Table S1: Significantly enriched pathways in SCC tumors compared to NC lung and non-SCC lung cancer histotypes. 
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OncomineTM was used to extract the top 5% upregulated genes in SCC from four databases 18-21.  Genes that overlapped in at least three of the four databases were analyzed by PANTHER Gene Ontology based on gene ontology biological processes or PANTHER pathways. This table lists all the significantly enriched pathways.
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Supplemental Table 1: Significantly enriched pathways in SCC tumors compared to NC lung and non-SCC lung

cancer histotypes
PANTHER GO-Slim Biological Process Fold Enrichment P value

Cellular process 1.53 5.88E-13

Developmental process 1.73 6.01E-09

Metabolic process 1.32 2.84E-08

Primary metabolic process 1.35 1.24E-07

Cellular component organization or biogenesis 2.08 2.78E-06
Anatomical structure morphogenesis 243 4.45E-06
Cellular component organization 2.09 6.17E-06
Cellular component morphogenesis 2.44 1.08E-05

Cell cycle 1.76 6.24E-04

Cell communication 1.46 7.12E-04

System development 1.66 1.36E-03
Biosynthetic process 3.83 1.57E-03

Lipid metabolic process 1.78 2.66E-02

Nervous system development 1.73 2.80E-02
Nucleobase-containing compound metabolic process 1.34 3.93E-02
PANTHER Pathways Fold Enrichment P value
Angiogenesis (P00005) 3.86 2.89E-04

Alzheimer disease-presenilin pathway (P00004) 3.51 1.88E-02
Integrin signalling pathway (P00034) 2.92 2.76E-02
Notch signaling pathway (P00045) 5.65 4.66E-02

Oncomine™ was used to extract the top 5% upregulated genes in SCC from four databases. Genes that overlapped in
at least three of the four databases were analyzed by PANTHER Gene Ontology based on gene ontology biological
processes or PANTHER pathways. This table lists all the significantly enriched pathways.
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