1 Supplementary Figures

2

LAMP2

GUF1

o O W

SNAPY

DOLK

NLRX1

NET1
LRP8
NOSTAP ke
SGCA
COLSA1
ARHGAP22ppriy
ROBO4
sGCB
NUP156
3
EYA4 MKI6T . .
SGCD, v
Cacomt o PITX2
1083
&
G . TGFB3
woz 2
LaMA2 HAND? APCE
wm 5
W oz MLk Rt
®.o sABe S 9
P NE| y 5.
SR . cumz Wigvio e ITGA28 THPO b [ eiGNATDY
| TANISK TNNI\ LG
USP" . S0st
KCNAS ™ whm
ums 11, oG, b c
HK:IH ‘ K
MV—«RANGRF SMADSATP18:
PTCHI  KCNE3 FOXP1  \oRos
o % ° [ ]
m. " 020
SHANKS
ADR!V b Al : :. . '_’TDKVNEgRDMm
m;as . AKAPs .
”F & o
.. BGIAT .. CALM1 TGFERAPELN
% CSRP YN i
JAS, EXN PIK3CG 7 NFDDAL”( SMAD2 .
ARVCR cc XX . DN’;@ MFAP4 TOP2A
DSC: RYR2 . cAsQz . SMARCH
- MK2D, ‘
e [ 2 2
SND
PLCB4 . 5 “ ANKS KCNE2
SON DSP EHD.
SYNE: GSKIA XPC
SCN4B . .. YME” cuie2 NPPA
P A PACS: R [ 3 i h 4
PROKR1 KCNJ2 ‘D‘I . 's2 NR5A2 Ct
ANK2  LONP1 cachmhyd
DR2S = & Y
CALM2 TEXS
TXNRD2 ALGD ZNF341
GPDIL
SLC2AS OH2
CACNATS Kotse KOND3
schae (\ GATAS
) @ )
o SCN1B NKX2:5
ARLag KON JPHZ
. schze o
. GAONB: ZFPM2
ATL3 . “abs
ABCCY
° Y
HADC1 TR 3 KcN.s. . . CELSR!
PRKAGZ ELMOD2 SLMAP CRELDI TECRL  DZIP1  FSP2  F13A1 PPPIRTL VSX1  TCTN3 DNAAF RALGAPA! CTRL  STK32B  MYLK4
b4 o o
CERS1 PRSSS7 ERAP1 POLRMT  TAZ  FKRP  TRHDE LRRCSE TBX20 TNFRSF6B ACE  TRPM4  CIT  MEDISL EPHB  GBA2
TAFIA  LTA GAA  INTSS  MYCN  CALM3 ACADVL TANGO2 SIDT1  BAIAPE  OLR1 PP6  GDF1  DCHS1  BICD2 1 .

Figure S1. Protein-Protein interaction network (PPIN). In the PPIN, nodes represent proteins

7  containing coding CHD-SNPs and the edges signify interactions between physically interacting

8  proteins. The ‘black’ nodes correspond to query proteins and ‘grey’ nodes represent additional proteins

9 inthe network identified in the GeneMANIA query search. The size of each 'grey' node is determined
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constructed using Cytoscape.

by their scores, reflecting the relatedness of these proteins based on GeneMANIA. Larger circles
indicate a stronger predicted interaction between these proteins. Width of edges signifies the weight of

interaction between proteins. Thicker edges indicate stronger physical interactions. The network is
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Figure S2. Clustering of PPIN using MCL algorithm.

PPIN comprises 16 distinct clusters numbered from 1 through 16 where nodes represent proteins
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containing coding CHD-SNPs and the edges signify interactions between physically interacting

proteins.



