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Supplementary Figure legends  

Figure S1.Changes in SUMO-conjugation upon stress conditions. Coomassie 

staining corresponding to Fig. 3 serves as loading control.  

 

Figure S2. Endogenous SUMO conjugated to targets changes upon heat stress. 

Mixed population of wild-type C. elegans were heat shocked for 15 min at 33°C. A 

portion of non-heat shocked worms of the same mixed population serves as baseline 

for SUMO-conjugated targets (-). Heat-shocked worms were allowed to recover at 

20°C. Samples during recovery time were collected at indicated time-points. Total 

protein lysate was separated by SDS-PAGE and immunodecorated with anti-SUMO 

antibody (left). Amido black staining serves as loading control (right).     

 

Figure S3. Purification strategy. (A) Schema of purification steps from RU86 strain 

and wild-type worms. (B) Purification of GFP-SUMO (see also Methods „SUMO 

conjugate purification”) and analysis by western blot using anti-GFP antibody. SUMO-

GFP and wild-type worms were processed in parallel.   

 

Figure S4. Comparison of biological replicates upon arsenite and UV treatment. 

Analysis of correlation coeffiencency between biological replicates. Correlation 

coeffiencency is given for each comparison in the upper left corner of each graph. 

 

Figure S5. Comparison of biological replicates and overlap of identified 

proteins. (A) Analysis of correlation coeffiencency between biological replicates upon 

heat shock. Correlation coeffiencency is given for each comparison in the upper left 
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corner of each graph. (B) Venn diagrams showing overlap in identified sumoylated 

proteins among the biological replicates within each experimental condition. 

 

Figure S6. Validation of SUMO targets. Total worm lysate and/ or elution of the 

purification of GFP-tagged SUMO was analysed by western blot and decorated with 

specific antibodies.  

 

Figure S7. Gene ontology (GO) analysis. (A-D) Terms were considered as enriched 

when corrected p-Value (Benjamini-Hochberg) was <0.05. Numbers on the bar charts 

indicate the number of proteins within each enriched term. (A-C) Ontologizer software 

was used to analyse GO-term enrichment within all purified SUMO-conjugated protein 

(see also Table S2) and compared to entire proteome of C. elegans. (D) KEGG-

pathway analysis using DAVID functional annotation tool.    

 

Figure S8. Screenshots of the webpage. (A) Main page of the sumobase.mslab-

ibb.pl web server. (B) Example of output from a protein entry. 

 

Figure S9. Evolutionary history of SUMO proteins. (A) Alignment of C. elegans 

SUMO, S. cerevisiae SMT3, H. sapiens SUMO1 and SUMO2. (B). Bootstrap 

consensus tree inferred from 2000 replicates. Branches corresponding to partitions 

reproduced in less than 50% bootstrap replicates are collapsed. The percentage of 

replicate trees in which the associated taxa clustered together in the bootstrap test 

(2000 replicates) are shown next to the branches. 
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Supplementary Table legends  

Table S1. Proteins identified in N2 worms after purification. List of proteins 

identified in control purifications from wild-type N2 worms. Each protein identified with 

at least two peptides, FDR below 1%. 

 

Table S2. SUMO-conjugated proteins identified in normal and stress conditions. 

List of SUMO-conjugated proteins identified in this study. Proteins were considered as 

SUMOylated if they were identified in at least 3 independent experiments, each protein 

identified with at least two peptides, FDR below 1% and not present in any of the 

control purifications from wild-type N2 worms or present with raw intensity greater than 

10 times than in control purifications. 

 

Table S3: SUMO-conjugated proteins differentially identified in stress condition. 

List of differential SUMO-conjugated proteins identified in this study. For a protein to 

be included in the differential list, it had to be identified in at least 2 out of 3 replicates 

in one condition and in none of the compared condition. 

 

Table S4: Identified and predicted SUMO conjugates present in the SUMObase 

database. Lists of identified and predicted SUMO targets in Caenorhabditis elegans, 

Homo sapiens, Mus musculus, Xenopus laevis, Drosophila melanogaster, Arabidopsis 

thaliana and Saccaromyces cerevisiae. 
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