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Table S8 Data on smoking-related epigenetic biomarkers AHRR, CYP1B1, and RARA in the present study
	id
	chr
	start
	end
	symbol
	mean.mean.diff
	comb.p.val
	comb.p.adj.fdr
	combinedRank
	num.sites

	promoter level
	
	
	
	
	
	
	
	
	

	ENSG00000063438
	5
	ns
	ns
	AHRR
	ns
	ns
	ns
	ns
	ns

	ENSG00000138061
	2
	38336545
	38338544
	CYP1B1
	-0.0924
	8.43E-07
	1.30E-05
	1319
	1

	ENSG00000131759
	17
	38463944
	38465943
	RARA
	-0.0069
	0.0214
	0.0456
	15118
	1

	gene level
	 
	 
	 
	 
	 
	 
	 
	 
	 

	ENSG00000063438
	5
	304291
	438406
	AHRR
	-0.0127
	6.61E-03
	2.79E-02
	4904
	12

	ENSG00000138061
	2
	38294116
	38337044
	CYP1B1
	-0.0117
	1.61E-02
	4.87E-02
	6886
	4

	ENSG00000131759
	17
	38465444
	38513094
	RARA
	-0.0156
	0.0118
	0.0404
	6088
	10


Abbreviations: Not significant (NS); Aryl Hydrocarbon Receptor Repressor (AHRR); Cytochrome P450 Family 1 Subfamily B Member 1 (CYP1B1); Retinoic Acid Receptor Alpha (RARA).













Figure S4
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[bookmark: _Hlk221093368]Figure S4 Venn Diagram comparing our dataset of hypomethylated (highlighted in red) and hypermethylated genes (highlighted in yellow) with the list of differentially expressed and methylated genes in smoker vs. non-smoker groups, as reported in Table S5 of the paper by Cho et al. (1) (highlighted in green).






[bookmark: _Hlk221093883]Table S9 Comparison of our dataset with differentially expressed and methylated genes in smoker vs. non-smoker groups, as reported in Table S5 of the paper by Cho et al. (1)
	Comparison
	Gene Symbol1
	log2 Differential Expression
	log2 Differential Methylation
	Differential Expression 
p-value
	Differential Methylation 
p-value

	Smoker/Non-periodontitis vs. 
Non-smoker/Non-periodontitis
	CALML6
	-1,0232
	-0,0085
	0,0254
	0,0160

	
	DHRS7B
	0,4331
	-0,0518
	0,0387
	0,0005

	
	LIG1
	-0,7825
	0,0161
	0,0081
	0,0381

	
	MIR4785
	0,9558
	0,0100
	0,0312
	0,0290

	
	RGS10
	0,6589
	0,0134
	0,0397
	0,0264

	
	SACS
	-0,6637
	-0,0150
	0,0247
	0,0353

	
	SPATA2L
	0,8813
	-0,1033
	0,0240
	0,0373

	Smoker/Periodontitis vs. 
Non-smoker/Periodontitis
	CHMP6
	0,4451
	0,0237
	0,0473
	0,0140

	
	CIART
	1,2146
	0,0530
	0,0124
	0,0164

	
	EGFL7
	-1,1091
	0,0436
	0,0000
	0,0338

	
	FAHD2A
	-0,6105
	-0,0139
	0,0064
	0,0497

	
	GPRC5C
	-0,5496
	0,0560
	0,0218
	0,0495

	
	IGF2
	-1,0032
	0,0354
	0,0494
	0,0419

	
	KLF9
	-0,6513
	0,1046
	0,0289
	0,0254

	
	NDEL1
	0,8319
	0,0279
	0,0065
	0,0240

	
	PODN
	-0,9296
	0,1715
	0,0363
	0,0227

	
	RAD54L
	-0,5902
	0,0259
	0,0415
	0,0470

	
	SEC24C
	0,6326
	0,0264
	0,0082
	0,0320

	
	SPRR4
	1,6063
	0,0959
	0,0009
	0,0317

	
	STARD9
	-1,2141
	0,1637
	0,0009
	0,0034

	
	TEAD3
	0,5490
	0,0211
	0,0413
	0,0382

	
	TJP1
	0,8737
	0,0248
	0,0040
	0,0043

	
	UPK1A
	1,1711
	0,0318
	0,0199
	0,0202


1Highlighted in red if overlapping with the hypomethylated gene set and highlighted in yellow if overlapping with the hypermethylated gene list (see Figure S4).
Hypomethylated overlapping genes included Calmodulin-Like Protein 6 (CALML6), (Insulin-Like Growth Factor 2) IGF2, RAD54-like (RAD54L), StAR Related Lipid Transfer Domain Containing 9 (STARD9), TEA Domain Transcription Factor 3 (TEAD3), and Tight Junction Protein 1 (TJP1), whereas hypermethylated overlapping genes included DNA Ligase 1 (LIG1), SEC24 Homolog C, COPII Component (SEC24C), Small Proline Rich Protein 4 (SPRR4), and Uroplakin 1A (UPK1A). 
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