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LNM+ vs LMN-:
p<0.05 (wilcoxon rank-sum test)
Log2 FC>1 or <-1 

LNM+ upregulated: 84 proteins
LNM- upregulated: 82 proteins

AD(well-moderate) vs AD(poorly) vs MC:
p<0.05 (Kruskal-Wallis rank test)

T1 CRC cohort (221 patients)
13091 proteins (1%FDR)

Unique  strict peptide number >=1;
FOT>=10-5;

Discard KRTS
9402 proteins

Identified at least 30% in all samples
4323 proteins

Identified at least 30%
in AD(well-moderate)

4298 proteins

Identified at least 30%
in MC

4327 proteins

Identified at least 30%
in  AD(poorly)

4420 proteins

140 proteins

 AD(well-moderate) vs mean[AD(poorly)&MC]:
Log2 FC>1

326 proteins

MC vs mean[AD(well-moderate)&AD(poorly)]:
Log2 FC>1

178 proteins

AD(poorly)vs mean[AD(well-moderate)&MC]:
Log2 FC>1

Identified at least 30%
in training cohort 

4356 proteins

LNM+ vs LMN-:
p<0.1 (wilcoxon rank-sum test)
in training cohort 

407 proteins

Machine Learning
Biomarker Discovery

Model1: Lasso-logistic 
    regresssion analysis
55 Protein markers

13 Proteins

IHC Validation
(47 patients)

Model1: Validation
Independent test cohort

(VC1 and VC2)

Log2 FC>1 or <-1
p<0.05 (wilcoxon rank-sum test)
in 221 samples

19 proteins

Model2: Logistic regresssion analysis
9 Protein markers

5 IHC makers
IHC modle

Model2: Validation
External test cohort

(CPTAC and mCRC cohort)


