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Variable

Total

Training cohort

Test cohort

p value

>65
Female
Male

Gl

G2

G3
Unknown
Stage T
Stage 11
Stage 111
Stage IV
Unknown
T1

T2

T3

T4
Unknown
No

N1

N2

N3
Unknown
Mo

M1

Unknown

72 (42.6%)
97 (57.4%)
69 (40.83%)
100 (59.17%)
3 (1.78%)
71 (42.01%)
92 (54.44%)
3 (1.78%)
24 (14.2%)
46 (27.22%)
68 (40.24%)
20 (11.83%)
11 (651%)
13 (7.69%)
29 (17.16%)
74 (43.79%)
47 (27.81%)
6 (3.55%)
50 (29.59%)
45 (26.63%)
31 (18.34%)
34 (20.12%)
9 (533%)
148 (87.57%)
14 (8.28%)
7 (4.14%)

38 (44.71%)
47 (55.29%)
30 (35.29%)
55 (64.71%)
2 (235%)
33 (38.82%)
49 (57.65%)
1(118%)
10 (11.76%)
23 (27.06%)
35 (41.18%)
11 (12.94%)
6 (7.06%)

8 (9.41%)

9 (10.59%)
39 (45.88%)
25 (29.41%)
4(471%)
20 (23.53%)
27 (31.76%)
12 (14.12%)
22 (25.88%)
4(471%)
75 (88.24%)
7 (8.24%)

3 (353%)

34 (40.48%)
50 (59.52%)
39 (46.43%)
45 (53.57%)
1(119%)
38 (45.24%)
43 (51.19%)
2 (238%)
14 (16.67%)
23 (27.38%)
33 (39.29%)
9 (10.71%)
5 (5.95%)

5 (5.95%)
20 (23.81%)
35 (41.67%)
22 (26.19%)
2 (2.38%)
30 (35.71%)
18 (21.43%)
19 (22.62%)
12 (14.29%)
5 (5.95%)
73 (86.9%)
7 (8.33%)

4 (4.76%)

0.6889

0.1882

0.5907

0.8193

0.1533

0.0402
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Genes log FC Ave Expr t p value adjp Change
value

LINCO1121 -1.196 3.898 -3.679 0.001 0318 Down
LINC00592 -1.306 7.669 -293 0.006 0589 Down
CTD-3080P12.3 ~1.076 3852 ~2.595 0015 0589 Down
WAKMAR2 ~1041 7.665 -2.569 0016 0589 Down
H19 -1.902 8538 -2536 0017 0589 Down
DLGAP4-ASI ~0.982 5319 ~2497 0018 0589 Down
SCAT1 -1.459 5612 -2487 0.019 0589 Down
LOC101928557 ~1.139 4483 -2417 0022 0589 Down
PURPL -1619 3829 2403 0023 0589 Down
IQCES-AS1 ~1.061 3.662 -2302 0.029 0641 Down
ELFN2 -1126 626 -2291 0.029 0641 Down
MIR124-2HG ~0.991 4119 -2217 0.034 069 Down
LINCO1102 -1018 2774 -2.088 0.046 0825 Down
LOC101928389 -1.09 3768 -2.048 005 0825 Down
ADAMTS9-AS2 1714 5225 4129 0 0187 Up
SOX2-OT 1731 5417 2935 0.006 0589 Up
GRK3-AS1 1.601 3371 2.864 0.008 0589 Up
DELECL 1 3089 2691 0012 0589 Up
FAMI167A-AS1 1391 3184 2536 0017 0589 Up
ZNF503-AS1 1112 7336 2532 0017 0589 Up
RNF217-AS1 0.984 5366 2486 0019 0589 Up
MGC12916 1.079 497 2446 0.021 0589 Up
LOC101927798 1036 5289 2409 0.022 0589 Up
LINC00551 1432 6052 2391 0023 0589 Up
LINC00942 1545 6705 2109 0.044 0824 Up
FSIP2-AS2 1335 5226 2081 0.046 0825 Up
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Items

Gender
Female
Male

Tobacco
Yes

T stage
1
T2
T3
T4

TNM stage
Stage 1
Stage 11
Stage 11

Overall (n =179, %,

33 (18.44)
146 (81.56)

114 (63.69)

12.(67)

27 (15.08)
110 (61.45)
30 (16.76)

10 (5.59)
77 (43.02)
92 (514)

Items

Age
Mean (SD)

Median (min, max)
Alcohol

yes

N stage

No

NI

N2

N3

Tumor grade
Poorly

Moderately

Well

Overall (n = 179, %)

53.9 (9.03)
59.7 (36.0,82.0)

106 (59.22)

83 (46.37)
62 (34.64)
22 (1229)
12 (67)

49 (27.37)
98 (54.75)
32 (17.88)
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Ir-IncRNA pairs

LINCO1121|[FAMI167A-AS1
ADAMTS9-AS2|MGC12916
MIR124-2HG|FAMI67A-AS1
LINC00942| ADAMTS9-AS2
PURPL|FAM167A-AS1
ZNF503-AS1[H19
LINCO1121|[FAM167A-AS1
ADAMTS9-AS2|MGC12916
MIR124-2HG|FAMI67A-AS1

Note: HR.95L: lower limit of 95% confidence interv:

Model

Univariate
Univariate
Univariate
Univariate
Univariate
Univariate
Multivariate
Multivariate

Multivariate

R95H: upper li

4

0.789
0.664
0.567
-0.84
0.598
2662
0.687
0.863
0.419

se

0237
0288
0.196
0424
0249
1.041
0252
0293
0.209

it of 95% confidence interval.

2201
1943
1764
0432
1819
14327
1.989
2371
152

R.95L

1.385
1105
1.202
0188
1117
1.863
1213
1335
1.009

HR.95H

35
3418
2588
0991
2961
110.187
3259
4211
2291

0.001
0.021
0.004
0.048
0.016
0011
0.006
0.003
0.045
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Gene Tissue CpG RetGene group Relation to p-value
CpG island
FOXP1 LUAD €g00201568 Body Open_Sea 1097 0.0026
<g00707452 TSS1500 S_Shore 0.839 0.0043
01173432 5'UTR Open_Sea 1.308 0.0066
cg01186551 5'UTR Open_Sea 0923 0.0068
cg01189917 TSS1500 S_Shore 0.965 0.0076
01232145 Body Open_Sea 0.746 0015
01331540 Body Open_Sea 1.095 0015
cg01534217 5'UTR Island L1 0.019
€g02002523 Body Open_Sea 0.847 0.02
02220284 Body Open_Sea 1318 0.02
02336104 5'UTR Open_Sea 1133 0.022
02520804 S'UTR N_Shore 1101 0.027
cg02862354 Body Island 0.886 0.036
LUSC €g22798400 Body Open_Sea 0.638 0.006
02520804 5'UTR N_Shore 0.682 0.02
00052246 Body Open_Sea 146 0.034
cg01173432 5'UTR Open_Sea 1564 0.038
€g00201568 Body Open_Sea 1409 0.046
cg01189917 TSS1500 S_Shore 1474 0.049
cg25481160 Body N_Shelf 0.673 0.05
FOXP2 LUAD -
LUSC —
FOXP3 LUAD -
LUSC 04920616 TSS200 Open_Sea 0.684 0.032
FOXP4 LUAD 12911122 5'UTR S_Shore 1759 0.00058
<g26432961 S'UTR S_Shore 1891 0.0035
cg08696640 5'UTR S_Shelf 1558 0.0068
€g05734456 5'UTR Island 1489 0.014
€g04617914 TSS1500 N_Shore 145 0.024
17620505 5'UTR N_Shelf 1574 0.028
<g01508045 5'UTR Island 1558 0.029
LUSC 03442064 5'UTR Island 1568 0.0057
cg00806680 Body N_Shore 0.688 0.022
08727957 TSS1500 Island 0.696 0.026
cg05140895 TSS200 Island 0.644 0.038






OPS/images/fgene-13-907392/fgene-13-907392-g005.gif





OPS/images/fgene-13-907392/fgene-13-907392-g006.gif
il Tl

it e+
e e






OPS/images/fgene-13-907392/math_qu1.gif





OPS/images/fgene-13-907392/fgene-13-907392-g001.gif
e sy oo O






OPS/images/fgene-13-907392/fgene-13-907392-g002.gif





OPS/images/fgene-13-907392/fgene-13-907392-g003.gif





OPS/images/fgene-13-907392/fgene-13-907392-g004.gif





OPS/images/fgene-13-937069/fgene-13-937069-g002.gif





OPS/images/fgene-13-903634/fgene-13-903634-t001.jpg
Type

Writer

Eraser

Reader

Regulator

CBLL1
METTL3
METTL14
METTL16
RBM15/RBM15B
WTAP
ZC3H13
ZCCHC4
ALKBH5
FTO

EIF3
HNRNPA2B1
HNRNPC
IGF2BPs
YTHDC
YTHDC2
YTHDF1
YTHDF2
YTHDF3

Function

Stabilizes several subunits of the methyltransferase complex
Catalyzes m6A modification

Provides help of target recognition for METTL3

Catalyzes m6A modification

Binds the mA methylation complex and recruit it to specific sites in RNA

Helps localization of METTL3-METTL14 into nuclear speckles

Anchors WTAP, Viiizer, and Hakai in the nucleus to fadiitate m6A methylation and reguiate mESC seff-renewal
Catalyzes mGA modification of 285 ribosomal RNA

Removes mBA modification

Removes m6A modification

Promotes mRNA translation

Mediates effects of m6A modfication on primary microRNA processing and alternative splicing

Affects mRNA abundance and alternative splicing

Enhances mRNA stability

Enhances RNA splicing and export

Promotes the translation of target RNA and reduce its abundance

Promotes mRNA translation

Promotes mANA degradation

Interacts with YTHDF1 and YTHDF2 to enhance their effect
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Age, median (range)
Gender, n (%)
Female

Male

T stage, n (%)
!

2

T3

T4

N stage, n (%)
NO

N1

N2

NG
Pathological stage, 1 (%)
Stage |

Stage I

Stage I
Stage IV
Grade, n (%)
Gt

G2

G3

G4

Cluster 1 (n = 245)

60 (19-90)

63 (25.7)
182 (74.3)

18 (7.4)
59 (24.1)
66 (26.9)
102 (41.6)

101 (41.2)

39 (15.9)

99 (40.4)
624

12 (4.9)
30 (12.2)
51(20.8)
152 (62.0)

22(0.0)

162 (66.1)

60 (24.5)
1(0.4)

Cluster 2 (n = 148)

61(24-87)

43 (29.1)
105 (70.9)

23 (15.5)
42 (28.4)
23 (15.6)
60 (40.5)

68 (45.9)

24 (16.2)

55 (37.2)
107)

15 (10.1)
19 (12.8)
22 (14.9)
92 (62.2)

28 (18.9)

84 (56.8)

36 (24.9)
0(0)
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Description

extrinsic apoptotic signaling pathway

regulation of apoptotic signaling pathway

regulation of extrinsic apoptotic signaling pathway

receptor ligand activity

signaling receptor activator activity
growth factor activity

endosome lumen

tertiary granule lumen

Golgi lumen

Cytokine-cytokine receptor interaction
Estrogen signaling pathway

Fluid shear stress and atherosclerosis

0.0000
0.0000
0.0001
0.0000
0.0000
0.0001
0.0195
0.0305
0.0570
0.0000
0.0095
0.0096

P adjust

0.004322
0.014634
0.020688
0.000115
0.000115
0.001442
0.211736
0.211736
0211736
0.000317
0.150833
0.150833

Q value

0.0021
0.0071
0.0100
0.0001
0.0001
0.0009
0.1932
0.1932
0.1932
0.0003
0.1419
0.1419

gene ID

NGF/BMP4/TNFRSF12A/PAKS
MMPY/BMP4/TNFRSF12A/PAKS
BMP4/TNFRSF12A/PAKS
NGF/IL32/BMP4/OSGIN1/POMC
NGF/IL32/BMP4/OSGIN1/POMC
NGF/BMP4/OSGIN1

NGF

MMPY

NGF
NGF/IL32/BMP4/TNFRSF12A/IL12RB2
MMP9/POMC

MMP9/BMP4

Count

w e n e s s

[
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Cancer Type

Prostate cancer

Breast cancer

Colon cancer

Diffuse large B-cell lymphoma
Cervical carcinoma

Skin melanoma

Cell type

LNCaP cells

LNCaP cells

MCF-7

Human colonic epithelial Caco-2 cell
Lymphoma cell lines

Hela cells

Hela cells and melanoma cell line

Epigenetic modifications

Demethylation;
DNMTT inhibition;
HDAC inhibition
DNMT1 inhibition
Demethylation
HDAC inhibition
HDAC inhibition
HDAC inhibition

Reference

Xiang et al. (2008)

Lee et al. (2009)
de Miranda et al. (2014)
Uthus et al. (2011)
Kassam et al. (2011)
Desai et al. (2010)
Gowda et al. (2012)





OPS/images/fgene-13-903634/fgene-13-903634-g002.gif





OPS/images/fgene-13-919857/fgene-13-919857-g006.gif





OPS/images/fgene-13-903634/fgene-13-903634-g003.gif
S

7%

o,

%

b
&

-
T R R A

-
-






OPS/images/fgene-13-919857/fgene-13-919857-g007.gif
L

E-cadnein

@*{f‘mvnn
T

9






OPS/images/fgene-13-903634/crossmark.jpg
©

|





OPS/images/fgene-13-903634/fgene-13-903634-g001.gif
e //T
27, 2 /*/’/2//
/Z’//f'/'f/?}j///g?/éyﬂ,/





OPS/images/fgene-13-903634/fgene-13-903634-g006.gif





OPS/images/fgene-13-919857/fgene-13-919857-g002.gif





OPS/images/fgene-13-903634/fgene-13-903634-g007.gif
G
7
#

7,

P S

e






OPS/images/fgene-13-919857/fgene-13-919857-g003.gif





OPS/images/fgene-13-903634/fgene-13-903634-g004.gif





OPS/images/fgene-13-919857/fgene-13-919857-g004.gif
r—
A a0 —






OPS/images/fgene-13-903634/fgene-13-903634-g005.gif





OPS/images/fgene-13-919857/fgene-13-919857-g005.gif





OPS/images/fgene-13-970507/fgene-13-970507-t003.jpg
N igh Low o
Age (years) 453
> 60 313 147 (46%) 166 (54%) 0098
<60 130 73 (56%) 57 (44%)
Sex 453
female 239 109 (46%) 130 (54%) 0067
male 214 117 (55%) 97 (45%)
Tumor location 440
right 257 126 (49%) 131 (51%) 0.784
left 183 93 (51%) 90 (49%)
T stage 453
TX+T1+T2 398 200 (50%) 198 (50%) 0787
T3+T4 55 26 (47%) 29 (53%)
N stage 452
NO 299 145 (48%) 154 (52%) 0427
NI1+N2+N3 153 81 (53%) 72 (47%)
M stage 448
Mo 428 216 (50%) 212 (50%) 1
M1 20 10 (50%) 10 (50%)
TNM stage 448
I+ 350 175 (50%) 175 (50%) 0.949
IV 98 50 (51%) 48 (49%)
Recurrence 416
YES 162 85 (52%) 77 (48%) 039
NO 254 121 (48%) 133 (52%)
Subtype 193
Bronchioid 69 24 (35%) 45 (65%) 0032
Magnoid 49 28 (57%) 21 (43%)
Squamoid 75 39 (52%) 36 (48%)
Smoke 430
Non-smoker 63 20 (32%) 43 (68%) 0,004
Current smoker 367 192 (52%) 175 (48%)

High and low groups were divided according to median of feature scores.
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feature score = (2.513 * methylation p value of TACR3)
+ (1740 methylation  value of GABRAS)
+ (0752 » methylation f value of MYEOV)
+ (= L611 * methylation value of TRPMS)
+ (= 2074 # methylation f value of NLRP13)
+ (1158 * methylation  value o f KCNU1)
+ (- 1694 + methylation f value of SLC27A6)
+ (=209 * methylation  value of EDN3)
+ (- 1243 # methylation  value o f NEURODA)
+ (1,626 methylation f value of SLC34A1)
+ (0.910 * methylation f value o f HMGB4)
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Cancer type

Kidney cancer

Lung cancer

Thyroid cancer

Stomach cancer

Esophageal
adenocarcinoma (EAC)

mRNA
mRNA

Protein
Protein
mRNA and
protein
mRNA and
protein

Downregulation

Downregalation
Downregulation  Protein

Protein

Downregulation ~ Protein

Functional
classification

Potential prognostic factor

Decreased inactivation of carcinogens
Potential prognostic factor of LSCC
Poor survival

Potential biomarker for early detection of
Lscc

Unknown

Potential suppression target, impact on drug
efficacy, and toxicity

Diagnostic marker

Predictor of response to chemoprevention
or chemosensitization

Roles in
cancer

Specific mechanism remains unknown
Regulated by HNFdalpha

Positive feedback loop with Nia2-1
Specific mechanism remains unknown
Proliferation and differentiation

Cell transformation

Unknown

Inhibit proliferation and migration

‘Unknown

Epigenetic and posttranscriptional
‘mechanisms

Reterence

Ha et al. (2014)
Lucas et al. (2005)

Caswell et al. (2018)
Tan et al. (2016)
Chen et al. (2004)

Zeng et al. (2013)

Brown et al. (2006)

Zhang et al. (2013a)

(Zhang et al, 2011; Xia
etal, 2011)

Silvers et al. (2010)

Liver cancer Downregulation ~ Protein Prognosis biomarker Increasing GPX1 activity and Huang et al. (2012)
diminishing HIF-1a expression
EMT Gao et al. (2018)
Upregulation Potential biomarkers and therapeutic Epigenetic regulation Lee et al. (2020)
in vivo targets
Downregulation Unknown Selenium or acetaminophen Lanfear et al. (1993)
in vitro ‘metabolites
Breast cancer Downregulation Potential biomarker predicting survival and  Regulated via estrogen (Lanfear et al., 1993;
effectiveness of selenium supplementation Zhang et al,, 2013b)
Environment ‘Wang et al. (2015)
GPX1 Fang et al. (2010)
RARa Gianni et al. (2019)
ESR2 Giurato et al. (2018)
Prostate cancer Downregulation Distinguishing indolent from aggressive Inducting phosphorylation of the p53 ~ Ansong et al. (2015)
disease Epigenetic regulation Jeong et a. (2009)
Candidate anti-oncogene product Inhibited HIF-1a protein levels Jeong et al. (2014)
Energy metabolism Elhodaky et al. (2020)
Potential biomarker of tumor progression  Selenium levels in plasma Xie et al. (2016)
GPx enzyme activity Jerome-Morais et al.
(2012)
Potential biomarker of tumor progression AR Veldscholte et al. (1992)
Potential epigenetic regulation Cao et al. (2014)
Colon cancer Downregulation  Protein Potential pharmacological target Epigenetic regulation (Poh et al., 2009; Wang
etal, 2014)
Epithelial differentiation (Li et al, 2008 )
Lipid/glucose metabolic signaling Ying et al. (2015)
pathways;
Protein Positive prognostic factor Mitochondrial function Fang et al. (2010)
GPX1 Li et al. (2021)
Potential epigenetic regulation
Pancreatic cancer Downregalation Unknown Unknown Caba et al, (2016)
Head and neck cancer ~ Downregulation Novel prognostic biomarker Unknown Chen et al. (2016)
Epigenetic regulation, transcriptional  Zeng et al. (2021)
factors, and miRNA in oral cancer
Skin cancer Downregulation Unknown Proliferation and tumor (Lanfear et al, 1993;
‘microenvironment Schott et al, 2018)
HIF-1a Scortegagna et al. (2009)
Bladder cancer Downregulation Potential prognostic biomarker and Epigenetic regulation Wang et al, (2020)
therapeutic target
Uterine cancer Downregulation  Protein Unknown Unknown Zhang et al. (20102)
Nerve cancer Unknown / Unknown Cell outgrowth Wang et al. (2015)
Malignant pleural ‘Unknown ! Risk Proliferation and transformation Pass et al. (2004)
mesothelioma
Uveal melanoma tumor ~ Upregulation Metastatic prediction Unknown Linge et al. (2012)
Ovary cancer Downregulation ~ Protein Potential prognostic indicator Selenium/androgen pathways Huang et al. (2006)
Epithelial proliferation and papillary  Zhang et al. (2010b)
complexity
Risk Stromal epithelial cross-talk Johnatty et al. (2010)
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Liver cancer

Prostate cancer

Colon cancer

Head and neck cancer

Bladder cancer

Epigenetic modification

Histone modification (H3K4me3, H3K4mel, and H3K27ac)
Promoter hypermethylation

Histone modification (acetylation)

Potential promoter modification

Inducting phosphorylation of the p53 (serine 15)

Histone modification (ubiquitination)

Potential promoter modification

Potential promoter modification

Potential histone modification (H3K27me3 and ubiquitination)
Promoter hypermethylation

Histone modification (acetylation) and promoter hypermethylation
Potential histone modification (ubiquitination)

miR-4786-3p and histone modification (ubiquitination)

DNA hypermethylation and histone modification (phosphorylation)

Reference

Caswell et al. (2018)
Silvers et al. (2010)

Lee et al. (2020)
Ansong et al. (2015)
Jeong et al. (2009)
Jeong et al. (2014)
Elhodaky et al. (2020)
Cao et al. (2014)
Pohl et al. (2009)
Wang et al. (2014)
Li et al. (2021)
Zeng et al. (2021)
Wang et al. (2020)
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5 < 0,05 was regarded as a significant difference.
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Regulators
METTL3
METTL3
METTL3

METTL3

METTL3
METTL3
METTL3

METTL3

METTL3
METTL14
METTL14
METTL14
METTLS5

KIAA1429
KIAA1429

Expression pattern

Low expression in TNBC
Upregulation in BC tissue, especially in T3-T4 or those
accompanied with lymphatic metastasis

Upregulation in BC tissue and cells

Upregulation in BC tissue

Upregulation in BC tissue and cells
-
e

Decreased in TNBC tissues and cell lines

-
Upregulation in BC cells and BC cohorts
Low expression in BC

Upregulation in BC tissue

Elevated expression in BC tissue and cell lines

Overexpression in BC

Highly expressed in BC tissues

Functions and mechanisms

the low expression of METTL3-reduced m6A modification could promote TNBC
metastasis by up-regulating COL3A1

METTL3 promoted the stemness and malignant progression of BCa through
mediating m6A modification on SOX2 mRNA

METTLS knockdown could decrease the methylation level, reduce the proliferation,
accelerate the apoptosis and inhibited the tumor growth by targeting Bel-2

HBXIP up-regulated METTL3 by suppressing let-7g, in which METTL3 increased

HBXIP expression forming a positive feedback loop of HBXIP/let-7g/METTL3/
HBXIP, leading to accelerated cell proliferation in BC

Silencing METTL3 down-regulated MALAT1 and HMGA2 by sponging miR-26b,
and finally inhibited EMT, migration and invasion in BC

METTL3 increased the m6A methylation of LINC00675, which enhanced the
association between LINC00675 and miR-513b-5p

MicroRNA-135 inhibited initiation of EMT in BC by targeting ZNF217 and
promoting NANOG m6A modification

cireMETTL3 could act as a sponge for miR-34c-3p and inhibits cell proliferation,
invasion, tumor growth and metastasis by up-regulating the expre
3p target gene METTL3

cireMETTL3 promotes BC progression through cireMETTL3/miR-31-5p/
CDKI axis.

LNC942 promoted METTL14-mediated m6A methylation in BC cell proliferation
and progression

LncRNA UCAI promoted SOX12 expression by regulating m6A modification of
miR-375 by METTL14 through DNA methylation

METTL14 modulated m6A modification and hsa-miR-146a-5p expression, thereby
promoting the migration and invasion of BC cells

Ribosome 188 m6A methyltransferase METTLS promotes translation initiation and
BC cell growth, uncovering critical and conserved roles of METTLS in the
regulation of translation

KIAA1429/SMC1A/SNAIL a3

promoting EMT progress and metastasis in BC

KIAA1429 promoted BC progression and was correlated with pathogenesis by
associating with CDKI mRNA in an m6A-independent manner.
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EDN3 Fp ATTGCCACCTGGACATCATT
EDN3 Rp ‘GCAGGCCTTGTCATATCTCC
TACR3 Fp TTCATCCAAACCGGCAAAGC
TACR3 Rp AAACTTGGGTCTCTTGGCGT
SLC27A6 Fp AAAAAGGGGGACACGGTG

SLC27A6 Rp AGGAGGGAGTTGGAGCGA
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Gene symbol

TACR3
GABRA5
MYEOV
TRPMS
NLRP13
KCNU1
SLC27A6
EDN3
NEUROD4
SLC34A1
HMGB4

Full name

Tachykinin receptor 3

Gamma-aminobutyric acid type A receptor subunit Alphas
Myeloma overexpressed

Transient receptor potential cation channel subfamily M member 8
NLR family pyrin domain containing 13

Potassium calcium-activated channel subfamily U member 1

Solute carrier family 27 member 6

Endothelin 3

Neuronal differentiation 4

Solute carrier family 34 member 1

High mobility group box 4

Chr

4q24
15q12
11q13.3
2q37.1
19q13.43
8p11.23
5q23.3
20q13.32
12q13.2
5935.3
1p35.1

Coefficient

2513
174
-0752
-1611
-2074
-1.158
~1.694
-2.059
-1243
1.626
091

p value

0.049
0.028
0.147
0.008
0.01

0.072
0.398
0.01

0.098
0.004
0.138
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