[bookmark: _GoBack]Supplementary Table 2. Significant differentially methylation positions (N = 56) and the relevant information (controlled by FDR q < 0.1) 
	Methylation site
	Estimated coefficient (SE) of memory domain score change for every unit increase in methylation ratio 
	P-value
	Q-value
	Chromosome
	Chromosome
location
	Distance*
	Nearest gene

	cg01333080
	-230.5 (51.7)
	0.000047
	0.058493
	chr3
	183994568
	0
	ECE2

	cg26452989
	-327.5 (80.9)
	0.000181
	0.078529
	chr10
	11581379
	0
	USP6NL

	cg16472904
	-159.8 (40.5)
	0.000249
	0.081212
	chr11
	7597402
	0
	PPFIBP2

	cg15530112
	-224.2 (58.1)
	0.000330
	0.083026
	chr14
	53929908
	309861
	DDHD1

	cg24994319
	-133.9 (35.1)
	0.000371
	0.083667
	chr6
	25027586
	0
	RIPOR2

	cg01450807
	-307.9 (82.1)
	0.000460
	0.084692
	chr13
	73715706
	64029
	KLF5

	cg13046524
	-217.8 (58.2)
	0.000476
	0.084836
	chr20
	48728642
	0
	UBE2V1

	cg14356530
	-207.9 (57.3)
	0.000673
	0.087461
	chr9
	99064450
	15
	HSD17B3

	cg20051772
	-118.3 (33.3)
	0.000841
	0.088787
	chr12
	56325015
	0
	DGKA

	cg08034986
	-180.5 (50.9)
	0.000860
	0.088904
	chr1
	26860677
	0
	RPS6KA1

	cg18563886
	-118.1 (33.8)
	0.001015
	0.089718
	chr10
	135203102
	0
	PAOX

	cg13518625
	-128.8 (37.2)
	0.001120
	0.090149
	chr8
	29522838
	55936
	LINC00589

	cg06514003
	-136.4 (39.7)
	0.001194
	0.090409
	chr17
	40330907
	0
	KCNH4

	cg02393428
	-207.6 (60.5)
	0.001215
	0.090476
	chr12
	106582432
	48620
	NUAK1

	cg22586221
	-151.5 (44.4)
	0.001292
	0.090706
	chr15
	78984179
	31304
	CHRNB4

	cg27288971
	-140.2 (41.5)
	0.001415
	0.091025
	chr2
	219081940
	0
	ARPC2

	cg22425467
	-121.8 (36.2)
	0.001481
	0.091176
	chr6
	30131189
	0
	TRIM15

	cg15489005
	-218.8 (65.1)
	0.001495
	0.091206
	chr1
	39044328
	259539
	RRAGC

	cg15539786
	-259.7 (77.3)
	0.001510
	0.091238
	chr7
	35545089
	127179
	HERPUD2

	cg14507310
	-106.2 (31.7)
	0.001526
	0.091271
	chr9
	121285184
	643722
	BRINP1

	cg20073007
	-148.4 (44.7)
	0.001687
	0.091571
	chr8
	143958385
	0
	CYP11B1

	cg08917121
	-207.2 (62.6)
	0.001733
	0.091648
	chr5
	176097773
	11713
	TSPAN17

	cg11186344
	-94.5 (28.6)
	0.001760
	0.091690
	chr1
	19253694
	0
	IFFO2

	cg25345722
	-112.9 (34.2)
	0.001783
	0.091726
	chr3
	169656700
	0
	SAMD7

	cg02927679
	-262.7 (80.2)
	0.001926
	0.091927
	chr10
	112260509
	0
	DUSP5

	cg02904800
	-385.4 (117.9)
	0.001956
	0.091967
	chr7
	120454298
	0
	TSPAN12

	cg05033295
	-107.9 (33.2)
	0.002030
	0.092057
	chr17
	70405164
	0
	LINC00673

	cg03046247
	-185.6 (57.1)
	0.002066
	0.092099
	chr7
	55106050
	0
	EGFR

	cg07800498
	-351.9 (108.9)
	0.002180
	0.092481
	chr8
	2244943
	151562
	MYOM2

	cg27280535
	-151.5 (47)
	0.002251
	0.092698
	chr8
	8746679
	0
	MFHAS1

	cg20530056
	-206.7 (64.5)
	0.002371
	0.093040
	chr1
	206643377
	207
	IKBKE

	cg07757454
	-136.7 (42.7)
	0.002396
	0.093108
	chr4
	82075178
	0
	PRKG2

	cg00420929
	-184 (58.4)
	0.002754
	0.093946
	chr19
	18451112
	294
	PGPEP1

	cg08229358
	-150.9 (48)
	0.002803
	0.094045
	chr1
	179544765
	0
	NPHS2

	cg21606226
	-136.2 (43.3)
	0.002806
	0.094051
	chr6
	27146292
	30824
	MIR3143

	cg16834212
	-106.3 (34)
	0.002922
	0.094272
	chr3
	67706500
	1461
	SUCLG2

	cg15487646
	-198.5 (63.6)
	0.002986
	0.094388
	chr1
	181077141
	17161
	IER5

	cg16577947
	-122.6 (39.3)
	0.002991
	0.094396
	chr6
	168977235
	0
	SMOC2

	cg11269159
	-171.4 (55)
	0.003018
	0.094443
	chr8
	9788745
	27762
	MIR124-1

	cg04080133
	-244.1 (78.4)
	0.003063
	0.094519
	chr1
	68517656
	0
	GNG12-AS1

	cg08400246
	-154.5 (49.7)
	0.003107
	0.094593
	chr5
	156570642
	720
	MED7

	cg03366884
	-97.1 (31.4)
	0.003272
	0.095293
	chr17
	8844506
	0
	PIK3R5

	cg26185531
	-309.2 (100.2)
	0.003308
	0.095436
	chr11
	75479825
	0
	DGAT2

	cg01094121
	-77.4 (25.3)
	0.003513
	0.096213
	chr6
	28793540
	33860
	LINC01623

	cg08720250
	-176.1 (58)
	0.003781
	0.097113
	chr12
	107637226
	74969
	BTBD11

	cg02358653
	-119.1 (39.4)
	0.003969
	0.097683
	chr2
	136632610
	0
	MCM6

	cg03032798
	-141 (46.8)
	0.004073
	0.097977
	chr2
	221298903
	527616
	MIR4268

	cg06885641
	-151 (50.2)
	0.004106
	0.098069
	chr1
	67390768
	0
	MIER1

	cg13285009
	-104.8 (34.9)
	0.004107
	0.098071
	chrX
	152927701
	7485
	PNCK

	cg12820310
	-146.8 (49.1)
	0.004309
	0.098599
	chr2
	218531045
	0
	DIRC3

	cg22376856
	-173.9 (58.2)
	0.004330
	0.098652
	chr1
	204643556
	0
	MDM4

	cg00537335
	-163.7 (54.9)
	0.004400
	0.098823
	chr7
	157989340
	0
	PTPRN2

	cg12105190
	-134.2 (45.3)
	0.004695
	0.099494
	chr6
	30653407
	0
	PPP1R18

	cg26674132
	-77.1 (26.1)
	0.004825
	0.099766
	chr19
	9434637
	0
	ZNF559

	cg05457344
	-170.1 (57.8)
	0.004908
	0.099934
	chr6
	26252100
	0
	HIST1H2BH

	cg10519004
	-211.2 (71.8)
	0.004913
	0.099944
	chr1
	3314443
	0
	PRDM16


SE = standard error.
*Distance from the gene is denoted in basepairs; entries with values of “0” indicate that the site is localized to the gene.

