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Supplementary Figure 1. Protein-protein interaction network data for disease and pathomechanism-

related LLM data. (A) The STRING-derived edge enrichment scores are represented in Figure 1. Panel A 

indicates the box and whisker plots for disease, pathomechanism and random data analysis. Histogram 

bars represent the means ± SEM (standard error of the mean). The significance level is indicated in each 

figure as * p≤ 0.05; ** p≤ 0.01. (B) For the STRING-derived average node degree the following results were 

reported: CHD – 30.1; Cancer – 42.3; COPD – 27.8; Stroke – 25.3; AD – 25.5; T2DM – 19.9; CKD – 27.7; 

NAFLD – 23.8; Long-Covid – 22.7; MD – 22.4. For the STRING-derived average node degree the following 

results were reported: genomic instability – 42.2; telomere attrition – 45.2; disrupted epigenetic regulation 

– 15.7; disrupted proteostasis – 18; disrupted nutrient sensing – 20.2; mitochondrial dysfunction – 20.6; 

stem cell depletion – 30.1; disrupted cell-cell communication – 23.3; cell senescence – 29.7; cellular frailty 

– 34.7. For the STRING-derived average node degree the following results were reported: Random 1 – 

0.324; Random 2 – 0.241; Random 3 – 0.313; Random 4 – 0.208; Random 5 – 0.312; Random 6 – 0.156; 

Random 7 – 0.152; Random 8 – 0.469; Random 9 – 0.278; Random 10 – 0.684. Histogram bars represent 

the means ± SEM (standard error of the mean). The significance level is indicated in each figure as * p≤ 

0.05; ** p≤ 0.01. (C) The STRING-derived average clustering co-efficient for each of the diseases was 

reported as follows: CHD – 0.674; Cancer – 0.756; COPD – 0.707; Stroke – 0.668; AD – 0.623; T2DM – 

0.615; CKD – 0.679; NAFLD – 0.663; Long-Covid – 0.667; MD – 0.576. The STRING-derived average 

clustering co-efficient for each of the pathomechanisms was reported as follows: genomic instability – 

0.746; telomere attrition – 0.755; disrupted epigenetic regulation – 0.579; disrupted proteostasis – 0.635; 

disrupted nutrient sensing – 0.65; mitochondrial dysfunction – 0.588; stem cell depletion – 0.733; 

disrupted cell-cell communication – 0.635; cell senescence – 0.701; cellular frailty – 0.708. The STRING-

derived average clustering co-efficient for each of the random networks was reported as follows: Random 

1 – 0.216; Random 2 – 0.141; Random 3 – 0.277; Random 4 – 0.121; Random 5 – 0.195; Random 6 – 0.13; 

Random 7 – 0.152; Random 8 – 0.274; Random 9 – 0.228; Random 10 – 0.251. Histogram bars represent 



the means ± SEM (standard error of the mean). The significance level is indicated in each figure as * p≤ 

0.05; ** p≤ 0.01. 

 

 

 

 

 

 

 

 

 


