Phylogenomic evolutionary surveys of subtilase superfamily genes in fungi
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[bookmark: OLE_LINK82]Supplementary Fig. S1:Domain architectures of each clades identified by CLANS.
The conserved motifs were predicted with the MEME tool. Additional domains were detected with InterProScan. *, no conserved motif was identified from the sequences of new2 and new4 groups because there are only 8 and 9 sequences were classified in these two groups, respectively.
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