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Introduction Results

® CSF collection in mice is technically challenging and Figure 3. Subcellular localization of the mouse CSF proteome comparing methods (A) and with human CSF (B).
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often requires invasive surgery to expose the Mouse CSF: female 5xFAD and WT mice (n=9/group; Surgical and Non-5x). Human CSF: AD and control (n=15/group).
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Serial sampling enables longitudinal analysis and Flgure 4. Genotype speuflc protein changes across CSF collection methods.
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*The Non-Sx method identified more genotype-specific proteins; only 33 increased and 2 decreased proteins overlapped between methods (Figure 4)

Figure 5. Genotype- and time-specific differentially expressed proteins over time.
Mouse CSF: Female 5xFAD and WT mice; 6 weekly collections, 4 analyzed by proteomics (n=6/group).

(A) Cst7 protein signal/time (weeks) (B) Nefh protein signal/time (weeks) (C) Mapt protein signal/time (weeks) (D) Syn1 protein signal/time (weeks)
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®*The Non-Sx CSF collection method enables rapid,
repeated CSF collection up to twice weekly, with
volumes (<5 pL)
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. *Cst7, Nefh, Synl, and Nefm were increased in 5xFAD vs WT (FDR <0.05); Mapt was nominally significant (FDR: 0.075) (Figure 5)
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®*313 proteins showed time-dependent changes, including CD68; no proteins showed a genotype X time interaction
Figure 2. CSF proteomics workflow
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Conclusions
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v Alkylation vanquish Neo Orbitrap Astral  girectDIA ®* Has improved translatability to larger animal models and human studies based on collection methodology and proteomics data
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