
Figure S1. A subset of the Morbid Map, providing the disorderdisease gene associations. We

parsed the MM list to merge eleven complementation groups of Fanconi anemia into a single disorder (id:

523) and two entries of fibromatosis into a single disorder (id: 537). The same procedure was reported for

all entries, mapping 2,929 disorder entries in the MM into 1,286 distinct human disorder IDs. The full list of

such disorders is provided in Table S1. The original MM list consists of the second to the fifth columns.

S2. Properties of the HDN and DGN 

The layouts of the giant components of both HDN and DGN in Fig. 2 were generated by a simple 

force-directed algorithm, followed by a local rearrangement for visual clarity, while leaving the 

network’s overall layout unperturbed. 

In the HDN, the number of genes associated with a disorder, s, has a broad distribution (Fig. 

S2a), indicating that most disorders relate to a few disease genes, while a handful of disorders 

relate to dozens of genes (SI Table S2). The HDN exhibits a skewed degree (k) distribution (Fig. 

S2b), with most disorders linked to only a few other disorders, while a few disorders (Table S2) 

represent hubs that are connected to a large number of distinct disorders. 

In the complementary DGN, while the number of genes involved in multiple diseases 

decreases rapidly, several disease genes are involved in as many as ten disorders, representing 

major hubs in the network (Fig. S2d). 
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