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Supplementary Figure 1
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Supplementary Figure 1: Example of image evaluation of a nitrogen starved (A) and ammonium supplemented
(B) Synechocystis cell. The fluorescents intensities of every pixel in a linear region of interest (ROI) across the
cell were determined. The maximum gray value of the plasma membrane (PM) was subtracted from the average
gray value of the cytoplasm (A Fluorescence intensity). (C) shows the final representation of the A Fluorescence
intensity values. Values < 0 indicate a stronger cytoplasmic localized signal, while values > 0 show a stronger
plasma membrane association.
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Supplementary Figure 2

Nitrate growth conditions
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Supplementary Figure 2: Scatterplot of quantified proteins from two independent replicates at nitrate growth
conditions (17.5 mM). Left: Log. transformed LFQ protein ratios (Pu/control pull down experiment) are plotted
against the logio transformed sum of protein intensities. Significant outliers in Py pull down experiments
(p value=0.01) are indicated in red. Right: Heat map representation of the P-specific enrichment of nitrogen
metabolism related proteins. Log. transformed LFQ protein ratios are color coded with stars indicating
significance. Proteins with missing LFQ ratios, detected exclusively in the Py but not in the control pull down,
are displayed by red/grey stripes.



Supplementary Figure 3

Urea growth conditions
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Supplementary Figure 3: Scatterplot of quantified proteins from two independent replicates at urea growth
conditions (5 mM). Left: Log, transformed LFQ protein ratios (Pu/control pull down experiment) are plotted
against the logyo transformed sum of protein intensities. Significant outliers in Py pull down experiments
(p value=0.01) are indicated in red. Right: Heat map representation of the P-specific enrichment of nitrogen
metabolism related proteins. Log. transformed LFQ protein ratios are color coded with stars indicating
significance. Proteins with missing LFQ ratios, detected exclusively in the Py, but not in the control pull down,
are displayed by red/grey stripes, and n.d. indicates no detection in the Py, and control pull down.



