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	ko01100
	Metabolic pathways
	63
	5
	58
	117
	748
	1637
	1.178425
	0.281304
	0.79569

	ko01130
	Biosynthesis of antibiotics
	25
	3
	22
	117
	234
	1637
	1.494813
	0.063585
	0.262289

	ko01110
	Biosynthesis of secondary metabolites
	25
	3
	22
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	320
	1637
	1.093082
	0.618427
	1

	ko01120
	Microbial metabolism in diverse environments
	18
	3
	15
	117
	261
	1637
	0.964928
	1
	1

	ko02010
	ABC transporters
	15
	0
	15
	117
	193
	1637
	1.087419
	0.655322
	1

	ko00920
	Sulfur metabolism
	12
	0
	12
	117
	33
	1637
	5.087801
	4.25E-06
	0.000421

	ko00230
	Purine metabolism
	11
	0
	11
	117
	87
	1637
	1.769034
	0.060862
	0.261972

	ko01200
	Carbon metabolism
	10
	2
	8
	117
	130
	1637
	1.076266
	0.683205
	1

	ko00190
	Oxidative phosphorylation
	8
	0
	8
	117
	40
	1637
	2.798291
	0.006746
	0.074201

	ko00071
	Fatty acid degradation
	6
	4
	2
	117
	16
	1637
	5.246795
	0.000447
	0.014742

	ko00250
	Alanine, aspartate and glutamate metabolism
	6
	1
	5
	117
	31
	1637
	2.708023
	0.017499
	0.14437

	ko00380
	Tryptophan metabolism
	5
	2
	3
	117
	10
	1637
	6.995726
	0.000232
	0.011492

	ko01212
	Fatty acid metabolism
	5
	4
	1
	117
	23
	1637
	3.04162
	0.015194
	0.136749

	ko02040
	Flagellar assembly
	5
	1
	4
	117
	39
	1637
	1.793776
	0.136721
	0.466737

	ko00260
	Glycine, serine and threonine metabolism
	5
	0
	5
	117
	40
	1637
	1.748932
	0.14997
	0.494901

	ko03070
	Bacterial secretion system
	5
	0
	5
	117
	47
	1637
	1.488452
	0.26156
	0.7616

	ko00240
	Pyrimidine metabolism
	5
	1
	4
	117
	64
	1637
	1.093082
	0.63557
	1

	ko00280
	Valine, leucine and isoleucine degradation
	4
	3
	1
	117
	12
	1637
	4.663818
	0.004184
	0.05178

	ko00310
	Lysine degradation
	4
	2
	2
	117
	14
	1637
	3.997558
	0.008011
	0.079307

	ko00550
	Peptidoglycan biosynthesis
	4
	0
	4
	117
	22
	1637
	2.543901
	0.047566
	0.247844

	ko02025
	Biofilm formation
	4
	0
	4
	117
	23
	1637
	2.433296
	0.055997
	0.277187

	ko05111
	Biofilm formation
	4
	0
	4
	117
	36
	1637
	1.554606
	0.248022
	0.767317

	ko01230
	Biosynthesis of amino acids
	4
	0
	4
	117
	130
	1637
	0.430506
	1
	1

	ko02020
	Two-component system
	4
	0
	4
	117
	157
	1637
	0.35647
	1
	1

	ko00281
	Geraniol degradation
	3
	3
	0
	117
	4
	1637
	10.49359
	0.000478
	0.011827

	ko00362
	Benzoate degradation
	3
	3
	0
	117
	7
	1637
	5.996337
	0.003759
	0.053166

	ko00410
	beta-Alanine metabolism
	3
	2
	1
	117
	12
	1637
	3.497863
	0.02431
	0.160449

	ko00564
	Glycerophospholipid metabolism
	3
	0
	3
	117
	29
	1637
	1.447392
	0.322079
	0.861779

	ko00650
	Butanoate metabolism
	3
	2
	1
	117
	38
	1637
	1.104588
	0.590413
	1

	ko00640
	Propanoate metabolism
	3
	2
	1
	117
	46
	1637
	0.912486
	1
	1

	ko00630
	Glyoxylate and dicarboxylate metabolism
	3
	0
	3
	117
	47
	1637
	0.893071
	1
	1

	ko02060
	Phosphotransferase system (PTS)
	3
	0
	3
	117
	61
	1637
	0.688104
	1
	1



