Supplementary Table 3. Featured pathways of chronic obstructive pulmonary disease single-cell transcriptomics based on broad cell type definitions

	Pathways
	Adjusted P value
	Combined score

	Epithelial cells
	
	

	
	Huntington disease
	2.863 × 10−23
	448

	
	Oxidative phosphorylation
	2.594 × 10−17
	350

	
	Alzheimer disease
	4.602 × 10−15
	232

	
	Parkinson disease
	5.558 × 10−14
	230

	
	Non-alcoholic fatty liver disease
	1.352 × 10−12
	187

	
	Thermogenesis
	9.254 × 10−11
	114

	
	Retrograde endocannabinoid signaling
	1.064 × 10−4
	44


	
	Fluid shear stress and atherosclerosisa
	1.197 × 10−4
	44

	
	Cardiac muscle contraction
	6.147 × 10−4
	47

	
	Pertussis
	7.544 × 10−3
	30

	
	Glutathione metabolisma
	7.869 × 10−3
	35

	
	Chemical carcinogenesis
	1.286 × 10−2
	25

	
	Protein export
	1.316 × 10−2
	51

	
	Systemic lupus erythematosus
	1.398 × 10−2
	20

	
	Metabolism of xenobiotics by CYP450
	1.508 × 10−2
	24

	
	Protein processing in endoplasmic reticuluma
	1.885 × 10−2
	16

	Myeloid cells
	n.s.
	n.s.

	Lymphoid cells
	n.s.
	n.s.

	Endothelial cells
	n.s.
	n.s.

	Stromal cells
	n.s.
	n.s.


Adjusted P value was from Bonferroni-correction method, combined score, log(p)(z, was adopted from Enrichr.

n.s. = not significantly enriched pathways.

aPathway was also enriched in this study.
