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Table S1. Purification of recombinant NGAseA.
	Purification method
	Total activity
(U)
	Total protein
(mg)
	Specific activity (U/mg)
	Purification (fold)
	Recovery yield (%)

	Crude enzyme
	16048.18
	59.4
	270.17
	0
	100

	Ni–NTA resin
	12613.87
	33.7
	373.29
	1.39
	78.6
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Figure S1. Phylogenetic relationships between NAGaseA and other bacterial GH20 NAGases. The phylogenetic tree was constructed by the neighbor-joining algorithm based on the amino acid sequence alignment in MEGA 7.0. 
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Figure S2. Partial amino acid sequences and structures alignments of NAGaseA with other GH20 NAGases. Similar sequences are marked by pentagrams and identical sequences are highlighted in red and yellow. Sequences are shown as follows: BAA92145: NAGase from Aeromonas sp. 10S-24 (accession no. BAA92145); CmNAGase: the GlcNAcase from Streptomyces coelicolor A3(2); NHZ74170: the NAGase from Microbacterium sp. HJ5; OIN60453: the NAGase from Vibrio harveyi; MBK22148: the NAGase from Serratia marcescens.
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Chitinibacter sp. GCT2,(WP157314022.1)

Chitinibacter fontanus (WP180307904.1)
Chitinibacter sp. ZOR0017,(WP047394852.1)
Chitinibacter sp. 2T18,(WP179357007.1)
Deefgea sp. DIT,(WP173532211.1)
Jeongeupia sp. USM3,(WP070527884.1)

Aeromonas sp. 103-24,(BAA92145.1)
Andreprevotia chitinilytica,(WP035057306.1 )

Andreprevotia sp. IGB-42,(WP047394852.1)
Janthinobacterium sp. B9-8,(WP046350435.1)
Todobacter sp. HIIR3,(WP125975667.1)
Sorangium cellulosum,(KYF10065.1)

Serratia marcescens,(1QBA)

Vibrio harveyi(6EZR)

Bacteroides thetaiotaomicron,(6Q63)

Akkermansia muciniphila ATCC BAA-835,(TCBN)

Flavobacterium johnsoniae UW101,(6YHH)
Microbacterium sp. HI5 (TBWG)

Streptomyces coelicolor,(4CTD)
Streptomyces plicatus (LHP4)

Ostrinia furnacalis,(ANSM)
Ostrinia furnacalis,(3S6T)
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