Table S2.

	BBAY01
	BBAY02
	BBAY04
	BBAY15
	t-test
	S/ P
	ID
	 Description

	0.04
	0.00
	5.80
	4.81
	0.009
	246.8
	COG0666
	Ankyrin repeat proteins

	0.02
	0.00
	2.66
	1.94
	0.024
	213.8
	COG3328
	Transposase

	0.02
	0.00
	1.94
	1.71
	0.004
	170.2
	COG3293
	Transposase

	0.04
	0.00
	3.26
	2.59
	0.013
	136.3
	COG0790
	TPR repeat proteins

	0.02
	0.00
	0.64
	0.57
	0.004
	56.4
	COG1587
	Uroporphyrinogen-III synthase

	0.00
	0.00
	5.77
	4.30
	0.021
	>30.7
	COG3436
	Transposase

	0.04
	0.00
	0.64
	0.42
	0.045
	24.7
	COG2902
	NAD-specific glutamate dehydrogenase

	0.06
	0.00
	0.64
	0.58
	0.005
	19.9
	COG1541
	Coenzyme F390 synthetase

	0.37
	0.00
	4.03
	3.18
	0.018
	19.7
	COG0610
	Restriction enzymes type I helicase subunits and related helicases

	0.06
	0.00
	0.64
	0.58
	0.006
	19.0
	COG3316
	Transposase

	0.06
	0.00
	0.64
	0.46
	0.032
	18.1
	COG1463
	Permease component of an ABC-transporter

	0.08
	0.00
	0.64
	0.66
	0.004
	16.9
	COG0828
	Ribosomal protein S21

	0.02
	0.31
	2.82
	2.20
	0.020
	15.2
	COG1425
	Transposase

	0.00
	0.00
	2.56
	2.02
	0.014
	>14.0
	COG3547
	Transposase

	0.09
	0.00
	0.74
	0.51
	0.043
	13.9
	COG2936
	Predicted acyl esterases

	0.10
	0.00
	0.64
	0.49
	0.029
	11.7
	COG2109
	ATP:corrinoid adenosyltransferase

	0.12
	0.00
	0.64
	0.70
	0.011
	11.7
	COG3090
	TRAP-type C4-dicarboxylate transport system, small permease component

	0.00
	0.00
	1.92
	1.23
	0.046
	>9.6
	COG3177
	Uncharacterized BCR

	0.15
	0.00
	0.64
	0.71
	0.018
	9.0
	COG0781
	Transcription termination factor

	0.26
	0.00
	1.28
	0.94
	0.045
	8.6
	COG0450
	Peroxiredoxin

	0.15
	0.00
	0.64
	0.60
	0.020
	8.3
	COG1925
	Phosphotransferase system, HPr-related proteins

	0.00
	0.00
	1.32
	1.34
	0.000
	>8.1
	COG1484
	DNA replication protein (note: COG contains mostly transposase proteins)

	0.16
	0.00
	0.64
	0.52
	0.037
	7.3
	COG3618
	Predicted metal-dependent hydrolase of the TIM-barrel fold

	0.19
	0.00
	0.64
	0.69
	0.027
	7.2
	COG3803
	Uncharacterized BCR

	0.18
	0.00
	0.64
	0.65
	0.027
	7.0
	COG0025
	NhaP-type Na+/H+ and K+/H+ antiporters

	0.37
	0.00
	1.28
	1.22
	0.029
	6.8
	COG0347
	Nitrogen regulatory protein PII

	0.11
	0.31
	1.28
	0.97
	0.038
	5.4
	COG0664
	cAMP-binding domains 

	0.61
	0.62
	3.66
	2.69
	0.034
	5.2
	COG2146
	Ferredoxin subunits of nitrite reductase and ring-hydroxylating dioxygenases

	0.20
	0.31
	1.28
	1.10
	0.012
	4.7
	COG0402
	Cytosine deaminase and related metal-dependent hydrolases

	1.01
	0.62
	3.34
	4.03
	0.019
	4.5
	COG0625
	Glutathione-S-transferases

	0.71
	0.31
	1.92
	2.47
	0.038
	4.3
	COG0654
	2-polyprenyl-6-methoxyphenol hydroxylase & related FAD-dependent oxidoreductases

	0.31
	0.31
	1.28
	1.34
	0.001
	4.2
	COG1262
	Uncharacterized BCR

	0.00
	0.00
	0.64
	0.52
	0.011
	>3.5
	COG2223 
	Nitrate/nitrite transporter

	0.00
	0.00
	0.64
	0.51
	0.012
	>3.5
	COG1715
	Restriction endonuclease

	0.00
	0.00
	0.64
	0.49
	0.018
	>3.4
	COG2865
	Predicted transcriptional regulator containing an HTH domain

	0.43
	0.31
	1.28
	1.26
	0.005
	3.4
	COG1319
	Aerobic-type carbon monoxide dehydrogenase, middle subunit CoxM/CutM homologs

	0.57
	0.31
	1.28
	1.52
	0.033
	3.2
	COG0388
	Predicted amidohydrolase

	1.46
	1.54
	5.41
	4.10
	0.038
	3.2
	COG1529
	Aerobic-type carbon monoxide dehydrogenase, large subunit CoxL/CutL homologs

	0.32
	0.31
	0.00
	0.12
	0.049
	0.187
	COG2120
	Uncharacterized proteins, LmbE homologs

	0.30
	0.31
	0.00
	0.10
	0.035
	0.161
	COG1615
	Uncharacterized ACR

	0.70
	0.66
	0.00
	0.21
	0.033
	0.156
	COG1435
	Thymidine kinase

	1.64
	1.33
	0.00
	0.46
	0.046
	0.155
	COG0659
	Sulfate permease and related transporters (MFS superfamily)

	0.25
	0.31
	0.00
	0.08
	0.041
	0.148
	COG3019
	Predicted metal-binding protein

	0.41
	0.36
	0.00
	0.11
	0.033
	0.146
	COG1321
	Mn-dependent transcriptional regulator

	0.27
	0.31
	0.00
	0.08
	0.031
	0.138
	COG0662
	Mannose-6-phosphate isomerase

	0.25
	0.31
	0.00
	0.07
	0.036
	0.132
	COG0116
	Predicted N6-adenine-specific DNA methylases

	0.32
	0.31
	0.00
	0.07
	0.015
	0.109
	COG0618
	Exopolyphosphatase-related proteins

	0.83
	0.62
	0.00
	0.16
	0.040
	0.107
	COG2081
	Predicted flavoproteins

	0.94
	0.92
	0.00
	0.20
	0.014
	0.106
	COG3696
	Putative silver efflux pump

	0.46
	0.54
	0.00
	0.10
	0.019
	0.102
	COG2855
	Uncharacterized membrane protein

	1.09
	1.23
	0.00
	0.19
	0.012
	0.083
	COG0367
	Asparagine synthase (glutamine-hydrolyzing)

	0.36
	0.31
	0.00
	0.04
	0.011
	0.061
	COG2723
	Beta-glucosidase/6-phospho-beta-glucosidase/beta-galactosidase

	0.73
	0.92
	0.00
	0.10
	0.019
	0.060
	COG1741
	Pirin-related protein

	0.72
	1.08
	0.00
	0.10
	0.045
	0.054
	COG1351
	Predicted alternative thymidylate synthase

	0.82
	0.62
	0.00
	0.07
	0.024
	0.051
	COG1344
	Flagellin and related hook-associated proteins

	0.22
	0.31
	0.00
	0.02
	0.032
	0.046
	COG1476
	Predicted transcriptional regulators

	0.34
	0.31
	0.00
	0.02
	0.004
	0.038
	COG0083
	Homoserine kinase

	0.50
	0.62
	0.00
	0.02
	0.012
	0.022
	COG3565
	Predicted dioxygenase of extradiol dioxygenase family

	
	
	
	
	
	
	
	TIGRFAM 

	0.00
	0.00
	0.00
	0.25
	0.423
	na
	cas1
	CRISPR-associated protein Cas1

	0.00
	0.00
	0.00
	0.13
	0.423
	na
	cas2
	CRISPR-associated protein Cas2

	0.00
	0.00
	0.00
	0.20
	0.423
	na
	cas3_core
	CRISPR-associated helicase Cas3

	0.00
	0.00
	1.28
	0.00
	0.423
	na
	cas_CT1975_Cse4
	CRISPR-associated protein, Cse4 family

	0.00
	0.00
	0.00
	0.04
	0.423
	na
	cas_Cas5d
	CRISPR-associated protein Cas5, Dvulg subtype

	0.00
	0.00
	0.00
	0.11
	0.423
	na
	cas_Cas5e
	CRISPR-associated protein Cas5, Ecoli subtype

	0.00
	0.00
	0.00
	0.04
	0.423
	na
	cas_Csd1
	CRISPR-associated protein, Csd1 family

	0.00
	0.00
	0.00
	0.08
	0.423
	na
	cas_Csd2
	CRISPR-associated protein, Csd2 family

	0.00
	0.00
	0.00
	0.10
	0.423
	na
	cas_cse1
	CRISPR-associated protein, Cse1 family

	0.00
	0.00
	0.00
	0.10
	0.423
	na
	cas_provis_2
	CRISPR-associated large protein (provisional)

	0.00
	0.00
	1.28
	1.06
	0.009
	na
	
	Sum of all CAS protein above


