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Additional file 4. Requena-Ramírez et al. 
Figure S2. Protein alignment of XAT-7Hch predicted protein in H290 accession of H. chilense and GDSL esterase/lipase- like proteins of different species (organism column), as shown by the ncbi BLASTp MSA viewer (Multiple sequence alignment, vs 1.18.1). 
Identical residues are shown as dots. The Gly residue at position 75 (Cys in XAT-7Hch_H290) is conserved in all proteins. 




