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Figure S1. A. Volcano plots representing the Log2 fold-change of identified protein with 

associated p values from the comparisons of benign/malignancy stages vs control group. B. 

Volcano plots representing the Log2 fold-change of identified protein with associated p values 

from the comparisons of adjacent tissues from malignancy stages vs control group. Red and 

green, up- and down-regulated protein, respectively. 

Figure S2. A. Venn diagram of unique and common proteins in malignancy stages. B. Heatmap 

of unique and shared pathways between malignancy stages. C. Venn diagram of proteins involved 

in neutrophil degranulation in lesional and non-lesional tissue.  

Figure S3. Mass spectrometry-based quantitation boxplots of common protein deregulation A. 

rRNA processing, B. lysine catabolism and C. phase II: conjugation of compounds in EGC-L vs 

control and GC-NL vs control. Unpaired t-test for equal variances with/without Welch correction, 

or Wilcoxon rank-sum test. *p < 0.05; **p < 0.01, ***p < 0.001 vs. control group and between 

groups (EGC = early gastric cancer, and GC = gastric cancer, NL = nonlesional, L = lesion). 

Figure S4. Mass spectrometry-based quantitation boxplots of common protein deregulation A. 

aflatoxin activation and detoxification in malignant tissues and B. formation of fibrin 

clot/antimicrobial peptides across almost all tissue types (except CG). Unpaired t-test for equal 

variances with/without Welch correction, or Wilcoxon rank-sum test. *p < 0.05; **p < 0.01, ***p 

< 0.001 vs. control group and between groups (IM-LGD = intestinal metaplasia-low grade 

dysplasia, EGC = early gastric cancer, and GC = gastric cancer, NL = nonlesional, L = lesion). 

Figure S5. Mass spectrometry-based quantitation boxplots of common protein deregulation A. 

vpr-mediated induction of apoptosis, B. signaling by high kinase activity BRAF mutants, C. 

hyaluronan uptake and degradation and D. regulation of insulin-like growth factor in IM-LGD-L 

vs control, EGC-L vs control and GC-NL vs control. Unpaired t-test for equal variances 

with/without Welch correction, or Wilcoxon rank-sum test. *p < 0.05; **p < 0.01, ***p < 0.001 

vs. control group and between groups (IM-LGD = intestinal metaplasia-low grade dysplasia, 

EGC = early gastric cancer, and GC = gastric cancer, NL = nonlesional, L = lesion). 

Figure S6. Mass spectrometry-based quantitation boxplots of common protein deregulation A. 

aerobic respiration and respiratory electron transport in almost all tissues (except EGC-NL). 

Unpaired t-test for equal variances with/without Welch correction, or Wilcoxon rank-sum test. 

*p < 0.05; **p < 0.01, ***p < 0.001 vs. control group and between groups (IM-LGD = intestinal 

metaplasia-low grade dysplasia, EGC = early gastric cancer, and GC = gastric cancer, NL = 

nonlesional, L = lesion). 



 
 

Figure S7. Mass spectrometry-based quantitation boxplots of common protein deregulation A. 

neutrophil degranulation in all tissues. Unpaired t-test for equal variances with/without Welch 

correction, or Wilcoxon rank-sum test. *p < 0.05; **p < 0.01, ***p < 0.001 vs. control group and 

between groups (IM-LGD = intestinal metaplasia-low grade dysplasia, EGC = early gastric 

cancer, and GC = gastric cancer, NL = nonlesional, L = lesion). 

Figure S8. Mass spectrometry-based quantitation boxplots of specific comparisons of protein 

deregulation in neutrophil degranulation A. EGC-L vs control, GC-L vs control, GC-NL vs 

control. B. IM-LGD-L vs control EGC-L vs control. Unpaired t-test for equal variances 

with/without Welch correction, or Wilcoxon rank-sum test. *p < 0.05; **p < 0.01, ***p < 0.001 

vs. control group and between groups (IM-LGD = intestinal metaplasia-low grade dysplasia, 

EGC = early gastric cancer, and GC = gastric cancer, NL = nonlesional, L = lesion). 
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Figure S6. 

 

 



 
 

 

 

 



 
 

 

 

 

 

 

 

 



 
 

Figure S7. 

 

 

 



 
 

 

 

 

 

 

 

 

 

 

 

 

 

 



 
 

Figure S8. 

 

 

 


