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Figure S 4 — Multiple sequence alignment of Crel homologues
Multiple sequence alignment of 7. reesei Crel, Crel-96 and Crel homologues of A. nidulans, A. niger, N. crassa, T. atroviride, T. virens and S.
cerevisiae was conducted using Clustal Omega (http://www.ebi.ac.uk/Tools/msa/clustalo/). Protein sequences were retrieved from respective

genome databases. The alignment revealed conserved amino acids and protein domains based on sequence similarities.



