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Figure S1 Gene network analysis showing an association between significant associations between WI/C?2 and candidate genes, including
suggestive genes from the GWAS, including the CADM4, GPM6A, CIT, RIMBP2, PTPRN2, CDK14, LCORL genes, and previous genes that

have been reported to be related to PPHN. Genes involved in the biological network of WIWC?2 are also included. GWAS, genome-wide
association study; PPHN; persistent pulmonary hypertension of the newborn.
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