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Supplementary Table legends 

 

Table S1. Quality and performance of the cell microarray screening approach. Raw data 

corresponding to the graphs shown in Figure 2b. Fluorescence intensities (II, log2 Integral Intensity) are 

provided for each of the 1728 spots of a well, which were used to generate the graphs in Figure 2b and to 

calculate the Pearson’s correlation coefficient. 

 

Table S2. A MAPPIT cell microarray screen identifies known and novel RNF41 interaction 

partners. Raw data corresponding to the graph depicted in Figure 3a. For each of the 14,816 screened 

ORF clones, this table contains the Integral Intensity (II, log2 transformed) and Particle Count (PC) 

values for each of the four unstimulated (NS) and leptin-stimulated (S) replicate spots, as well as the 

normalized Integral Intensity values (res) for each of the replicate spots which were used to calculate the 

q-values (II.rankprod.q) and the ratio of the median value of the Particle Count of stimulated versus 

unstimulated spots (PC.fold.change). 

 

Table S3. Identification of dexamethasone-modulated interactions with GR in a MAPPIT cell 

microarray screen. Raw data corresponding to the graph depicted in Figure 4a. Data is provided in the 

same format as described for Table S2. For identification of signals upregulated by treatment with 

dexamethasone, leptin-stimulated (NS) spots were compared with leptin and dexamethasone co-

stimulated (S) samples (first datasheet). For detection of downregulated signals, leptin and 

dexamethasone co-stimulated (NS) and leptin-stimulated (S) values were compared (second datasheet). 

 

Table S4. A MASPIT cell microarray screen detects tamoxifen target proteins. Raw data 

corresponding to the graph depicted in Figure 5a. Data is provided in the same format as described for 

Table S2, for leptin-stimulated (NS) and leptin and TMP-tamoxifen co-stimulated (S) replicate spots. 
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Table S5. A MASPIT cell microarray screen detects tamoxifen target proteins. Raw data 

corresponding to the graph depicted in Figure 6a. Data is provided in the same format as described for 

Table S2, for leptin-stimulated (NS) and leptin and TMP-reversine co-stimulated (S) replicate spots. 

 

 


