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Functional exploration of co-expression networks identifies a nexus for modulating protein and citric acid titres in Aspergillus niger submerged culture
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Supplementary File 3: Conservation between yeast GEF and GAP domains with predicted A. niger Age1, Sec7, and Gea2 proteins. S. cerevisiae domains were retrieved from the Saccharomyces genome database, whereas A. niger ORF sequences were downloaded from the Ensembl database. Pairwise alignments were performed with JalView Version 2 using default parameters. Total sequence conservation for A. niger Age1 (A), Sec7 (B), and Gea2 (C) and respective yeast domains was 51.8%, 55.5%, and 38.2%, respectively
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