Supplementary Table S1
[bookmark: _GoBack]Sequencing quality and assembly metrics of the two Pseudomonas aeruginosa isolates.
	Parameter
	SRR36105565
	SRR36105564

	Total reads
	1,350,500
	121,177

	Total bases
	6,868,309,526 bp
	741,264,215 bp

	Average read length
	5,082.2 bp
	6,117.2 bp

	Maximum read length
	483,923 bp
	135,792 bp

	N50
	8,103 bp
	15,398 bp

	Q20 reads
	91.43%
	92.13%

	Q30 reads
	84.24%
	85.58%

	GC content
	64.39%
	64.95%

	Genome coverage
	96%
	97.53%

	Mean depth
	752×
	100×

	Mean base quality
	Q39.3
	Q40

	Mean mapping quality
	58.3
	58.7



