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Figure S1 Gauge pressure measurement setup. The inlet 
pressure of the probe was monitored using a fiber optic 
pressure sensor (FISO Technologies, FOP-LS-PT9-10). A 
specially designed tri-inlet adapter facilitated the connection 
between the probe, sensor, and syringe needle. The probe tip 
was maintained at atmospheric pressure, enabling the 
measurement of pressure variations across the probe during 
fluid infusion or withdrawal by a syringe pump.



Figure S2 Grouping of identified proteins by cellular localization. 
Cellular localization data was obtained from the GO database.



Figure S3 Volcano plot showing common proteins that are differentially 
expressed between ISF from the nucleus accumbens (NA) and CSF. The 
horizontal dotted line represents a significance level of p = 0.05 (–log10 = 1.3), 
and the vertical dotted lines represent a fold change of ± 1.5. Only proteins found 
in both ISF (NA) and CSF were included in the plot. Proteins found in both 
groups but lacking statistical significance—such as those detected in only a 
single animal within a group—were excluded.



Figure S4 Pathway enrichment analysis of proteins detected in the substantia nigra. 
Pathway enrichment analysis was performed using the Bioconductor package 
clusterProfiler.



Table S1 List of proteins identified in control samples. 


