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Supplementary figure 1. Differential gene expression analysis among LRG
molecular subtypes. (A) Volcano plot analysis of differentially expressed genes among
LRG molecular subtypes. Differential thresholds: |fold change| > 2 and p.adjust < 0.05,
with red indicating upregulated genes and blue indicating downregulated genes. (B, C)
KEGG and GO enrichment analyses of differentially expressed genes associated with

LRG molecular subtypes.
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Supplementary figure 2. Analysis of the potential correlation between
clinicopathological characteristics and the LRG scoring system in LUAD. (A-C)
Differential expression analysis of LRG scores across clinicopathological subgroups.
(D) Correlation analysis between LRG expression profiles and clinicopathological
characteristics. (E) Correlation analysis between the LRG scoring system and
clinicopathological characteristics. (F) Expression analysis of the LRG signature across

different clinicopathological characteristics.
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(B) Cell type identification using the SingleR annotation algorithm.
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Supplementary figure 3. Cell type identification based on single-cell sequencing

data. (A) Expression profiles of marker genes across different molecular subgroups.
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