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A - 335 Danio rerio orthologous genes - GO Biological Process GeneRIF Predicted Z-score



B - 335 Danio rerio orthologous genes - Phenotype GeneRIF Predicted Z-score



GO biological process / 
Disease

Raw p-value Adj. p-value Genes

visual perception 

(GO:0007601) 1.5E-04 1.9E-01

ABCA4, CRYBA2, CYP4V2, IMPG1, 
LRIT3, NRL, PRPH2, PDE6B, RLBP1, 

RHO, WFS1

retinitis pigmentosa

Database

DAVID

ClinVar 2019 3.5E-5 9.2E-4 PRPH2, ABCA4, SAG, RHO, NRL,  
PDE6B, RLBP1

retinitis pigmentosa OMIM 3.8E-4 8.7E-3 ABCA4, SAG, RHO, NRL, PDE6B, 

C - 243 Homo sapiens orthologous genes

Table S1
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