
 

 

Supplementary information, Figure S5 Structure-based sequence alignment of the α2-α3 

segment of DrMEC-17 with the equivalent regions of the representative acetyltransferases of 

the GNAT and MYST families.  

The alignment was performed with the Dali server [16] and modified according to 

superposition of the structures onto the DrMEC-17/acetyl-CoA structure based on the core 

region. The PDB codes of the structures used in the alignment are as follows: TtGcn5 (1QSR), 

ScGcn5 (1YGH), HsPCAF (1CM0), ScHAT1 (1BOB), OaAANAT (1CJW), HsMOF (3QAH), 

HsMYST3 (2OZU), HsTip60 (2OU2), and ScEsa1 (1FY7). The abbreviations for the species 

are as follows: Dr, Danio rerio; Tt, Tetrahymena thermophila; Hs, Homo sapiens; Sc, 

Saccharomyces cerevisiae; Oa, Ovis aries. The secondary structure elements of DrMEC-17 

are marked above the alignment. The positions of the conserved Gln, Leu, and Ile on the 

α2-α3 loop of DrMEC-17 are marked with red stars. 

 

 

 

 

 


