Supplementary Figure 5
A B

¢ oo S
. ‘ L\
\regudfation
@—of : adaptive @ / /’. )
|)|(ng||1|1mc(l ’ immune ‘hwopolesls
ce
. death et response .
G-protein proliferation response
A coupled — interf 8
NOD-like receptor receptor interferon-gammagy
ignalin hw signaling
signaling pat ay pathway.

I-kappaB
kinase/NF-kappaB
signaling

LelshmanlaSlS

Hetpes slmplex infection positive
Measles .nega.tive régulation
N of
Hepatitis C Infl regu;?non response v \
i i . . to regulation .
TNF signaling bn aTg!atory biological stimulus of \ regu(l)?non
pathway owel disease process immune XCmmue
(IBD) Ieuk:cyte ’ SIY;E:TS \esponse
migration regulagion \
of \
=li i . h protem -
T.oII II'.ke rectehptor Malaria Huntington's Parkinson's . ol @
H f ositive
signaling pathway disease disease r:gulation rogess,\
of \
sequence-specific \
DNA PY
inti binding regulation response N
Transcriptional |egjonellosis = '[-kappa B transeription  of
misregulation in signaling pathway factor  biological negative
cancer activity quality regu‘l?tmn
[ J )
leukocyte @ ||nm|{nc
activation ‘ ), | system
involved responSe / process
i N
n
immune organlc ‘ )
response substance

positive regulation of response to stimulus ** ~——— - regulation of immune system process **
cvtokine production **
response to other organism **, .
reaulation of defense resnonse **
response to oraanic substance ** \
reaulation of protein metabolic process ** ‘f"\ -

regulation of programmed cell death ** )
hemonpoiesis ** "‘ '
sensorv perception ** I'-. |

secretion bv cell ** '\
cell proliferation ** "'f.\ \
response to cvtokine ** !
biological requlation *
negative requlation of biological process **
reaulation of bioloaical auality ** !

positive regulation of sequence-specific DNA

binding transcription factor activitv **

leukocvte miaration **
response to interferon-gamma **
adaptive immune response ** \
I-kappaB kinase /NF-kappaB sianalina ** \\
G-protein coupled receptor signalina pathway ** \\\

_———regulation of immune response **

———— immune response **

rcguéarion
fi

defense
fesponse

cyfokine
prmlu( tion

_ leukocyte activation involved in immune response **

proteolysis ** — ——— negative regulation of immune system process **

Figure S5 . Enriched pathways and Mechanistic map of the biological regulation of the susceptibility SLE signature.

(A) Pathway enrichment of the 2726 DEGs (5% FDR) defining the susceptibility disease signature. Each circle represents a
significantly enriched pathway; the size of the circle represents the degree of enrichment. Enrichment p-values were
calculated by a two-sided hypergeometric test and corrected for multiple testing with Benjamini-Hochberg. The threshold
for corrected p-values was 0.05 (5% FDR) (B) Functionally grouped networks of enriched GO term categories were
generated. Each node represents a GO term and the size of each node represents the enrichment significance. The
connection between nodes is based on Cohen's kappa statistic (> 0.4) that depends on the gene-sharing between nodes.
For each network, only the most significant node is labelled .(C) Pie chart representation of the mechanistic map. More

than half of the networks are related to immune system, responses and regulation.



