Table S1: Detailed genome assembly statistics, quality assessment, and completeness metrics of Bacillus sp. YE16
	Statistics without reference
	Bacillus sp. YE16

	# contigs
	450

	# contigs (>= 0 bp)
	450

	# contigs (>= 1000 bp)
	48

	# contigs (>= 5000 bp)
	23

	# contigs (>= 10000 bp)
	19

	# contigs (>= 25000 bp)
	15

	# contigs (>= 50000 bp)
	12

	Largest contig
	991981

	Total length
	4200901

	Total length (>= 0 bp)
	4200901

	Total length (>= 1000 bp)
	4041118

	Total length (>= 5000 bp)
	4002821

	Total length (>= 10000 bp)
	3965563

	Total length (>= 25000 bp)
	3898499

	Total length (>= 50000 bp)
	3798489

	N50
	574390

	N90
	59919

	auN
	583242

	L50
	3

	L90
	12

	GC (%)
	44.08

	Per base quality

	# N's per 100 kbp
	2.38

	# N's
	100

	CheckM data

	CheckM completeness (%)
	100

	CheckM contamination (%)
	0.02

	Coding Density (%)	
	87.4

	Average Gene Length (bp)
	284.7

	BUSCO

	Complete BUSCOs (C) 
	449

	Complete and single-copy BUSCOs (S) 
	448

	Complete and duplicated BUSCOs (D) 
	1

	Fragmented BUSCOs (F) 
	1

	Missing BUSCOs (M) 
	0

	BUSCO completeness (%)
	99.8



