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Table S1. Demographic features of 43 subjects with asthma in LCLs microarray.
	
	Vitamin D Sufficient
(N=26)
	Vitamin D Insufficient
(N=17)
	P

	Age, yr.
	8.42 (1.94)
	8.42 (2.09)
	0.999*

	Sex
	
	
	0.256#

	Male
	18 (69.2)
	8 (47.1)
	

	Female
	8 (30.8)
	9 (52.9)
	

	Race
	
	
	

	White
	26 (100.0)
	17 (100.0)
	-

	Vitamin D, ng/ml
	53.90 (16.02)
	25.52 (3.14)
	<0.001*


*P value comes from Student’s t test. 
#P value comes from Chi-square test. 
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Figure S1. RNA concentration of the subjects for sequencing in CAMP study.
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Figure S2. Volcano plots show the differentially expressed genes (DEGs) between the calcitriol treated and sham bronchial epithelial cell samples in GSE106885.
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Figure S3. Venn plot of target genes of 454 significant miRNAs in the interaction analysis and the differentially expressed genes in GSE106885.  
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Figure S4. GO enrichment analysis of differentially expressed genes in dataset GSE106885.
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ID
G0O:0097193
G0O:0008630
G0:0042692
G0O:0002227
G0:2001233
G0O:0097191
G0O:0050673
GO:0009411

Description
intrinsic apoptotic signaling pathway
intrinsic apoptotic signaling pathway in response to DNA damage
muscle cell differentiation
innate immune response in mucosa
regulation of apoptotic signaling pathway
extrinsic apoptotic signaling pathway
epithelial cell proliferation
response to UV










