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Summary

* A candidate RMP for a-Syn quantification in CSF
has been developed and successfully applied to
real patient samples (NeuroMet I/Il, 2016-2023)!

Development of a RMP for NfL quantification In
CSF and blood is ongoing (NEuroBioStand)?

Structural characterisation of a-Syn* (not shown)

and NfL3 primary calibrator has been undertaken
to underpin protein quantification efforts
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