
Table S1. Demographic and clinical characteristics of 2025 LUAD patients. 

Patients 
Total  

Young Intermediate Aged 

(≤50 years) (51-69 years) (≥70 years) 

n=2025 n= 416 n=1271 n= 338 

Age:Median(quartile,y) 61(53-67) 46(41-48) 61(56-65) 75(72-78) 

Gender     

Male 1050 174 696 180 

Female 975 242 575 158 

Stage of LUAD     

I 100 25(6.01%) 65(5.11%) 10(2.96%) 

II 43 6(1.44%) 28(2.20%) 9(2.66%) 

III 106 25(6.01%) 61(4.80%) 20(5.92%) 

IV 423 82(19.71%) 273(21.48%) 68(20.12%) 

NA 1353 278(66.83%) 844(66.40%) 231(68.34%) 

Sample type     

  FFPE 1733 363 1079 291 

frozen tumor tissue 292 53 192 47 

Panel      

1021-gene panel v1 292 68 193 31 

1021-gene panel v2 932 182 585 165 

 59-gene panel 801 166 493 142 

Abbreviations: FFPE, formalin-fixed paraffin-embedded. 
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Figure S1. Nonsynonymous somatic mutations in genes with mutation frequency ≥ 2% in young group 

across Ages. The types of nonsynonymous somatic mutations are shown in different colors. The number of 

the total mutations in any given patient is plotted above the heatmap.  

Figure S2. The comparison of spectrum of somatic mutations between aged and young groups. A: ASXL1 

gene, B: CDKN2A gene, C: FAT1 gene, D: LRP1B gene, E: MTOR gene, F: NOTCH2 gene. The types of 

somatic mutations and domains are shown in different colors. 

Figure S3. Distributions of TP53 and TP53 co-mutations in three age groups. A: Analysis of the 

distribution of concurrent KRAS/TP53 mutations including the mutations in KRAS/TP53 and others 

(EGFR/TP53, ALK/TP53 or no mutation); B: Analysis of distribution of concurrent EGFR/TP53 

mutations; C: Analysis of distribution of concurrent EGFR 19del/TP53 mutations; D: Analysis of 

distribution of concurrent EGFR L858R/TP53 mutations; E: Analysis of the distribution of TP53-exon5 

mutations; F: Analysis of distribution of TP53-exon8 mutations. *, ** and *** indicates p < 0.05, p < 0.01 

and p < 0.001, respectively. 

Figure S4. Mutational Signatures across Ages. A: SBS; B: DBS. The presence and relative contributions of 

single base substitution (SBS) signatures and doublet base substitution (DBS) signatures were determined 

in different age groups.  
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