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[bookmark: _Hlk73546744][bookmark: OLE_LINK1]Supplementary Figure S1: Genomic organization of the SEPTIN9, TFPI2, and FHIT genes and regions targeted for methylation analyses. The qPCR target regions within the genome SEPTIN9: chromosome 17:77373476-77373540, TFPI2: chromosome 7:93890713-93890811, and FHIT: chromosome 3:61251169-61251258 indicated by red boxes. All information was taken from human genome assembly GRCh38/hg38 (http://genome.ucsc.edu).







	
Supplementary Table S1. The primer and the fluorescent probe sequences used in this study.
	　

	Gene
	Forward primer (5´-3´)
	Probe (5´-3´)
	Reverse primer (5´-3´)

	SEPTIN9
	GATTCGTTGTTTATTAGTTATTATGT
	FAM- TTAACCGCGAAATCCGAC-BHQ1
	AAATAATCCCATCCAACTA

	TFPI2
	GTTCGAGAAAGCGTTTGG
	JOE-CGAACACCCGAACCGCCTAA-BHQ1
	GACGAAAATCGACCGAAC

	FHIT
	GGGATAGAAGTTTATCGTTTCG
	Texas Red-CGCGCGTCAAATCATCACCCCGAA -BHQ2
	AACGCGAATCTAAATTTCC

	ACTB
	GTGATGGAGGAGGTTTAGTAAGT
	CY5-CGCGCGTCAAATCATCACCCCGAA-BHQ2
	CCAATAAAACCTACTCCTCCCTT
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