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Supplementary Figure S1 – The PCA biplot showing all samples 
when all Pareto-scaled proteins were considered. 



Supplementary Figure S2 – The hierarchical clustering 
heatmap of Pareto-scaled proteins using only those 
proteins that passed the cutoff of Bonferroni-corrected 
ANOVA p-value of less than 0.01. Plasma samples from 
patients with rectal cancer form a distinct cluster, with some 
samples clustering together with samples from patients with 
cancer in the left colon. 



Supplementary Figure S3 – The PCA biplot showing only 
stage II samples when all Pareto-scaled proteins were 
considered. 



Supplementary Figure S4 – The 
top 10 canonical pathways found 
by IPA when all samples were 
analyzed. Supplementary Figure 
S4A shows thecanonical pathways 
enriched when samples from 
patients with cancer in the right or 
left colon were analyzed. 
Supplementary Figure S4B shows 
the pathways enriched when 
samples from patients with cancer 
in the right colon or rectum were 
analyzed. Supplementary 
FigureS4C shows the pathways 
enriched when samples from 
patients with cancer in the left 
colon or rectum were analyzed.



Supplementary Figure S5 – The 
top 10 canonical pathways 
enriched by IPA when only stage 
II samples were analyzed. 
Supplementary Figure S5A shows 
the canonical pathways enriched 
when samples from patients with 
stage II cancer in the right or left 
colon were analyzed. 
Supplementary Figure S5B shows 
the pathways enriched when 
samples from patients with stage 
II cancer in the right colon or 
rectum were analyzed. 
Supplementary Figure S5C shows 
the pathways enriched when 
samples from patients with stage 
II cancer in the left colon or 
rectum were analyzed.



Supplementary Figure S6 – The 
top 10 canonical pathways 
enriched by IPA when only stage 
III samples were analyzed. 
Supplementary Figure S6A shows 
the canonical pathways enriched 
when samples from patients with 
stage III cancer in the right or left 
colon were analyzed. 
Supplementary Figure S6B shows 
the pathways enriched when 
samples from patients with stage 
III cancer in the right colon or 
rectum were analyzed. 
Supplementary Figure S6C shows 
the pathways enriched when 
samples from patients with stage 
III cancer in the left colon or 
rectum were analyzed.


