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Fig. S1. Peptide alignment of recombinant Af293 aspartic protease of Aspergillus fumigatus; (1) Amino acid sequence of aspartic protease from Aspergillopepesin-1 (pepA), (2) Amino acid sequence of recombinant aspartic protease from Aspergillus fumigatus (This study). The peptides obtained a 73.04% sequence similarity with the reported Aspergillopepsin-1 aspartic protease (Aspergillus fumigatus CBS 101355). The missing amino acid sequence are marked in red color, and a boxed D (102,284) active residue in brown color. 
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[bookmark: _Toc73384975]Fig. S2. The standard curve generated for determining the kinetic parameters of the aspartic protease from A. fumigatus Af293-ap.


Table S1 Primer sequence used for the PCR assay
	Gene
	Direction
	Sequence (5’-3’)

	Af293-ap 1
	F
	TTGTCTGCCTCCCAATCTTC

	
	R
	CTCCGTTACCAACACCGTATC

	Af293-ap 2
	F
	CCAGTTGTTCAGCCAAGAAAG

	
	R
	CACCGTATCCATCAGCAGTAAG

	Af293-ap 3
	F
	CTGATGGATACGGTGTTGGTAA

	
	R
	CCAATCTAGGACCTTGGGAATC

	Af293-ap 4
	F
	CCGGTTCTGCTGTTACTACTC

	
	R
	GCCAATCCCAACAAACCATC

	Af293-ap 5
	F
	GGTGATGGTTCTTCTGCTTCT

	
	R
	CAGTATCAGCGATACCGGAAAT
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Table S2 Kinetic profiling of the recombinant aspartic protease A. fumigatus Af293
	Kinetic parameters
	Values

	Total activity (U/mL)
	1009 ± 36.6

	Specific activity (U/mg)
	8408.9 ± 305.6

	Km (mg/mL)
	2.0

	Vmax (µmoL/min/mg)
	765.3

	Kcat (/s)
	573.9

	Kcat/Km (mL/s/mg)
	285.9

	T50 (°C)
	65
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