Table S1. Comparison of metabolic reconstruction created up to date
	Organism
	Genes
	KEGG

Metabolic Genes
	Model

Genes (% of KEGG)
	Model Metabolites
	Model Reactions
	Reference

	Pseudomonas putida
	5446
	1253
	815 (65.0)
	884
	877
	This work

	Bacillus subtilis
	4225
	1008
	614 (60.9)
	637
	754
	[1]

	Escherichia coli
	4405
	1322
	904 (68.3)
	625
	931
	[2]

	Geobacter sulfurreducens
	3530
	692
	588 (84.9)
	541
	523
	[3]

	Haemophilus influenzae
	1775
	578
	400 (69.2)
	451
	461
	[4]

	Helicobacter pylori
	1632
	374
	341 (91.1)
	485
	476
	[5]

	Lactococcus lactis
	2310
	579
	358 (61.8)
	422
	621
	[6]

	Lactobacillus plantarum
	3064
	817
	721 (88.2)
	531
	643
	[7]

	Mannheimia succinici-producens
	2463
	711
	335 (47.1)
	352
	373
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[8]


	Mycobacterium tuberculosis
	4039
	988
	726 (73.4)
	739
	849
	[9]

	Pseudomonas aeruginosa
	5649
	1374
	1056 (76.8)
	883
	760
	[10]

	Staphylococcus aureus
	2702
	737
	619 (83.9)
	571
	641
	[11]

	Streptomyces coelicolor
	8042
	1210
	700 (57.8)
	500
	700
	[12]
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