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Fig. S1. Schematic representation of the gene replacement of admA and admB with pyrG and pyrG loop-out (A) and the gene complementation of admA and admB (B). The thick arrow represents the admA or admB ORF and the box filled with sparse dots represents pyrG as a selectable marker. The gray boxes represent 2 kb upstream and downstream regions of their ORFs and the box filled with dense dots represents 1.5 kb upstream region of its ORF. 

Fig. S2. Schematic representation of the gene replacement of ligD with ptrA (A) and complementation of ligD and pyrG (B). The thick arrow represents the ligD ORF. The box filled with back slashes represents ptrA and the box filled with sparse dots represents pyrG as a selectable marker. The gray boxes represent 4 kb upstream and 2 kb downstream regions of the ligD ORF and the box filled with dense dots represents 1 kb upstream region of the ligD ORF. 

Fig. S3. Deduced amino acid sequence alignment of Aspergillus oryzae and reported fungal ADAMs. The multiple sequence alignment was performed with ClustalW2. The box with the dotted line represents protease domain and the box with the straight line represents disintegrin domain. These domains were predicted with PROSITE (http://prosite.expasy.org). The consensus sequence for zinc-binding site of protease domain is shown. Fungal ADAMs are shown as follows: AoAdmA and AoAdmB, Aspergillus oryzae AdmA and AdmB; AfADM-A and AfADM-B, Aspergillus fumigatus ADM-A and ADM-B; Mde10, Schizosaccharomyces pombe ADAM; PcADAM, Pneumocystis carinii ADAM.

Fig. S4. Confirmation of gene deletion in the constructed ∆admA, ∆admB, and ∆admA∆admB strains. (A, C, E) Schematic representations of the admA (A), admB (C), and ligD (E) gene loci in each strain Aspergillus oryzae. Restriction sites and hybridization positions of the probes are indicated schematically. (B, D, F) Southern blot analysis of the strains. The lanes contain restriction digested genomic DNA of the WT (lane 1), ∆pyrG∆ligD (lane 2), Deletion-control (lane 3), ∆admA∆admB (lane 4), ∆admA (lane 5), ∆admB (lane 6), ∆admA[admA+] (lane 7), ∆admB[admB+] (lane 8), ∆admA∆admB[admA+] (lane 9), and ∆admA∆admB[admB+] (lane 10). Panel B shows the results of the analysis using admA probe after digestion of the genomic DNA with SacI. Panel D shows the results of the analysis using admB probe after digestion of the genomic DNA with KpnI. Panel F shows the results of the analysis using ligD probe after digestion of the genomic DNA with XbaI. 

Table S1.  Dry weight, hexose content and hexosamine content of each fraction from conidial cell wall of Deletion-control, ∆admA∆admB, ∆admA and ∆admB.

Table S2.  Monosaccharide contents of AI fraction from conidial cell wall of Deletion-control, ∆admA∆admB, ∆admA and ∆admB.
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