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Supplemental Figure 1: Representative clinical variables for SZ subjects and NC subjects 
 
 

 
 
a. Age distribution of schizophrenia and healthy control subjects included in study.  
b. Sex distribution of schizophrenia and healthy control subjects included in study.  
c. Correlation between hs-CRP measured in the clinical laboratory and CRP relative protein 
abundance for schizophrenia and healthy control subjects.  
d. Correlation between LDL measured in the clinical laboratory and ApoB relative protein 
abundance for schizophrenia and healthy control subjects.  
e. LDL levels for schizophrenia and healthy control subjects included in study. 
f. Cholesterol levels for schizophrenia and healthy control subjects included in study.  
g. BMI measurements for schizophrenia and healthy control subjects included in study.  
  



Supplemental Figure 2. PCoA analysis of schizophrenia’s effect on PTM-enabled 
proteome data and metabolome data 
 

 
 
 
a. PCoA plot of PTM enabled proteome data, with subject data points colored by schizophrenia 
status (purple: SZ; blue: NC).  
b. PCoA plot of metabolome data, with subject data points colored by schizophrenia status 
(purple: SZ; blue: NC). 
 
 
  



Supplemental Figure 3: Sex-specific circulating proteome changes in schizophrenia 
 
 

 
 
a. Volcano plot of significantly altered proteins in schizophrenia compared to healthy controls 
among females. 
b. Volcano plot of significantly altered proteins in schizophrenia compared to healthy controls 
among males. 
c. AGT, the most significantly altered protein in males that was not significantly altered in 
females.  
d. ORM1, the most significantly altered protein in females that was not significantly altered in 
males.  
e. String-db network showing interaction-based relationships between significantly altered 
proteins in males and females. 
f. Venn diagram showing overlap of protein changes associated with schizophrenia in males 
and females. 
g. Correlation of significantly altered proteins identified in both males and females. 



Supplemental Figure 4: Detection of schizophrenia-associated metabolites through 
spectral networking 

 
 
Spectral networking of identified metabolites. Colors are scaled by Log2(SZ/NC); purple=higher 
in schizophrenia; green=infinitely high in schizophrenia; blue=higher in healthy controls. Nodes 
are sized by significance. Significantly changed proteins are indicated by arrows. 
 


