
Additional file 1: Fig. S1: Inclusion of only known IBD genes
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Figure 1: Effect on performance of keeping only known IBD genes for the main model types (NNlogreg,
NNbiosparse, NNdense). Three different databases were used to select the IBD genes, resulting in 1490
IBD genes from Disgenet [1], 358 IBD genes from Malacards [2] and 323 IBD genes from Phenopedia [3].
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