Supplementary Figures
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Supplementary Figure 1. Identification of significant module genes in RA. (A) All samples were clustered to detect outliers. (B) Select suitable soft-thresholding power to obtain the scale-free co-expression network. (C) The cutoff value of 0.18 to merge similar gene modules. (D) RA-related genes were clustered to 20 modules. Abbreviations: RA, rheumatoid arthritis.
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Supplementary Figure 2. The RA important modules analysis. (A) The correlation between module membership in palevioletred3 module and gene significance. (B) The correlation between module membership in darkorange2 module and gene significance. Abbreviations: RA, rheumatoid arthritis.
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Supplementary Figure 3. The heatmap of 1576 DEGs between high-scoring group and low-scoring group. Abbreviations: DEGs, differentially expressed genes.
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Supplementary Figure 4. Functional enrichment analysis of disulfidptosis-related genes involved in RA. (A) The results of KEGG pathway enrichment analysis for genes related to disulfidptosis involved in RA. (B-D) The results of GO enrichment analysis (BP, CC, MF) for genes related to disulfidptosis involved in RA. Abbreviations: BP, Biological Processes; CC, Cellular Components; GO, Gene Ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes; MF, Molecular Functions; RA, rheumatoid arthritis.
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Supplementary Figure 5. The correlation heatmap showed the relationship between hub genes and hallmark gene sets; *: P < 0.05; **: P < 0.01; ***: P < 0.001.
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Supplementary Figure 6. External verification in GSE93272 and GSE89408. (A) The different expression of the four genes between RA and HC in GSE93272. (B) The different expression of the four genes between RA and HC in GSE89408; **: P < 0.01; ***: P < 0.001. (C) The diagnostic value of the nomogram and the hub genes using the ROC curve in GSE93272. (D) The diagnostic value of the nomogram and the hub genes using the ROC curve in GSE89408. Abbreviations: AUC, area under the curve; HC, Healthy control; RA, rheumatoid arthritis; ROC, receiver operating characteristic.


[image: ]
Supplementary Figure 7. ROC curves in validation sets. (A) ROC curves of the GSE110169. (B) ROC curves of the GSE93272. (C) ROC curves of the GSE89408. Abbreviations: AUC, area under the curve; CI, confidence interval; ROC, receiver operating characteristic.
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Supplementary Figure 8. The correlation heatmap represented the correlation between different immune cells in RA. Abbreviations: RA, rheumatoid arthritis.
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Supplementary Figure 9. The correlation between hub genes expression and RA disease activity. (A) The expression levels of four genes were compared among four different disease activity stages based on DAS28.ESR scores in RA. (B) The expression levels of four genes were compared among four different disease activity stages based on CDAI scores in RA; ns: no significance; *: P < 0.05; **: P < 0.01; ***: P < 0.001. Abbreviations: CDAI, clinical disease activity index; DAS28, disease activity score in 28 joints; RA, rheumatoid arthritis.


[image: ]Supplementary Figure 10. The expression levels of four genes were compared among four different disease activity stages based on SDAI scores in RA; *: P < 0.05; **: P < 0.01; ***: P < 0.001. Abbreviations: RA, rheumatoid arthritis; SDAI, simplified disease activity index.
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Supplementary Figure 11. The correlation heatmap showed the association between hub genes and clinical markers. Abbreviations: CDAI, clinical disease activity index; DAS28, disease activity score in 28 joints; HAQ, health assessment questionnaire; SDAI, simplified disease activity index.
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Supplementary Figure 12. The scatter plots illustrated the correlation between hub genes and clinical markers. (A) The correlation between four hub genes and CDAI. (B) The correlation between CLEC4D, KLHL2, NXT2, and SDAI. (C) The correlation between CLEC4D, KLHL2, POLK, and DAS28.ESR. (D) The correlation between CLEC4D, KLHL2, and MMP3. (E) The correlation between CLEC4D, KLHL2, and RF. Abbreviations: CDAI, clinical disease activity index; DAS28, disease activity score in 28 joints; SDAI, simplified disease activity index.
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Supplementary Figure 13. Identification of two subtypes based on the hub genes. (A) Consensus matrix heatmap when k=2. (B) Consensus CDF when k = 2-9. (C) Relative change in area under CDF curve. (D) Tracking plot showed the sample classification when k=2-9. Abbreviations: CDF, cumulative distribution function.
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Supplementary Figure 14. The difference of characteristics between two subtypes. (A) The heatmap showed the expression of hub genes in two subtypes of RA. (B) The expression of immune checkpoints in the two subtypes; ns: no significance; *: P < 0.05; **: P < 0.01; ***: P < 0.001. Abbreviations: RA, rheumatoid arthritis.

Information Classification: General

Information Classification: General

Information Classification: General

image4.jpeg
-log10(pvalue)

2 3 4 5

KEGG Pathways
@ Ribosome
@ Cardiac muscle contraction
@ Protein export
Thermogenesis
@ Oxidative phosphorylation
@ Parkinson disease
@ Non-alcoholic fatty liver disease (NAFLD)
@ Alzheimer disease
Huntington disease
Fatty acid biosynthesis

organelle envelope -

envelope

ribosomal subunit

ribosome -

focal adhesion -

cytosolic ribosome -

large ribosomal subunit -

cytosolic part o

cytosolic large ribosomal subunit -

phagocytic cup -

o
z

O aA UL A~ wp™

® -logl0(pvalue)

T
0.10
GeneRatio

heme-copper terminal oxidase activity =

polyubiquitin modification-dependent |

B

amide biosynthetic process =

protein localization to membrane -

establishment of protein localization |
to membrane

establishment of protein localization |
to organelle

cotranslational protein targeting _|
to membrane

protein targeting to ER

establishment of protein localization |
to endoplasmic reticulum

protein localization to endoplasmic _|
reticulum

protein targeting to membrane =

SRP-dependent cotranslational protein _|
targeting to membrane

1 1 1 1 1 1 1
0.12 0.14 0.16 0.18 020 022 024
GeneRatio

structural constituent of ribosome —

cytochrome-c oxidase activity =

oxidoreductase activity, acting on
a heme group of donors, oxygen as -
acceptor

oxidoreductase activity, acting on _|
a heme group of donors

mRNA 5'-UTR binding -

protein binding

signal recognition particle binding =

phospholipase A2 inhibitor activity =

activin receptor activity, type I -

T
0.02

T
0.04

T
0.06
GeneRatio

T
0.08

T
0.10

-log10(pvalue)
4.5
5.0
55
6.0
6.5

-log10(pvalue)
2.0

2.2
24
2.6
2.8
3.0




image5.jpeg
PANCREAS_BETA_CELLS
KRAS_SIGNALING_DN

KRAS_SIGNALING_UP
SPERMATOGENESIS
ALLOGRAFT_REJECTION
PEROXISOME
BILE_ACID_METABOLISM
IL2_STAT5_SIGNALING
COAGULATION
HEME_METABOLISM
ANGIOGENESIS
UV_RESPONSE_DN
UV_RESPONSE_UP
P53_PATHWAY
REACTIVE_OXYGEN_SPECIES_PATHWAY
GLYCOLYSIS
OXIDATIVE_PHOSPHORYLATION
FATTY_ACID_METABOLISM
XENOBIOTIC_METABOLISM
INFLAMMATORY_RESPONSE
EPITHELIAL_MESENCHYMAL_TRANSITION
MYC_TARGETS_V2
MYC_TARGETS_V1

E2F_TARGETS
MTORC1_SIGNALING
PI3K_AKT_MTOR_SIGNALING
UNFOLDED_PROTEIN_RESPONSE
COMPLEMENT
HEDGEHOG_SIGNALING
APICAL_SURFACE
APICAL_JUNCTION
INTERFERON_GAMMA_RESPONSE
INTERFERON_ALPHA_RESPONSE
PROTEIN_SECRETION
MYOGENESIS
ANDROGEN_RESPONSE
ESTROGEN_RESPONSE_LATE
ESTROGEN_RESPONSE_EARLY
ADIPOGENESIS
NOTCH_SIGNALING

APOPTOSIS

G2M_CHECKPOINT

DNA_REPAIR

IL6_JAK_STAT3_SIGNALING
TGF_BETA_SIGNALING
WNT_BETA_CATENIN_SIGNALING
MITOTIC_SPINDLE
CHOLESTEROL_HOMEOSTASIS

HYPOXIA

TNFA_SIGNALING_VIA_NFKB

*
*
*

*
*

*
*

04
/52 * * * 2 * * * * & ¥ ox & * 2
< * 3 4 rox 4 o

*
*

* %
*  * ¥
* %

*%k%

*%

*%k%

*%k%

*%x%

*%k%

**x%

**x%

e
e
s
e
e
e
e
e
Q
&
C)\/

* * * % * *  * * *
* * * * * ¥ ¥ * ok * *
* * * * *  * * *

1
gz

**

**

Correlation

1.0
m.:

0.0

I -05
-1.0




image6.jpeg
1.0

0.8

0.6

Sensitivity

0.2

0.0

group . HC . RA

c 9+
o
(/)]
8 P
! ! —
L [ ]
) [ )
o 71
o °®
[ J
o
KLHL2 POLK CLEC4D NXT?2
B group . HC . RA
12' *k%k *k%k * %% k%%
[ ) ‘
[ ) e s
_ o + * .
o
3 °
©
o
>
LLl
2 o
(D [ ]
[ ]
3
0.
KLHL2 POLK CLEC4D NXT?2
/) /)
1.0
/7
/7
V4
V4
7/
0.8 )
V4
O /
/7
06{ | - P
= /’
= /7
2 . 7
$ 04 L
Ve
NOMOSCORE: AUC=0.895 ,°  — NOMOSCORE: AUC=0.977
P — KLHL2: AUC=0.707 0.2 P — KLHL2: AUC=0.936
— POLK: AUC=0.654 — POLK: AUC=0.901
— CLEC4D: AUC=0.818 - — CLEC4D: AUC=0.948
, — NXT2: AUC=0.87 0017 — NXT2: AUC=0.865
0.0 0.2 0.4 0.6 0.8 1.0 0.0 0.2 0.4 0.6 0.8 1.0
1-Specificity 1-Specificity




image7.jpeg
A GSE110169

ROC curve of NOMOSCORE ROC curve of KLHL2 ROC curve of CLEC4D ROC curve of NXT2 ROC curve of POLK
1.00 1.00
2*0'75 >0 2*0'75 >0 >0
> > > = =
*=0.50 =0. *=0.50 =0. =0.
[ [ C [ [
o o (O] (0] (0]
?0.25 o) ?0.25 ?o. @
AUC: 0.833 AUC: 0.813 AUC: 0.792 AUC: 0.770 AUC: 0.780
0.001" 95%CI: 0.768-0.899] 0.00 95%ClI: 0.745-0.880] 0.00]" 95%CI: 0.722-0.862] 0.00]1" 95%CI: 0.696-0.843] 0.00]" 95%CI: 0.708-0.853
0.00 0.25 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00
1-specificity 1-specificity 1-specificity 1-specificity 1-specificity
ROC curve of NOMOSCORE ROC curve of KLHL2 ROC curve of CLEC4D ROC curve of NXT2 ROC curve of POLK
1.00 1.00 1.00 1.00
2*0'75 30.75 30'75 50.75 30.75
> > > = =
+=0.50 +=0.50 +=0.50 *=0.50 +=0.50
[ C C [ [
o (] o (0] (0]
?0.25 ?0.25 ?0.25 ®n.25 ®0.25
AUC: 0.895 AUC: 0.707 AUC: 0.818 AUC: 0.870 AUC: 0.654
0.00]1" 95%CI: 0.847-0.943| 0.00]" 95%CI: 0.629-0.785] 0.00 95%CI: 0.752-0.884] 0.00]" 95%CI: 0.817-0.922] 0.00}|" 95%CI: 0.562-0.747
0.00 025 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00 0.00 025 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00
1-specificity 1-specificity 1-specificity 1-specificity 1-specificity
ROC curve of NOMOSCORE ROC curve of KLHL2 ROC curve of CLEC4D ROC curve of NXT2 ROC curve of POLK
1.00 1.00 1.00 | 1.00
0.75 0.75 0.75 0.75 .
> P 2 2 P
> > > = =
=0.50 =0.50 =0.50 =0.50 =0.
(/)] (7] (7] [72] (73]
C C C C [
o o ()] o (0]
0025 0 0.25 0025 025 0.
AUC: 0.977 AUC: 0.936 AUC: 0.948 AUC: 0.865 AUC: 0.901
0001 95%CI: 0.952-1.000] oool" 95%CI: 0.866-1.000f ool 95%CI: 0.905-0.992| (00 95%CI: 0.773-0.958] 000 95%CI: 0.840-0.962

0.00 025 0.50 0.75 1.00
1-specificity

0.00 0.25 0.50 0.75 1.00
1-specificity

0.00 0.25 0.50 0.75 1.00
1-specificity

0.00 025 0.50 0.75 1.00
1-specificity

0.00 025 0.50 0.75 1.00
1-specificity




image8.jpeg
B.cells.naive
B.cells.memory
Plasma.cells
T.cells.CD8
T.cells.CD4.naive
T.cells.CD4.memory.activated
T.cells follicular.helper
T.cells.regulatory.. Tregs.
T.cells.gamma.delta
NK.cells.resting
Monocytes
Macrophages.MO
Macrophages.M1
Macrophages.M2
Dendritic.cells.resting
Dendritic.cells.activated
Mast.cells.resting
Mast.cells.activated
Eosinophils

Neutrophils

o
9
®
> .
° N
g ¢
5 & - 2
. e £ £ 2 3
- T 2 © £ ©
o) c & = ©
) < » . . > L e
s 2 ¥ O o o = 2 g
c & 5 O O O & ¢ o
LR E © © v v o O
() () n D o) o) o) D o)
c o wm & § 8§ & 8§ 8
m m A - + F F
-0.1 —0.01 0.35 -0.09 0.09 0.44 0.02

0.05

-0.1 0.09. 0.11 -0.11 0.05 0.14 0.12
-0.01 -0.01 0.11 -—0.13 0.16 0.19 0.06
0.35 0.23 -0.11 —0.13- -0.23 -0.27 0.4 -0.21
-0.09 0.03 0.05 0.16 —0.23. 0.16 -0.26 0.2
0.09 -0.23 0.14 0.19 -0.27 0.16. 0.01 0.09

-0.2

0.44 -0.24 0.12 0.06

0.02 -0.03 0.05

-0.06 0.21 -0.14 0.24

-0.06 -0.12 -0.02 0.23 -0.05 0.33

0.09 -0.01 0.23 0.03 -0.23 -0.24 -0.03 0.21

-0.14 -0.01 -0.02 0.3

0.4 -0.26 0.01 - -0.2 -0.12 -0.17 0.03 0.35 -0.21 0.38

-0.2 -0.21 0.2 0.09 —0.2-—0.19 0.07 -0.06 0

0.03 0.37 -0.1 -0.12 —0.19. -0.17 -0.17 -0.14 0.13 -0.08 -0.01 -0.26 0.12 0.07 -0.42

NK.cells.resting
Monocytes
Macrophages.M0O
Macrophages.M1
Macrophages.M2
Dendritic.cells.resting
Dendritic.cells.activated
Mast.cells.resting
Mast.cells.activated
Eosinophils
Neutrophils

0.13 -0.03 0.06 -0.01 -0.17

0.06 -0.29 -0.34 0.21 -0.42 0.05 -0.01 -0.12 0.15 -0.28

-0.01 0.31 0.29 -0.12 0.06 0.01 -0.05

0.24 -0.22 -0.06 0.16 0.07 0.17 0 -0.31 0.16 0.1

0.03 -0.08 -0.17 -0.1 -0.08 -0.08 0.08 0.03 -0.06 0.12 -0.35

0.37 -0.06 -0.16 0.14 0.16 0.2 0.16 -0.02 0.16 0.08 -0.37

-0.1 =015 0 0.29 0.05 0.37 0.02 0.01 0.1 0 o.01

0.19 -0.11 0.14 0.02 -0.06

0.23 0.03 0.16 0.06 -0.01 0.07 -0.21

-0.12 0.06 -0.01 -0.22 -0.08 -0.06 -0.15 -0.17 0.07 —0.17. 0.13 -0.03 -0.03 -0.12 0.02 0.09 -0.09 -0.15 -0.21

-0.02 -0.29 -0.02 -0.06 -0.17 -0.16 0 0.03 -0.06 -0.17 0.13 . 0.03 -0.18 -0.08 -0.18 -0.05 -0.06 -0.12 0.3

0.23 -0.34 0.3 0.16 -0.1 0.14 0.29 035 0
-0.05 0.21 -0.01 0.07 -0.08 0.16 0.05 -0.21 0.23
0.33 -0.42 0.31 0.17 -0.08 0.2 0.37 0.38 0.03

0.13 0.05 029 O 0.08 0.16 0.02 0.19 0.16
-0.03 -0.01 -0.12 -0.31 0.03 -0.02 0.01 -0.11 0.06
0.06 -0.12 0.06 0.16 -0.06 0.16 0.1

-0.01 0.15 0.01 01 0.12 0.08 O

-0.17 -0.28 -0.05 -0.4 -0.35 -0.37 0.01 -0.06 -0.21 -0.42 -0.21 0.3 -0.1

0.21 -0.11 0.25 -0.04 -0.1

-0.14 -0.03 0.03 - -0.14

0.13 -0.03 -0.18 -0.1

-0.1 -0.05-0.02 -0.01 0.23 -0.2

-0.1 . 0.31 -0.06 0.22 -0.02 -0.11
-0.05 0.31 .—0.07 0.07 0.05 -0.26

-0.26 0.09 -0.05-0.11 -0.02 -0.06 —0.07. -0.2 -0.02 0.15

-0.08 -0.12 -0.08

-0.01 0.02 -0.18 0.21

0.14 -0.01 0.12 -0.09 -0.06 0.25 -0.01 0.22 0.07 —0.2- 0.06 -0.11

0.02 0.07 0.07 -0.15-0.12 -0.04 0.23 -0.02 0.05 -0.02 0.06-—0.18

-0.2 -0.11 -0.26 0.15 -0.11 —0.18.

0.8

0.6

0.4

0.2

-0.2

-0.4





image9.jpeg
>

The expression of CLEC4D

ol

—
—

The expression of KLHL2

vy

The expression of CLEC4D

—
—

The expression of KLHL2

i

—

o

group Eremission Edlow activity BImoderate activity B9 high activity

*%

RN
(@)

©

0o

%o ':.k ) .:. ‘:o-' it
] -S| lEad R
.-’..o.: — t .:.‘.' 0.. ..o‘
| o 9 e .

.. ) ° .’.. o.

remission  low activity moderate activity high activity

*%

° .: ° .
. e [ ..
. |t_2 o e
et g _15'.3_ WL
[ - o‘0>o; hd

remission

low activity moderate activity high activity

The expression of NXT2

The expression of POLK

9,

remission low activity moderate activity high activity
ns
| | .
‘el ° ’:1 ® ...q ..f
F A = % ..-
—— ey g oJe o
.:‘. A .. .. *‘.
) = L4
remission low activity moderate activity high activity

group Eremission B low activity BImoderate activity B9 high activity

RN
o

©

oo

remission

*%

*%

kb’ ®

o ¢ .
o e ) °

° )

.....‘. PS ..

®

S W :
. ’:.

remission

low activity moderate activity high activity

The expression of NXT2

The expression of POLK

104

low activity high activity

| |
*%

remission low activity moderate activity high activity




image10.jpeg
The expression of CLEC4D

group Eremission Edlow activity BImoderate activity B9 high activity

©

The expression of KLHL2

* 10 *
| | | |
i *k* | : *% I
: : N l *%* I
(=] l_ ® Y
>< 9 9 [ ]
Z [ ]
© o8
‘} ’ .
° ° ) 8 v
[ ) ° %
..... :Q<- [ ¢ ®
.#" D P
_ o 7.
<
) ® —
6 ] [ ]
remission remission  low activity moderate activity high activity
| . |
8' I 1
x ' . :
2 7. .
kS .
< .o. ® ) P
Q o %
% 6 0 Se
o Voo & Y
o °®
o 2 : T:' . <
~ ® e
I_ - [ )
4. y l .

remission  low activity moderate activity high activity remission  low activity moderate activity high activity




image11.jpeg
& & K & o & § &
KLHL2
POLK 0.8
CLEC4D ‘
NXT?2
e 00C

9000

<~ @ 0 e e e e

RF

all 2 JL L

- Q00
- Q@
DAS28.ESR ‘





image12.jpeg
A

R=0.29, p =1.02e-05 R=0.23, p = 3.28e-04 R=0.22, p=5.77e-04 R=-0.19, p =4.29e-03
| ||| 755 RS | || | | M il U TN ||| N
< < < <
0O 60: 0O 60: QO 60. QO 60
@) @) @) @)
‘5 Y Y Y
o 40 2 40 o 40 o 40 .
o o o o
3 S S 3
B 20. ® 20 a 20 ® 20.
o) ) o) o)
= = = = '
S A o] _ i i j _ _ _ o _ .
5 6 7 8 9 10 6 7 8 9 4 5 6 7
The expression of CLEC4D The expression of KLHL2 The expression of NXT2 The expression of POLK
R =0.29, p = 8.46e-06 R=0.23, p=3.43e-04 R=0.21, p=1.02e-03
BT, 1) | ||| | | N——— - nediillifh.
< < <
2 60. & 60 @ 60
5 IS IS
% 40 a 40: } 40 .
S 3 2
? 20 $ 20 g 20
2 e, = =
oo L Y90 o] _ _ _ 0'_ _ _ _
5 6 7 8 9 10 6 7 8 9
The expression of CLEC4D The expression of KLHL2 The expression of NXT2
R=0.26,p=547e-05 R=0.21, p=1.18e-03 R=-0.14,p=0.04
L] 0 LL]
c(?l) 7.5 % 7 .5. % 7.5
5 5 5
%5 5.0 "= ‘s 5.0 .
& 3 8 ——
g 2.5 g g 2.5
(7p] N 7))
£ 00 £ £ 00
5T 5 6 7 =008 9 1o 7Y 4 5 6 7
The expression of CLEC4D The expression of KLHL2 The expression of POLK
R =0.23, p = 3.19e-04 R =0.30, p =4.53e-06 R=0.16, p = 0.01 R=0.24, p =2.16e-04
92 ™
s s | . RAERSCH I "
s 9 ] x 75 X 7.5
Y— . . Y— (@] "'6
o o N n
8 7 — R © 7 Sso0 S 5.0
= = © —
© 2 N © > o
S - > 5. ) o)
Q@ Q@ = 2.5 = 2.5
— —

5 6 7 8 9 10 5 6

7 8 9 10
The expression of CLEC4D The expression of KLHL2 The expression of CLEC4D The expression of KLHL2




image13.jpeg
O

relative change in area under CDF curve

consensus matrix k=2

0.5

0.4

0.3

0.2

0.1

0.0

o1
@2
Delta area
(o)

(o] [o) (o) (o)
| | | | |
2 3 5 6 8

k

CDF

consensus CDF

1.0-
0.84
0.6- é
¥
_ ]
04 o A
@ 5
o6
@ /
0.2- m 8
m9
0.0+
I | | | | |
o N < © © =
o o o o (@] ~—

consensus index

tracking plot

samples





image14.jpeg
A

4

cluster
KLHL2

A
B

cluster
2 .

0

CLEC4D

POLK
NXT2

|

|

|

|

'K
|

NSNS NSNS NSNS *» NS * *»**x NS NS NS NS NS NS *

— ——————

NS NS NS NS NS =*

hr

l
|

NS * **xx NS =*

|
d

#% %% NS NS NS NS ***

*k%k *

cluster . A . B

e _mm
ol

..

12.5

10.0;
7.5
5.0/

uoissaldx3 sus9)

2.5,





image1.jpeg
>
o

- Sample dendrogram and trait heatmap Scale independence o Mean connectivity
O _ o
<~ P O T
o ' | Y g T |
o) m 7
e @)
S 8 s -
- (e 0] c 4 o
= 2 o
[@)) O a (¢p) 3 O 7
s ™ = > @
T o - © _ =
g ° E
o (]
L{) - E 2 g 8 -
> Q &
g _ o <« (@) N
: 8 S 7 =
T B 2 o
50 O 2 = o |2
& @ S -
L N | ~—
L o
@ 3
Control ;)8 4
5
o | o - 678910123156782(
) 1 1 1 1 1 1 )
RA 5 10 15 20 5 10 15 20
Soft Threshold (power) Soft Threshold (power)
C Clustering of module eigengenes D o Gene dendrogram and module colors
N
T o
- o
0 | I
€ o | -
> 0 =
= = 2| S ©
I O Q = -
< - = [O%e) O O
- LTI EIRITTIEL
S D mggacmxog c 0 %m NO T CO <
b Al o -+~ = o O c -
DOPLBESELIRI 00200 01IGE BuptG20aaacs"" 05+c050c D00 S
O=0L=0==50-gQSAUTR=S0g 0255300 CceS0  OF %% QX
0 .Q"-LLI_Q'&:Q-LX%;:S = E&JE'C-HO'L >DXD30— 3—;9 Ome— C‘—O')E
1 E50509230> OF 3‘“99%&5 9 PRoolp=o0s2T007
S 0 320 §E LUOHU0EESE OAnoor g2l
> UERSIE ool O =" 05 S00=
9 20 > W W e SS ® % oE= N
2 F o gi= i S -
i £= s s $£2
S g 2

Merge Dynamic





image2.jpeg
A Module membership vs. gene significance B Module membership vs. gene significance

cor=0.56, p<1e-200 cor=0.46, p=1.2e-37
© _
o
0
o

0

o
5 < -
e X o
L 2 o
S & o _
g O _ S o
g ° i
.g) _g o
g3- 73
2 o 2
) ()
) O

» <

o o

(o]
S - =
© o

| | | | |
0.4 0.5 0.6 0.7 0.8 0.9

Module Membership in darkorange2 module

Module Membership in palevioletred3 module




image3.jpeg
A A I | group
. — ——— -3 mm 6 group

———

" low

4 " high
2

0

il

II‘\ "

itk
ol

ol
!

|

e

» lp
o

'





