1 NPHP1

The nephronophthisis 1 (juvenile) together with BCAR1 it may play a role in the control of epithelial
cell polarity. Involved in the organization of apical junctions in kidney cells together with NPHP4 and
RPGRIP1L/NPHPS (By similarity). Does not seem to be strictly required for ciliogenesis (By similarity).
Seems to help to recruit PTK2B/PYK2 to cell matrix adhesions, thereby initiating phosphorylation of
PTK2B/PYK2 and PTK2B/PYK2-dependent signaling. May play a role in the regulation of intraflag-
ellar transport (IFT) during cilia assembly. Required for normal retina development. In connecting
photoreceptor cilia influences the movement of some IFT proteins such as IFT88 and WDR19. Involved
in spermatogenesis (By similarity). (Source: Uniprot)
Slightly upregulated in bat during the first 3 hours of Marburg virus infection.

Figure 1: IGV Genome Browser screenshot of gene NPHP1.
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Figure 2: Sashimi plot of gene NPHP1.
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Figure 4: IGV Genome Browser screenshot of gene NPHP1, zoom of the left side.
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Figure 5: IGV Genome Browser screenshot of gene NPHP1, zoom of the right side.
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