Supplementary Figures: Indirect comparisons between one methylated gene and 31

other genes.
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ID ES (95% CI) weight
SOX17(1-90/24) _— 0.40 {0.28, 0.59) 4.72
COO1{1-50/24) —_ 0.55 (0.37, 0.62) 4.29
ZFP42(1-90/24) . e 046 (0.31, 0.67) 4.53
TACT(1-60/24) —_— ! 0.43 (0.29, 0.63) 4.62
H-cadherin(1-53¢118) —_— 1.03 (0.66, 1.60) 3.51
FHIT(2-126/46] —_—t— 0.78 (0.51, 1.22) 3.56
PCDH20(2-104/154) —_— 1.05 (0.66, 167 3.21
Dah2(2-104/154) —_— 0.82 (0.52, 1.51) 3.23
Dcr2(2-104/154) T 1.06 (0.67, 169) 3.21
SULF2(2-104/154) —_ 0.95 (0.62, 1.57) 3.21
Kifla(2-104/154) —_— 0.97 (0.61, 1.55) 3.21
Dial-1(2-105/154) —_— 0.74 (047, 1.17) 3.25
Jph3(2-105/154) T 0.84 (0.53, 1.33) 3.23
RASSF2(2-104/154) —_— 0.82 (0.52, 1.317 3.23
TCF212-104/154) ——— 1.01 (064, 1617 3.21
_ —_—
CRCL(2-B04150) : 0.68 (043, 1.07) 3.26
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Figure S1. The diagnostic accuracy of 1/CDH1 compared with the other 31 methylated genes. OR >1
means that 1/CDH had a higher diagnostic accuracy, and 95% CI excluding 1 was considered significant.



Stuchy

%

ID ES (95% CI) weight
COH1({1-26/33) e 1.5 (1.32, 2.86) 468
COO1(1-50/24) —— | 140(0.54, 2.09) 437
ZFP42(1-90/24) — 1.14 (0,76, 1.67) 483
TACT(1-60/24) r— : 1.07 (0.74, 1.55) 5.01
H-cadherin(1-53¢118) —_—— 2.94 (1.87,4.63) 3.39
FHIT(2-126/46] —_— 2.29 (147, 3.59) 348
PCDH20(2-104/154) —_—— 340(2.13, 5457 3.14
Dah2(2-104/154) — 2.72(1.70,4.34) 3.19
Dcr2(2-104/154) —— 344 (2.15,5.51) 3.14
SULF2(2-104/154) —t 3.21(2.01,5.14) 3.15
Kifla(2-104/154) — 3.18(1.99,5.08) 3.16
Dial-1(2-105/154) —_— 2.45(1.54,3.90) 3.22
Jph3(2-105/154) — 2.77(1.74,4.43) 3.18
RASSF2(2-104/154) —_—t—— 2.72(1.70,4.347 3.19
TCF212-104/154) —— 3.29 (2.05,5.26) 3.15
CRCL(2-B04150) —— 2.26 {142, 3.59) 3.24
MAGE(4-202/118) —I—%——  S67(228,5.93) 3.05
HO®A4-276/174) —— 2.30{142,3.72) 3.00
RARR(4-257/223) T—%—— 374(229,6.00) 292
FAN19A4(3-252/271) l———— 4.25(2560,695) 289
PHAC TRS(3-252/271) —_—— 273 (167, 4447 2.93
DAPK(5-337/359) —l 3.15(1.92,5.18) 2.83
305T2(4-365/445) —-— 2.32 (141, 3.80) 2.54
PRON14(4-365/445) —_— 2.24 {137, 3.68) 2.54
BATA(6-404/452) l———— 443(273,741) 278
MEMT(5-447/460) —T— 3.24 (1.97,5.34) 2.79
PAXS(5-510/728) —l—e——  340(2.06,563) 275
CYGEB(6-453/653) . 2.66 (1.61,4.41) 2.75
APC(E-588/928) —L & 341206566 273
p16(24-1367/1249) 3.23(1.94, 5.37) 268
RASSF1AL17-1160/1767) —— 245(147,4.08) 268
Overall (Fsguared = 60.0%, p = 0.000) 0 2.56 (2.35, 2.76) 100.00
:
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Figure S2. The diagnostic accuracy of 2/SOX17 compared with the other 31 methylated genes. OR >1
means that 2/SOX17 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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ID ES (95% CI) weight
COH1({1-26/33) —_— 145 (1.08, 1.90) 542
SOX17(1-50/24) ! 0.76 (0.57,0.99) 5.70
ZFP42(1-90/24) — i 0.84 (063, 1.12) 5.25
TACT(1-60/24) - ! 0.50 (0.60, 1.06) 5.46
H-cadherin(1-53¢118) —_— 1.87(1.32, 267) 346
FHIT(2-126/46] —_— 146 (1.05,2.09] 3.57
PCDH20(2-104/154) — 2.08 (143, 3.017 3.10
Dah2(2-104/154) —r— 167(1.16,242) 3.15
Dcr2(2-104/154) e 2.10(145,3.05) 3.10
SULF2(2-104/154) —_— 1.96(1.35, 2.85) 3.11
Kifla(2-104/154) — 154 (1.34, 2817 3.1
Dial-1(2-105/154) B — 1.51(1.05 2.18) 3.18
Jph3(2-105/154) — Ll 1.70(1.16, 246) 3.14
RASSF2(2-104/154) —_— 167(1.16,242) 3.15
TCF212-104/154) . 2.01(1.38,2.917 3.11
CRCL(2-B04150) —— 1.40(0.97, 2.02) 3.21
MAGE(4-202/118) ——%—— 220(150,322) 296
HO®A4-276/174) ——— 1.36(0.92, 2.00) 2.87
RARR(4-257/223) T——%——— 217(146,3.22) 275
FAN19A4(3-252/271) | ————— 246(185 365) 2.74
PHAC TRS(3-252/271) _— 1.89(1.07, 2.38) 2.78
DAPK(5-337/359) —_—l 1.80(1.20, 269 2.66
305T2(4-365/445) ———— 1.32 (0.86, 1.98) 266
PRON14(4-365/445) ——— 1.26 (0.86, 1.91) 266
BATA(6-404/452) | ——=——> 253(188,380) 2.59
MEMT(5-447/460) —_— T 1.83(1.22,2.75) 2.60
PAXS(5-510/728) — 1.80(1.26, 2.86) 2.54
CYGEB(6-453/653) : 149 (0.98 2.24] 2.54
APC(E-588/928) —_— 1.89(1.26, 2.86) 2.51
p16(24-1367/1249) 1.77(1.16, 269 245
RASSF1AL17-1160/1767) : 1.34 (0.86, 2.04) 245
Overall (Fsguared = 63.5%, p = 0.000) <> 155 (1.43, 1637 100.00
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Figure S3. The diagnostic accuracy of 3/CDO1 compared with the other 31 methylated genes. OR >1
means that 3/CDO! had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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ID ES (95% CI) weight
COH1({1-26/33) — 1.70(1.21,2.38) 497
SOX17(1-50/24) — ! 0.89 (0.64, 1.22) 548
CDO1(1-50/24) —+— | 1.21(0.85 1.72) 453
TACT(1-60/24) — ! 0.94 (068, 1.51) 5.23
H-cadherin(1-53¢118) —_——— 243 (162, 3.65) 341
FHIT(2-126/46] —_— 1.80(1.26, 2.84] 3.52
PCDH20(2-104/154) —_— 2.77(1.81,4.23) 3.12
Dah2(2-104/154) — 2.21(145,3.38) 3.17
Dcr2(2-104/154) ——— 2.50(1.63,4.28) 3.12
SULF2(2-104/154) —t 2.61(1.71,3.99) 3.13
Kifla(2-104/154) ——— 2.58(1.69,3.95) 3.13
Dial-1(2-105/154) —_— 2.00{1.31,3.04) 3.20
Jph3(2-105/154) — 2.26 (148, 3.45) 3.16
RASSF2(2-104/154) —_—t——— 2.21 (145, 3.38) 3.17
TCF212-104/154) —— 2.67 (1.76,4.09) 3.13
CRCL(2-B04150) —— 1.85(1.21,2.80) 3.25
MAGE(4-202/118) T—%—— 209G(1.92 457 3.01
HO®A4-276/174) —— 1.85(1.19,2.86) 2.94
RARR(4-257/223) T—%—— 2055(1.91,465) 286
FAN19A4(3-252/271) | ———— 339(217,5.29) 282
PHAC TRS(3-252/271) —_—— 218 (140, 3.39) 2.86
DAPK(5-337/359) —_—l 2.50(1.59,3.93) 2.76
305T2(4-365/445) ——— 184 (1.17,2.89) 2.76
PRON14(4-365/445) —_— 176 (1.13, 2.80) 2.76
BATA(6-404/452) | ———— 354(224,5860) 270
MEMT(5-447/460) ——— 2.56 (1.62,4.04) 2.71
PAXS(5-510/728) — 2.67 (1.69,4.24) 266
CYGEB(6-453/653) > 2.09 (1.32, 3.32) 2.66
APC(E-588/928) R T — 2.68 [1.68,4.25) 2.63
p16(24-1367/1249) 2.52 (1.58,4.02) 258
RASSF1AL17-1160/1767) : 1.81(1.20, 3.06) 2.58
Overall (Fsguared = 66.2%, p = 0.000) S 2.05 {1.90,2.21) 100.00
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Figure S4. The diagnostic accuracy of 4/ZFP42 compared with the other 31 methylated genes. OR >1
means that 4/ZFP42 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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D ES (95% Cl) Weight
COH1(1-26£33) — 1.81(126,2.59) 4.96
S0 7(1-90/24) — ! 0.94 (067, 1.32) 552
CDO1(1-90/24) + i 1.30(089,1.89) 4.58
ZFPA2(1-90/24) — ! 1.06 (075,1.52) 507
H-cadherin(1-53/118) —— 266 (1.73,408) 349
FHIT(2-126/46) —_——— 2.08(1.36,317) 3.59
PCDH20(2-104/154) | 2.05(1.95 477) 3.22
Dah2(2-104/154) — 244 (157,380) 327
Der2(2-104/154) —_— 3.09(198,482) 321
SULF2(2-104/154) ——— 288 (1685, 450) 3.23
Kifla(2-104/154) ——— 2.85(183,444) 3.23
Dal-1(2-105/154) —— 220(142,342) 3.29
Jph3(2-105/154) SR 249 (160, 3.88) 3.26
RASSF2(2-104/154) — 244 (157,380) 327
TCF2I(2-104/154) ——— 2.95 (189, 4.60) 3.22
CHCL(2-80/180) —— 203(1.31,3.15 3.32
MAGE(4-202/118) A —e——  323(209,517) 311
HORA(4-2761174) —— 2.05(1.30,3.24) 3.03
RARR(4-257/223) —%——  3.32(209,528) 2.9
FAMTIAA(3-252/271) l——— 577(237,602) 293
PHACTRS(3-252/271) —_—t——— 242 (152, 3.86) 2.97
DAPK(5-337/389) —_— 278(174,448) 287
308T2(4-369/445) ——— 2.05(1.28,3.29) 287
PROM14(4-369/445) S 1.99(124,3.19) 2.88
GATALE-404/492) | ——%—> 397(246,6.39) 281
MGMT(B-44 7/460) —_—— 287 (1.78,461) 2.82
PAXS(6-510/728) . 2.00(1.86,4.85) 277
CYBE(B-453/853) — 235 (145, 3.80) 2.78
APC(8-588/328) —_— 301 (186, 487) 275
p16(24-1357/1249) —l 2.84(176,462) 270
Overall (l-squared = £4.9%, p = 0.000) ¢ 2.28(2.11,247) 100.00
1
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Figure S5. The diagnostic accuracy of 5/T4C1 compared with the other 28 methylated genes. OR >1
means that 5/74C1 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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ID ES (95% CI) weight
COH1({1-26/33) PR S 0.99 (0.85, 1.15) 7.39
SOX17(1-50/24) — 0.59 (049, 0.70) 5.65
CDO1(1-50/24) —— 0.69 (0.58, 0.83) 5.15
ZFP42(1-90/24) —— 0.62 (052, 0.75) 5.45
TACT(1-90/24) —— 0.61(0.51,0.72) 5.54
FHIT(2-126/46] —t— 0.83 (0.67, 1.03) 3.85
PCDH20(2-104/154) | —— 1.01(0.80, 1.28) 3.14
Dah2(2-104/154) —:o—|— 0.85 (067, 1.07) 3.18
Dcr2(2-104/154) —— 1.02 (081, 1.29) 3.14
SULF2(2-104/154) —— 0.97 (0.77, 1.22) 3.15
Kifla(2-104/154) e 0.96 (0.76, 1.21) 3.15
Dial-1(2-105/154) —_— 0.78 (0.62, 0.98) 3.21
Jph3(2-105/154) —l 0.86 (0.68, 1.08) 3.17
RASSF2(2-104/154) —_— 0.85 (0.67, 1.07) 3.18
TCF212-104/154) . 0.98 (0.78, 1.24) 3.15
CRCL(2-B04150) ——— 0.73 (0,58, 0.92) 3.23
MAGE(4-202/118) |— 1.05 (081, 1.31) 2.90
HO®A4-276/174) — 0.65 (0.50, 0.83) 2.69
RARR(4-257/223) —— 0.96 (0.74, 1.24) 2.57
FAN19A4(3-252/271) | —p— 1.06 (0.82, 1.38) 2.51
PHAC TRS(3-252/271) —_— 0.72 (0.56, 0.93) 2.55
DAPK(5-337/359) —_— 0.77 (0.59, 1.017 2.35
305T2(4-365/445) —— 0.58 (044, 0.75) 2.34
PRON14(4-365/445) _— 0.56 (043, 0.73) 2.35
BATA(6-404/452) —— 1.05(0.76, 1.36) 2.25
MEMT(5-447/460) —_——— 0.76 (0.58, 1.00) 2.26
PAXS(5-510/728) —_— 0.77 (0.58, 1.02) 2.16
CYGEB(6-453/653) —_—— 0.61 (046, 0.81) 2.17
APC(E-588/928) — e 0.75 (0.67, 1.00) 2.11
p16(24-1367/1249) 0.69 (0.51,0.92) 2.02
RASSF1A(17-1160/1767)——#—— | 0.52 {0.39, 0.70) 2.02
Overall (Fsguared = 63.6%, p = 0.000) o 0.78 (0.75, 0.62) 100.00
)
T T
392 1 255

Figure S6. The diagnostic accuracy of 6/H-cadherin compared with the other 31 methylated genes.
OR >1 means that 6/H-cadherin had a higher diagnostic accuracy, and 95% CI excluding 1 was
considered significant.
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ID ES (95% CI) weight
COH1({1-26/33) H 1.09(0.93, 1.28) 7.08
SOX17(1-50/24) S 0.66 (0.56, 0.79) 6.14
CDO1(1-50/24) —_— 0.79 (0.66, 0.95) 5.33
ZFP42(1-90/24) —_—— 0.71(0.59, 0.84) 5.75
TACT(1-90/24) . am— 0.68 (0.58, 0.51) 5.95
H-cadhering1-53/118) ———— 1.21(0.97, 1.50) 3.66
PCDH20(2-104/154) + 1.27(0.99, 1617 3.07
Dah2(2-104/154) + 1.06 (0.83, 1.34) 3.13
Dcr2(2-104/154) + 1.26(1.00,1.63) 3.07
SULF2(2-104/154) 1.21(0.95, 1.54) 3.08
Kifla(2-104/154) 1.20(0.54, 1.52) 3.08

Dal-1(2-105/154)
Jphagz-105/154)
RASSF2(2-104/154)

097077, 1.23) 317
1.07 (0.84, 1.36) 3.12
1.06 (0.83, 1.34) 3.13

L 3

[

TCF2I(2-104/154) . 1.23(0.97, 157) 2.08
CXCL(2-B0/180) + 0.91(0.72, 1.16) 3.20
MAGE(4-202/118) + 1.31¢1.02, 168) 2.54
HOXA-276/174) * 0.64 (0.65, 1.09) 267
RARR(4-257/223) + 1.26 (0,97, 165) 2.53

FAMT9A4(3-252/2T71)
PHACTRI(3-252/271)
DAPK(5-337/389)
J0STZ(4-369/448)
PROM14(4-369/445)
GATA(B-404/492)
MGMT(8-447/460)
PAXA(B-510/728)
CYGB(6-453/853)
APC(8-588/928)
R16(24-1357/1249)
RASSF1A(17-1160/1767) +
Crverall (sguared = ¥3.6%, p=0.000)

+* 1.40(1.07, 1847 247
0.95(0.73 1.24) 243
o 1.04 (079, 1.37) 234
0.78(0.59 1.02) 2.33
0.75 (057, 1.00) 2.34
1.41(1.06, 1.687) 223
o 1.04 (0.78, 1.38) 2.25
+ 1.06 (0.60, 142y 215
0.84 (063, 1.12) 216
+ 1.05 (079, 141 2.1
0.97(0.72 1.31) 2.02
0.74 (055 1.00) 2.02
0.97(0.93, 1.01) 100.00
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Figure S7. The diagnostic accuracy of 7////T compared with the other 31 methylated genes. OR >1
means that 7//H/7had a higher diagnostic accuracy, and 95% Cl excluding 1 was considered significant.
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ID ES (95% CI) weight
1
COH1({1-26/33) | 0.99 (0.69, 1.10) 5.42
SOX17(1-50/24) —— 0.67 (0.59, 0.75) 5.95
CDO1(1-50/24) — 0.75 (0.66, 0.86) 5.55
ZFP42(1-90/24) ——! 0.70 {0.61,0.79) 5.80
TACT(1-90/24) —— 0.68 (0.60, 0.77) 5.59
H-cadhering1-53/118) | —— 0.99 (0.85, 1.16) 3.92
FHIT(2-126/46] —— 0.86 (0.74, 1.007 3.99
Dah2(2-104/154) — 0.86 (0,73, 1.02) 3.17
Dcr2(2-104/154) I —%— 1.01(0.85, 1.20) 3.12
SULF2(2-104/154) —H— 0.96 (0.81, 1.14) 3.13
Kifla(2-104/154) e 0.95 (0.60, 1.13) 3.14
Dial-1(2-105/154) —_— 0.51 (0.68, 0.96) 3.19
Jph3(2-105/154) ——t 0.57 (0.73, 1.04) 3.16
RASSF2(2-104/154) —_— 0.86 (0.73, 1.02) 3.17
TCF212-104/154) —— 0.98 (0.82, 1.16) 3.13
CRCL(2-B04150) —— 0.77 (0.65,0.91) 3.22
MAGE(4-202/118) | —— 1.01(0.84, 1.21) 282
HO®A4-276/174) —— 0.67 (0.56, 0.82) 2.55
RARR(4-257/223) —— 0.95 (0.78, 1.16) 2.41
FAN19A4(3-252/271) | —p— 1.04 (0.85, 1.27) 2.33
PHAC TRS(3-252/271) R 0.74 (0,61, 0.90) 2.38
DAPK(5-337/359) —_— 0.78 (0.63, 0.96) 2.14
305T2(4-365/445) — 0.59 (048, 0.73) 2.12
PRON14(4-365/445) —_— 0.58 (047,0.72) 2.13
BATA(6-404/452) —— 1.02 (0.82, 1.26) 2.01
MEMT(5-447/460) —— 0.77 (0.62, 0.95) 2.03
PAXS(5-510/728) — 0.77 (0.61,0.96) 1.90
CYGEB(6-453/653) —_— 0.62 (048, 0.77) 1.90
APC(E-588/928) —_— 0.75 (0.60, 0.947 1.84
p16(24-1367/1249) —_— 0.68 (0.54, 0.86) 1.73
RASSF1AL17-1160/1767) ¢—— | 0.52 (042, 0.66) 1.72
Overall (Fsguared = 76.6%, p = 0.000) b 0.51(0.79, 0.63) 100.00
I
416 1 2.41

Figure S8. The diagnostic accuracy of 8/PCDH2(0 compared with the other 31 methylated genes.
OR >1 means that 8/ PCDH20 had a higher diagnostic accuracy, and 95% CI excluding 1 was
considered significant.
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ID ES (95% CI) weight
COH1({1-26/33) i— 1.05(0.54, 1.17) 8.06
SOX17(1-50/24) — ! 0.72 (0.63, 0.61) 6.52
CDO1(1-50/24) —— 0.82 (0.72,0.93) 5.75
ZFP42(1-90/24) — ! 0.75 (0.66, 0.85) 6.19
TACT(1-90/24) — 0.73 (0.65, 0.83) 6.35
H-cadhering1-53/118) I 1.12(0.95, 131 3.79
FHIT(2-126/46] — 0.96 (0.82, 1.13) 3.04
PCDH20(2-104/154) | —— 1.16(0.97, 1.39) 3.04
Dcr2(2-104/154) T 117 (0.98, 1407 3.04
SULF2(2-104/154) — 112 (0.54, 1.34) 3.05
Kifla(2-104/154) — 1.11(0.93, 1.33) 3.06
Dial-1(2-105/154) —_ 0.93 (0.78, 1.11) 3.15
Jph3(2-105/154) —_—— 1.01(0.85 1.21 3.10
RASSF2(2-104/154) —_— 1.00 (0.84, 1.19] 3.11
TCF212-104/154) - 1.4 (0.95, 1.36) 3.08
CRCL(2-B04150) —— 0.89 {0.74, 1.05) 3.19
MAGE(4-202/118) P — 1.20(0.99, 144) 2.75
HO®A4-276/174) — 0.81(0.67,0.99) 2.53
RARR(4-257/223) ——— 1.16(0.95 142 2.36
FAN19A4(3-252/271) | ———— 1.27 (1.04, 1.56) 2.29
PHAC TRS(3-252/271) —_— 0.90 (0,73, 1.10) 2.35
DAPK(5-337/359) —_—le— 0.97 (0.78, 1.20) 2.11
305T2(4-365/445) —— 0.74 (0.60,0.92) 2.11
PRON14(4-365/445) —_— 0.72 (0.58,0.90) 2.11
BATA(6-404/452) L —— 1.26(1.03, 1.60) 1989
MEMT(5-447/460) —_— 0.97 (0.78, 1.21) 2.00
PAXS(5-510/728) — 0.98 (0.78, 1.23) 1.88
CYGEB(6-453/653) + r 0.79 (0.63, 0.99) 1.59
APC(E-588/928) Le 0.97 (0.77, 1.22) 1.82
p16(24-1367/1249) - 0.90(0.71, 1.14) 1.71
RASSF1A{17-1160/1767)€ + | 0.69 (0.54, 0.67) 1.71
Overall (Fsguared = 77.3%, p = 0.000) <S> 0.94 (0.91, 0.97) 100.00
I
T
543 1 1.84

Figure S9. The diagnostic accuracy of 9/Dab2 compared with the other 31 methylated genes. OR >1
means that 9/Dab2 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy

%

ID ES (95% CI) weight
1
COH1({1-26/33) | 0.99 (0.69, 1.10) 543
SOX17(1-50/24) —— 0.66 (0.58, 0.75) 5.95
CDO1(1-50/24) — 0.75 (0.66, 0.85) 5.54
ZFP42(1-90/24) ——! 0.69 (0.61,0.79) 5.75
TACT(1-90/24) —— 0.68 (0.60, 0.77) 5.86
H-cadhering1-53/118) f—— 0.99 (0.85, 1.15) 3.93
FHIT(2-126/46] —] 0.85 (0.73, 0.99) 3.99
PCDH20(2-104/154) | ——— 0.99 (0.63, 1.18) 3.13
Diah2(2-104/154) —— 0.86 (0,72, 1.02) 3.17
SULF2(2-104/154) —-— 0.95 (0.60, 1.13) 3.14
Kifla(2-104/154) A 0.95 (0.60, 1.13) 3.14
Dial-1(2-105/154) —_— 0.50 (0,67, 0.95) 3.20
Jph3(2-105/154) —t—1 0.57 (0.73, 1.03) 3.16
RASSF2(2-104/154) —_—— 0.86 (0.72, 1.02) 3.17
TCF212-104/154) —o— 0.97 (0.82, 1.15) 3.13
CRCL(2-B04150) —— 0.76 (0.64, 0.90) 3.22
MAGE(4-202/118) | — 1.00(0.84, 1.20) 283
HO®A4-276/174) — 0.67 (0.55, 0.81) 2.55
RARR(4-257/223) —— 0.94 (0.77, 1.15) 2.41
FAN19A4(3-252/271) | —— 1.03 (0.84, 1.26) 2.34
PHAC TRS(3-252/271) — 0.73 (0.60, 0.89) 2.38
DAPK(5-337/359) —_— 0.77 (0,62, 0.95) 2.14
305T2(4-365/445) — 0.59 (048, 0.73) 2.13
PRON14(4-365/445) —_— 0.57 (047,0.71) 2.13
BATA(6-404/452) — 1.00(0.81, 1.24) 2.01
MEMT(5-447/460) —— 0.76 (0.61,0.94) 2.03
PAXS(5-510/728) — 0.76 (0.61,0.95) 1.90
CYGEB(6-453/653) —_— 0.61(0.49, 0.76) 1.51
APC(E-588/928) —_— 0.74 (0.59, 0.93) 1.84
p16(24-1367/1249) —_— 0.67 (0.53, 0.85) 1.73
RASSF1AL17-1160/1767) é—— ' 0.52 (041,065 1.72
Overall (Fsguared = 76.6%, p = 0.000) o 0.50 (0.78, 0.63) 100.00
:
T T

244

Figure S10. The diagnostic accuracy of 10/Dcr2 compared with the other 31 methylated genes. OR >1
means that 10/Dcr2 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy

%

ID ES (95% CI) weight
1
COH1({1-26/33) | 1.00(0.590,1.12) 8.35
SOX17(1-50/24) —— ! 0.68 (0.60, 0.77) 6.12
CDO1(1-50/24) —r 0.77 (0.68, 0.68) 551
ZFP42(1-90/24) ——! 0.71(0.63, 0.61) 5.51
TACT(1-90/24) —— 0.69 (0.61,0.79) 6.01
H-cadhering1-53/118) | —— 1.02 (0.86, 1.19] 3.59
FHIT(2-126/46] ——t 0.58 (0.76, 1.03) 3.98
PCDH20(2-104/154) | —— 1.04 (0.67, 1.24) 3.10
Diah2(2-104/154) —— 0.90 {0.75, 1.06) 3.15
Dcr2(2-104/154) | —— 1.05 (0.86, 1.25) 3.10
Kifla(2-104/154) : —— 0.95 (0.53, 1.18) 3.11
Dial-1(2-105/154) — 0.84 (0.71,0.99) 3.18
Jph3(2-105/154) — 0.91(0.76, 1.08) 3.14
RASSF2(2-104/154) —_— 0.90 (0,75, 1.06) 3.15
TCF212-104/154) — 1.02 (0.8, 1.217 3.11
CRCL(2-B04150) —— 0.50 (0.67, 0.94) 3.21
MAGE(4-202/118) | —t—— 1.06 (0.86, 1.27) 2.60
HO®A4-276/174) —s— 0.71 (0.58, 0.86) 2.54
RARR(4-257/223) — 1.00(0.82, 1.22) 2.38
FAN19A4(3-252/271) | ——— 1.10(0.90, 1.34] 2.32
PHAC TRS(3-252/271) —_—r— 0.78 (0.64, 0.95) 2.37
DAPK(5-337/359) —_— 0.82 (067, 1.017 2.13
305T2(4-365/445) —— 0.63 (0.51,0.78) 2.12
PRON14(4-365/445) —_— 0.61(0.50,0.76) 2.12
BATA(6-404/452) |—— 1.08 (0.87, 1.34) 2.00
MEMT(5-447/460) —e— 0.81 (0.66, 1.01) 2.02
PAXS(5-510/728) — 0.52 (0.66, 1.02) 1.59
CYGEB(6-453/653) —_— 0.66 (0.53, 0.82) 1.90
APC(E-588/928) —_— 0.80 (0.64, 1.017 1.83
p16(24-1367/1249) S — 0.73 (0.58,0.93) 1.72
RASSF1A{17-1160/1767) ———#— | 0.56 (045, 0.71) 1.71
Overall (Fsguared = 76.3%, p = 0.000) & 0.54 (0.62, 0.67) 100.00
I
T T
446 1 2.24

Figure S11. The diagnostic accuracy of 11/SULF2 compared with the other 31 methylated genes.
OR >1 means that 11/SULF2 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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%

ID ES (95% CI) weight
1
COH1({1-26/33) | —— 1.01(0.80,1.12) 8.33
SOX17(1-50/24) —— 0.68 (0.60,0.77) 6.15
CDO1(1-50/24) —— 0.77 (0.68, 0.88) 5.62
ZFP42(1-90/24) —! 0.71 (0.63, 0.61) 5.93
TACT(1-90/24) — 0.70 (0.62, 0.79) .03
H-cadhering1-53/118) | — 1.03 (0.86, 1.20) 3.59
FHIT(2-126/46] —— 0.89 (0.76, 1.04) 3.98
PCDH20(2-104/154) | — 1.05 (0.8, 1.25) 3.10
Diah2(2-104/154) —— 0.90 {0.76, 1.07) 3.15
Dcr2(2-104/154) | — 1.06 (0.89, 1.26) 3.10
SULF2(2-104/154) —_— 1.01(0.85 1.20) 3.11
Dial-1(2-105/154) — 0.84 (0.71, 1.00) 3.18
Jph3(2-105/154) —L 0.91(0.77, 1.09) 3.14
RASSF2(2-104/154) —_— 0.90 (0,76, 1.07) 3.15
TCF212-104/154) ——— 1.02 (0.86, 1.22) 3.10
CRCL(2-B04150) —— 0.50 (0.68, 0.95) 3.21
MAGE(4-202/118) | — 1.07 (0.89, 1.28) 2.80
HO®A4-276/174) —s— 0.71(0.59, 0.67) 2.54
RARR(4-257/223) —— 1.01(0.83 1.23) 2.39
FAN19A4(3-252/271) L — 1.11(0.91, 1.35) 2.31
PHAC TRS(3-252/271) . o 0.78 (0.64, 0.96) 2.37
DAPK(5-337/359) —_— 0.53 (0,67, 1.03) 2.13
305T2(4-365/445) —— 0.64 (0.62,0.79) 2.11
PRON14(4-365/445) —_—— 0.62 (0.50,0.77) 2.12
BATA(6-404/452) L — 1.00 (0.8, 1.36) 2.00
MEMT(5-447/460) —r—— 0.82 (0.66, 1.02) 2.01
PAXS(5-510/728) —— 0.53 (0.66, 1.04) 1.59
CYGEB(6-453/653) —_— 0.67 (0.53, 0.83) 1.59
APC(E-588/928) —— 0.81 (0.65, 1.02) 1.853
p16(24-1367/1249) —_— 0.74 (0.59, 0.947 1.72
RASSF1A(17-1160/1767 ) 6—%——— | 0.57 (045, 0.72) 1.71
Overall (Fsguared = 76.3%, p = 0.000) & 0.85 (0.62, 0.67) 100.00
I
T T

452 1

2.2

Figure S12. The diagnostic accuracy of 12/Kifla compared with the other 31 methylated genes. OR >1
means that 12/Kifla had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy %

ID ES (95% CI) Weight
COH1(1-26/33) i IR 1.07 (0.96, 1.20) 7.54
SOX17(1-90/24) —_—— 0.74 (0.66, 0.684) 6.75
COO1(1-90/24) —— 0.65 (0.74,0.97) 580
ZFP42(1-90/24) —— 0.78 (0.69, 0.68) 6.34
TACT(1-80/24) — 0.76 (0.67, 0.66) 653
H-cadhering1-53/118) — 1.18¢1.01, 140 3.73
FHIT(2-126/46) —_— 1.02(0.87, 1.200 2.90
PCDH20(2-104/154) —_—— 1.25(1.04, 1507 3.00
Dab2{2-104/154) —t— 1.07 (0.89, 1.28) 3.09
Der2(2-104/154) —_—— 1.26 (1.05, 1513 3.00
SULF2(2-104/154) S 1.20¢1.00, 144y 3.02
Kifla(2-104/154) — 1.19(0.99, 143 3.03
Jph3(2-105/154) SR S 1.09 (091, 1.530) 3.07
RASSF2(2-104/154) — - 1.07 (0.89, 1.28) 3.09
TCF2I(2-104/154) — - 1.22¢1.02, 146) 2.01
CXCL(2-B0/180) — 0.95(0.79,1.13) 3.18
MAGE(4-202/118) — 1.29(107, 157 2.72
HOXA-276/174) _— 0.68 (0.72, 1.08) 252
RARR(4-257/223) —_—— 1.27 (103, 1.56) 2.35
FAM18AA(3-252/271] —%——————  140(1.13,1.73) 228
PHACTRA(3-252/271) —_— 0.98 (0.80, 1.21) 2.35
DAPK(5-337/389) * 1.07 (0,86, 1.33) 2.11

-

JOSTZ{4-369/448)
PRDOM14(4-369/445)
GATA(B-404/492)

0.82 (066, 1.02) 2.11
0.80 (064, 1.00) 212
1.43(1.14,1.79) 1589

L

L 3

MEMT(5-447/460) * 1.08 (0.86, 1.35) 2.01
PAXS(5-510/728) + 1.10(0.87, 1.39) 1.9
CYGEB(6-453/653) + 0.88 (0.70, 1.11) 1.59
APC(E-588/928) * 1.09 (0.86, 1.38) 1.53
p16(24-1367/1249) * 1.02 (0.80,1.29] 1.72
RASSF1AL17-1160/1767) + 0.78 (0.61,0.89) 1.72
Overall (Fsguared = 78.5%, p = 0.000) ) 1.00(0.97, 1.03) 100.00

T T

559 1 1.79

Figure S13. The diagnostic accuracy of 13/Dal-1 compared with the other 31 methylated genes. OR >1
means that 13/Dal-1 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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%

ID ES (95% CI) weight
COH1({1-26/33) — 1.04 (0.93, 1.16) 8.11
SOX17(1-50/24) — : 0.71(0.63, 0.80) 648
CDO1(1-50/24) —— 0.51(0.71,0.92) 5.74
ZFP42(1-90/24) —— ! 0.75 (0.66, 0.85) 6.16
TACT(1-90/24) — 0.73 (0.65, 0.83) 6.31
H-cadhering1-53/118) I — 1.11(0.95, 1.30) 3.81
FHIT(2-126/46] —_— 0.96 (0.82, 1.12) 3.04
PCDH20(2-104/154) . 1.6 (0.96, 1.37) 3.04
Diah2(2-104/154) — 0.99 (0,63, 1.18) 3.12
Dcr2(2-104/154) | —— 1.16(0.97, 1.38) 3.04
SULF2(2-104/154) — 1.10(0.93, 1.32) 3.06
Kifla(2-1047154) — 1.10(0.92, 1.531) 3.06
Dial-1(2-105/154) —— 0.92 (0.78, 1.10) 3.16
RASSF2(2-104/154) —_— 0.99 (0.83, 1.18) 3.12
TCF212-104/154) 1— 1.12(0.54, 134 3.08
CRCL(2-B04150) —— 0.58 (0.74, 1.04) 3.19
MAGE(4-202/118) P — 1.16(0.98, 142) 2.75
HO®A4-276/174) —_— 0.50 (0.66, 0.97) 2.53
RARR(4-257/223) — 1.14(0.93, 1.39) 2.36
FAN19A4(3-252/271) V| ——— 1.25(1.02, 1.53) 2.29
PHAC TRS(3-252/271) —— 0.88 (0.72, 1.08) 2.35
DAPK(5-337/359) — L 0.95 (0.77, 1.17) 2.11
305T2(4-365/445) —— 0.73 (0,59, 0.80) 2.10
PRON14(4-365/445) —_— 0.71(0.57, 0.68) 2.11
BATA(6-404/452) e 1.26(1.01, 1.57) 1.98
MEMT(5-447/460) —T+] 0.95 (0.76, 1.18) 2.00
PAXS(5-510/728) — L 0.96 (0.77, 1.21) 1.88
CYGEB(6-453/653) _— 0.77 (0.62, 0.97) 1.88
APC(E-588/928) — L 0.95 (0.76, 1.20) 1.852
p16(24-1367/1249) — 0.58 (0.69, 1.117 1.71
RASSF1A{17-1160/1767)€ + ' 0.67 (0.53, 0.65) 1.71
Overall (Fsguared = 77.2%, p = 0.000) 02 0.92 (0.90, 0.95) 100.00
)
T T

931

Figure S14. The diagnostic accuracy of 14/Jph3 compared with the other 31 methylated genes. OR >1
means that 14/Jph3 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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%

ID ES (95% CI) weight
COH1({1-26/33) i— 1.05(0.54, 1.17) 8.06
SOX17(1-50/24) — : 0.72 (0.63, 0.61) 6.52
CDO1(1-50/24) —— 0.82 (0.72,0.93) 5.75
ZFP42(1-90/24) — ! 0.75 (0.66, 0.85) 6.19
TACT(1-90/24) — 0.73 (0.65, 0.83) 6.35
H-cadhering1-53/118) I 1.12(0.95, 131 3.79
FHIT(2-126/46] — 0.96 (0.82, 1.13) 3.04
PCDH20(2-104/154) | —— 1.16(0.97, 1.39) 3.04
Diah2(2-104/154) — 1.00(0.84, 1.19) 3.1
Dcr2(2-104/154) | —— 117 (0.9, 1407 3.04
SULF2(2-104/154) — 1.12(0.54, 1.34) 3.05
Kifla(2-1047154) — 1.11(0.93, 1.33) 3.06
Dial-1(2-105/154) —— 0.93 (0.78, 1.11) 3.15
Jph3i2-105/154) —_— 1.01(0.85, 1.217 3.10
TCF212-104/154) I+ 1.4 (0.95, 1.36) 3.08
CRCL(2-B04150) ——— 0.89 {0.74, 1.05) 3.19
MAGE(4-202/118) Y S — 1.20(0.99, 144) 2.75
HO®A4-276/174) — 0.81(0.67,0.99) 2.53
RARR(4-257/223) ——— 1.16(0.95 142 2.36
FAN19A4(3-252/271) | ———— 1.27 (1.04, 1.56) 2.29
PHAC TRS(3-252/271) —_— 0.90 (0,73, 1.10) 2.35
DAPK(5-337/359) —le 0.97 (0.78, 1.20) 2.11
305T2(4-365/445) —— 0.74 (0.60,0.92) 2.11
PRON14(4-365/445) —_— 0.72 (0.58,0.90) 2.11
BATA(6-404/452) L —— 1.26(1.03, 1.60) 1989
MEMT(5-447/460) —_— 0.97 (0.78, 1.21) 2.00
PAXS(5-510/728) — 0.98 (0.78, 1.23) 1.88
CYGEB(6-453/653) + ' 0.79 (0.63, 0.99) 1.59
APC(E-588/928) Le 0.97 (0.77, 1.22) 1.82
p16(24-1367/1249) - 0.90(0.71, 1.14) 1.71
RASSF1A{17-1160/1767)€ + | 0.69 (0.54, 0.67) 1.71
Overall (Fsguared = 77.3%, p = 0.000) <S> 0.94 (0.91, 0.97) 100.00
)
543 1 1.84

Figure S15. The diagnostic accuracy of 15/RASSF2 compared with the other 31 methylated genes.
OR >1 means that 15/RASSF2 had a higher diagnostic accuracy, and 95% CI excluding 1 was
considered significant.
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%

ID ES (95% CI) weight
1
COH1({1-26/33) | 1.00(0.90,1.11) 8.38
SOX17(1-50/24) —— 0.67 (0.59, 0.76) 6.07
CDO1(1-50/24) — 0.76 (0.67, 0.67) 5.59
ZFP42(1-90/24) —— 0.70 {0.62, 0.80) 5.86
TACT(1-90/24) — 0.69 (0.61,0.78) 5.96
H-cadhering1-53/118) f—— 1.01(0.87, 1.18) 3.90
FHIT(2-126/46] —-o—|- 0.57 (0.75, 1.02) 3.99
PCDH20(2-104/154) | ——— 1.02 (0.86, 1.22) 3.11
Diah2(2-104/154) — 0.58 (0.74, 1.05) 3.16
Dcr2(2-104/154) | —f— 1.05 (0.87, 1.23) 3.11
SULF2(2-104/154) —— 0.98 (0.63, 1.17) 3.12
Kifla(2-1047154) —— 0.98 (0.62, 1.16) 3.12
Dial-1(2-105/154) —_— 0.82 (0.70,0.98) 3.19
Jph3i2-105/154) —— 0.89 (0.75, 1.06) 3.15
RASSF2(2-104/154) A 0.58 (0.74, 1.05) 3.16
CROL(2-B04150) —— 0.78 (0.66,0.93) 3.21
MAGE(4-202/118) | —— 1.04 (0.67, 1.25) 2.81
HO®A4-276/174) —— 0.69 (0.57, 0.84) 2.54
RARR(4-257/223) —— 0.98 (0.81, 1.20) 2.40
FAN19A4(3-252/271) | —— 1.07 (0.88, 1.31] 2.32
PHAC TRS(3-252/271) —_— 0.76 (0.62, 0.93) 2.37
DAPK(5-337/359) —el 0.50 (0.65, 0.99) 2.13
305T2(4-365/445) —— 0.62 (0.50,0.76) 2.12
PRON14(4-365/445) —_— 0.60 (049, 0.74) 2.13
BATA(6-404/452) —— 1.05(0.85, 1.31) 2.01
MEMT(5-447/460) ——— 0.50 (0.64, 0.99) 2.02
PAXS(5-510/728) — 0.50 (0.64, 1.00) 1.90
CYGEB(6-453/653) —_— 0.64 (0.51, 0.80) 1.90
APC(E-588/928) —_— 0.78 (0.62, 0.98) 1.853
p16(24-1367/1249) —_— 0.71 (0.56,0.90) 1.72
RASSF1A[17-1160/1767) é—8— ' 0.55 (043, 0.69) 1.72
Overall (Fsguared = 76.4%, p = 0.000) & 0.53 (0.60, 0.85) 100.00
)
T T
433 1 2.31

Figure S16. The diagnostic accuracy of 16/TCF2/ compared with the other 31 methylated genes.
OR >1 means that 16/7CF2! had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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ID ES (95% CI) weight
COH1({1-26/33) i 1.10(0.98, 1.23) 7.65
SOX17(1-50/24) — : 0.76 (0.67, 0.66) 6.91
CDO1(1-50/24) —s— | 0.67 (0.77, 1.00) 5.83
ZFP42(1-90/24) — ! 0.50(0.71,0.91) 6.44
TACT(1-90/24) — I 0.78 (0.69, 0.58) 6.66
H-cadhering1-53/118) —— 1.24(1.05,147) 3.68
FHIT(2-126/46] —_— 1.06 (0.90, 1.28) 3.67
PCDH20(2-104/154) | ————— 1.32(1.10,1.59) 2.98
Diah2(2-104/154) B B 1.15(0.54, 1.36) 3.07
Dcr2(2-104/154) | ————— 1.35(1.10, 1,60 2.97
SULF2(2-104/154) —— 1.27(1.05, 1.53) 3.00
Kifla(2-1047154) —— 1.26(1.04, 1.52) 3.00
Dial-1(2-105/154) —— 1.06 (0.86, 1.27) 3.12
Jph3i2-105/154) T N 1.16(0.95, 1.38) 3.06
RASSF2(2-104/154) —+— 1.13(0.54, 1.36) 3.07
TCF21(2-104/154) —— 1.29(1.07, 1.55) 2.98
MAGE(4-202/118) | —— 136 (1.13, 167) 2.71
HO®A4-276/174) — 0.94 (0.77, 1.16) 2.53
RARR(4-257/223) | ———— 1.36(1.10, 1.68) 2.35
FAN19A4(3-252/271) ! —%———— 151122, 1.88) 2.27
PHAC TRS(3-252/271) —_—— 1.06 (0.86, 1317 2.35
DAPK(5-337/359) -1t 1.16(0.93, 148) 2.12

305T2(4-365/445) — 0.89 (0.71, 1.11) 2.12
PRON14(4-365/445) . S 0.57 (0,70, 1.08) 2.12
BATA(6-404/452) ! ——%——> 155(1.24, 185 199
MEMT(5-447/460) — T 1.17(0.93, 147) 2.01
PAXS(5-510/728) 4 1.20(0.95, 1.52) 1.0
CYGEB(6-453/653) —_— 0.97 (0.76, 1.22) 1.90
APC(E-588/928) e 1.20(0.54, 1.52) 1.84

p16(24-1367/1249) — 112 (0.86, 143 1.74

RASSF1AL17-1160/1767) _— 0.86 (067, 1.10) 1.73
Overall (Fsguared = 80.3%, p = 0.000) <S> 1.08(1.02, 1.09) 100.00
)
T T
812 1 1.95

Figure S17. The diagnostic accuracy of 17/CXCL compared with the other 31 methylated genes.
OR >1 means that 17/CXCL had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy

%

ID ES (95% CI) weight
COH1({1-26/33) I —— 0.99 (0.91, 1.08) 5.95
SOX17(1-50/24) - 0.70 {0.63, 0.78) 6.12
CDO1(1-50/24) — 0.78 (0.70, 0.87) 5.73
ZFP42(1-90/24) — 0.73 (0.66, 0.61) 5.96
TACT(1-90/24) —— 0.72 (0.64, 0.80) 6.03
H-cadhering1-53/118) f—— 0.99 (0.67, 1.12) 4.01
FHIT(2-126/46] —_— 0.57 (0.76,0.99) 4.07
PCDH20(2-104/154) | —— 0.99 (0.86, 1.15) 3.12
Diah2(2-104/154) —— 0.57 (0.75, 1.00) 3.17
Dcr2(2-104/154) | — 1.00(0.86,1.15) 3.12
SULF2(2-104/154) — 0.96 (0.63, 1.11) 3.13
Kifla(2-1047154) — 0.95 (0.62, 1.10) 3.13
Dial-1(2-105/154) —— 0.82 (0.71,0.95) 3.19
Jph3i2-105/154) —_ 0.88 (0.76, 1.017 3.15
RASSF2(2-104/154) —f— 0.57 (0.75, 1.007 3.17
TCF21(2-104/154) |— 0.97 (0.84, 1.12) 3.13
CROL(2-B04150) — 0.78 (0.68, 0.90) 3.21
HO®A4-276/174) — 0.69 (0.58, 0.61) 248
RARR(4-257/223) — 0.94 (0.80, 1.12) 2.33
FAN19A4(3-252/271) | —— 1.02 (0.86, 1.22] 2.24
PHAC TRS(3-252/271) — 0.75 (0.63, 0.88) 2.30
DAPK(5-337/359) —_—l 0.78 (0.65, 0.93) 2.03
305T2(4-365/445) — 0.60 (0.50, 0.73) 2.01
PRON14(4-365/445) —_— 0.59 (049, 0.71) 2.02
BATA(6-404/452) — 1.00(0.83, 1.217 1.9
MEMT(5-447/460) —_— 0.77 (0.63,0.92) 1.91
PAXS(5-510/728) —_— 0.76 (0.63,0.93) 1.77
CYGEB(6-453/653) —_—— 0.62 (0.51,0.75) 1.77
APC(E-588/928) —_— 0.75 (0.61,0.813 1.70
p16(24-1367/1249) S 0.68 (0.55, 0.63) 1.58
RASSF1A{17-1160/1767) ——— | 0.52 (042, 0.64) 157
Overall (Fsguared = 79.5%, p = 0.000) o 0.52 (0.50, 0.84) 100.00
I
T
424 1 2.36

Figure S18. The diagnostic accuracy of 18/MAGE compared with the other 31 methylated genes.
OR >1 means that 18/MAGE had a higher diagnostic accuracy, and 95% ClI excluding 1 was considered
significant.



Stuchy

%

ID ES (95% CI) weight
COH1({1-26/33) v 1.07(1.00,1.16) 8.55
SOX17(1-50/24) ! 0.85 (0.79,0.91) 7.87
CDO1(1-50/24) i 0.93 (0.86, 1.01) 648
ZFP42(1-90/24) ! 0.58 (0.61,0.95) 7.27
TACT(1-90/24) I 0.86 (0.50, 0.93) 7.55
H-cadhering1-53/118) e 1.20(1.07, 1.34) 3.72
FHIT(2-126/46] —-—— 1.07 (0.96, 1.19] 3.99
PCDH20(2-104/154) | ——— 1.27(1.12, 145 2.86
Diah2(2-104/154) — 1.15(1.00,1.28) 3.00
Dcr2(2-104/154) | —— 126 (1.13, 145) 2.86
SULF2(2-104/154) —— 1.24(1.09, 140 2.89
Kifla(2-1047154) — 1.25(1.08 1.39) 2.90
Dial-1(2-105/154) —— 1.08(0.95, 1.22) 3.07
Jph3i2-105/154) ——— 1.46(1.01,1.30) 2.98
RASSF2(2-104/154) - 1.43(1.00,1.28) 3.00
TCF21(2-104/154) e 1.25(1.10,142) 2,88
CROL(2-B04150) e 1.05(0.92,1.17) 3.13
MAGE(4-202/118) b —— 1.35(1.16,1.52) 2.53
RARR(4-257/223) | —— 1.35(1.16, 1.56) 2.11
FAN19A4(3-252/271) ! ———  147(126,1.71) 2.01
PHAC TRS(3-252/271) —r— 1.10(0.95, 1.27) 2.12
DAPK(5-337/359) 4 1.20(1.02, 1407 1.83
305T2(4-365/445) — 0.96 (0.62, 1.12) 1.83
PRON14(4-365/445) — 0.94 (0.60, 1.10) 1.54
BATA(6-404/452) ! —%——— 156(1.32 1.84) 167
MEMT(5-447/460) _—— 1.22(1.03, 144 1.70
PAXS(5-510/728) e 1.26 (1.06, 1.50) 1.56
CYGEB(6-453/653) —— 1.04 (0.87, 1.23) 157
APC(E-588/928) e 1.26(1.06,1.51) 148
p16(24-1367/1249) S — 1.20(1.00, 1447 1.36
RASSF1AL17-1160/1767) — 0.94 (0,78, 1.13) 1.36
Overall (Fsguared = 85.5%, p = 0.000) o 1.07 (1.05, 1.097 100.00
)
T T

843

Figure S19. The diagnostic accuracy of 19/HOXA compared with the other 31 methylated genes.
OR >1 means that 19/HOXA had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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%

ID ES (95% CI) weight
COH1({1-26/33) | —— 1.00(0.54, 1.06) 9.53
SOX17(1-50/24) - 0.79 (0.73, 0.85) 6.64
CDO1(1-50/24) - 0.85(0.79,0.92) .15
ZFP42(1-90/24) — 0.81(0.75, 0.67) 6.46
TACT(1-90/24) —— 0.50 (0.74, 0.86) 6.55
H-cadhering1-53/118) | —— 1.01(0.93, 1.11) 4.08
FHIT(2-126/46] ——t 0.92 (0.84, 1.017 4.19
PCDH20(2-104/154) | —— 1.05(0.92, 1.14) 3.07
Diah2(2-104/154) — 0.93 {0.63, 1.03) 3.13
Dcr2(2-104/154) | —— 1.05(0.93, 1.15) 3.07
SULF2(2-104/154) |—— 1.00(0.590,1.11) 3.08
Kifla(2-1047154) — 0.99 (0.69, 1.10) 3.09
Dial-1(2-105/154) —— 0.58 (0.80, 0.98) 3.16
Jph3i2-105/154) e 0.93 (0.84, 1.047 3.12
RASSF2(2-104/154) —— 0.93 (0.63, 1.03) 3.13
TCF21(2-104/154) —— 1.01(0.91,1.12) 3.08
CROL(2-B04150) — 0.85 (0.77,0.95) 3.19
MAGE(4-202/118) | —e— 1.04 (0.93, 1.16) 2.68
HOMA4-276/174) —— 0.77 (0.68, 0.67) 2.33
FAN19A4(3-252/271) | —a— 1.07(0.94, 1.22] 2.06
PHAC TRS(3-252/271) — 0.82 (0.72,0.93) 2.12
DAPK(5-337/359) —— 0.85 (0.74,0.98) 1.52
305T2(4-365/445) —— 0.68 (0.59,0.79) 1.79
PRON14(4-365/445) —_— 0.67 (0.58, 0.77) 1.80
BATA(6-404/452) | 1.06(0.92, 1.23) 165
MEMT(5-447/460) —— 0.84 (0.73,0.97) 167
PAXS(5-510/728) — 0.84 (0.72,0.98) 1.51
CYGEB(6-453/653) —_—— 0.69 (0.60, 0.61) 1.51
APC(E-588/928) —_— 0.82 (0,70, 0.96) 1.43
p16(24-1367/1249) S 0.75 (0.63, 0.68) 1.29
RASSF1A{17-1160/1767) 6—b— | 0.58 (0.50, 0.69) 1.28
Overall (Fsguared = 83.5%, p = 0.000) o 0.89 (0.67, 0.90) 100.00
)
T T
495 1 2.02

Figure S20. The diagnostic accuracy of 20/RARf3 compared with the other 31 methylated genes. OR >1
means that 20/RARS had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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%

ID ES (95% CI) weight
COH1({1-26/33) s 0.99 (0.94, 1.04) 10.21
SOX17(1-50/24) L 0.78 (0.73, 0.84) 6.35
CDO1(1-50/24) —— 0.54 (0.78,0.90) .10
ZFP42(1-90/24) — 0.50 {0.75, 0.86) .27
TACT(1-90/24) — 0.79 (0.74, 0.55) 6.32
H-cadhering1-53/118) | —— 0.98 (0.90, 1.07) 4.19
FHIT(2-126/46] -] 0.90 (0.62, 0.98) 4.24
PCDH20(2-104/154) | —— 0.98 (0.69, 1.08) 3.13
Diah2(2-104/154) —:—o—| 0.89 (0.61,0.98) 3.16
Dcr2(2-104/154) | —— 0.95 (0.69, 1.09) 3.12
SULF2(2-104/154) |- 0.96 (0.67, 1.05) 3.13
Kifla(2-1047154) — 0.95 (0.86, 1.05) 3.13
Dial-1(2-105/154) —— 0.85 (0.77,0.94) 3.15
Jph3i2-105/154) ——— 0.90 (0,81, 0.99) 3.15
RASSF2(2-104/154) —t— 0.89 (0.81,0.98) 3.16
TCF21(2-104/154) |—— 0.97 (0.88, 1.07) 3.13
CROL(2-B04150) —r— 0.82 {0.75,0.91) 3.20
MAGE(4-202/118) | —— 0.95 (0.69, 1.10) 2.72
HOMA4-276/174) —— 0.73 (0.65, 0.62) 2.32
RARR(4-257/223) - 0.94 (0.83, 1.06) 2.16
PHAC TRS(3-252/271) ——r 0.78 (0.69, 0.67) 2.11
DAPK(5-337/359) ——L 0.79 (0.70,0.907 1.50
305T2(4-365/445) —— 0.64 (0.56,0.73) 1.76
PRON14(4-365/445) —— . 0.63 (0.55,0.72) 1.77
BATA(6-404/452) —— 0.98 (0.85, 1.12) 1.63
MEMT(5-447/460) — 0.78 (0.68, 0.89) 1.65
PAXS(5-510/728) — 0.77 (0.66, 0.89) 1.48
CYGEB(6-453/653) —_— 0.64 (0.55, 0.73) 1.48
APC(E-588/928) — 0.75 (0.65, 0.67) 140
p16(24-1367/1249) — 0.67 (0.58, 0.79) 1.25
RASSF1AL17-1160/1767) —#— : 0.53 (045, 0.62) 1.24
Overall (Fsguared = 86.3%, p = 0.000) b 0.56 (0.64, 0.67) 100.00
)
T T

431

222

Figure S21. The diagnostic accuracy of 21/F4AM19A44 compared with the other 31 methylated genes.
OR >1 means that 21/FAM1944 had a higher diagnostic accuracy, and 95% CI excluding 1 was
considered significant.



Stuchy %
ID ES (95% CI) weight

COH1({1-26/33) J— 1.04 (0.98, 1.1 9.24
SOX17(1-50/24) N ] 0.54 {0.79,0.90) 765
CDO1(1-50/24) — 0.91 (0.65, 0.98) 6.55
ZFP42(1-90/24) —— | 0.57 (0.61,0.83) 7.22
TACT(1-90/24) — ] 0.86 (0.50, 0.92) 7.44
H-cadhering1-53/118) | —— 1.42(1.02,1.23) 3.85
FHIT(2-126/46] —_— 02(083,1.117 4.10
PCDH20(2-104/154) | — A7 (108, 1.30) 2.90
Diah2(2-104/154) — .06 (055, 1.17) 3.03
Dcr2(2-104/154) | ——— AB(1.06,1.31) 2.69
SULF2(2-104/154) | ——

Kifla(2-1047154) — A3(1.02,1.26 2.94

Dal-1{2-105/154) —_—

1

1

1

1

1.14(1.02,1.27) 253
1

1.01 (081,112 3.10
1
1
1

Jph3i2-105/154) ——— {06 (096, 1.18) 3.01
RASSF2(2-104/154) — - 06 (085, 1.17) 3.03
TCF21(2-104/154) | —— A5 (1.04,1.28) 2.92
CROL(2-B04150) — 0.97 (0.68, 1.08) 3.15
MAGE(4-202/118) S 1.21(1.08 1.35) 2.53
HOMA4-276/174) —— 0.92 (0.62, 1.04) 2.29
RARR(4-257/223) —_— 1.21(1.06, 1.37) 2.06
FAN1944(3-252/271) ———— 130114, 148 1.95
DAPK(5-337/359) —_— 1.07(0.93, 1.23) 1.75

JOSTZ{4-369/448) —_—
PRDOM14(4-369/445) I —
GATA(B-404/492)

0.87(0.76 093 1.74
0.85(0.74,097) 175
——> 136 (1.16, 1.57) 1.57

=

MEMT(5-447/460) — 1.08(0.94, 1.24] 161
PAXS(5-510/728) o 1.10(0.95, 1.28) 145
CYGEB(6-453/653) _— 0.92 (0.79, 1.06) 1.46
APC(E-588/928) —— 1.10(0.54, 1.28) 1.37
p16(24-1367/1249) S 1.03 (0.86, 1.22) 1.23
RASSF1A17-1160/1767) — ————— | 0.51(0.69, 0.96) 1.23
Overall (Fsguared = 84 4%, p = 0.000) ® 1.01(0.99, 1.03) 100.00
)
T T
637 1 1.57

Figure S22. The diagnostic accuracy of 22/PHACTR3 compared with the other 31 methylated genes.
OR >1 means that 22/PHACTR3 had a higher diagnostic accuracy, and 95% CI excluding 1 was
considered significant.
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%

ID ES (95% CI) weight
COH1({1-26/33) —— 1.02 (0.9, 1.07) 1011
SOX17(1-50/24) - ! 0.57 (0.63,0.91) 7.70
CDO1(1-50/24) — 0.92 (0.67, 0.97) 6.50
ZFP42(1-90/24) —— | 0.89 (0.65, 0.93) 7.33
TACT(1-90/24) —_—— 0.58 (0.84,0.92) 7.51
H-cadhering1-53/118) ' 1.07(1.00, 1.14) 4.00
FHIT(2-126/46] — 0.99 (0.93, 1.06) 4.23
PCDH20(2-104/154) . 1.40(1.01,1.19) 2.92
Diah2(2-104/154) —— 1.01(0.54, 1.09) 3.04
Dcr2(2-104/154) | 1.10(1.02,1.19) 2.91
SULF2(2-104/154) H 1.07(0.99, 1.16) 2.95
Kifla(2-1047154) 1 1.07(0.99, 1.16) 2.95
Dial-1(2-105/154) — 0.98 (0.90, 1.05) 3.11
Jph3i2-105/154) — 1.02(0.54, 1.10) 3.02
RASSF2(2-104/154) —t— 1.01(0.54, 1.09) 3.04
TCF21(2-104/154) ! 1.08(1.00,1.17) 2.93
CROL(2-B04150) — 0.95 (0.68, 1.02) 3.16
MAGE(4-202/118) ! 112 (1.03 1.22) 2.50
HOMA4-276/174) —— 0.90 {0.52, 0.98) 2.20
RARR(4-257/223) ! 1.12(1.01,1.23) 1986
FAN1944(3-252/271) I 1.19(1.08 131 1.84
PHAC TRS(3-252/271) — 0.95 (0.67, 1.05) 1.95
305T 2(4-365/445) —— 0.53 {0.75,0.93) 1.59
PRON14(4-365/445) —_— 0.52 {0.74,0.91) 1.0
BATA(6-404/452) ! —_— 1.25(1.10,1.537) 142
MEMT(5-447/460) —— 1.00(0.90,1.12) 145
PAXS(5-510/728) — 1.02(0.50,1.14) 1.27
CYGEB(6-453/653) —_— 0.86 (0.76, 0.97) 1.25
APC(E-588/928) L — 1.01(0.89, 114 1.18
p16(24-1367/1249) — &+ 0.94 (0.63, 1.08) 1.03
RASSF1A{17-1160/1767) —————— | 0.75 (0.66, 0.86) 1.03
Overall (Fsguared = 85.0%, p = 0.000) o 0.9 (0.96, 0.99) 100.00
)
T

637 1 1.52

Figure S23. The diagnostic accuracy of 23/DAPK compared with the other 31 methylated genes.
OR >1 means that 23/DAPK had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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%

ID ES (95% CI) weight
COH1({1-26/33) | 1.05(1.00,1.09) 9.37
SOX17(1-50/24) : 0.91 {0.67, 0.95) 8.80
CDO1(1-50/24) - 0.96 (0.92, 1.01) 7.12
ZFP42(1-90/24) : 0.93 (0.69, 0.97) 5.08
TACT(1-90/24) i 0.92 (0.88, 0.96) 5.42
H-cadhering1-53/118) Lo — 1.14(1.06,1.22] 3.74
FHIT(2-126/46] —— 1.06(0.99, 1.13) 4.10
PCDH20(2-104/154) ;| —— 1.20(1.11,1.30) 2.74
Diah2(2-104/154) —— 1.41(1.02,1.19) 293
Dcr2(2-104/154) |, —— 1.20(1.11,1.30) 2.73
SULF2(2-104/154) P 147 (1.08 1.27) 2.79
Kifla(2-1047154) —— 147 (1.08 1.26) 2.80
Dial-1(2-105/154) —— 1.07(0.99, 1.15) 3.03
Jph3i2-105/154) —_— 1.41(1.03, 1.20) 2.90
RASSF2(2-104/154) —t— 1.41(1.02,1.19] 2.93
TCF21(2-104/154) | —— 1.16(1.09, 1.28) 2.77
CROL(2-B04150) - 1.04 (0.96, 1.12) 3.10
MAGE(4-202/118) P —— 1.24 (1.14,1.35) 2.36
HOMA4-276/174) - 1.02(0.54,1.12) 217
RARR(4-257/223) b —— 1.28(1.16, 1.40) 187
FAN1944(3-252/271) I —_— 1.37(1.24, 1817 1.78
PHAC TRS(3-252/271) —L— 1.40(1.00,1.213 1.91
DAPK(5-337/359) —— 1.19(1.07,1.32) 186
PRON14(4-365/445) — 0.98 (0.68, 1.09) 1.58
BATA(6-404/452) ! ——> 148(132, 165 1.36
MEMT(5-447/460) | ———— 1.21(1.09, 1.36) 141
PAXS(5-510/728) L —— 126(1.12,1.42) 1.24
CYGEB(6-453/653) —— 1.07(0.95, 1.21] 1.25
APC(E-588/928) D o— 1.27(1.13, 1447 1.16
p16(24-1367/1249) | —— 1.24(1.09, 1417 1.01
RASSF1AL17-1160/1767) —_— 0.99 (0,67, 1.13) 1.00
Overall (Fsguared = 89.8%, p = 0.000) 4 1.06(1.05, 1.08) 100.00
)
T T
1

605

Figure S24. The diagnostic accuracy of 24/30ST2 compared with the other 28 methylated genes.
OR >1 means that 24/30ST2 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.
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ID ES (95% CI) weight
COH1({1-26/33) —— 1.05(1.01,1.10) 9.28
SOX17(1-50/24) vl ! 0.91 {0.67, 0.96) 5.59
CDO1(1-50/24) — 0.97 (0.92, 1.02) 7.153
ZFP42(1-90/24) — ! 0.93 (0.69, 0.98) 5.13
TACT(1-90/24) —— | 0.92 (0.88, 0.97) B5.49
H-cadhering1-53/118) Lo 1.14(1.07,1.23) 3.71
FHIT(2-126/46] —— 1.07(1.00,1.14) 4.08
PCDH20(2-104/154) | —— 1.21(1.12,1.31) 2.73
Diah2(2-104/154) —— 112 (1.03 1.21) 2.492
Dcr2(2-104/154) | —— 1.21(1.12,1.32) 2.72
SULF2(2-104/154) | —— 1.16(1.09, 1.28) 2.77
Kifla(2-1047154) |—— 1.16(1.09, 1.28) 2.78
Dial-1(2-105/154) —— 1.08(1.00,1.16) 3.02
Jph3i2-105/154) —_—— 1.42(1.04,1.22) 2.90
RASSF2(2-104/154) —— 1.42(1.03 1217 2.92
TCF21(2-104/154) | —— 1.49(1.10,1.29) 2.76
CROL(2-B04150) 4 1.05(0.97, 1.13) 3.10
MAGE(4-202/118) P —— 1.26(1.15, 1.37) 2.35
HOMA4-276/174) — 1.04 (0.95, 1.13) 217
RARR(4-257/223) b —— 1.28(1.17,1.43) 187
FAN1944(3-252/271) I — 1.39(1.26,1.53) 1.75
PHAC TRS(3-252/271) —l— 1.42(1.01,1.23) 1.91
DAPK(5-337/359) —— 1.21(1.09, 1.34) 187
30ST2(4-365/445) — 1.02(0.92,1.13) 157
BATA(6-404/452) ! —%—— 151134, 169) 137
MEMT(5-447/460) | ——— 124 (1.11,1.38) 141
PAXS(5-510/728) I —— 1.28(1.15 1.45) 1.25
CYGEB(6-453/653) o S 1.10(0.97, 1.24) 1.26
APC(E-588/928) b —— 1.30(1.16, 148) 1.16
p16(24-1367/1249) | —— 1.27(1.12, 1487 1.01
RASSF1AL17-1160/1767) —_— 1.02 (0.89, 1.17) 1.01
Overall (Fsguared = 50.3%, p = 0.000) o 1.07 (1.06, 1.097 100.00
)
T T
592 1 1.69

Figure S25. The diagnostic accuracy of 25/PRDM14 compared with the other 31 methylated genes.
OR >1 means that 25/PRDM14 had a higher diagnostic accuracy, and 95% CI excluding 1 was
considered significant.



Stuchy

%

ID ES (95% CI) weight
COH1({1-26/33) |- 1.00(0.96, 1.03) 11.25
SOX17(1-50/24) e 0.86 (0.63, 0.90) .79
CDO1(1-50/24) —~ 0.90 (0.56, 0.94) .52
ZFP42(1-90/24) — 0.58 (0.64, 0.91) .65
TACT(1-90/24) —~— 0.57 (0.83, 0.91) .74
H-cadhering1-53/118) | —— 0.99 (0.94, 1.05) 4.33
FHIT(2-126/46] | 0.94 (0.69, 0.99) 4.39
PCDH20(2-104/154) | —— 1.00(0.54, 1.06) 3.10
Diah2(2-104/154) —|0—| 0.93 (0.68, 0.99) 3.14
Dcr2(2-104/154) | 1.00(0.54, 1.06) 3.10
SULF2(2-104/154) | 0.98 (0.92, 1.04) 3.11
Kifla(2-1047154) ——— 0.98 (0.92, 1.04) 3.11
Dial-1(2-105/154) - 0.90 (0.85, 0.96) 3.16
Jph3i2-105/154) —— 0.94 (0.88, 1.007 3.13
RASSF2(2-104/154) - 0.93 (0.68, 0.99) 3.14
TCF21(2-104/154) | 0.99 {0.93, 1.05) 3.10
CROL(2-B04150) S 0.58 (0.63, 0.94) 3.15
MAGE(4-202/118) . 1.00(0.54, 1.07) 2.63
HOMA4-276/174) —— 0.81(0.75, 0.67) 2.16
RARR(4-257/223) e 0.97 (0.90, 1.05) 1.99
FAN1944(3-252/271) | —— 1.01(0.54, 1.10) 1.88
PHAC TRS(3-252/271) ——! 0.84 (0.78,0.917 1.93
DAPK(5-337/359) —— 0.85 (0.78,0.93) 1.57
30ST2(4-365/445) —— . 0.72 (0.66,0.79) 1.53
PRDN14(4-365/445) —— ! 0.71(0.65,0.78) 1.53
MGMT(5-447/460) —— 0.84 (0.76,0.92) 1.40
PAXS(5-510/728) —— 0.52 (0.74,0.91) 1.21
CYGEB(6-453/653) — i 0.70 (0.64, 0.78) 1.21
APC(E-588/928) —_— 0.80 (0,72, 0.69) 1.12
p16(24-1367/1249) — 0.72 (0.65, 0.61) 0.94
RASSF1AL17-1160/1767) —#— : 0.58 (0,52, 0.65) 0.93
Overall (Fsguared = 89.5%, p = 0.000) b 0.91 (0.90,0.92) 100.00
I
T T

818

Figure S26. The diagnostic accuracy of 26/GATA compared with the other 31 methylated genes. OR >1
means that 31/GAT4 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy

%

ID ES (95% CI) weight
COH1({1-26/33) I—— 1.02 (0.9, 1.08) 1047
SOX17(1-50/24) - ! 0.89 {0.66, 0.93) 7.87
CDO1(1-50/24) ——| 0.93 (0.90, 0.97) 6.97
ZFP42(1-90/24) — ! 0.91 (0.67, 0.94) 7.50
TACT(1-90/24) — 0.90 (0.86, 0.94) 7 .65
H-cadhering1-53/118) ' 1.08(1.00,1.117 4.04
FHIT(2-126/46] —_ 0.99 (0.94, 1.05) 4.29
PCDH20(2-104/154) | — 1.08(1.01,1.15) 2.90
Diah2(2-104/154) —— 1.01(0.95, 1.08) 3.04
Dcr2(2-104/154) V| —— 1.08(1.02,1.16) 2.89
SULF2(2-104/154) H—— 1.06(1.00,1.13) 2.93
Kifla(2-1047154) I 1.06(0.99, 1.13) 2.94
Dial-1(2-105/154) —— 0.98 (0.92, 1.04) 3.10
Jph3i2-105/154) —_— 1.02 (0.9, 1.08) 3.01
RASSF2(2-104/154) —— 1.01(0.95, 1.08) 3.04
TCF21(2-104/154) e 1.07(1.00,1.14) 2.92
CROL(2-B04150) — 0.96 {0.90, 1.02) 3.15
MAGE(4-202/118) H —— 1.10(1.03, 1.18) 246
HOMA4-276/174) —— 0.91(0.64, 0.98) 2.14
RARR(4-257/223) H—— 1.10(1.01,1.19] 1.89
FAN1944(3-252/271) I —_—— 1.16(1.07, 1.26) 1.77
PHAC TRS(3-252/271) —te— 0.96 (0.88, 1.047 1.58
DAPK(5-337/359) —— 1.00(0.91, 1.09) 1.52
30ST2(4-365/445) e 0.85 (0.78,0.93) 1.50
PRDN14(4-365/445) — ! 0.54 (0.76,0.91) 1.51
BATA(6-404/452) i 1.20(1.09, 1.32) 1.32
PAXE(E-510/728) —_— 1.01(0.91,1.12) 117
CYGEB(6-453/653) —_— 0.57 (0.78, 0.96) 1.15
APC(E-588/928) B — 1.01(0.90,1.12) 1.08
p16(24-1367/1249) —_— 0.94 (0.84, 1.06) 0.92
RASSF1A{17-1160/1767) ——#— | 0.76 (0.68, 0.65) 0.91
Overall (Fsguared = 86.0%, p = 0.000) o 0.98 (0.97, 0.99) 100.00
)
T
B77 1 1.48

Figure S27. The diagnostic accuracy of 27/MGMT compared with the other 31 methylated genes.
OR >1 means that 27/MGMT had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy

%

ID ES (95% CI) weight
COH1({1-26/33) I—— 1.01(0.99, 1.04) 10.96
SOX17(1-50/24) -~ 0.92 (0.69, 0.94) 5.01
CDO1(1-50/24) —— 0.95 (0.92, 0.98) 7.15
ZFP42(1-90/24) - 0.93 (0.90, 0.96) 7.67
TACT(1-90/24) — 0.92 (0.90, 0.95) 7.83
H-cadhering1-53/118) L 1.04 (1.00, 1.08) 4.10
FHIT(2-126/46] —_— 0.99 (0.95, 1.03) 4.36
PCDH20(2-104/154) V| 1.06(1.01,1.11) 2.89
Diah2(2-104/154) —— 1.00(0.96, 1.05) 3.03
Dcr2(2-104/154) || —— 1.06(1.01,1.11) 2.88
SULF2(2-104/154) H— 1.04 (0.99, 1.10) 2.92
Kifla(2-1047154) [ 1.04 (0.99, 1.09) 2.93
Dial-1(2-105/154) — 0.98 (0.94, 1.03) 3.10
Jph3i2-105/154) ——— 1.01(0.96, 1.067 3.01
RASSF2(2-104/154) —— 1.00(0.96, 1.08) 3.03
TCF21(2-104/154) H— 1.05(1.00,1.10) 2.91
CROL(2-B04150) = 0.96 (0.92, 1.01) 3.15
MAGE(4-202/118) H—— 1.07(1.02,1.13) 243
HOMA4-276/174) —— 0.92 (0.67,0.98) 2.08
RARR(4-257/223) —— 1.07(1.01,1.14) 1.82
FAN1944(3-252/271) | —— 1.42(1.08,1.20) 168
PHAC TRS(3-252/271) — 0.96 (0.90, 1.02) 1.51
DAPK(5-337/359) — 0.99 (0.92, 1.06) 1.42
30ST2(4-365/445) — 0.57 (0.61,0.93) 1.40
PRDN14(4-365/445) — ! 0.85 (0.50,0.92) 1.41
BATA(6-404/452) i — 1.16(1.07, 1.25) 1.21
MEMT(5-447/460) — 0.99 (0.92, 1.07) 1.24
CYGEB(6-453/653) —_— .| 0.58 (0.81,0.95) 1.06
APC(E-588/928) —_—— 0.99 (0.91, 1.08) 0.95
p16(24-1367/1249) — ] 0.93 (0.85, 1.03) 0.78
RASSF1A{17-1160/1767) ——#— : 0.77 (0,70, 0.84) 0.77
Overall (Fsguared = 87.2%, p = 0.000) $ 0.98 (0.97, 0.99) 100.00
I
T T
597 1 1.43

Figure S28. The diagnostic accuracy of 28/PAX5 compared with the other 31 methylated genes. OR >1
means that 28/P4X5 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy %

ID ES (95% CI) weight
COH1({1-26/33) — 1.02 (1.00, 1.08) 10.29
SOX17(1-50/24) - 0.93 {0.91, 0.96) 5.94
CDO1(1-50/24) —— 0.97 (0.94, 1.00) 7.44
ZFP42(1-90/24) — |! 0.95 (0.92, 0.97) 5.51
TACT(1-90/24) —— | 0.94 (0.91,0.97) 851
H-cadhering1-53/118) e 1.07(1.03 1.12) 3.87
FHIT(2-126/46] E 1.02 (0.9, 1.07) 4.24
PCDH20(2-104/154) ;| ——— 1.11(1.08 1.16) 2.73
Diah2(2-104/154) e 1.05(1.00,1.10) 2.94
Dcr2(2-104/154) | —— 1.41(1.06,1.17) 2.73
SULF2(2-104/154) P —— 1.00(1.04, 1.15) 2.78
Kifla(2-1047154) | —— 1.00(1.04,1.14) 2.79
Dial-1(2-105/154) . 1.05(0.98, 1.08) 3.03
Jph3i2-105/154) ———— 1.08(1.00,1.11 2.91
RASSF2(2-104/154) - 1.08(1.00,1.10) 2.94
TCF21(2-104/154) | —— 1.10(1.04, 1.15) 2.76
CROL(2-B04150) — 1.01(0.96, 1.06) 3.11
MAGE(4-202/118) P 145 (1.07,1.20) 2.30
HOMA4-276/174) — 0.99 (0.93, 1.05) 2.06
RARR(4-257/223) b —— 1.18(1.08 1.23) 1.74
FAN1944(3-252/271) I — 1.21(1.14, 1.30) 161
PHAC TRS(3-252/271) —— 1.04 (0.97, 1.10) 1.78
DAPK(5-337/359) —— 1.09(1.02,1.17) 1.38
30ST2(4-365/445) —— 0.96 (0.69, 1.03) 1.39
PRDN14(4-365/445) —— 0.95 (0.68, 1.01) 1.40
BATA(6-404/452) i —%—> 1.29(1.19,1.39) 1.17
MEMT(5-447/460) — 1.41(1.03, 1.19) 1.22
PAXS(5-510/728) | ———— 1.14(1.05 1.24) 1.03
APC(E-688/928) D — 1.16(1.08, 1.28) 0.94
p16(24-1367/1249) — 1.42(1.02,1.23) 0.77
RASSF1AL17-1160/1767) —_— 0.92 (0.84, 1.01) 0.77
Overall (Fsguared = 89.7%, p = 0.000) o 1.02(1.01,1.03) 100.00
:
T T
718 1 1.39

Figure S29. The diagnostic accuracy of 29/CYGB compared with the other 31 methylated genes.
OR >1 means that 29/CYGB had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy

%

ID ES (95% CI) weight
COH1({1-26/33) — 1.01(0.99, 1.05) 11.17
SOX17(1-50/24) —— 0.93 {0.91,0.95) 8.17
CDO1(1-50/24) —— 0.96 (0.93, 0.98) 7.25
ZFP42(1-90/24) — ! 0.94 (0.92, 0.96) 7.51
TACT(1-90/24) —— 0.94 (0.91, 0.96) 7.95
H-cadhering1-53/118) ! — 1.03(1.00,1.07) 4.12
FHIT(2-126/46] —— 0.99 (0.96, 1.03) 4.39
PCDH20(2-104/154) | 1.05(1.01,1.09) 287
Diah2(2-104/154) —— 1.00(0.97, 1.05) 3.02
Dcr2(2-104/154) | —— 1.05(1.01,1.10) 2.86
SULF2(2-104/154) e 1.04 (1.00, 1.08) 2.91
Kifla(2-1047154) —— 1.04 (1.00, 1.08) 2.91
Dial-1(2-105/154) = 0.99 (0.95, 1.02) 3.09
Jph3i2-105/154) ——— 1.01(0.97, 1.08) 3.00
RASSF2(2-104/154) —— 1.00(0.97, 1.08) 3.02
TCF21(2-104/154) e 1.04 (1.00,1.09) 2.59
CROL(2-B04150) —— 0.97 (0.93, 1.01) 3.15
MAGE(4-202/118) | —— 1.07(1.02, 1.1 2.38
HOMA4-276/174) —— 0.94 (0.69, 0.95) 2.04
RARR(4-257/223) H—— 1.07(1.01,1.12) 1.77
FAN1944(3-252/271) | —— 1.41(1.08,1.17) 163
PHAC TRS(3-252/271) —l 0.97 (0.92, 1.02) 1.76
DAPK(5-337/359) —— 1.00(0.54, 1.06) 1.37
30ST2(4-365/445) — 0.58 (0.63, 0.94) 1.34
PRDN14(4-365/445) — ! 0.57 (0.62,0.93) 1.35
BATA(6-404/452) i 1.14(1.07,1.22) 1.14
MEMT(5-447/460) — 1.00(0.54, 1.06) 1.18
PAXS(5-510/728) —t— 1.01(0.94, 1.08) 0.98
CYGE(6-453/853) —_— 0.89 (0.63, 0.96) 0.99
n16(24-1367/1249) —_— 0.95 (0.67, 1.03) 0.70
RASSF1AL17-1160/1767) é—— : 0.79 {0.72, 0.85) 0.70
Overall (Fsguared = 87.5%, p = 0.000) $ 0.99 (0.98, 0.99) 100.00
)
T T
723 1 1.38

Figure S30. The diagnostic accuracy of 30/4 PC compared with the other 31 methylated genes. OR >1
means that 30/4PC had a higher diagnostic accuracy, and 95% CI excluding 1 was considered
significant.



Stuchy %

ID ES (95% CI) weight
COH1({1-26/33) — 1.01(1.00,1.02) 11.39
SOX17(1-50/24) —— 0.96 {0.95, 0.97) 8.73
CDO1(1-50/24) —— 0.98 (0.96, 0.99) 7.62
ZFP42(1-90/24) —— 0.97 (0.95, 0.95) .29
TACT(1-90/24) —— 0.96 (0.95, 0.98) 8.50
H-cadhering1-53/118) —— 1.03(1.00, 1.058) 4.08
FHIT(2-126/46] —— 1.00(0.98, 1.02) 442
PCDH20(2-104/154) —— 1.04 (1.01,1.07) 2.78
Diah2(2-104/154) —— 1.01(0.99, 1.04) 2.98
Dcr2(2-104/154) — 1.04 (1.02,1.07) 2.78
SULF2(2-104/154) Y 1.05(1.01, 1.06) 2.53
Kifla(2-1047154) — 1.05(1.01, 1.06) 2.54
Dial-1(2-105/154) S 1.00(0.97, 1.02) 3.06
Jph3i2-105/154) - 1.01(0.99, 1.04] 2.95
RASSF2(2-104/154) P 1.01(0.99, 1.04] 2.9
TCF21(2-104/154) — 1.04 (1.01, 1.06) 2.81
CROL(2-B04150) - 0.99 (0.97, 1.01) 3.13
MAGE(4-202/118) = 1.05(1.02,1.08) 2.29
HOMA4-276/174) e 0.97 (0.94, 1.00) 1.97
RARR(4-257/223) — 1.06(1.02,1.09] 165
FAN1944(3-252/271) —— 1.09(1.08, 1.12) 1.50
PHAC TRS(3-252/271) — 0.99 (0.96, 1.03) 1.66
DAPK(5-337/359) —— 1.02 (0.9, 1.06) 1.25
30ST2(4-365/445) —— 0.94 {0.90,0.97) 1.23
PRDN14(4-365/445) — 0.93 (0.90, 0.97) 1.24
BATA(6-404/452) — 1.12(1.08 1.17) 1.00
MEMT(5-447/460) — - 1.02 (0.9, 1.06) 1.05
PAXS(5-510/728) o I 1.05(0.99, 1.08) 0.54
CYGE(6-453/853) —_—— 0.95 (0.91, 0.99) 0.85
APC(E-586/928) - I — 1.03 (0.9, 1.08) 0.74
RASSF1A{17-1160/1767) ——#— 0.86 (0.81,0.91) 0.54
Overall (Fsguared = 89.2%, p = 0.000) { 1.00(0.99, 1.00 100.00
T T
814 1 1.23

Figure S31. The diagnostic accuracy of 31/p16 compared with the other 31 methylated genes. OR >1
means that 31/p 16 had a higher diagnostic accuracy, and 95% CI excluding 1 was considered significant.



Stuchy %

ID ES (95% CI) Weight
COH1(1-26/33) - 1.01¢1.00,1.03) 1063
501 7(1-90/24) = 0.97 (0.96,0.99) 9.89
CDO1(1-90/24) - | 0.99(0.98, 1.00) 7.95
ZFP42(1-80/24) - 0.98 (0.97,0.99) 9.08
TACT(1-90/24) - | 0.98 (0.96,0.99) 947
H-cadherin(1-53/118) (IR 1.04(1.02, 1.06) 3.80
FHIT(2-126/46) | 1.02¢1.00, 1.04) 4.27
PCDH20(2-104/154) | 1.06(1.04,1.09) 2.60
Diab2(2- 104/154) —— 104 (1.01, 1.08) 2.85
Dicra(2-104/164) e o 1.07(1.04,1.09) 2.59
SULF2(2-104/184) —— 1.06(1.03,1.08) 2.66
Kifla(2-104/154) | 1.06(1.03,1.08) 2.67
Dal-1(2-105/154) -—— 1.02(1.00,1.05) 2.98
Jph3(2-1051154) —— 1.04(1.01,1.06) 2.82
RASSF2(2-104/154) L 1.04 (1.01, 1.06) 2.85
TCF2I(2-104/154) 1 —— 1.06(1.03, 1.09) 2.64
CRCL{2-80/180) T 1.01(0.99, 1.04) 3.08
MAGE(4-202/118) Lo 1.08(1.08 1.11) 2.14
HO®A(4-276/174) — 1.01(0.98, 104) 135
RARR(4-267/223) L 110¢1.07,1.14)  1.56
FAM19A4(3-262/271) i —— 143(1.10,1.17)  1.40
PHACTRSE(3-252/271) L 1.04(1.01,1.07) 1.62
DAPK(5-337/359) | —— 1.08(1.04,1.12) 1.20
30ST2(4-369/445) — 1.00(0.97, 1.04) 1.22
PRDM14(4-365/445) —— 0.99 (0.96,1.03) 1.23
GATAG-404/452) | ——> 1.20(1.15,1.25) 094
MGMT (B-447/460) I —— 1.09(1.08, 1.14) 1.02
PAXE(E-510/728) i e 113(1.08,1.18) 0.81
CYSB(6-453/853) L 1.04(0.99,1.09) 0.83
APC(B-568/928) I — 1.14(1.09,1.20) 0.72
n16(24-1357/1249) ' ———  1.15({1.09,1.21) 054
Cverall (-squared = 93.0%, p = 0.000) 9 1.02(1.02,1.02) 10000
:
| |
799 1 125

Figure S32. The diagnostic accuracy of 32/RASSF1A compared with the other 31 methylated genes.
OR >1 means that 32/RASSF14 had a higher diagnostic accuracy, and 95% CI excluding 1 was
considered significant.



Table S1. Indirect comparisons of 32 genes.

481( | 259 | 374( | 422( | 038( | 138 | 094 | 1.27( | 093 | 1.02( | 1.03( | 146( | 124( | 126( | 098( | 162( | 092( | 177 | 101( | 089 | 149( | 1.33( | 189 | 1.96( | 092( | 132( | 130( | 169 | 131( | 1.43( | 1.9
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039( | 1.86( 144 | 163( | 015( | 056( | 0.36( | 049( | 0.36( | 0.39( | 040( | 056( | 048 | 049 | 038 | 063( | 036( | 0.68( | 039 | 034 | 058 | 051 | 073 | 076( | 036( | 0.51( | 050( | 065 | 051( | 055 | 0.74(
020- | 095 | cpo | o76- | 085 | 009- | 032~ | 0.22- | 030- | 022 | 024- | 024- | 034 | 029- | 030- | 023 | 038 | 022- | 043- | 024- | 022 | 036- | 033- | 047- | 048 | 023- | 033 | 032- | 042- | 033 | 036- | 0.48-
075) | 363) | 1 273) | 312 | 025) | 091) | 059) | 080) | 058 | 0.64) | 065 | 092 | 078) | 080) | 062 | 1.03) | 057 | 1.10) | 062) | 054) | 091) | 081) | 1.15) | 119) | 056) | 0.80) | 078) | 1.01) | 0.79) | 085 | 1.14)
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013- | 064- | 037- | zFP4 | 057- | 006- | 021- | 015~ | 020- | 015 | 0.16- | 016- | 0.23- | 019- | 020- | 0.16- | 025- | 015 | 0.28- | 016- | 014- | 024- | 022- | 031- | 032- | 015 | 0.22- | 021- | 028 | 0.22- | 024- | 032
054) | 259) | 131) | 2 224y | 018) | 065) | 043) | 058 | 042) | 046) | 047) | 067) | 056) | 058) | 045 | 074) | 042) | 079 | 045) | 039) | 066) | 058 | 083) | 0.86) | 040) | 058) | 057) | 074) | 057) | 062) | 083)
024( | 114¢ | 061( | 0.89( 009( | 033 | 0.22( | 030( | 022( | 0.24( | 024 | 035 | 029( | 031 | 0.23( | 038 | 022( | 042( | 024 | 021( | 035 | 031 | 045 | 046( | 022( | 031( | 031 | 040( | 031( | 034 | 0.45
012- | 056- | 032- | 045- | 74ci | 005- | 018 | 043 | 017- | 013- | 0.14- | 014- | 020- | 017- | 017- | 0.14- | 022- | 013- | 025- | 014- | 013 | 021- | 019- | 027- | 028- | 013- | 019- | 019- | 024- | 019- | 021- | 0.28-
048) | 233 | 118) | 1.75) 016) | 0590 | 039) | 052) | 038) | 042) | 042) | 060) | 051) | 052 | 041) | 067) | 037) | 072) | 041) | 035 | 060) | 053) | 0.75) | 078) | 036) | 052) | 051) | 066) | 052) | 056) | 0.75)
264( | 1270 | 6.84( | 9.86( | 1113 1150 | 248( | 3.35( | 244( | 268( | 273( | 384( | 3.26( | 132( | 1.03( | 428( | 243( | 468( | 268( | 234( | 393 | 351 | 499 | 517( | 243 | 349( | 3.42( | 446( | 347( | 378 | 5.04(
144- | (691- | 400- | 556- | (6.17- | H- 94 165 | 222- | 163- | 1.79- | 181- | 255- | 217- | 089- | 070- | 283 | 164- | 320- | 185 | 162- | 272~ | 245- | 350- | 362~ | 172- | 246- | 243- | 316- | 247- | 271- | 361
484) | 2335 | 1168 | 17.50 | 20.08 | cadher | 2.23) 373) | 504) | 367) | 403) | 409) | 580) | 491) | 1.96) | 151) | 647) | 359) | 685 | 388) | 3.38) | 570) | 501) | 7.43) | 7.39) | 345) | 496) | 483) | 6.29) | 487) | 528 | 7.03)

) ) ) ) in
072( | 347 | 187( | 269 | 304( | 0690 068( | 091 | 067( | 073 | 074 | 105 | 089 | 0.91( | 071 | 117 | o66( | 128( | 073 | 0.64( | 1.07( | 0.96( | 1.36( | 141( | 0.66( | 095 | 093 | 1.22( | 095 | 1.03( | 1.37(
040- | 1.90- | 110- | 153- | 170- | 45 FHIT | 046- | 062- | 045- | 049- | 050- | 070- | 0.60- | 062- | 048- | 078 | 045- | 089- | 051- | 045 | 0.75- | 068- | 097- | 101- | 048- | 0.68- | 067- | 088 | 068 | 075- | 1.00-
131) | 6.14) | 316) | 473) | 543) | 1.06) 101) | 1.36) | 099) | 1.09) | 110) | 156) | 1.32) | 1.36) | 105 | 1.740 | 097) | 1840 | 1.04) | 091) | 1.53) | 1.35) | 1.92) | 1.990 | 093) | 133) | 1.30) | 169) | 1.31) | 1.42) | 1.89)
106( | 512( | 276( | 3.97( | 449 | 040( | 1.48 135 | 098( | 108 | 110 | 155 | 132( | 135 | 105 | 172¢ | 0.98( | 1.89( | 1.08( | 0.94( | 159 | 141 | 201( | 208 | 098 | 141 | 138 | 180( | 1.40( | 1.52( | 2.03(
060- | 290- | 169- | 233- | 259- | 027- | 099- | pcp | 095- | 070- | 077- | 078- | 1.09- | 093 | 095- | 074- | 121- | 071- | 1.38- | 080- | 070- | 117- | 106- | 151- | 156- | 074- | 107- | 105~ | 1.37- | 1.07- | 118- | 157-
188) | 905) | 450) | 677) | 777) | 061) | 219) | H20 191) | 1.39) | 153) | 155 | 220) | 1.86) | 1.91) | 1.48) | 246) | 1.36) | 258) | 146) | 127) | 215 | 188) | 268) | 278) | 1.29) | 1.86) | 181) | 235 | 1.82) | 1.97) | 262




079( | 379 | 204( | 294 | 332( | 030( | 1.09( | 0.74( 073( | o8o( | 0s81( | 115 | 097( | 100. | 078 | 128 | 0.73( | 140( | oso( | 070( | 117 | 105 | 149 | 154 | 073 | 104 | 102( | 1.33( | 103 | 112( | 1.50(
045- | 214- | 125- | 172- | 191- | 020- | 0.74- | 052- | Dab2 | 051- | 057- | 057- | 080- | 069- | 70- 055- | 089- | 052~ | 102- | 059- | 052~ | 086- | 078 | 112- | 115- | 055- | 079- | 078- | 101- | 079- | 0.87- | 116
139) | 672) | 335 | 503 | 577) | 045 | 163) | 1.05) 103) | 114) | 115) | 164 | 139) | 142) | 110) | 183) | 101) | 192 | 1.09) | 095 | 1.60) | 1.40) | 1.99) | 206) | 096) | 138) | 134) | 175 | 135 | 147) | 1.95)
1.08( | 5.20( | 280 | 403( | 456( | 041( | 149( | 1.02( | 1.37( 110 | 112( | 157 | 134 | 137( | 106 | 175 | 099( | 1.92( | 110o( | 096( | 1.61( | 1.43( | 204 | 212( | 100( | 143( | 140( | 1.82( | 142( | 155( | 2.06(
061- | 294 | 171- | 237- | 263 | 027- | 1.01- | 072 | 097- | Der2 | 078 | 079- | 111- | 094 | 097- | 075- | 123- | 072~ | 140- | 081- | 071- | 119- | 108- | 154- | 159- | 076- | 108 | 107- | 139- | 1.09- | 1.20- | 1.60-
191) | 920) | 476) | 6.88) | 7.90) | 061) | 222) | 144) | 1.94) 155 | 158) | 224) | 1.89) | 1.94) | 150) | 249) | 1.38) | 262) | 148) | 129) | 218) | 191) | 272) | 282 | 1.32) | 1.89) | 183) | 239) | 185 | 200) | 267)
098( | 473( | 255( | 367 | 415( | 037( | 1.36( | 0.93( | 125 | 0.91( 102( | 143 | 122( | 125 | 097( | 159 | 091 | 175( | 100 | 087( | 147( | 131 | 1.86( | 1.93( | 091( | 1.30( | 1.28( | 166( | 1.29( | 1.41( | 1.88(
056- | 268 | 156- | 216- | 239- | 025- | 092- | 0.65- | 088- | 0.64- | SULF | 072- | 1.01- | 086- | 088- | 0.69- | 112- | 065 | 127- | 074- | 065 | 108 | 098- | 140- | 145- | 069- | 099- | 097- | 127- | 099- | 1.09- | 145
174) | 838) | 417) | 626) | 7.19) | 056) | 203) | 131) | 1.77) | 129) | 2 144) | 208) | 173) | 177) | 137) | 227) | 126) | 239) | 135 | 118) | 1.99) | 174) | 248) | 257) | 1200 | 172) | 167) | 218) | 169) | 1.82) | 243)
097( | 466( | 251( | 362 | 408 | 037( | 134 | 0.91( | 1.23( | 0.90( | 0.98 141( | 120 | 123( | 095 | 157( | 089( | 1.72( | 0.98( | 086( | 144( | 1.29( | 1.83( | 1.90( | 0.89( | 1.28( | 1.26( | 164( | 127 | 1.39( | 1.85(
055- | 263 | 153- | 212- | 236- | 024- | 091- | 0.64- | 087- | 063 | 070- | Kifla | 099- | 085- | 087- | 068 | 1.10- | 064- | 125- | 072- | 064- | 107- | 097- | 138 | 142- | 068 | 097- | 096- | 125 | 097- | 107- | 143
171) | 825) | 410) | 617) | 7.08) | 055 | 1.99) | 129) | 1.74) | 127) | 1.39) 201) | 170) | 174) | 135 | 224) | 124) | 236) | 1.33) | 116) | 1.96) | 171) | 244) | 253) | 118) | 1.70) | 165) | 215) | 1.66) | 1.80) | 2.39)
069( | 331( | 178( | 257( | 290( | 026( | 0.95( | 065 | 087 | 0.64( | 070( | 0.71( 085( | 087 | o068 | 111( | 0.63( | 122( | o070 | o61( | 102( | 091 | 1.30( | 135 | 0.63( | 091( | 089 | 1.16( | 090( | 0.98( | 1.31(
039- | 186- | 108 | 150- | 1.67- | 017- | 064- | 045- | 061- | 045 | 049- | 050- | Dal-l | 060- | 061- | 048- | 078- | 045- | 0.88- | 051- | 045 | 075- | 068- | 097- | 100- | 048- | 068 | 068- | 088 | 069- | 076- | 1.01-
122) | 587) | 292) | 439) | 504) | 039) | 142) | 092) | 1.24) | 090) | 099) | 1.01) 121) | 1.24) | 096) | 1.60) | 088) | 168) | 095 | 083) | 140) | 1.22) | 174) | 181) | 084) | 121) | 118) | 153) | 119) | 1.28) | 1.71)
081( | 389 | 209 | 302 | 341( | 031 | 112( | 076( | 1.03( | 075 | 0.82( | 083 | 1.18( 103 | 080( | 131( | 074( | 143 | 082 | 072( | 120( | 107¢ | 153 | 158 | 075 | 1.07( | 105( | 1.37( | 1.06( | 1.16( | 1.54(
046- | 220- | 128 | 1.77- | 1.96- | 020- | 076- | 054- | 072- | 053- | 058 | 059- | 083 | Jph3 | 072- | 056- | 092- | 053- | 1.04- | 060- | 053 | 089- | 080- | 115 | 1.19- | 056- | 081- | 080- | 004- | 081- | 090- | 1.19-
143) | 689) | 343) | 515) | 592) | 046) | 167) | 1.08) | 146) | 1.06) | 117) | 1.18) | 1.68) 146) | 1.13) | 1.87) | 104) | 197) | 111) | 097) | 164) | 143) | 204) | 212) | 099) | 142) | 1.38) | 1.80) | 1.39) | 150) | 2.00)
079( | 379 | 204( | 294 | 332( | 076( | 1.09( | 0.74( | 100 | 073 | 0.80( | 0.81( | 1.15( | 097( 078( | 128 | 072( | 140( | oso( | o70( | 117( | 104 | 149 | 154 | 073 | 104 | 1.02( | 1.33( | 1.03( | 1.13( | 1.50(
045- | 214- | 125- | 172- | 119- | 051- | 074- | 052~ | 070- | 051- | 057- | 057- | 0.80- | 069- | Rass | 055- | 089- | 052- | 1.02- | 059- | 052- | 086- | 078- | 112~ | 115- | 055- | 0.79- | 078- | 1.01- | 0.79- | 087- | 116
139) | 672) | 335 | 503 | 577) | 112) | 127) | 105 | 142) | 103) | 114) | 115) | 164) | 139) | F2 110) | 1.83) | 101) | 192 | 1.09) | 095 | 1.60) | 1.40) | 1.99) | 206) | 096) | 1.38) | 1.34) | 175) | 135 | 1.47) | 195)
101( | 488( | 263 | 3.79( | 428( | 097 | 141( | 095( | 1.29¢ | 0.94( | 1.03( | 1.05( | 148 | 1.26( | 1.29( 164( | 093( | 1.80( | 1.03( | 090( | 151( | 1.35( | 1.92( | 199 | 0.94( | 134 | 132 | 171( | 133 | 145 | 1.94(
058- | 276- | 161- | 222- | 247- | 066- | 095 | 068 | 091- | 067- | 073 | 074- | 1.04- | 089- | 091- | rcrz | 115- | 067- | 1.32- | 076- | 068 | 1.12- | 101- | 144- | 149- | 071- | 102- | 101- | 131- | 1.02- | 112- | 150-
179) | 864) | 430) | 646) | 7.42) | 144) | 209) | 135 | 1.83) | 1.33) | 146) | 148) | 210) | 1.78) | 1.83) 234) | 130) | 247) | 139) | 121) | 205) | 1.80) | 256) | 265 | 124) | 178) | 172) | 245 | 174) | 1.88) | 251)
062( | 297( | 160( | 230( | 260( | 023 | 085 | 058 | 078 | 057( | 063( | 064( | 0.90( | 076( | 078 | 061 057( | 109 | 063( | 055 | 092 | 082( | 1a7( | 1.21( | 057( | 082 | 0s80o( | 104 | 081 | 088 | 1.8




035 | 167- | 097- | 134- | 149- | 016- | 057- | 041- | 055- | 040- | 044- | 045- | 063 | 053- | 055- | 043- | cxcr | 041- | 079- | 046- | 040- | 0.67- | 0.61- | 087- | 090- | 043- | 061- | 0.60- | 079- | 062- | 068 | 0.90-
109) | 528) | 263) | 395 | 453) | 035) | 128) | 083) | 112) | 081) | 089) | 091) | 129 | 109 | 112) | 087) 080) | 151) | 086) | 0.75) | 126) | 110) | 157) | 1.63) | 0.76) | 1.09) | 106 | 138) | 1.07) | 1.16) | 1.54)
1.09( | 523 | 281 | 406( | 458( | 041( | 151 | 102 | 138 | 1.01( | 1a0( | 112( | 158 | 134 | 138( | 1.07( | 1.76( 193( | 110( | 0.96( | 162( | 144 | 205 | 213( | 100( | 144 | 141 | 183( | 143( | 156( | 2.07(
062- | 299- | 174- | 241- | 267- | 028 | 1.03- | 074 | 099- | 072- | 080- | 081- | 1.13- | 097- | 099- | 077- | 1.26- | MaG | 143- | 083- | 073 | 1.22- | 1.11- | 158- | 163 | 078 | 111- | 110- | 143- | 112~ | 123 | 164-
190) | 9.15) | 455 | 684) | 7.85) | 0.61) | 2200 | 142) | 192) | 140) | 153) | 156) | 221) | 187) | 1.92) | 149) | 247) | E 259) | 146) | 1.27) | 215 | 1.88) | 268) | 278) | 1.29) | 1.86) | 1.80) | 235 | 1.82) | 1.96) | 2.62)
056( | 271( | 146( | 211( | 238 | 021( | o78( | 053 | 072 | 052 | o57( | 058 | 082 | 070( | 072( | 056( | 0.91( | 0.5 057( | o50( | 084( | o7s( | 107¢ | 110 | o52( | 075 | 073( | 095 | 074( | 081( | 1.08(
033 | 156- | 091- | 1.26- | 1.40- | 015 | 054- | 0.39- | 052- | 038 | 042- | 043 | 060- | 051- | 052- | 041- | 066- | 039- | HOX | 044- | 039- | 0.64- | 058- | 083- | 086 | 041- | 059- | 058 | 076- | 059- | 065 | 0.87-
098) | 471) | 234) | 352 | 404 | 031) | 1.30) | 073) | 098) | 071) | 079) | 0.80) | 1.13) | 096) | 098) | 0.76) | 1.26) | 070) | 4 075 | 065 | 1.10) | 096) | 137) | 1420 | 066) | 095 | 092) | 1200 | 093 | 1.00) | 1.33)
099( | 475( | 256( | 368 | 416( | 037( | 1.37( | 093 | 125 | 091( | 100( | 1.02( | 144( | 122( | 125 | 097( | 160( | 0.91( | 1.75( 087( | 147( | 131( | 187( | 193 | 091 | 131( | 128( | 1.67( | 1.30( | 1.41( | 1.88(
057- | 275 | 161- | 222- | 246- | 026- | 096- | 0.69- | 092- | 067- | 074- | 075- | 1.05- | 090- | 092 | 072~ | 1.17- | 068- | 134- | R4R 068- | 114- | 1.04- | 148 | 153- | 073- | 104 | 103 | 135 | 105 | 116- | 155
170) | 820) | 406) | 611) | 7.08) | 054) | 1.96) | 126) | 1.70) | 1.24) | 1.36) | 1.38) | 1.96) | 1.66) | 1.70) | 1.32) | 219) | 121) | 229) Vi 112) | 1.89) | 1.66) | 236) | 244) | 114) | 1.63) | 1.58) | 206) | 159 | 1.72) | 2.29)
113( | 543( | 292( | 421( | 476( | 043( | 157( | 106 | 143( | 104( | 1as( | 116( | 164 | 140( | 143( | 111 | 1.83( | 104 | 200( | 1.14( 168( | 150( | 213( | 221 | 104 | 149( | 146( | 191( | 148 | 162 | 2.5
066- | 315 | 185 | 255- | 28- | 030- | 1.10- | 079- | 006- | 078 | 085 | 086- | 1.21- | 1.03- | 106- | 082 | 134 | 079- | 154- | 089- | mams | 1.31- | 120- | 170- | 176- | 084- | 1.20- | 119- | 155 | 121- | 134 | 178
194) | 935) | 463) | 697) | 802) | 062 | 223) | 143 | 194) | 141) | 155) | 157) | 223) | 189) | 1.94) | 150) | 249) | 137) | 260) | 147) | 944 215) | 188) | 268) | 276) | 120) | 186) | 1.80) | 234) | 181) | 195 | 260)
067( | 323( | 17a( | 251 | 283 | 025 | 0.93( | 063 | 085 | 062 | 068 | 0.69( | 098 | 083 | 085 | 066( | 1.09( | 0.62( | 119 | 068 | 059 089( | 127( | 131( | oe2( | osa( | 087 | 113( | 088 | 0.96( | 1.28(
039- | 187- | 110- | 151- | 168- | 018 | 065 | 047- | 063- | 046- | 050- | 051- | 072- | 061- | 063 | 049- | 080- | 0.47- | 091- | 053 | 046- | PHA 071- | 101- | 104- | os0- | 071- | 070- | 092 | 072~ | 079- | 1.05-
115) | 557) | 276) | 416) | 478) | 037) | 1.33) | 085 | 1.16) | 084) | 092) | 094) | 133) | 113) | 1.16) | 090) | 1.49) | 082) | 155 | 088) | 076) | crr3 | 112) | 160) | 1.66) | 077) | 111) | 108 | 140) | 1.08) | 1.17) | 1.56)
075( | 362( | 1.95( | 281( | 213 | 029( | 1.04( | 047( | o096 | 070 | 077( | 078 | 110( | 093 | 095 | 07a( | 122( | oe9( | 134 | 076( | 067( | 1.1 142( | 148( | 069( | 100 | 098 | 127( | 0.99( | 1.08( | 1.44(
044- | 212~ | 124- | 171- | 126- | 020- | 074- | 035 | 072- | 052~ | 057- | 058 | 082- | 070- | 072- | 056- | 091- | 053- | 104- | 060- | 053 | 089- | pap | 115 | 119- | 057- | 082~ | 081- | 105 | 083 | 091~ | 1.21-
128) | 620) | 3.06) | 462) | 358) | 041) | 147) | 064) | 128) | 093) | 1.02) | 104) | 147) | 124) | 1.28) | 099) | 164) | 090) | 171) | 096) | 084) | 142 | K 176) | 1.82) | o085) | 122) | 118) | 154) | 1.19) | 1.28) | 1.70)
053( | 254 | 1.37( | 197¢ | 223 | 020( | 073 | 050( | 067( | 049 | 054( | 055 | 077( | 065( | 067 | 052( | 086( | 049 | 094 | 054 | 047¢ | 079 | 0.70( 104 | 049( | o70( | 069 | 089 | 069( | 0.76( | 1.01(
031- | 149- | 087- | 120- | 133- | 014- | 052- | 037- | 050- | 037- | 040- | 041- | 057- | 049- | 050- | 039- | 064 | 037- | 073- | 042- | 037- | 063 | 057- | 30sT | 084 | 040- | 057- | 057- | 074- | 058- | 064 | 0.85-
090) | 435) | 215) | 324) | 373) | 029) | 1.03) | 066) | 090) | 065 | 072) | 0.73) | 1.03) | 087) | 090) | 069) | 1.15) | 063) | 1200 | 068) | 059) | 0.99) | 087) | 2 128) | 059) | 085) | 083) | 108 | 083) | 090) | 1.19)
051( | 246( | 1.32( | 191( | 215 | 019( | 0.71( | 0.48( | 065 | 047( | 052( | 053 | 0.74( | 063( | 065 | 050( | 083 | 047 | 091( | 052 | 045 | 076( | 0.68( | 0.70( 047( | 068( | 0.66( | 0.86( | 067( | 0.73( | 0.97(
030- | 144- | 084- | 116- | 129- | 014- | 050- | 0.36- | 049- | 036- | 039- | 040- | 055- | 047- | 049- | 038 | 062~ | 036- | 071- | 041- | 036- | 0.60- | 055 | 059- | PRD | 039- | 055- | 055- | 071- | 056- | 062- | 0.82-
087) | 420) | 208) | 313) | 360) | 028) | 099) | 064) | 087) | 063) | 069) | 0.70) | 1.00) | 084) | 087) | 067) | 1.11) | 061) | 116) | 065 | 057) | 096) | 084) | 082 | MI4 058) | 083) | 080) | 104) | 080) | 087) | 1.15)




108( | 5.22( | 281 | 405 | 457( | 041 | 151( | 102( | 138 | 100( | 110( | 112( | 158 | 134 | 138 | 107( | 176 | 100( | 192( | 110 | 0.96( | 162( | 144( | 205 | 2.12( 143( | 141( | 183 | 142( | 155 | 2.07(
064- | 307- | 180- | 248- | 275 | 029- | 108 | 077- | 104 | 076- | 084 | 085- | 119- | 101- | 1.04- | 081- | 1.32- | 077- | 152- | 088- | 078 | 130- | 118- | 168 | 174 | Gaz4 | 119- | 118 | 154- | 121- | 133- | 178
184) | 888) | 439) | 662 | 761) | 058) | 210) | 1.35) | 182) | 1.32) | 146) | 148) | 210) | 178) | 1.82) | 141) | 234) | 129) | 244) | 137) | 119) | 202 | 176) | 250) | 259 173) | 167) | 218) | 168) | 181) | 241
076( | 363 | 1.96( | 282 | 319( | 029( | 104 | 071( | 096( | 070 | 077( | 078 | 110 | 093 | 096( | 1.07( | 122( | o7o( | 134 | 077 | 067( | 1.13( | 1.00( | 143 | 148 | 0.70( 098( | 1.28( | 099 | 1.08( | 1.44(
045- | 214- | 125- | 173- | 191- | 020- | 0.75- | 054- | 072- | 053- | 058 | 059- | 083 | 071- | 072- | 081- | 092- | 054- | 106- | 061- | 054- | 090- | 082- | 117- | 121- | 058- | MGM | 082- | 1.07- | 084 | 093- | 1.24-
128) | 619) | 306) | 462 | 531) | 041) | 149) | 094) | 127) | 092) | 101) | 1.03) | 146) | 124) | 127) | 141) | 163) | 090) | 170) | 096) | 083) | 141) | 123 | 175) | 181) | 084) | T 117) | 152 | 117) | 1.26) | 1.68)
077( | 371( | 200( | 288( | 325( | 029( | 1.07¢ | 0.73( | 098 | 071( | 078 | 090 | 112( | 095 | 097 | 076( | 1.25( | 071 | 1.37( | 078 | 068( | 115( | 1.02( | 146( | 151 | 071 | 1.02( 130 | 101( | 110 | 147
046- | 219- | 129- | 1.77- | 1.96- | 021- | 077- | 055- | 074- | 055 | 060- | 061- | 085 | 073- | 074- | 058 | 094- | 056- | 1.09- | 063- | 056- | 093- | 085- | 1.21- | 1.25- | 060- | 0.86- | Pax5 | 111- | 087- | 096- | 1.28-
130) | 629) | 311) | 469) | 539) | 041) | 149) | 095 | 1.29) | 094) | 1.03) | 1.04) | 148) | 125 | 1.23) | 099) | 166) | 091) | 172) | 097) | 084) | 142) | 124) | 176) | 182 | 085) | 1.22) 153) | 118) | 127) | 169)
059( | 285( | 153( | 221( | 250( | 022( | 082 | 056( | 075 | 055 | 0.60( | 061( | 0.86( | 073( | 075 | 058 | 096( | 055 | 1.05( | 060( | 052( | 088 | 079 | 1.12( | 116( | 055 | 0.78( | 0.77( 078( | 085( | 1.13(
035- | 168 | 099- | 1.36- | 151- | 016- | 059- | 043- | 057- | 042- | 046- | 047- | 065 | 056- | 057- | 045- | 073- | 043- | 084- | 049- | 043- | 071- | 065 | 093 | 096- | 046- | 0.66- | 065- | C¥G | 067- | 074- | 0.96-
100) | 483) | 239) | 360) | 414) | 032) | 114) | 073) | 099) | 072) | 079) | 080) | 1.14) | 096) | 099) | 077) | 127) | 070) | 132) | 074) | 065) | 1.09) | 095 | 1.35) | 1.40) | 065 | 094) | 090) | B 091) | 098) | 1.30)
076( | 367 | 1.97( | 285 | 321( | 029( | 1.06( | 072( | 097¢ | 071 | 077( | 079 | 1a1( | 094 | 097 | 075 | 1.23( | o7o( | 135 | 077( | o68( | 1.13( | 101 | 144( | 149 | o70( | 101( | 099 | 1.29( 1.00( | 1.45
045- | 217- | 127- | 175- | 194- | 021- | 076- | 055- | 074- | 054- | 059- | 060- | 084- | 072- | 074- | 058- | 094- | 055 | 108 | 063- | 055 | 092- | 084- | 1.20- | 1.24- | 060- | 085 | 085 | 110- | 4PC | 096- | 1.28-
128) | 6.20) | 306) | 462) | 531) | 041) | 146) | 093) | 127) | 092) | 101) | 1.03) | 146) | 123) | 1.27) | 098) | 163) | 089) | 169) | 095 | 083) | 140) | 121) | 173) | 1.79) | 083) | 119) | 115 | 150 124) | 1.66)
070( | 336( | 181( | 261( | 295 | 026( | 0.96( | 0.66( | 089 | 0.65( | 071( | 072( | 1.02( | 086( | 089 | 0.69( | 113 | o64( | 124( | 071 | 0.62( | 104 | 093 | 1.32( | 137( | 064 | 092( | 091 | 1.18( | 0.92( 1.33(
042- | 1.99- | 117- | 161- | 1.79- | 019- | 071- | 051- | 068- | 050- | 055- | 056- | 0.78- | 067- | 068- | 053 | 087- | 051- | 1.00- | 058- | 051- | 086- | 078- | 112~ | 1.16- | 055- | 0.79- | 079- | 1.03- | 081- | Pi6 1.19-
117) | 566) | 279) | 422) | 485) | 037) | 1.33) | 085 | 1.15) | 084) | 092) | 0.93) 112) | 115) | 089) | 148 | 081) | 153) | 086) | 075) | 127) | 110) | 156) | 1.62) | 0.75) | 1.08) | 1.04) | 1.36) | 1.04) 1.49)
052( | 252( | 136( | 196( | 221( | 020( | 073 | 0.49( | 066( | 048 | 053( | 054 | 076( | 065( | 0.66( | 052( | 0.85( | 048( | 093 | 053 | 046( | 078 | 070( | 0.99( | 1.03( | 048 | 0.69( | 068 | 088 | 0.69( | 0.75(

031- | 150- | 088 | 121- | 1.34- | 014- | 053 | 038 | 051- | 038 | 041- | 042- | 059- | 050- | 051- | 0.40- | 065- | 038- | 0.75- | 044- | 039- | 064- | 059- | 0.84- | 087- | 042- | 059- | 059- | 0.77- | 0.60- | 067- | RAS:
088) | 425 | 209 | 316) | 364) | 028) | 10) 064) | 086) | 063) | 069) | 070) | 099) | 084) | 086) | 067) | 111) | 061) | 115 | 065 | 056) | 095 | 082 | 117) | 1220 | 056) | 081) | 078) | 1.02) | 078) | 084) | Fi4

In column the methylated gene compared with the other 31 methylated genes; in row the other 31 methylated genes compared with the methylated gene. OR >1

means that the methylated gene had a higher diagnostic accuracy, and 95% CI excluding 1 was considered significant.



