
[image: ]Figure S1. Top-30 Gene Ontology Biological Processes associated with the hypoplastic left heart syndrome (HLHS) interactome in relation with the ciliopathy interactome: Processes associated with the interactome were identified using WebGestalt (web-based gene set analysis toolkit). Statistical significance of GO enrichment was computed using Fisher's exact test, and corrected using the Benjamini-Hochberg method for multiple test adjustment. Shown here are the top-30 processes in the HLHS interactome, along with the number of genes associated exclusively with the HLHS interactome (green), exclusively with the ciliopathy interactome (blue) and common to both (yellow). 












Figure S2. Top-30 Gene Ontology Biological Processes associated with the ciliopathy interactome in relation with the hypoplastic left heart syndrome (HLHS) interactome: Processes associated with the interactome were identified using WebGestalt (web-based gene set analysis toolkit). Statistical significance of GO enrichment was computed using Fisher's exact test, and corrected using the Benjamini-Hochberg method for multiple test adjustment. Shown here are the top-30 processes in the HLHS interactome, along with the number of genes associated exclusively with the HLHS interactome (green), exclusively with the ciliopathy interactome (blue) and common to both (yellow).
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[image: ]Figure S3. Top-30 Gene Ontology Biological Processes associated with the hypoplastic left heart syndrome (HLHS) interactome in relation with the microcephaly interactome: Processes associated with the interactome were identified using WebGestalt (web-based gene set analysis toolkit). Statistical significance of GO enrichment was computed using Fisher's exact test, and corrected using the Benjamini-Hochberg method for multiple test adjustment. Shown here are the top-30 processes in the HLHS interactome, along with the number of genes associated exclusively with the HLHS interactome (green), exclusively with the microcephaly interactome (blue) and common to both (yellow). 
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Figure S4. Top-30 Gene Ontology Biological Processes associated with the microcephaly interactome in relation with the hypoplastic left heart syndrome (HLHS) interactome: Processes associated with the interactome were identified using WebGestalt (web-based gene set analysis toolkit). Statistical significance of GO enrichment was computed using Fisher's exact test, and corrected using the Benjamini-Hochberg method for multiple test adjustment. Shown here are the top-30 processes in the HLHS interactome, along with the number of genes associated exclusively with the HLHS interactome (green), exclusively with the microcephaly interactome (blue) and common to both (yellow).

image1.png
40 37 37 55 34 34 ) 32 T 31 30 39 28 28 ,5 25 - 23 2 2 14

o414 20 N0

QS A0 PO L . .S NS S A& e
S S S 'D@é@? POy &
TN FF 0 T F X LEE LSS E
& O T & LS ESLELES
RN &é\ +\s§ & 7}\,@5\’(\% NSO S bbé
A S ¢ N < S < ..
v”\qiéqﬁgo%& tféd;@ © &%é\\f\ﬁé& & £y @ﬁéﬁo %"’éﬁg
¢ 3
& @roé_o @\\)é’(\@‘é’o Q,Q& &b*égﬁ& &o xé\é & & 5&
-<§‘°< ok Qf:@? & T < N @&&@ NS §
N & N & & P
k&\) Q%)\%é ® o« ,&b@ & ,(96(\ Ng
3 9
T & & &

m HLHS-Exdusive Common = Ciliopathy-Exclusive




image2.png
53 30 26
\oﬂ‘

Ciliopathy-Exclusive

- Common

m HLHS-Exdlusive

100%




image3.png
16 10 ¢
25 19
37 37 35 34 2
RRRREE 38I 1 “ : . )

100%

= Microcephaly-Exdusive

Common

m HLHS-Exdlusive




image4.png
100%

90%
80%
70%
60%
50%
40%

30%
20%
10%

0%

1 Microcephaly-Exdusive

~ Common

# HLHS-Exclusive




