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	GO:0070814
	hydrogen sulfide biosynthetic process
	biological_process
	6
	0
	6
	217
	6
	3976
	18.32258
	2.59E-06
	0.001575

	GO:0015419
	sulfate transmembrane-transporting ATPase activity
	molecular_function
	5
	0
	5
	217
	5
	3976
	18.32258
	1.42E-05
	0.004311

	GO:1902358
	sulfate transmembrane transport
	biological_process
	5
	0
	5
	217
	7
	3976
	13.08756
	4.80E-05
	0.009753

	GO:0008272
	sulfate transport
	biological_process
	5
	0
	5
	217
	7
	3976
	13.08756
	4.80E-05
	0.009753

	GO:0042773
	ATP synthesis coupled electron transport
	biological_process
	4
	0
	4
	217
	6
	3976
	12.21505
	0.000264
	0.01605

	GO:0044205
	'de novo' UMP biosynthetic process
	biological_process
	4
	1
	3
	217
	7
	3976
	10.47005
	0.000432
	0.020259

	GO:0006635
	fatty acid beta-oxidation
	biological_process
	4
	4
	0
	217
	7
	3976
	10.47005
	0.000432
	0.020259

	GO:0006189
	de novo' IMP biosynthetic process
	biological_process
	6
	0
	6
	217
	12
	3976
	9.16129
	5.76E-05
	0.005847

	GO:0019344
	cysteine biosynthetic process
	biological_process
	4
	0
	4
	217
	8
	3976
	9.16129
	0.000673
	0.027312

	GO:0000103
	sulfate assimilation
	biological_process
	5
	0
	5
	217
	10
	3976
	9.16129
	0.000196
	0.013255

	GO:0045272
	plasma membrane respiratory chain complex I
	cellular_component
	6
	0
	6
	217
	13
	3976
	8.456576
	8.46E-05
	0.007364

	GO:0030964
	NADH dehydrogenase complex
	cellular_component
	6
	0
	6
	217
	14
	3976
	7.852535
	0.000121
	0.009232

	GO:0006790
	sulfur compound metabolic process
	biological_process
	5
	0
	5
	217
	12
	3976
	7.634409
	0.000415
	0.021067

	GO:0048038
	quinone binding
	molecular_function
	7
	0
	7
	217
	17
	3976
	7.544592
	5.02E-05
	0.006114

	GO:0006207
	'de novo' pyrimidine nucleobase biosynthetic process
	biological_process
	4
	0
	4
	217
	10
	3976
	7.329032
	0.001439
	0.051538

	GO:0006221
	pyrimidine nucleotide biosynthetic process
	biological_process
	4
	1
	3
	217
	10
	3976
	7.329032
	0.001439
	0.051538

	GO:0006164
	purine nucleotide biosynthetic process
	biological_process
	6
	0
	6
	217
	17
	3976
	6.466793
	0.000315
	0.017421

	GO:0000271
	polysaccharide biosynthetic process
	biological_process
	4
	0
	4
	217
	12
	3976
	6.107527
	0.002718
	0.078816

	GO:0008137
	NADH dehydrogenase (ubiquinone) activity
	molecular_function
	5
	0
	5
	217
	15
	3976
	6.107527
	0.001061
	0.040382

	GO:0046336
	ethanolamine catabolic process
	biological_process
	5
	0
	5
	217
	18
	3976
	5.089606
	0.002302
	0.070094

	GO:0020037
	heme binding
	molecular_function
	7
	1
	6
	217
	32
	3976
	4.008065
	0.001781
	0.057095

	GO:0009060
	aerobic respiration
	biological_process
	5
	0
	5
	217
	23
	3976
	3.98317
	0.006507
	0.180117

	GO:0055072
	iron ion homeostasis
	biological_process
	4
	0
	4
	217
	20
	3976
	3.664516
	0.016526
	0.372761

	GO:0003954
	NADH dehydrogenase activity
	molecular_function
	6
	0
	6
	217
	32
	3976
	3.435484
	0.007078
	0.187401

	GO:0015171
	amino acid transmembrane transporter activity
	molecular_function
	4
	0
	4
	217
	22
	3976
	3.331378
	0.023052
	0.501379

	GO:0006631
	fatty acid metabolic process
	biological_process
	5
	4
	1
	217
	28
	3976
	3.271889
	0.014774
	0.346064

	GO:0009288
	bacterial-type flagellum
	cellular_component
	4
	1
	3
	217
	26
	3976
	2.818859
	0.040919
	0.803864

	GO:0009252
	peptidoglycan biosynthetic process
	biological_process
	7
	0
	7
	217
	46
	3976
	2.788219
	0.012693
	0.322084

	GO:0003333
	amino acid transmembrane transport
	biological_process
	5
	0
	5
	217
	35
	3976
	2.617512
	0.036354
	0.763444

	GO:0015297
	antiporter activity
	molecular_function
	5
	0
	5
	217
	39
	3976
	2.349049
	0.055345
	1

	GO:0071973
	bacterial-type flagellum-dependent cell motility
	biological_process
	4
	1
	3
	217
	33
	3976
	2.220919
	0.089977
	1

	GO:0008360
	regulation of cell shape
	biological_process
	6
	0
	6
	217
	51
	3976
	2.155598
	0.059278
	1

	GO:0006865
	amino acid transport
	biological_process
	8
	0
	8
	217
	69
	3976
	2.124357
	0.03865
	0.784591

	GO:0015992
	proton transport
	biological_process
	4
	0
	4
	217
	36
	3976
	2.035842
	0.118501
	1

	GO:0006979
	response to oxidative stress
	biological_process
	5
	0
	5
	217
	45
	3976
	2.035842
	0.094456
	1

	GO:0005198
	structural molecule activity
	molecular_function
	4
	0
	4
	217
	37
	3976
	1.98082
	0.129028
	1

	GO:0005506
	iron ion binding
	molecular_function
	6
	0
	6
	217
	56
	3976
	1.963134
	0.087538
	1

	GO:0009408
	response to heat
	biological_process
	5
	0
	5
	217
	47
	3976
	1.949211
	0.110506
	1

	GO:0005215
	transporter activity
	molecular_function
	16
	0
	16
	217
	152
	3976
	1.928693
	0.013959
	0.340051

	GO:0071555
	cell wall organization
	biological_process
	7
	0
	7
	217
	67
	3976
	1.914299
	0.079885
	1

	GO:0016746
	transferase activity, transferring acyl groups
	molecular_function
	6
	1
	5
	217
	64
	3976
	1.717742
	0.148415
	1

	GO:0050660
	flavin adenine dinucleotide binding
	molecular_function
	6
	1
	5
	217
	65
	3976
	1.691315
	0.157419
	1

	GO:0005575
	cellular_component
	cellular_component
	14
	0
	14
	217
	157
	3976
	1.633861
	0.0686
	1

	GO:0006811
	ion transport
	biological_process
	9
	1
	8
	217
	101
	3976
	1.632705
	0.124582
	1

	GO:0016779
	nucleotidyltransferase activity
	molecular_function
	4
	0
	4
	217
	46
	3976
	1.593268
	0.245808
	1

	GO:0016853
	isomerase activity
	molecular_function
	8
	2
	6
	217
	95
	3976
	1.542954
	0.18064
	1

	GO:0051301
	cell division
	biological_process
	5
	0
	5
	217
	60
	3976
	1.526882
	0.252034
	1

	GO:0016874
	ligase activity
	molecular_function
	7
	1
	6
	217
	85
	3976
	1.508918
	0.217878
	1

	GO:0003674
	molecular_function
	molecular_function
	18
	0
	18
	217
	219
	3976
	1.505966
	0.083534
	1

	GO:0005887
	integral component of plasma membrane
	cellular_component
	23
	0
	23
	217
	283
	3976
	1.489114
	0.061113
	1

	GO:0016491
	oxidoreductase activity
	molecular_function
	28
	4
	24
	217
	353
	3976
	1.453349
	0.053671
	1

	GO:0016757
	transferase activity, transferring glycosyl groups
	molecular_function
	4
	0
	4
	217
	52
	3976
	1.409429
	0.343372
	1

	GO:0003824
	catalytic activity
	molecular_function
	33
	4
	29
	217
	434
	3976
	1.393192
	0.062254
	1

	GO:0030288
	outer membrane-bounded periplasmic space
	cellular_component
	10
	1
	9
	217
	133
	3976
	1.377638
	0.2559
	1

	GO:0055085
	transmembrane transport
	biological_process
	16
	1
	15
	217
	213
	3976
	1.376344
	0.180815
	1

	GO:0008150
	biological_process
	biological_process
	15
	0
	15
	217
	202
	3976
	1.360588
	0.205221
	1

	GO:0006629
	lipid metabolic process
	biological_process
	5
	4
	1
	217
	69
	3976
	1.327723
	0.384076
	1

	GO:0042597
	periplasmic space
	cellular_component
	12
	1
	11
	217
	169
	3976
	1.301012
	0.302176
	1

	GO:0055114
	oxidation-reduction process
	biological_process
	29
	4
	25
	217
	414
	3976
	1.283466
	0.170133
	1

	GO:0016829
	lyase activity
	molecular_function
	10
	2
	8
	217
	144
	3976
	1.272401
	0.361917
	1

	GO:0006810
	transport
	biological_process
	44
	1
	43
	217
	637
	3976
	1.26561
	0.119534
	1

	GO:0030170
	pyridoxal phosphate binding
	molecular_function
	4
	0
	4
	217
	58
	3976
	1.263626
	0.453168
	1

	GO:0051539
	4 iron, 4 sulfur cluster binding
	molecular_function
	7
	0
	7
	217
	105
	3976
	1.221505
	0.4624
	1

	GO:0043565
	sequence-specific DNA binding
	molecular_function
	5
	0
	5
	217
	77
	3976
	1.189778
	0.518789
	1

	GO:0009103
	lipopolysaccharide biosynthetic process
	biological_process
	4
	0
	4
	217
	64
	3976
	1.145161
	0.571529
	1

	GO:0008652
	cellular amino acid biosynthetic process
	biological_process
	6
	1
	5
	217
	96
	3976
	1.145161
	0.5695
	1

	GO:0005886
	plasma membrane
	cellular_component
	62
	1
	61
	217
	993
	3976
	1.144008
	0.276907
	1

	GO:0000287
	magnesium ion binding
	molecular_function
	11
	0
	11
	217
	177
	3976
	1.138691
	0.549952
	1

	GO:0016887
	ATPase activity
	molecular_function
	6
	0
	6
	217
	97
	3976
	1.133356
	0.585915
	1

	GO:0005524
	ATP binding
	molecular_function
	26
	1
	25
	217
	431
	3976
	1.105306
	0.5415
	1

	GO:0016021
	integral component of membrane
	cellular_component
	52
	2
	50
	217
	863
	3976
	1.104026
	0.441647
	1

	GO:0016740
	transferase activity
	molecular_function
	33
	1
	32
	217
	551
	3976
	1.09736
	0.535522
	1

	GO:0005737
	cytoplasm
	cellular_component
	44
	5
	39
	217
	759
	3976
	1.062179
	0.632046
	1

	GO:0006508
	proteolysis
	biological_process
	6
	0
	6
	217
	104
	3976
	1.057072
	0.703216
	1

	GO:0016020
	membrane
	cellular_component
	65
	2
	63
	217
	1146
	3976
	1.039239
	0.706421
	1

	GO:0003676
	nucleic acid binding
	molecular_function
	4
	0
	4
	217
	71
	3976
	1.032258
	0.715443
	1

	GO:0051536
	iron-sulfur cluster binding
	molecular_function
	7
	0
	7
	217
	125
	3976
	1.026065
	0.76675
	1



