Supplementary Table 6. Manual evaluation of 50 randomly selected significant correlations of phenotype and GO.

	Microbial Phenotype
	GO ID
	GO description
	GO type
	Šidák adjusted p-value
	Correlation type (corr.[+], anti-corr[-])
	Corroboration in literature
	References

	Gelatin hydrolysis
	GO:0006508
	proteolysis and peptidolysis
	P
	0.0393
	+
	Y
	[1]

	Colistin-Polymyxin susceptible
	GO:0005623
	cell
	C
	0.0025
	+
	Y
	*

	Cellobiose
	GO:0004553
	hydrolase activity, hydrolyzing O-glycosyl compounds
	F
	0.0146
	+
	Y
	[2]

	Motile
	GO:0042221
	response to chemical substance
	P
	3.84E-05
	+
	Y
	[3]

	Lipase
	GO:0009057
	macromolecule catabolism
	P
	0.0415
	+
	Y
	[4]

	Motile
	GO:0042330
	taxis
	P
	1.96E-09
	+
	Y
	*

	Glucose fermenter
	GO:0008643
	carbohydrate transport
	P
	1.86E-07
	+
	Y
	[5,6]

	Growth on MacConkey agar
	GO:0042221
	response to chemical substance
	P
	0.0129
	+
	Y
	[7]

	Maltose
	GO:0051119
	sugar transporter activity
	F
	0.0014
	+
	Y
	[8]

	Strictly aerobic
	GO:0043169
	cation binding
	F
	0.0070
	+
	Y
	[9]

	Growth on MacConkey agar
	GO:0007610
	behavior
	P
	1.33E-07
	+
	Y
	*

	Oxidase
	GO:0042995
	cell projection
	C
	0.01216
	+
	Y
	[10]

	Gram negative
	GO:0030312
	external encapsulating structure
	C
	0.0173
	+
	Y
	[11]

	Catalase
	GO:0016675
	oxidoreductase activity, acting on heme group of donors
	F
	0.0308
	+
	Y
	[12]

	Urea hydrolysis
	GO:0006461
	protein complex assembly
	P
	0.0394
	+
	Y
	[13]

	Colistin-Polymyxin susceptible
	GO:0008104
	protein localization
	P
	0.01486
	+
	Y
	[14]

	Gram negative
	GO:0009245
	lipid A biosynthesis
	P
	0.00479
	+
	Y
	[15]

	Gram negative
	GO:0046493
	lipid A metabolism
	P
	0.00479
	+
	Y
	[15]

	Facultative
	GO:0015290
	electrochemical potential-driven transporter activity
	F
	0.0006
	+
	Y
	[16]

	Gram negative
	GO:0043284
	biopolymer biosynthesis
	P
	0.01223
	+
	Y
	[15]

	Strictly aerobic
	GO:0046914
	transition metal ion binding
	F
	0.0490
	+
	Y
	[17]

	Urea hydrolysis
	GO:0016811
	hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides
	F
	0.0038
	+
	Y
	*

	Strictly aerobic
	GO:0005739
	mitochondrion
	C
	0.01896
	+
	Y
	[18]

	Glucose fermenter
	GO:0015144
	carbohydrate transporter activity
	F
	2.56E-08
	+
	Y
	[5,6]

	Strictly aerobic
	GO:0005740
	mitochondrial membrane
	C
	0.0190
	+
	Y
	[18]

	Maltose
	GO:0008643
	carbohydrate transport
	P
	0.0175
	+
	Y
	[8]

	Motile
	GO:0000902
	cellular morphogenesis
	P
	0.0210
	+
	Y
	[19]

	Oxidase
	GO:0009072
	aromatic amino acid family metabolism
	P
	0.0472
	+
	Y
	[20]

	Facultative
	GO:0008643
	carbohydrate transport
	P
	0.0004
	+
	Y
	[16]

	Strictly aerobic
	GO:0005743
	mitochondrial inner membrane
	C
	0.0190
	+
	Y
	[18]

	Motile
	GO:0043064
	flagellum organization and biogenesis
	P
	0.0047
	+
	Y
	*

	Motile
	GO:0009653
	morphogenesis
	P
	0.0210
	+
	Y
	[19]

	Glucose fermenter
	GO:0005351
	sugar porter activity
	F
	2.62E-07
	+
	Y
	[21]

	Motile
	GO:0004871
	signal transducer activity
	F
	0.0208
	+
	Y
	[22]

	Strictly aerobic
	GO:0043167
	ion binding
	F
	0.01890
	+
	Y
	[17]

	Catalase
	GO:0015002
	heme-copper terminal oxidase activity
	F
	0.00268
	+
	N
	-

	Beta hemolysis
	GO:0008940
	nitrate reductase activity (NADH)
	F
	0.0009
	+
	N
	-

	DNase
	GO:0015294
	solute:cation symporter activity
	F
	0.0210
	+
	N
	-

	D-Mannitol
	GO:0016779
	nucleotidyltransferase activity
	F
	0.0304
	+
	N
	-

	Colistin-Polymyxin susceptible
	GO:0009309
	amine biosynthesis
	P
	0.01268
	+
	N
	-

	Oxidase
	GO:0051234
	establishment of localization
	P
	0.0089
	+
	N
	-

	Citrate
	GO:0016598
	protein arginylation
	P
	0.0002
	+
	N
	-

	Catalase
	GO:0006547
	histidine metabolism
	P
	0.0003
	+
	N
	-

	Colistin-Polymyxin susceptible
	GO:0003774
	motor activity
	F
	0.0085
	+
	N
	-

	Lipase
	GO:0030163
	protein catabolism
	P
	0.0099
	+
	N
	-

	Colistin-Polymyxin susceptible
	GO:0045184
	establishment of protein localization
	P
	0.0149
	+
	N
	-

	Catalase
	GO:0000105
	histidine biosynthesis
	P
	1.18E-05
	+
	N
	-

	Curved bacilli
	GO:0040011
	locomotion
	P
	0.0060
	+
	N
	-

	Catalase
	GO:0006779
	porphyrin biosynthesis
	P
	0.01344
	+
	N
	-


Legend:

* denotes self-evident relationships

F= Molecular Function,  C= Cellular Component,  P = Biological Process
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