
Figure S1. Sequence analysis of the SUMOylation site conservation around lysine 83 of 

stanniocalcin-1 proteins from 24 different species. Homo sapiens (human) sequence was used as 

an input in the PSI-BLAST data base. After 5 subsequent submissions, excluding hypothetical, 

synthetic and some predicted sequences, these 24 sequences were used for an alignment using the 

COBALT platform (NCBI). COBALT program constructed a phylogenetic tree using the Fast 

Minimum Distance method, with a 0.85 maximum sequence difference and the Kimura (protein) 

distance.  The 24 sequences were analyzed at the position 83, looking for the conservation of the 

SUMOylation site in the species. We identified that the site first appears in tetrapodes. We 

correlated here the fact that before tetrapodes (where there are no SUMOylation site at position 83), 

with the fact that the stanniocalcin-1 function was limited for calcium homeostasis in bony fish but 

in tetrapoda several new functions have been described.  
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