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Supplementary Figure S1. Scatter plots showing the results of principal component analysis (PCA), visualized
by (A) disease states (control vs disease), (B) tissue sources (whole blood vs PBMC), and (C) array platform
(Affymetrix vs lllumina). The x-axis and y-axis represent principal component 1 (PC1) and principal component 2
(PC2), respectively. The percentages of data variability explained by PC1 and PC2 were respectively labeled on
the x- and y-axes. The color of dots represents the characteristics of each sample (green: control and red: sJIA;
gray: PBMC and navy: whole blood; yellow: Affymetrix and sky-blue: lllumina Beadchip).
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Supplementary Figure S2. A Venn diagram showing the overlap between genes discovered by at least one single
study and the meta-analysis (FDR < 0.05).
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Supplementary Figure S3. Identification of soft-thresholding power for co-expression network construction.
Analyses of (A) scale-free topology and (B) the mean connectivity for selecting an appropriate soft-thresholding
power.



Supplementary Figure S4

Brown

40+
S 30-
£
€
3
Q
N Puple  pgeq Yellow
5 ® O
S 9(- Royal blue
g @
5 Orange Green
@ Dark red Green yellow Tan
. Dark orange @ o

ol Midnightblve BLe

Light cyan .
b Cyan Pink BIgzl(Salmon
Hot pink .
____________________ Magenta Turquoise = |
0- Dark turquoise
0 100 200 300 400

Module Sizes

Supplementary Figure S4. The result of module preservation analysis applied to the RNA-seq dataset. The green
and red dashed lines indicate the thresholds of significance, Z summary score > 2 and Z summary score > 10,
respectively.
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Supplementary Figure S5. The number of genes from the meta-signature and non-meta-signature in each
module. The number of genes from the meta-signature and non-meta-signature in (A) red, (B) brown, and (C)
dark orange modules were labeled on the plot.



Supplementary Figure S6

SLC25A3F——FECH——-—GLRX5 SPTA1

=

MS4A3——S8TOM ALAS2

| > ]

CEACAMS-GEACAM1 CA1

RETN —ORM1—LCN2

MPP1

CREG4——MPO—CTSG SELENBP1 TAL t=———KLF1

MXI1 SNCA UBE2C EZFWGOE—HSHHZBK BCL21-+—-BNIP3L
RIOK3 MKRN4+—SIAH2 E2F1———PTGDR FOXO3—=6GADD45A  PBX1 GABARAPL2

KIR2DEA—KLRD4+——GZMB——TBX21 PRSS23 KIF21A  MBOAT2

yar

KLRB1 IL2ZRB—HKLRG1 FAM20A KANK2  PLA2G16

Mean Log,FC Degree

-3.82 0.0 3.82 1 14

Supplementary Figure S6. A PPl network construction using the sJIA signature. The nodes comprise the genes
of the sJIA signature. The red and blue nodes indicate up- and down-regulated genes from the red and dark orange
modules, respectively. The color of the nodes corresponds to the degree of the log,FC scores. The node size
corresponds to the degree of the node.
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Supplementary Figure S7. A drug interactive network using all the 10 potential drug candidates of sJIA and
methotrexate as the reference node. Triangles represent the potential drug candidates of sJIA and circles indicate
their neighboring nodes. The nodes belonging to the same drug community are represented by the same color. The
edges were added by the similarities between the drugs.



