Table S4: Systems level analysis of functional clustering of proteins modified in degenerating synapses (networks identified as statistically significant clusters [P<0.05], IPA analysis)

Functional Annotation Number of Proteins |% of Candidate List |Proteins

Disease/Disorder

Metabolic Disorder 37.5 ABLIM1, ALDH1AT, ANK3, ANKFY 1, ASAH1, DCLK1, DMXL2, DPYSLS, EPB41L1, GAD2, GRM3, HIBCH, HTT, IVD, MCCC2, NAGA, NIF3L1,
NRCAM , OLA1, PDP1, PEX14, PHGDH, TLN1, WDR7

ANK3, CNP, DARS, GAD2, GRM3, HTT, IGSF8, PEX14, PRKAR2B, PSMD13, WDR7
|Huntingtons's Disease | 5 | 7.8 |GAD2 MYOS5A PDP1, ROCK2, SGTA

|Schizophrenia | 5 | 7.8 |ciTB CNP GAD1. GAD2 PRKAR?S

ACSL6, DCLK1, DPYSL4, DPYSLS, GDA, HTT, PLXNA4

|Guidance of Axons | 6 | 9.4 |ABLIM1, ANK3, DPYSL5, KIF5C, NFASC, NRCAM

|Development of Neurtes | 5 | 7.8 [CNP DCLKI, PHGDH, PIPSKIC, ROCK2

|Biogenesis of Cytoskeleton | 5 | 7.8 ICFL1,CNP.INA ROCK2 TLN1

DNAJCS, HTT, MYOSA, PIPSK1C

Cellular Process

|Movement of Neurons | 4 | 63 |CFL1,DCLK1, GADI, PIPSKIC
INPP4A, PIP5K1C, ROCK2
CFL1, HTT, PEX14

ACSLG, CFL1, CNP

Development of Axons 3 4.7 CNP, DCLK1, PIPSK1C



