, metabolic labelling), which suffer from:
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