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Figure S1. qPCR analysis of MAGED2 expression in murine embryonal tissue at the indicated embryonic stages and discriminated between male and female.













[image: ] Figure S2. Analysis of the phosphoproteomic data concerning differences in the phosphorylation networks between control and hp cells obtained from PHONEMeS1. The red-bordered square nodes represent significantly perturbed phospho-sites. Green-filled and yellow-filled nodes both represent proteins that are found in both networks, whereas the yellow-filled nodes have different phosphorylation sites. Considerable network rewiring can be observed. 
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Figure S3. Western Blot analysis of pAQP2 in mpkCCD cells after short-term treatment with 1 nM dDAVP for 30 minutes. A long-term treatment of 72 hours and a subsequent starvation without dDAVP for 6 hours preceded this procedure to gain sufficient protein levels of total AQP2. For the quantification the pAQP2 signals were normalized with their corresponding unphosphorylated signal and illustrated as a scatter plot of the mean of the logarithmic relation of treated sample to untreated sample and the SD (N=4; one‐way ANOVA, Dunnett's multiple comparison test).
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Figure S4. Scnn1b mRNA expression in mpkCCD cells after 72 hours of dDAVP treatment (n=3; one‐way ANOVA, Dunnett's multiple comparison test).
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Figure S5. Avpr2 mRNA expression in mpkCCD cells after 72 hours of dDAVP treatment (n=3; one‐way ANOVA, Dunnett's multiple comparison test).
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Figure S6. Uncropped blots used for the figures. The red box illustrates the chosen section in the main figure.
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