Integrated Bulk And Single-cell RNA Sequencing Data Constructs And Validates

A Prognostic Model For Non-small Cell Lung Cancer
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Figure S1. GSVA scores for up-regulated and down-regulated pathways in each
cluster identified from scRNA-seq data. Abbreviations: GSVA, gene set variation
analysis; scCRNA-seq, single-cell RNA-seq
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Figure S2. GSVA scores for up-regulated and down-regulated pathways in each cell
type identified from scRNA-seq data. Abbreviations: GSVA, gene set variation
analysis; scCRNA-seq, single-cell RNA-seq
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(a) A bubble plot to visualize the most significantly enriched pathways of

DEGs through GO enrichment analysis. (b) A bubble plot to visualize the most
significantly enriched pathways of DEGs through KEGG enrichment analysis.
Abbreviations: DEGs, differential expression genes; GO, Gene Ontology; KEGG,
Kyoto Encyclopedia of Genes and Genomes
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Figure S4. Heatmap for expression of constructed prognostic model genes in each
cluster identified from scRNA-seq data. Abbreviations: scRNA-seq, single-cell
RNA-seq
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Figure S5. Bubble plot for expression of constructed prognostic model genes in each
cluster identified from scRNA-seq data. Abbreviations: scRNA-seq, single-cell
RNA-seq
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Figure S6. Up-regulated GO pathways for high-risk group via GSEA. Abbreviations:
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Figure S7. Up-regulated GO pathways for low-risk group via GSEA. Abbreviations:
GO, Gene Ontology; GSEA, gene set enrichment analysis
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Table S1. Distribution of tumor cells and normal cells in each cluster

Cluster Cr (@)N Pr Px Fold change (P1/Pn)  Proportion test pvalue
Co 54 1814  29% 97.1% 0.03 <2.2e-16
Cl1 548 1000 35.4% 64.6% 0.548 <2.2e-16
C2 1010 374 3%  27% 2.701 <2.2e-16
C3 184 822 18.3% 81.7% 0.224 <2.2e-16
Cc4 574 196  74.5% 25.5% 2.929 <2.2e-16
(O] 689 3 99.6%  0.4% 229.667 <2.2e-16
Co6 10 548 1.8% 98.2% 0.018 <2.2e-16
Cc7 283 253 52.8% 47.2% 1.119 0.21
C8 27 445  5.7% 94.3% 0.061 <2.2e-16
C9 293 156  653% 34.7% 1.878 1.38e-10
C10 195 63  75.6% 24.4% 3.095 3.47e-16
Cl11 123 77  61.5% 38.5% 1.597 0.001
C12 78 63  553% 44.7% 1.238 0.238

* Abbreviations: Cr, count of tumor cells in each cluster; Cn, count of normal cells in
each cluster; Pr, proportion of tumor cells in each cluster; Pn, the proportion of
normal cells in each cluster.

Table S2. Drug Sensitivity Comparison Summary

Drug Lower IC50 IC50 difference Correlation Correlation P-value
P-value

Rapamycin low-risk group 1.20e-06 0.18 9.90e-09
KIN001-102 low-risk group 2.00e-06 0.18 1.50e-08
KINO001-135 low-risk group 9.30e-06 0.17 5.60e-08
SB52334 low-risk group 2.70e-05 0.17 9.60e-08
GSK690693 low-risk group 4.00e-05 0.17 1.20e-07
ZSTK474 low-risk group 8.00e-05 0.15 1.90e-06
MP470 low-risk group 0.00012 0.17 9.80e-08
TL-2-105 low-risk group 0.00018 0.15 1.30e-06
FTI-277 high-risk group <2.2e-16 -0.33 <2.2e-16
XAV939 high-risk group 2.90e-16 -0.32 <2.2e-16
Cytarabine high-risk group 7.60e-13 -0.29 <2.2e-16
CCTO018159 high-risk group 1.70e-12 -0.28 <2.2e-16
Midostaurin high-risk group 2.00e-12 -0.29 <2.2e-16
JQ12 high-risk group 3.30e-12 -0.28 <2.2e-16
AG-014699 high-risk group 3.60e-12 -0.26 6.60e-16
INJ-26854165 high-risk group 5.00e-12 -0.26 <2.2e-16
AMG-706 high-risk group 4.80e-11 -0.25 3.10e-15
Docetaxel high-risk group 6.10e-11 -0.25 1.40e-15
BX-795 high-risk group 2.80e-10 -0.24 7.90e-14
Embelin high-risk group 6.20e-10 -0.24 2.60e-14
Bleomycin (50 high-risk group 8.20e-10 -0.25 3.80e-15
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