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Quantitative real time reverse transcription PCR (Q RT-PCR). Q RT-PCR analysis were performed for 12 selected genes (Supplemental Table 1) using the same RNA samples as used for microarray analysis. Two microgram of total RNA from each sample was converted to cDNA in the same condition as used for microarray experiment except that dTTP instead of a mixture of aa-dUTP and dTTP was used. After hydrolyzing total RNA, total cDNA was purified using Qiagen PCR purification kit (Qiagen, Valencia, Calif) and quantified using a spectrophotometer. Gene specific primers (Supplemental Table 1) were designed using Primer Express( 1.0 software (Applied Biosystems, Foster City, Calif). All amplicons were in the range of 90-100 bp. The specificity was first checked by performing the BLAST search of the primer sequences again MR-1 genome. Both primer and template concentration for each gene were optimized in 1X SYBR Master Mixture (Applied Biosystems) using an ABI 7900HT Sequence Detection System (Applied Biosystems) (Supplemental Table 1). The reaction specificity was further confirmed by dissociation curves after each PCR run. Standard curves for recA, uvrA, uvrB and uvrD were constructed using purified PCR products. Since we are interested in absolute quantification of NER component genes, copies of uvrA, uvrB and uvrD in each sample were interpolated from their corresponding standard curve. For other genes, copies were calculated from the standard curve for recA gene. Both 16S rrn gene and ldhA were used as internal control to normalize the difference in reverse transcription efficiency (3). Duplicate runs were performed for each sample. 
Detection of phage particles by SYBR Green I staining. MR-1 was grown in TSB medium until OD600 reached 1.0. One ml of culture was collected by centrifuging at 8,000 rpm for 3 min, washed once in 1 ml of saline buffer (0.85% NaCl) and resupended in 10 ml of saline buffer. The cell suspension was exposed to 3.3 J m-2 of UVC, after which, 1 ml of cell suspension was transferred into 1 ml of 2X TSB medium. The culture was incubated at 30 (C on a shaker (200 rpm) for 5 h in the dark. The control was performed in the same way except for the UVC irradiation. After incubation, 100 ul of each culture (UVC-irradiated sample and the control) were treated with 250 U of DNaseI (sigma D7291) and 250 U of RNaseA (Sigma R4642) in a final volume of 1 ml at 25 (C for 30 min to remove free nucleic acids (1). Sample fixation and staining with SYBR Green I were performed as described by Noble et al (2). Bacteriophage Lambda strain W60 (ATCC 97537) was used as a positive control. The samples were observed using a Zeiss LSM-Pascal (Carl Zeiss, Germany) microscope with a plan-aprochromat 63X oil Objective (N. A. = 1.4). The phage were viewed at the excitation wavelength of 488 nm. The images were viewed using Zeiss software Laser Scanning Microscope LSM 5 Pascal Version 3.2 SP2 (Carl Zeiss). 

Examination of phages by Transmission Electron Microscopy (TEM). MR-1 was grown in TSB and irradiated by UVC or UVB as described above for SYBR Green I staining. After 5 h incubation in the dark, 0.8 ml of chloroform was added to 20 ml of UVR-irradiated MR-1 culture and continued incubation for 15 min to lyse the cells. Both RNaseA and DNase I was added to a final concentration of 2 μg/ml, respectively, and incubated at room temperature for 30 min to remove MR-1 genomic DNA and RNA. The proteins in the solution were precipitated by adding NaCl to a final concentration of 1.0 M and incubated on ice for 30 min. The cell debris was removed by centrifugation at 5000 rpm for 10 min at 4(C. The supernatant was collected for TEM examination. Phage were fixed with glutaraldehyde at a final concentration of 1%. Five microliter of fixed phage suspension was added directly onto a Formvar and carbon-coated electron microscopy grid. The grid was stained for 30 s with uranyl acetate (2%) and phage were examined with a JEOL 100CX (Japan) transmission electron microscope at an accelerating voltage of 100 kV.
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Supplemental Table 1. Genes and corresponding primers in Q RT-PCR analysis

	Gene
	Forward primer (5’-3’)
	Reverse primer (5’-3’)
	Primer conc. (nM)
	Template conc. (pg)

	16S
	CGACGATCCCTAGCTGTTCTG
	AATATTCCCCACTGCTGCCTC
	250
	1

	ldhA
	TGCCGAAGGTTTCGAGGTC
	TGATTTTAGTGCCGCCCTTG
	250
	500

	recA
	CCTCAAGCAATCGAACACTCTG
	CACCCGTTGTGGTTTCTGG
	250
	500

	radC
	ATGGCGATTAAGGATTGGCC
	CCAGCAATTCTGCATCCGA
	500
	1000

	uvrA
	TGAAGCGCAGCGTATTCG
	GATGCAAACCGATGGATGG
	1000
	500

	uvrB
	ACGGGCTCTGGTAAGACGTTC
	CGGCGAGTGTTTTGTTTGG
	250
	500

	uvrD
	AGCGTGTTTACGGCTGCTG
	CTGCAGGGTGACGATAAGATCC
	250
	500

	ohr
	GGTCGTCAAGGCCAAGTCAG
	TGGTCGCAAGCCCACTTC
	250
	500

	katB
	AATCGCAGCAAGGCGTAGTG
	ACCACCATATCGCGCTGAG
	250
	500

	SO1923
	AGCCGCCTGTTGCCACTAG
	GACCTCCGCGGGTGTAGAG
	250
	500

	SO1924
	CGGTACCTAATGCCTCTGAAGC
	ACGCCTGAGAGTGCCTCTAAAC
	250
	500

	SO4328
	GCGAACAACTATCAGTCAGCTGTG
	TCTTCGATGGTGGCAACTTG
	250
	500

	SOA0154
	CCCTAAGGCCGTACTGATCT
	CCGTGTGCTCTTGTGTGTTC
	1000
	500


Supplemental Table 2. The expression of DNA damage repair genes quantified by Q RT-PCR before and after UVC irradiation 

	Gene
	aC5
	aS5
	bT5
	aC20
	aS20
	bT20
	aC60
	aS60
	bT60

	recA
	1803 ( 1721
	30584 ( 14966
	7.8 ( 0.8
	3034 ( 846
	32774 ( 13179
	16.8 ( 7.7
	2285 ( 1916
	32098 ( 6634
	17.7 ( 3.5

	radC
	21 ( 15
	35 ( 14
	0.8 ( 0.5
	28 ( 6
	18 ( 7
	1.1 ( 0.5
	27 ( 24
	21 ( 7
	1.0 ( 0.3

	uvrA
	364 ( 291
	779 ( 196
	0.9 ( 0.1
	618 ( 128
	492 ( 151
	1.3 ( 0.7
	464 ( 365
	476 ( 122
	1.3 ( 0.4

	uvrB
	142 ( 137
	332 ( 89
	1.1 ( 0.0
	269 ( 63
	174 ( 70
	1.0 ( 0.4
	224 ( 215
	180 ( 44
	1.1 ( 0.3

	uvrD
	146 ( 92
	387 ( 74
	1.1 ( 0.2
	221 ( 35
	187 ( 67
	1.3 ( 0.5
	167 ( 145
	167 ( 10
	1.3 ( 0.3


a: C5, C20 and C60 were gene expression levels of controls at 5, 20, and 60 min whereas S5, S20 and S60 were gene expression levels of UVC-irradiated samples at 5, 20, and 60 min. The data were the average copies of genes in 500 pg of total cDNA except for radC, which were the average copies in 1000 pg of cDNA estimated by using standard curve of recA. SD was calculated from six data points which included three independent biological samples. b: T5, T20 and T60 are the ratio of UVC-irradiated sample to the control at the corresponding time point. The data reported here was normalized using ldhA as internal control.

Supplemental Table 3. The relative expression of selected genes following UVA exposure quantified by microarray hybridization and Q RT-PCR

	Gene
	aT5
	aT20
	aT60

	
	Array
	Q RT-PCR
	Array
	Q RT-PCR
	Array
	Q RT-PCR

	recA
	3.5 ( 0.5
	4.4 ( 1.8
	3.6 ( 0.6
	4.5 ( 0.7
	2.3 ( 0.2
	2.6 ( 0.3

	radC
	0.8 ( 0.3
	1.4 ( 0.5
	0.8 ( 0.2
	1.5 ( 0.3
	1.4 ( 0.5
	1.2 ( 0.3

	ohr
	8.7 ( 4.3
	49.4 ( 22.5
	1.5 ( 0.6
	2.9 ( 0.8
	0.8 ( 0.6
	0.8 ( 0.1

	katB
	0.9 ( 0.4
	1.9 ( 0.4
	1.1 ( 0.8
	1.2 ( 0.2
	0.9 ( 0.2
	1.2 ( 0.3

	SO1923
	7.8 ( 4.7
	21.0 ( 7.1
	2.8 ( 0.5
	5.8 ( 0.4
	0.9 ( 0.3
	1.0 ( 0.1

	SO1924
	10.2 ( 3.6
	15.9 ( 3.4
	3.1 ( 0.6
	6.8 ( 2.3
	1.1 ( 0.5
	1.3 ( 0.2

	SO4328
	10.2 ( 5.1
	16.4 ( 8.0
	3.0 ( 1.3
	5.8 ( 1.5
	0.9 ( 0.1
	1.0 ( 0.1

	SOA0154
	6.5 ( 3.2
	11.5 ( 4.9
	3.2 ( 1.3
	7.3 ( 5.5
	1.6 ( 0.8
	1.2 ( 0.6


T5, T20 and T60 are the ratios of UVA-irradiated samples to the controls at 5, 20, and 60 min, respectively. The data was normalized using ldhA as internal control. SD was calculated from six data points which included three independent biological samples and two technical replicates for each biological sample. Strandard curve for recA was used to calculate the cDNA copies.

Supplemental Table 4. K-means analysis of up-regulated genes in response to UVC radiation

	SO Number
	Cluster by 

K-means
	Gene
	Gene Product
	Functional group
	aInduction fold

	
	
	
	
	
	T5
	T20
	T60

	SO1751
	I
	
	membrane protein, putative
	Cell envelope
	1.6
	2.8
	2.1

	SO3588
	I
	
	gpr1/fun34/yaaH family protein
	Cell envelope
	2.0
	1.4
	0.9

	SO4568
	I
	nrfD-2
	formate-dependent nitrite reductase, nrfD protein
	Central intermediary metabolism
	1.9
	2.9
	2.0

	SO2037
	I
	
	site-specific recombinase, phage integrase family
	DNA metabolism
	1.5
	1.8
	2.4

	SO3061
	I
	topB
	DNA topoisomerase III
	DNA metabolism
	4.0
	7.7
	9.5

	SO3429
	I
	recX
	regulatory protein RecX
	DNA metabolism
	4.6
	7.3
	7.3

	SO3430
	I
	recA
	recA protein
	DNA metabolism
	4.9
	7.4
	9.2

	SO3462
	I
	recN
	DNA repair protein RecN
	DNA metabolism
	7.7
	14.2
	14.9

	SO4364
	I
	recG
	ATP-dependent DNA helicase RecG
	DNA metabolism
	2.0
	2.5
	2.2

	SOA0012
	I
	umuC
	umuC protein
	DNA metabolism
	3.4
	7.7
	8.1

	SOA0013
	I
	umuD
	umuD protein
	DNA metabolism
	5.1
	14.2
	15.9

	SO1812
	I
	mdeA
	methionine gamma-lyase
	Energy metabolism
	2.6
	4.0
	2.8

	SO0086
	I
	
	hypothetical protein
	hypothetical protein
	1.0
	2.6
	1.1

	SO0089
	I
	
	hypothetical protein
	hypothetical protein
	3.0
	6.3
	6.8

	SO1116
	I
	
	hypothetical protein
	hypothetical protein
	1.2
	2.3
	2.2

	SO1753
	I
	
	hypothetical protein
	hypothetical protein
	1.4
	2.0
	1.9

	SO1761
	I
	
	hypothetical protein
	hypothetical protein
	2.5
	3.0
	2.1

	SO2038
	I
	
	hypothetical protein
	hypothetical protein
	1.2
	2.0
	2.0

	SO3327
	I
	
	hypothetical protein
	hypothetical protein
	1.8
	4.5
	4.4

	SO4363
	I
	
	hypothetical protein
	hypothetical protein
	1.8
	2.5
	2.4

	SO4605
	I
	
	hypothetical protein
	hypothetical protein
	5.5
	7.4
	6.2

	SO0179
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	3.3
	2.6
	1.9

	SO1757
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	13.3
	19.9
	16.4

	SO1759
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	9.3
	10.2
	6.6

	SO1810
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	1.9
	2.2
	1.5

	SO1816
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	6.4
	27.7
	14.8

	SO2603
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	3.2
	5.0
	5.7

	SO2604
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	3.7
	6.1
	6.7

	SO3849
	I
	
	conserved domain protein
	Hypothetical proteins
	9.2
	9.2
	5.2

	SO4604
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	6.9
	11.1
	12.5

	SO3854
	I
	
	ISSo12, transposase
	Other categories
	7.3
	7.3
	3.6

	SO1115
	I
	pepD
	aminoacyl-histidine dipeptidase
	Protein fate
	1.4
	2.1
	2.3

	SO4603
	I
	lexA
	LexA repressor
	Regulatory functions
	6.7
	11.5
	11.6

	SO1750
	I
	
	ABC transporter, ATP-binding protein
	Transport and binding proteins
	1.8
	3.5
	2.7

	SO3060
	I
	
	outer membrane porin, putative
	Transport and binding proteins
	1.4
	2.4
	2.9

	SO1114
	I
	dinP
	DNA-damage-inducible protein P
	Unknown function
	3.6
	6.6
	6.1

	SO1813
	I
	
	DNA-binding protein, putative
	Unknown function
	4.0
	11.3
	7.8

	SO1815
	I
	
	histone deacetylase/AcuC/AphA family protein
	Unknown function
	4.8
	13.5
	7.5

	SO2260
	I
	suhB
	extragenic suppressor protein SuhB
	Unknown function
	2.5
	1.6
	1.4

	SO2993
	II
	
	prophage LambdaSo, type II DNA modification methyltransferase, putative, truncation
	DNA metabolism
	0.9
	3.0
	25.8

	SO3004
	II
	
	prophage LambdaSo, DNA modification methyltransferase, putative
	DNA metabolism
	0.9
	1.9
	13.2

	SO4480
	II
	aldA
	aldehyde dehydrogenase
	Energy metabolism
	1.2
	1.2
	2.3

	SO0645
	II
	
	hypothetical protein
	hypothetical protein
	ND
	2.0
	10.5

	SO0646
	II
	
	hypothetical protein
	hypothetical protein
	1.0
	1.6
	8.4

	SO0647
	II
	
	hypothetical protein
	hypothetical protein
	ND
	1.5
	8.8

	SO0649
	II
	
	hypothetical protein
	hypothetical protein
	0.6
	1.6
	8.3

	SO2656
	II
	
	hypothetical protein
	hypothetical protein
	0.9
	3.4
	16.1

	SO2657
	II
	
	hypothetical protein
	hypothetical protein
	1.1
	2.5
	11.5

	SO2658
	II
	
	hypothetical protein
	hypothetical protein
	0.7
	2.6
	13.0

	SO2659
	II
	
	hypothetical protein
	hypothetical protein
	0.7
	2.4
	10.3

	SO2661
	II
	
	hypothetical protein
	hypothetical protein
	0.7
	2.0
	12.3

	SO2662
	II
	
	hypothetical protein
	hypothetical protein
	1.4
	2.5
	7.7

	SO2664
	II
	
	hypothetical protein
	hypothetical protein
	0.8
	1.4
	9.5

	SO2954
	II
	
	hypothetical protein
	hypothetical protein
	1.3
	1.4
	3.1

	SO2983
	II
	
	hypothetical protein
	hypothetical protein
	1.1
	1.7
	15.6

	SO2986
	II
	
	hypothetical protein
	hypothetical protein
	1.1
	1.7
	11.3

	SO2987
	II
	
	hypothetical protein
	hypothetical protein
	1.0
	1.7
	12.1

	SO2995
	II
	
	hypothetical protein
	hypothetical protein
	1.2
	2.3
	18.7

	SO2996
	II
	
	hypothetical protein
	hypothetical protein
	1.1
	1.3
	2.4

	SO2997
	II
	
	hypothetical protein
	hypothetical protein
	0.9
	2.5
	17.0

	SO2998
	II
	
	hypothetical protein
	hypothetical protein
	0.9
	2.2
	14.8

	SO2999
	II
	
	hypothetical protein
	hypothetical protein
	0.9
	1.4
	8.6

	SO3001
	II
	
	hypothetical protein
	hypothetical protein
	1.0
	2.3
	20.9

	SO3003
	II
	
	hypothetical protein
	hypothetical protein
	1.0
	2.1
	22.5

	SO3133
	II
	
	hypothetical protein
	hypothetical protein
	1.2
	1.3
	3.5

	SO0648
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	1.5
	8.2

	SO0651
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.3
	3.7

	SO2660
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	2.5
	13.7

	SO2663
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	2.4
	14.4

	SO2984
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.7
	14.2

	SO2988
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	2.5
	20.8

	SO3000
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	3.0
	24.7

	SO3002
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	2.3
	21.2

	SO3005
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	1.7
	17.3

	SO0643
	II
	
	transposase, putative
	Other categories
	1.0
	2.1
	8.2

	SO0644
	II
	
	prophage MuSo1, DNA transposition protein, putative
	Other categories
	0.3
	2.1
	13.3

	SO0652
	II
	
	prophage MuSo1, positive regulator of late transcription, putative
	Other categories
	0.9
	1.4
	6.0

	SO2654
	II
	
	transposase, putative
	Other categories
	0.5
	2.2
	8.5

	SO2655
	II
	
	prophage MuSo2, DNA transposition protein, putative
	Other categories
	0.9
	3.7
	16.8

	SO2985
	II
	O
	prophage LambdaSo, replication protein O
	Other categories
	1.1
	1.9
	15.6

	SO2653
	II
	
	transcriptional regulator, Ner family
	Regulatory functions
	1.0
	2.4
	10.1

	SO3006
	III
	
	prophage LambdaSo, type II DNA modification methyltransferase, putative
	DNA metabolism
	1.0
	1.3
	11.4

	SO0678
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	0.8
	4.2

	SO0836
	III
	
	hypothetical protein
	hypothetical protein
	0.7
	1.1
	3.2

	SO2343
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.2
	3.0

	SO2665
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.3
	8.7

	SO2666
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.2
	6.0

	SO2945
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	0.8
	2.8

	SO2946
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	0.8
	2.1

	SO2959
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	1.1
	3.5

	SO2962
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	0.8
	4.9

	SO2970
	III
	
	hypothetical protein
	hypothetical protein
	1.2
	1.0
	6.6

	SO2972
	III
	
	hypothetical protein
	hypothetical protein
	1.1
	1.1
	7.0

	SO2974
	III
	
	hypothetical protein
	hypothetical protein
	1.1
	0.9
	9.6

	SO2977
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	0.9
	3.6

	SO2979
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.2
	5.6

	SO2980
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.3
	10.4

	SO2981
	III
	
	hypothetical protein
	hypothetical protein
	0.2
	1.2
	10.2

	SO2982
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.3
	9.6

	SO3008
	III
	
	hypothetical protein
	hypothetical protein
	0.5
	1.3
	10.5

	SO3009
	III
	
	hypothetical protein
	hypothetical protein
	1.1
	1.2
	11.3

	SO3010
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.1
	9.5

	SO3011
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.4
	12.9

	SO3012
	III
	
	hypothetical protein
	hypothetical protein
	1.1
	1.2
	10.2

	SO0650
	III
	
	hypothetical protein
	hypothetical protein
	nd
	1.0
	4.1

	SO0676
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	0.9
	3.8

	SO0677
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	0.8
	3.1

	SO2667
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.8
	1.2
	6.8

	SO2858
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.1
	3.0

	SO2955
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	0.9
	6.2

	SO2957
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	nd
	1.1
	3.1

	SO2958
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	1.1
	3.7

	SO2960
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	0.9
	4.7

	SO2961
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.1
	4.0

	SO2967
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	1.0
	4.1

	SO2968
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.2
	1.0
	3.0

	SO2971
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	1.0
	4.9

	SO2976
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	0.9
	6.3

	SO0674
	III
	
	prophage MuSo1, protein Gp32, putative
	Other categories
	0.8
	0.8
	3.8

	SO0675
	III
	
	prophage MuSo1, major head subunit, putative
	Other categories
	0.9
	0.7
	4.5

	SO2668
	III
	
	prophage MuSo2, positive regulator of late transcription, putative
	Other categories
	1.0
	0.9
	2.6

	SO2941
	III
	
	prophage LambdaSo, tail assembly protein I
	Other categories
	0.9
	0.9
	2.2

	SO2952
	III
	
	prophage LambdaSo, minor tail protein M, putative
	Other categories
	0.9
	1.1
	2.1

	SO2956
	III
	
	prophage LambdaSo, major tail protein V, putative
	Other categories
	0.9
	0.9
	7.5

	SO2963
	III
	
	prophage LambdaSo, major capsid protein, HK97 family
	Other categories
	1.0
	0.9
	5.3

	SO2965
	III
	
	prophage LambdaSo, portal protein,  HK97 family
	Other categories
	1.1
	1.0
	6.6

	SO2969
	III
	
	prophage LambdaSo, holin, putative
	Other categories
	1.2
	0.9
	5.7

	SO2973
	III
	
	prophage LambdaSo, lysozyme, putative
	Other categories
	1.2
	0.9
	7.7

	SO2978
	III
	
	prophage LambdaSo, site-specific recombinase, phage integrase family
	Other categories
	1.0
	1.1
	9.9

	SO2277
	III
	ibpA
	16 kDa heat shock protein A
	Protein fate
	1.1
	1.1
	2.3

	SO2964
	III
	
	ClpP protease family protein
	Protein fate
	1.0
	1.0
	4.5

	SO4162
	III
	hslV
	ATP-dependent protease HslV
	Protein fate
	1.1
	0.9
	2.0

	SO2857
	III
	
	sodium/solute symporter family protein
	Transport and binding proteins
	1.0
	1.1
	3.3


a: the average induction fold at each time point. The data were presented with 95% confidence. nd: no data.

Supplemental Table 5. K-means analysis of up-regulated genes in response to UVA radiation

	SO Number
	Cluster by K-means
	Gene
	Gene Product
	Functional group
	aInduction fold

	
	
	
	
	
	T5
	T20
	T60

	SO1367
	I
	pheA
	chorismate mutase/prephenate dehydratase
	Amino acid biosynthesis
	2.5
	2.4
	2.3

	SO2067
	I
	hisI
	phosphoribosyl-ATP pyrophosphatase/phosphoribosyl-AMP cyclohydrolase
	Amino acid biosynthesis
	2.3
	3.8
	3.2

	SO2068
	I
	hisF
	hisF protein( cyclase)
	Amino acid biosynthesis
	2.5
	3.7
	3.7

	SO2069
	I
	hisA
	phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase
	Amino acid biosynthesis
	2.8
	4.1
	3.8

	SO2070
	I
	hisH
	amidotransferase HisH
	Amino acid biosynthesis
	2.9
	4.4
	4.1

	SO2071
	I
	hisB
	imidazoleglycerol-phosphate dehydratase/histidinol-phosphatase
	Amino acid biosynthesis
	3.5
	4.9
	4.2

	SO2072
	I
	hisC
	histidinol-phosphate aminotransferase
	Amino acid biosynthesis
	3.3
	4.5
	3.6

	SO2073
	I
	hisD
	histidinol dehydrogenase
	Amino acid biosynthesis
	3.9
	5.3
	4.0

	SO2074
	I
	hisG
	ATP phosphoribosyltransferase
	Amino acid biosynthesis
	4.0
	4.8
	3.6

	SO3019
	I
	trpE
	anthranilate synthase component I
	Amino acid biosynthesis
	2.1
	2.2
	1.5

	SO3020
	I
	trpG
	glutamine amido-transferase
	Amino acid biosynthesis
	2.0
	2.2
	1.5

	SO3021
	I
	trpD
	anthranilate phosphoribosyltransferase
	Amino acid biosynthesis
	1.6
	2.2
	1.4

	SO3022
	I
	trpC/F
	indole-3-glycerol phosphate synthase/phosphoribosylanthranilate isomerase
	Amino acid biosynthesis
	1.5
	2.1
	1.4

	SO3023
	I
	trpB
	tryptophan synthase, beta subunit
	Amino acid biosynthesis
	1.4
	2.1
	1.3

	SO1820
	I
	polB
	DNA polymerase II
	DNA metabolism
	2.4
	1.8
	1.5

	SO2037
	I
	
	site-specific recombinase, phage integrase family
	DNA metabolism
	1.7
	2.1
	1.4

	SO2993
	I
	
	prophage LambdaSo, type II DNA modification methyltransferase, putative, truncation
	DNA metabolism
	1.6
	1.4
	2.7

	SO3061
	I
	topB
	DNA topoisomerase III
	DNA metabolism
	3.5
	3.4
	2.1

	SO3429
	I
	recX
	regulatory protein RecX
	DNA metabolism
	3.4
	3.3
	2.1

	SO3430
	I
	recA
	recA protein
	DNA metabolism
	3.5
	3.5
	2.2

	SO3462
	I
	recN
	DNA repair protein RecN
	DNA metabolism
	6.7
	6.3
	3.7

	SOA0012
	I
	umuC
	umuC protein
	DNA metabolism
	2.6
	3.2
	2.0

	SOA0013
	I
	umuD
	umuD protein
	DNA metabolism
	4.6
	4.1
	3.9

	SO2824
	I
	
	carbon starvation protein A, authentic point mutation
	Energy metabolism
	1.4
	2.4
	1.7

	SO4480
	I
	aldA
	aldehyde dehydrogenase
	Energy metabolism
	6.8
	5.9
	3.5

	SO1761
	I
	
	hypothetical protein
	hypothetical protein
	3.7
	3.6
	3.9

	SO2983
	I
	
	hypothetical protein
	hypothetical protein
	1.3
	1.1
	2.1

	SO4481
	I
	
	hypothetical protein
	hypothetical protein
	7.1
	3.2
	2.6

	SO4605
	I
	
	hypothetical protein
	hypothetical protein
	2.6
	3.2
	2.2

	SO2469
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	2.1
	1.8
	1.9

	SO0089
	I
	
	hypothetical protein
	hypothetical protein
	2.1
	2.1
	1.6

	SO0258
	I
	
	hypothetical protein
	hypothetical protein
	1.4
	1.3
	2.1

	SO1757
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	22.1
	28.4
	13.3

	SO1758
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	11.1
	11.7
	7.0

	SO1759
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	10.6
	7.7
	3.9

	SO2603
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	2.7
	2.4
	1.6

	SO2604
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	3.5
	3.0
	2.0

	SO2988
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	1.4
	2.1

	SO3386
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	28.1
	15.1
	5.3

	SO4604
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	6.9
	6.9
	3.7

	SO2985
	I
	O
	prophage LambdaSo, replication protein O
	Other categories
	1.2
	1.3
	2.1

	SO3422
	I
	yfiA-2
	ribosomal subunit interface protein
	Protein synthesis
	2.6
	2.0
	1.6

	SO2415
	I
	nrdA
	ribonucleoside-diphosphate reductase, alpha subunit
	Purines, pyrimidines, nucleosides, and nucleotides
	1.9
	2.0
	1.3

	SO3385
	I
	
	transcriptional regulator, MerR family
	Regulatory functions
	20.5
	12.1
	3.5

	SO4603
	I
	lexA
	LexA repressor
	Regulatory functions
	5.3
	5.9
	3.3

	SO1760
	I
	
	AzlC family protein
	Transport and binding proteins
	7.4
	4.7
	2.9

	SO1114
	I
	dinP
	DNA-damage-inducible protein P
	Unknown function
	4.1
	4.5
	2.9

	SO1756
	I
	
	glyoxalase family protein
	Unknown function
	20.7
	18.3
	12.2

	SO0613
	II
	pabA
	para-aminobenzoate synthase glutamine amidotransferase, component II
	Biosynthesis of cofactors, prosthetic groups, and carriers
	2.2
	1.0
	1.1

	SO1038
	II
	cobQ
	cobyric acid synthase CobQ
	Biosynthesis of cofactors, prosthetic groups, and carriers
	3.8
	1.3
	1.0

	SO1039
	II
	cobO
	cob(I)alamin adenosyltransferase
	Biosynthesis of cofactors, prosthetic groups, and carriers
	3.7
	1.4
	1.1

	SO1667
	II
	
	pterin-4-alpha-carbinolamine dehydratase
	Biosynthesis of cofactors, prosthetic groups, and carriers
	2.3
	1.3
	1.1

	SO3559
	II
	gshA
	glutamate--cysteine ligase
	Biosynthesis of cofactors, prosthetic groups, and carriers
	2.9
	1.6
	1.1

	SO0854
	II
	
	type IV pilin, putative
	Cell envelope
	2.0
	1.0
	0.9

	SO3197
	II
	
	vacJ lipoprotein, putative
	Cell envelope
	6.0
	1.7
	1.1

	SO3948
	II
	murA
	UDP-N-acetylglucosamine 1-carboxyvinyltransferase
	Cell envelope
	2.6
	1.3
	1.1

	SO4636
	II
	
	lipoprotein, putative
	Cell envelope
	2.5
	1.3
	1.1

	SO0725
	II
	katG-1
	catalase/peroxidase HPI
	Cellular processes
	3.8
	1.4
	1.1

	SO0958
	II
	ahpC
	alkyl hydroperoxide reductase, C subunit
	Cellular processes
	4.3
	1.7
	1.2

	SO0976
	II
	ohr
	organic hydroperoxide resistance protein
	Cellular processes
	8.7
	1.5
	0.8

	SO1158
	II
	
	Dps family protein
	Cellular processes
	3.6
	1.8
	1.1

	SO1354
	II
	
	hemolysin protein, putative
	Cellular processes
	2.6
	1.2
	1.0

	SO1563
	II
	
	glutathione peroxidase, putative
	Cellular processes
	4.7
	1.0
	0.9

	SO1989
	II
	cheV-1
	chemotaxis protein CheV
	Cellular processes
	5.5
	2.2
	1.1

	SO2178
	II
	ccpA
	cytochrome c551 peroxidase
	Cellular processes
	2.8
	1.3
	1.0

	SO3247
	II
	flgE
	flagellar hook protein FlgE
	Cellular processes
	2.8
	1.3
	1.3

	SO3248
	II
	flgD
	basal-body rod modification protein FlgD
	Cellular processes
	6.1
	1.3
	1.2

	SO3282
	II
	
	methyl-accepting chemotaxis protein
	Cellular processes
	2.4
	1.3
	0.8

	SO4149
	II
	
	RTX toxin, putative
	Cellular processes
	2.0
	1.3
	1.0

	SO4299
	II
	cat
	chloramphenicol acetyltransferase
	Cellular processes
	2.8
	0.9
	0.9

	SO4328
	II
	
	AcrB/AcrD/AcrF family protein, authentic frameshift
	Cellular processes
	10.2
	3.0
	0.9

	SO4466
	II
	
	methyl-accepting chemotaxis protein
	Cellular processes
	3.4
	1.1
	1.0

	SO0485
	II
	nosL
	nosL protein
	Central intermediary metabolism
	2.1
	1.1
	1.0

	SO0560
	II
	fhs
	formate--tetrahydrofolate ligase
	Central intermediary metabolism
	3.1
	1.7
	1.1

	SO2044
	II
	gloA
	lactoylglutathione lyase
	Central intermediary metabolism
	4.8
	1.3
	1.0

	SO3240
	II
	
	flagellar hook-associated protein FlgK, degenerate
	Disrupted reading frame
	2.5
	1.2
	1.1

	SO0601
	II
	mutL
	DNA mismatch repair protein MutL
	DNA metabolism
	2.1
	1.2
	1.1

	SOA0045
	II
	
	site-specific recombinase, phage integrase family
	DNA metabolism
	3.4
	1.6
	1.0

	SO0102
	II
	fdnH
	formate dehydrogenase, nitrate-inducible, iron-sulfur subunit
	Energy metabolism
	2.2
	1.2
	1.3

	SO0103
	II
	fdnI
	formate dehydrogenase, nitrate-inducible, cytochrome b556 subunit
	Energy metabolism
	2.1
	1.2
	1.3

	SO0104
	II
	fdhE
	fdhE protein
	Energy metabolism
	2.1
	1.3
	1.3

	SO0397
	II
	fdrC
	fumarate reductase cytochrome B subunit
	Energy metabolism
	2.4
	1.2
	1.1

	SO0398
	II
	frdA
	fumarate reductase flavoprotein subunit
	Energy metabolism
	2.6
	1.5
	1.2

	SO0970
	II
	
	fumarate reductase flavoprotein subunit precursor
	Energy metabolism
	2.9
	1.2
	1.2

	SO1430
	II
	dmsB-1
	anaerobic dimethyl sulfoxide reductase, B subunit
	Energy metabolism
	2.4
	1.1
	1.1

	SO4404
	II
	
	iron-sulfur cluster-binding protein
	Energy metabolism
	2.2
	1.3
	1.2

	SO4515
	II
	
	formate dehydrogenase, C subunit, putative
	Energy metabolism
	2.8
	1.4
	1.2

	SO0590
	II
	psd
	phosphatidylserine decarboxylase, authentic frameshift
	Fatty acid and phospholipid metabolism
	2.3
	1.2
	1.0

	SO3072
	II
	fabB
	3-oxoacyl-(acyl-carrier-protein) synthase I
	Fatty acid and phospholipid metabolism
	2.4
	1.2
	0.9

	SO0090
	II
	
	hypothetical protein
	hypothetical protein
	2.7
	1.5
	1.2

	SO0338
	II
	
	hypothetical protein
	hypothetical protein
	2.2
	1.2
	1.1

	SO0975
	II
	
	hypothetical protein
	hypothetical protein
	2.5
	1.5
	1.1

	SO1432
	II
	
	hypothetical protein
	hypothetical protein
	2.2
	1.3
	1.3

	SO1702
	II
	
	hypothetical protein
	hypothetical protein
	3.4
	1.4
	1.1

	SO1837
	II
	
	hypothetical protein
	hypothetical protein
	2.6
	1.0
	1.1

	SO1983
	II
	
	hypothetical protein
	hypothetical protein
	3.5
	1.6
	1.4

	SO1984
	II
	
	hypothetical protein
	hypothetical protein
	3.2
	1.7
	1.5

	SO1990
	II
	
	hypothetical protein
	hypothetical protein
	3.5
	1.4
	1.1

	SO2010
	II
	
	hypothetical protein
	hypothetical protein
	2.8
	1.4
	nd

	SO2773
	II
	
	hypothetical protein
	hypothetical protein
	4.1
	1.3
	1.1

	SO2944
	II
	
	hypothetical protein
	hypothetical protein
	2.9
	1.1
	1.1

	SO3198
	II
	
	hypothetical protein
	hypothetical protein
	4.0
	1.6
	1.0

	SO3275
	II
	
	hypothetical protein
	hypothetical protein
	8.7
	2.3
	1.1

	SO3327
	II
	
	hypothetical protein
	hypothetical protein
	3.6
	1.5
	1.7

	SO3558
	II
	
	hypothetical protein
	hypothetical protein
	3.0
	1.5
	1.1

	SO3643
	II
	
	hypothetical protein
	hypothetical protein
	3.0
	1.6
	1.2

	SO3658
	II
	
	hypothetical protein
	hypothetical protein
	3.2
	1.2
	1.1

	SO3777
	II
	
	hypothetical protein
	hypothetical protein
	2.7
	1.3
	1.0

	SO4167
	II
	
	hypothetical protein
	hypothetical protein
	2.5
	1.4
	1.0

	SO4171
	II
	
	hypothetical protein
	hypothetical protein
	5.4
	1.8
	0.9

	SO4464
	II
	
	hypothetical protein
	hypothetical protein
	2.2
	1.1
	1.0

	SO4482
	II
	
	hypothetical protein
	hypothetical protein
	2.2
	1.4
	1.5

	SO4592
	II
	
	hypothetical protein
	hypothetical protein
	3.8
	1.8
	1.2

	SO4593
	II
	
	hypothetical protein
	hypothetical protein
	3.3
	1.7
	1.2

	SO4643
	II
	
	hypothetical protein
	hypothetical protein
	2.5
	1.2
	0.9

	SO4694
	II
	
	hypothetical protein
	hypothetical protein
	7.0
	2.6
	1.2

	SO4695
	II
	
	hypothetical protein
	hypothetical protein
	7.3
	2.0
	1.3

	SO4738
	II
	
	hypothetical protein
	hypothetical protein
	2.4
	1.2
	1.5

	SO0316
	II
	
	conserved hypothetical protein TIGR00481
	Hypothetical proteins
	3.9
	1.6
	1.2

	SO0334
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.6
	1.5
	1.1

	SO0335
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.6
	1.4
	1.1

	SO0336
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.3
	1.5
	1.3

	SO0855
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	5.1
	1.8
	0.8

	SO0856
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	6.5
	1.7
	0.9

	SO1379
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.0
	1.1
	1.1

	SO1380
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	4.4
	1.3
	1.0

	SO1381
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	10.0
	1.6
	1.4

	SO2008
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	8.3
	2.6
	1.2

	SO2009
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	9.2
	2.0
	1.1

	SO2043
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	12.3
	3.1
	1.2

	SO2697
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.3
	1.2
	1.1

	SO2710
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	3.5
	1.2
	1.1

	SO2922
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	7.3
	2.3
	1.1

	SO3073
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	6.7
	1.8
	1.2

	SO3097
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	7.3
	2.0
	1.3

	SO3274
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	4.7
	1.5
	1.1

	SO3319
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	4.0
	1.8
	1.1

	SO3346
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.6
	1.3
	1.1

	SO3370
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	3.8
	1.0
	0.9

	SO3557
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.1
	1.2
	1.1

	SO3776
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.9
	1.3
	1.0

	SO3951
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.2
	1.2
	1.0

	SO3953
	II
	
	conserved hypothetical protein TIGR00056
	Hypothetical proteins
	2.8
	1.3
	1.0

	SO4329
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	5.8
	2.0
	0.9

	SO4641
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.5
	1.2
	1.1

	SO4642
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.4
	1.2
	1.0

	SO0644
	II
	
	prophage MuSo1, DNA transposition protein, putative
	Other categories
	2.2
	1.1
	1.3

	SO2699
	II
	
	prophage MuSo2, 43 kDa tail protein, putative
	Other categories
	2.0
	1.2
	1.1

	SO3854
	II
	
	ISSo12, transposase
	Other categories
	2.3
	1.5
	1.1

	SO4533
	II
	
	ISSo10, transposase OrfA
	Other categories
	2.1
	1.1
	1.1

	SO0605
	II
	hflK
	hflK protein
	Protein fate
	2.6
	1.4
	1.0

	SO0606
	II
	hflC
	hflC protein
	Protein fate
	2.4
	1.3
	0.9

	SO0696
	II
	dsbD
	thiol:disulfide interchange protein DsbD
	Protein fate
	4.8
	1.8
	1.1

	SO0951
	II
	dsbC
	thiol:disulfide interchange protein DsbC
	Protein fate
	4.7
	1.6
	1.2

	SO1796
	II
	lon
	ATP-dependent protease La
	Protein fate
	4.1
	2.0
	1.1

	SO3302
	II
	
	serine protease, subtilase family
	Protein fate
	2.9
	1.4
	1.1

	SO0602
	II
	miaA
	tRNA delta(2)-isopentenylpyrophosphate transferase
	Protein synthesis
	3.9
	1.6
	1.1

	SO0317
	II
	
	transcriptional regulator, AraC/XylS family
	Regulatory functions
	2.4
	1.4
	1.1

	SO0502
	II
	
	transcriptional regulator, ArsR family
	Regulatory functions
	2.2
	1.2
	1.0

	SO0603
	II
	hfq
	host factor-I protein
	Regulatory functions
	2.9
	1.3
	1.0

	SO1578
	II
	
	transcriptional regulator, TetR family
	Regulatory functions
	2.5
	1.1
	1.0

	SO1762
	II
	
	transcriptional regulator, AraC/XylS family
	Regulatory functions
	4.9
	2.0
	1.5

	SO1878
	II
	
	glycine cleavage system transcriptional repressor, putative
	Regulatory functions
	2.4
	1.1
	1.1

	SO3778
	II
	
	adenylate cyclase CyaB, putative
	Regulatory functions
	4.6
	1.8
	1.1

	SO4326
	II
	
	transcriptional regulator, TetR family
	Regulatory functions
	11.1
	2.5
	1.0

	SO0860
	II
	
	response regulator
	Signal transduction
	4.2
	1.3
	0.9

	SO3196
	II
	
	response regulator
	Signal transduction
	4.8
	1.8
	1.2

	SO1284
	II
	rpoD
	RNA polymerase sigma-70 factor
	Transcription
	2.2
	1.3
	1.0

	SO3096
	II
	
	RNA polymerase sigma-70 factor, ECF subfamily
	Transcription
	6.3
	1.8
	1.2

	SO4599
	II
	
	ribonuclease, T2 family
	Transcription
	3.4
	1.2
	1.0

	SO0486
	II
	nosD
	copper ABC transporter, periplasmic copper-binding protein
	Transport and binding proteins
	2.5
	1.5
	1.1

	SO0525
	II
	
	drug resistance transporter, EmrB/QacA family protein
	Transport and binding proteins
	4.5
	1.6
	1.4

	SO0857
	II
	
	ABC transporter, ATP-binding protein
	Transport and binding proteins
	10.9
	3.0
	1.1

	SO1923
	II
	
	AcrB/AcrD/AcrF family protein
	Transport and binding proteins
	7.8
	2.7
	0.9

	SO1924
	II
	
	AcrB/AcrD/AcrF family protein
	Transport and binding proteins
	10.2
	3.1
	1.1

	SO1925
	II
	
	HlyD family secretion protein
	Transport and binding proteins
	5.4
	1.7
	1.2

	SO3098
	II
	
	sodium/proline symporter, degenerate
	Transport and binding proteins
	4.7
	1.6
	1.6

	SO3779
	II
	cydC
	ABC transporter, ATP-binding protein CydC
	Transport and binding proteins
	5.4
	2.0
	1.1

	SO3780
	II
	cydD
	ABC transporter, ATP-binding protein CydD
	Transport and binding proteins
	5.7
	2.3
	1.2

	SO4148
	II
	
	HlyD family secretion protein
	Transport and binding proteins
	4.9
	2.0
	0.9

	SO0589
	II
	
	integral membrane domain protein, authentic frameshift
	Unknown function
	2.2
	1.1
	1.0

	SO0604
	II
	hflX
	GTP-binding protein HflX
	Unknown function
	2.6
	1.4
	1.0

	SO0628
	II
	
	GGDEF domain protein
	Unknown function
	3.5
	1.3
	1.0

	SO0697
	II
	cutA
	periplasmic divalent cation tolerance protein CutA
	Unknown function
	4.5
	1.3
	1.1

	SO0841
	II
	
	GGDEF domain protein
	Unknown function
	2.2
	1.1
	0.9

	SO0895
	II
	
	pirin family protein
	Unknown function
	2.7
	1.5
	1.3

	SO1502
	II
	
	cobalamin synthesis protein/P47K family protein
	Unknown function
	2.1
	1.0
	1.0

	SO1876
	II
	
	NodD transcription activator-related protein
	Unknown function
	2.2
	1.1
	0.9

	SO1911
	II
	
	oxidoreductase, short chain dehydrogenase/reductase family
	Unknown function
	2.1
	1.3
	1.2

	SO1975
	II
	
	Zinc carboxypeptidase-related protein
	Unknown function
	3.1
	1.7
	1.2

	SO1976
	II
	
	hydrolase, alpha/beta fold family
	Unknown function
	3.2
	1.7
	1.3

	SO2492
	II
	
	oxidoreductase, acyl-CoA dehydrogenase family
	Unknown function
	5.9
	2.2
	1.1

	SO2607
	II
	
	spore maturation protein A-related protein
	Unknown function
	2.3
	1.2
	0.9

	SO2708
	II
	
	nitroreductase family protein
	Unknown function
	2.0
	1.0
	1.1

	SO3303
	II
	
	chitinase domain protein
	Unknown function
	5.4
	1.8
	1.2

	SO3949
	II
	
	BolA/YrbA family protein
	Unknown function
	2.2
	1.0
	1.1

	SO3950
	II
	
	SpoIIAA family protein
	Unknown function
	2.5
	1.1
	1.1

	SO3952
	II
	
	mce-related protein
	Unknown function
	2.7
	1.3
	1.1

	SO4039
	II
	
	hydrolase, haloacid dehalogenase-like family
	Unknown function
	9.8
	2.6
	1.2

	SO4040
	II
	
	integral membrane domain protein
	Unknown function
	8.2
	1.9
	1.3

	SO4327
	II
	
	HlyD family secretion domain protein
	Unknown function
	10.0
	2.7
	1.0

	SO3348
	III
	hemH-2
	ferrochelatase
	Biosynthesis of cofactors, prosthetic groups, and carriers
	10.4
	5.8
	1.1

	SO0300
	III
	
	lipoprotein, putative
	Cell envelope
	5.1
	2.4
	1.7

	SO0837
	III
	
	beta-lactamase, putative
	Cellular processes
	2.1
	1.6
	1.2

	SO1773
	III
	
	catalase-related protein, authentic point mutation
	Cellular processes
	8.0
	3.1
	1.0

	SO3241
	III
	flgJ
	flagellar protein FlgJ
	Cellular processes
	2.1
	1.5
	1.0

	SO3349
	III
	
	glutathione peroxidase, putative
	Cellular processes
	11.1
	5.6
	1.4

	SO4170
	III
	
	C-factor, putative
	Cellular processes
	13.3
	8.5
	1.2

	SO0929
	III
	metK
	S-adenosylmethionine synthetase
	Central intermediary metabolism
	2.0
	1.7
	0.7

	SOA0092
	III
	
	transposase, IS3 family, interruption
	Disrupted reading frame
	2.1
	1.6
	1.0

	SO3384
	III
	phrB
	deoxyribodipyrimidine photolyase
	DNA metabolism
	19.9
	11.3
	2.1

	SO2098
	III
	hyaB
	quinone-reactive Ni/Fe hydrogenase, large subunit
	Energy metabolism
	2.2
	1.6
	1.2

	SO3379
	III
	cfa
	cyclopropane-fatty-acyl-phospholipid synthase
	Fatty acid and phospholipid metabolism
	9.5
	10.6
	0.7

	SO2873
	III
	
	hypothetical protein
	hypothetical protein
	2.7
	2.0
	1.1

	SO3276
	III
	
	hypothetical protein
	hypothetical protein
	15.3
	4.6
	1.1

	SO4168
	III
	
	hypothetical protein
	hypothetical protein
	8.4
	4.4
	1.1

	SO4338
	III
	
	hypothetical protein
	hypothetical protein
	2.2
	nd
	1.1

	SO4594
	III
	
	hypothetical protein
	hypothetical protein
	2.8
	2.4
	1.5

	SO0771
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	13.0
	3.9
	1.7

	SO1770
	III
	
	glycerate kinase, putative
	Hypothetical proteins
	2.1
	1.8
	1.1

	SO1988
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	15.8
	7.3
	1.5

	SO2007
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	10.4
	3.7
	1.3

	SO2042
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	13.9
	3.8
	1.4

	SO3374
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	4.5
	2.7
	1.3

	SO3376
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	3.9
	7.4
	0.7

	SO3377
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	5.3
	8.8
	0.8

	SO3378
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	6.1
	10.5
	0.6

	SO3380
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	9.0
	9.2
	0.8

	SO3381
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	15.2
	10.8
	1.1

	SO3849
	III
	
	conserved domain protein
	Hypothetical proteins
	7.0
	4.8
	1.7

	SO4169
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	17.8
	8.8
	1.3

	SO4465
	III
	
	conserved domain protein
	Hypothetical proteins
	12.6
	4.9
	1.0

	SO4696
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	7.0
	3.9
	1.4

	SOA0155
	III
	
	conserved domain protein
	Hypothetical proteins
	6.0
	3.2
	1.7

	SO1193
	III
	secD-1
	protein-export membrane protein SecD
	Protein fate
	5.5
	2.6
	1.7

	SO1194
	III
	secF-1
	protein-export membrane protein SecF
	Protein fate
	5.8
	2.5
	1.8

	SO1987
	III
	
	ATP-dependent protease La (LON) domain protein
	Protein fate
	11.2
	7.0
	1.3

	SO2588
	III
	
	protein-methionine-S-oxide reductase, PilB family
	Protein fate
	5.3
	2.4
	1.3

	SO3403
	III
	yfiA-1
	ribosomal subunit interface protein
	Protein synthesis
	1.7
	2.1
	1.2

	SO2834
	III
	nrdD
	anaerobic ribonucleoside-triphosphate reductase
	Purines, pyrimidines, nucleosides, and nucleotides
	4.1
	2.3
	1.7

	SO1985
	III
	
	transcriptional activator, putative
	Regulatory functions
	10.5
	6.3
	0.9

	SO2366
	III
	
	response regulator
	Signal transduction
	9.9
	3.4
	1.2

	SO1986
	III
	
	RNA polymerase sigma-70 factor, ECF subfamily
	Transcription
	13.8
	7.5
	1.2

	SO1689
	III
	
	cation transport ATPase, E1-E2 family
	Transport and binding proteins
	2.1
	1.7
	1.2

	SO1771
	III
	
	permease, GntP family
	Transport and binding proteins
	3.2
	1.8
	1.2

	SO4597
	III
	
	heavy metal efflux system protein, putative
	Transport and binding proteins
	6.4
	3.3
	1.3

	SO4598
	III
	
	heavy metal efflux pump, CzcA family
	Transport and binding proteins
	7.2
	2.8
	1.2

	SOA0153
	III
	
	heavy metal efflux pump, CzcA family
	Transport and binding proteins
	6.3
	2.7
	1.3

	SOA0154
	III
	
	heavy metal efflux protein, putative
	Transport and binding proteins
	6.5
	3.2
	1.6

	SO1722
	III
	
	ACT domain protein
	Unknown function
	2.8
	1.7
	1.2

	SO1877
	III
	bcp
	bacterioferritin comigratory protein
	Unknown function
	7.0
	2.8
	1.2

	SO3382
	III
	
	oxidoreductase, short-chain dehydrogenase/reductase family
	Unknown function
	11.0
	9.8
	1.2

	SO3383
	III
	
	transcriptional regulator-related protein
	Unknown function
	10.5
	8.3
	1.6

	SO4596
	III
	
	copper-transporting ATPase domain protein
	Unknown function
	3.8
	3.2
	1.5

	SO0818
	IV
	metE
	5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase
	Amino acid biosynthesis
	0.8
	5.0
	0.6

	SO1030
	IV
	metH
	5-methyltetrahydrofolate--homocysteine methyltransferase
	Amino acid biosynthesis
	0.8
	2.9
	0.6

	SO1676
	IV
	metA
	homoserine O-succinyltransferase
	Amino acid biosynthesis
	0.8
	2.9
	0.7

	SO4054
	IV
	metF
	5,10-methylenetetrahydrofolate reductase
	Amino acid biosynthesis
	1.1
	5.9
	0.7

	SO4055
	IV
	metL
	aspartokinase II/homoserine dehydrogenase, methionine-sensitive
	Amino acid biosynthesis
	0.9
	5.1
	0.6

	SO4056
	IV
	metB
	cystathionine gamma-synthase
	Amino acid biosynthesis
	1.2
	5.7
	0.6

	SO1031
	IV
	
	alpha-ribazole-5-phosphate phosphatase, putative
	Biosynthesis of cofactors, prosthetic groups, and carriers
	0.8
	2.1
	0.8

	SO4053
	IV
	
	methyl-accepting chemotaxis protein
	Cellular processes
	1.1
	2.0
	0.9

	SO4163
	IV
	hslU
	heat shock protein HslVU, ATPase subunit HslU
	Cellular processes
	1.0
	2.1
	1.0

	SO1087
	IV
	
	Na+/H+ antiporter family protein
	Hypothetical proteins
	1.1
	4.2
	0.7

	SO1126
	IV
	dnaK
	chaperone protein DnaK
	Protein fate
	1.0
	2.2
	0.9

	SO2016
	IV
	htpG
	heat shock protein HtpG
	Protein fate
	1.0
	2.1
	0.9

	SO3577
	IV
	clpB
	clpB protein
	Protein fate
	1.2
	2.1
	0.9

	SO0817
	IV
	metR
	transcriptional activator protein MetR
	Regulatory functions
	1.1
	3.2
	0.7

	SO2997
	V
	
	hypothetical protein
	hypothetical protein
	1.0
	1.1
	2.5

	SO2998
	V
	
	hypothetical protein
	hypothetical protein
	0.8
	1.4
	2.2

	SO3001
	V
	
	hypothetical protein
	hypothetical protein
	0.8
	1.3
	2.1

	SO3002
	V
	
	conserved hypothetical protein
	hypothetical protein
	0.9
	1.4
	2.0

	SO3344
	V
	
	hypothetical protein
	hypothetical protein
	0.7
	2.3
	2.0

	SO2984
	V
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.0
	2.1

	SO3000
	V
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.5
	3.0

	SO3667
	V
	
	conserved hypothetical protein
	Hypothetical proteins
	0.6
	1.7
	2.4

	SO3668
	V
	
	conserved hypothetical protein
	Hypothetical proteins
	0.6
	1.9
	2.4

	SO1482
	V
	
	TonB-dependent receptor, putative
	Transport and binding proteins
	1.0
	1.3
	2.2

	SO3669
	V
	hugA
	heme transport protein
	Transport and binding proteins
	0.3
	2.3
	2.1

	SO3670
	V
	tonB1
	TonB1 protein
	Transport and binding proteins
	0.4
	2.2
	1.9

	SO3671
	V
	exbB1
	TonB system transport protein ExbB1
	Transport and binding proteins
	0.3
	2.3
	1.8

	SO3673
	V
	hmuT
	hemin ABC transporter, periplasmic hemin-binding protein
	Transport and binding proteins
	0.4
	1.6
	2.0

	SO3674
	V
	hmuU
	hemin ABC transporter, permease protein
	Transport and binding proteins
	0.5
	1.5
	2.2

	SO3675
	V
	hmuV
	hemin ABC transporter, ATP-binding protein
	Transport and binding proteins
	0.3
	1.4
	2.1


a: the average induction fold at each time point. The data were presented with 95% confidence. The raw data of each sample at each time point is available upon request. nd: no data.

Supplemental Table 6. K-means analysis of up-regulated genes in response to UVB radiation

	SO Number
	Cluster by K-means
	Gene
	Gene Product
	Functional group
	 aInduction fold

	
	
	
	
	
	T5
	T20
	T60

	SO1751
	I
	
	membrane protein, putative
	Cell envelope
	2.1
	1.2
	2.9

	SO4568
	I
	nrfD-2
	formate-dependent nitrite reductase, nrfD protein
	Central intermediary metabolism
	2.1
	1.6
	2.4

	SO2037
	I
	
	site-specific recombinase, phage integrase family
	DNA metabolism
	1.1
	1.6
	2.1

	SO3061
	I
	topB
	DNA topoisomerase III
	DNA metabolism
	2.9
	6.9
	9.7

	SO3429
	I
	recX
	regulatory protein RecX
	DNA metabolism
	4.1
	6.2
	9.6

	SO3430
	I
	recA
	recA protein
	DNA metabolism
	3.9
	6.8
	10.0

	SO3462
	I
	recN
	DNA repair protein RecN
	DNA metabolism
	7.3
	11.4
	20.3

	SO4364
	I
	recG
	ATP-dependent DNA helicase RecG
	DNA metabolism
	1.7
	2.3
	2.5

	SOA0012
	I
	umuC
	umuC protein
	DNA metabolism
	2.5
	6.0
	7.7

	SOA0013
	I
	umuD
	umuD protein
	DNA metabolism
	4.0
	10.7
	19.6

	SO1812
	I
	mdeA
	methionine gamma-lyase
	Energy metabolism
	7.4
	1.8
	3.9

	SO0089
	I
	
	hypothetical protein
	hypothetical protein
	2.3
	4.6
	6.7

	SO1116
	I
	
	hypothetical protein
	hypothetical protein
	1.2
	2.3
	2.8

	SO1753
	I
	
	hypothetical protein
	hypothetical protein
	1.8
	1.4
	2.3

	SO1761
	I
	
	hypothetical protein
	hypothetical protein
	4.2
	3.3
	2.5

	SO3327
	I
	
	hypothetical protein
	hypothetical protein
	2.4
	1.7
	4.7

	SO4363
	I
	
	hypothetical protein
	hypothetical protein
	1.5
	2.1
	2.6

	SO4605
	I
	
	hypothetical protein
	hypothetical protein
	4.7
	8.6
	8.0

	SO0179
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	2.5
	2.4
	2.1

	SO1757
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	19.2
	15.9
	32.5

	SO1758
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	0.8
	3.9
	0.9

	SO1759
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	12.9
	10.7
	11.0

	SO1816
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	23.0
	3.6
	59.2

	SO2602
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	1.3
	1.8
	2.0

	SO2603
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	2.6
	4.8
	5.7

	SO2604
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	2.9
	5.3
	7.2

	SO3849
	I
	
	conserved domain protein
	Hypothetical proteins
	10.7
	10.1
	9.2

	SO4604
	I
	
	conserved hypothetical protein
	Hypothetical proteins
	7.5
	9.1
	20.1

	SO3854
	I
	
	ISSo12, transposase
	Other categories
	2.8
	5.3
	4.0

	SO1115
	I
	pepD
	aminoacyl-histidine dipeptidase
	Protein fate
	1.5
	2.1
	3.0

	SO4603
	I
	lexA
	LexA repressor
	Regulatory functions
	7.9
	9.7
	17.5

	SO1750
	I
	
	ABC transporter, ATP-binding protein
	Transport and binding proteins
	2.1
	1.3
	3.7

	SO1760
	I
	
	AzlC family protein
	Transport and binding proteins
	0.9
	3.0
	0.8

	SO3060
	I
	
	outer membrane porin, putative
	Transport and binding proteins
	1.6
	3.2
	2.8

	SO1114
	I
	dinP
	DNA-damage-inducible protein P
	Unknown function
	3.6
	5.6
	12.2

	SO1756
	I
	
	glyoxalase family protein
	Unknown function
	0.8
	5.6
	1.1

	SO1813
	I
	
	DNA-binding protein, putative
	Unknown function
	10.2
	2.6
	14.5

	SO1815
	I
	
	histone deacetylase/AcuC/AphA family protein
	Unknown function
	11.6
	2.8
	13.4

	SO3348
	II
	hemH-2
	ferrochelatase
	Biosynthesis of cofactors, prosthetic groups, and carriers
	10.7
	1.4
	0.9

	SO3349
	II
	
	glutathione peroxidase, putative
	Cellular processes
	9.3
	1.5
	0.9

	SO4170
	II
	
	C-factor, putative
	Cellular processes
	6.9
	1.7
	1.1

	SO4328
	II
	
	AcrB/AcrD/AcrF family protein, authentic frameshift
	Cellular processes
	4.9
	1.0
	0.8

	SO1276
	II
	gabT
	4-aminobutyrate aminotransferase
	Central intermediary metabolism
	2.3
	0.8
	0.8

	SO3384
	II
	phrB
	deoxyribodipyrimidine photolyase
	DNA metabolism
	6.6
	1.5
	0.9

	SO3379
	II
	cfa
	cyclopropane-fatty-acyl-phospholipid synthase
	Fatty acid and phospholipid metabolism
	15.0
	2.0
	0.9

	SO1246
	II
	
	hypothetical protein
	hypothetical protein
	2.3
	0.9
	0.9

	SO1588
	II
	
	hypothetical protein
	hypothetical protein
	10.3
	1.0
	0.9

	SO1589
	II
	
	hypothetical protein
	hypothetical protein
	12.9
	1.0
	0.9

	SO1590
	II
	
	hypothetical protein
	hypothetical protein
	13.6
	1.1
	0.9

	SO1592
	II
	
	hypothetical protein
	hypothetical protein
	12.7
	1.1
	0.8

	SO3275
	II
	
	hypothetical protein
	hypothetical protein
	2.4
	1.1
	1.0

	SO3276
	II
	
	hypothetical protein
	hypothetical protein
	5.5
	1.1
	0.8

	SO4168
	II
	
	hypothetical protein
	hypothetical protein
	3.1
	1.1
	1.0

	SO4694
	II
	
	hypothetical protein
	hypothetical protein
	2.7
	1.1
	1.0

	SO4695
	II
	
	hypothetical protein
	hypothetical protein
	2.0
	1.3
	1.1

	SO0771
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	7.1
	1.2
	1.1

	SO0855
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.3
	1.0
	1.0

	SO1274
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.1
	0.8
	0.9

	SO1587
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.1
	0.9
	0.8

	SO1649
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	3.4
	1.0
	0.9

	SO1650
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.8
	0.9
	0.9

	SO1810
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	4.8
	1.5
	2.0

	SO3073
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	2.0
	1.1
	0.9

	SO3376
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	6.4
	1.6
	0.9

	SO3377
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	8.1
	1.9
	0.9

	SO3378
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	10.2
	1.9
	0.9

	SO3380
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	11.5
	2.1
	0.9

	SO3381
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	21.2
	2.3
	0.9

	SO3386
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	7.0
	1.5
	1.0

	SO4169
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	7.5
	0.4
	1.0

	SO4329
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	3.0
	1.1
	0.8

	SO4465
	II
	
	conserved domain protein
	Hypothetical proteins
	8.3
	1.2
	0.9

	SO4696
	II
	
	conserved hypothetical protein
	Hypothetical proteins
	4.6
	1.2
	1.0

	SO3385
	II
	
	transcriptional regulator, MerR family
	Regulatory functions
	6.1
	1.6
	0.9

	SO4326
	II
	
	transcriptional regulator, TetR family
	Regulatory functions
	3.9
	1.0
	0.8

	SO1559
	II
	phoR
	phosphate regulon sensor protein PhoR
	Signal transduction
	3.0
	1.0
	0.9

	SO2366
	II
	
	response regulator
	Signal transduction
	2.3
	1.1
	0.9

	SO0157
	II
	
	proton/glutamate symporter
	Transport and binding proteins
	2.2
	1.4
	1.0

	SO0857
	II
	
	ABC transporter, ATP-binding protein
	Transport and binding proteins
	2.8
	1.0
	1.0

	SO1647
	II
	
	glutathione-regulated potassium-efflux system protein KefB, putative
	Transport and binding proteins
	2.0
	1.0
	1.0

	SO2260
	II
	suhB
	extragenic suppressor protein SuhB
	Unknown function
	3.5
	1.7
	1.4

	SO3382
	II
	
	oxidoreductase, short-chain dehydrogenase/reductase family
	Unknown function
	14.6
	2.4
	1.0

	SO3383
	II
	
	transcriptional regulator-related protein
	Unknown function
	11.7
	2.4
	0.9

	SO4039
	II
	
	hydrolase, haloacid dehalogenase-like family
	Unknown function
	2.3
	1.1
	0.9

	SO4327
	II
	
	HlyD family secretion domain protein
	Unknown function
	4.3
	1.0
	0.9

	SO2277
	III
	ibpA
	16 kDa heat shock protein A
	Protein fate
	1.1
	1.1
	2.0

	SO2964
	III
	
	ClpP protease family protein
	Protein fate
	1.1
	1.0
	3.7

	SO0648
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	1.2
	6.1

	SO0651
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.1
	3.3

	SO2660
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.8
	1.6
	14.8

	SO2663
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.7
	1.4
	13.3

	SO2667
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	1.0
	6.0

	SO2955
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	0.9
	4.5

	SO2957
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.7
	0.9
	2.0

	SO2958
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	0.9
	2.7

	SO2960
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	0.9
	2.6

	SO2961
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.0
	2.4

	SO2967
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	0.9
	3.2

	SO2968
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.2
	0.9
	2.4

	SO2971
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.1
	0.9
	3.5

	SO2976
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.7
	0.9
	6.4

	SO2984
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	1.3
	14.7

	SO2988
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	1.3
	21.4

	SO3000
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	1.7
	37.2

	SO3002
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	1.4
	23.5

	SO3005
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	0.8
	0.6
	23.1

	SO3326
	III
	
	conserved hypothetical protein
	Hypothetical proteins
	1.4
	1.0
	2.5

	SO4163
	III
	hslU
	heat shock protein HslVU, ATPase subunit HslU
	Cellular processes
	1.0
	0.9
	2.1

	SO0646
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	1.2
	8.5

	SO0836
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	0.9
	2.3

	SO2343
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.1
	3.7

	SO2656
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.4
	18.0

	SO2657
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.5
	11.8

	SO2658
	III
	
	hypothetical protein
	hypothetical protein
	0.7
	1.3
	13.7

	SO2659
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	1.4
	11.5

	SO2661
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.4
	11.1

	SO2662
	III
	
	hypothetical protein
	hypothetical protein
	1.1
	1.9
	6.5

	SO2664
	III
	
	hypothetical protein
	hypothetical protein
	0.7
	1.0
	6.8

	SO2665
	III
	
	hypothetical protein
	hypothetical protein
	0.7
	1.0
	5.6

	SO2666
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.0
	4.0

	SO2954
	III
	
	hypothetical protein
	hypothetical protein
	1.3
	1.1
	2.2

	SO2962
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	0.9
	3.5

	SO2970
	III
	
	hypothetical protein
	hypothetical protein
	1.1
	0.9
	4.7

	SO2972
	III
	
	hypothetical protein
	hypothetical protein
	1.2
	1.0
	5.6

	SO2974
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	0.8
	7.2

	SO2979
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.2
	3.7

	SO2980
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	1.2
	12.8

	SO2981
	III
	
	hypothetical protein
	hypothetical protein
	ND
	0.6
	11.9

	SO2982
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.1
	8.5

	SO2983
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.3
	17.2

	SO2986
	III
	
	hypothetical protein
	hypothetical protein
	1.2
	1.3
	11.5

	SO2987
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.2
	12.3

	SO2995
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.2
	23.3

	SO2997
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	1.4
	18.8

	SO2998
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.3
	14.1

	SO2999
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	1.3
	7.2

	SO3001
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.3
	17.2

	SO3003
	III
	
	hypothetical protein
	hypothetical protein
	0.5
	1.2
	26.6

	SO3008
	III
	
	hypothetical protein
	hypothetical protein
	0.8
	1.2
	10.3

	SO3009
	III
	
	hypothetical protein
	hypothetical protein
	0.9
	0.8
	11.0

	SO3010
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.0
	7.4

	SO3011
	III
	
	hypothetical protein
	hypothetical protein
	1.0
	1.2
	15.8

	SO3012
	III
	
	hypothetical protein
	hypothetical protein
	1.1
	1.2
	8.8

	SO3004
	III
	
	prophage LambdaSo, DNA modification methyltransferase, putative
	DNA metabolism
	0.9
	1.3
	15.6

	SO2969
	III
	
	prophage LambdaSo, holin, putative
	Other categories
	1.2
	1.0
	4.0

	SO2963
	III
	
	prophage LambdaSo, major capsid protein, HK97 family
	Other categories
	1.0
	0.9
	3.8

	SO2956
	III
	
	prophage LambdaSo, major tail protein V, putative
	Other categories
	0.9
	0.9
	4.9

	SO2965
	III
	
	prophage LambdaSo, portal protein,  HK97 family
	Other categories
	1.2
	1.0
	4.7

	SO2985
	III
	O
	prophage LambdaSo, replication protein O
	Other categories
	1.0
	1.3
	15.7

	SO2978
	III
	
	prophage LambdaSo, site-specific recombinase, phage integrase family
	Other categories
	0.9
	1.0
	9.7

	SO3006
	III
	
	prophage LambdaSo, type II DNA modification methyltransferase, putative
	DNA metabolism
	0.9
	1.1
	11.0

	SO2993
	III
	
	prophage LambdaSo, type II DNA modification methyltransferase, putative, truncation
	DNA metabolism
	1.0
	1.7
	35.3

	SO0644
	III
	
	prophage MuSo1, DNA transposition protein, putative
	Other categories
	1.0
	1.4
	18.9

	SO0652
	III
	
	prophage MuSo1, positive regulator of late transcription, putative
	Other categories
	0.9
	1.1
	5.8

	SO0674
	III
	
	prophage MuSo1, protein Gp32, putative
	Other categories
	1.0
	0.8
	2.8

	SO2655
	III
	
	prophage MuSo2, DNA transposition protein, putative
	Other categories
	0.9
	2.1
	19.7

	SO2653
	III
	
	transcriptional regulator, Ner family
	Regulatory functions
	0.6
	1.3
	9.8

	SO0643
	III
	
	transposase, putative
	Other categories
	nd
	1.2
	8.2

	SO2654
	III
	
	transposase, putative
	Other categories
	1.0
	1.8
	7.6

	SO0645
	IV
	
	hypothetical protein
	hypothetical protein
	nd
	0.0
	7.6

	SO0649
	IV
	
	hypothetical protein
	hypothetical protein
	nd
	0.5
	10.9

	SO0678
	IV
	
	hypothetical protein
	hypothetical protein
	1.0
	0.7
	3.3

	SO2959
	IV
	
	hypothetical protein
	hypothetical protein
	0.7
	0.7
	2.2

	SO2975
	IV
	
	hypothetical protein
	hypothetical protein
	0.8
	0.5
	2.0

	SO0676
	IV
	
	conserved hypothetical protein
	Hypothetical proteins
	0.9
	0.6
	3.1

	SO0677
	IV
	
	conserved hypothetical protein
	Hypothetical proteins
	1.0
	0.4
	2.6

	SO0675
	IV
	
	prophage MuSo1, major head subunit, putative
	Other categories
	1.0
	0.7
	3.5

	SO2973
	IV
	
	prophage LambdaSo, lysozyme, putative
	Other categories
	1.1
	0.6
	6.7


a: the average induction fold at each time point. The data were presented with 95% confidence. The raw data of each sample at each time point is available upon request. nd: no data.

Supplemental Table 7. Up-regulated hypothetical and conserved hypothetical genes in response to UVR

	SO number
	Induction
	Description
	UVC
	UVB
	UVA

	
	
	
	T5
	T20
	T60
	T5
	T20
	T60
	T5
	T20
	T60

	SO0086
	UVC only
	hypothetical protein
	1.0
	2.6
	1.1
	a-
	-
	-
	-
	-
	-

	SO2038
	UVC only
	hypothetical protein
	1.2
	2.0
	2.0
	-
	-
	-
	-
	-
	-

	SO2858
	UVC only
	conserved hypothetical protein
	1.0
	1.1
	3.0
	-
	-
	-
	-
	-
	-

	SO2945
	UVC only
	hypothetical protein
	1.0
	0.8
	2.8
	-
	-
	-
	-
	-
	-

	SO2946
	UVC only
	hypothetical protein
	1.0
	0.8
	2.1
	-
	-
	-
	-
	-
	-

	SO2977
	UVC only
	hypothetical protein
	1.0
	0.9
	3.6
	-
	-
	-
	-
	-
	-

	SO2996
	UVC only
	hypothetical protein
	1.1
	1.3
	2.4
	-
	-
	-
	-
	-
	-

	SO3133
	UVC only
	hypothetical protein
	1.2
	1.3
	3.5
	-
	-
	-
	-
	-
	-

	SO0179
	UVC and UVB
	conserved hypothetical protein
	3.3
	2.6
	1.9
	2.5
	2.4
	2.1
	-
	-
	-

	SO0645
	UVC and UVB
	hypothetical protein
	bnd
	2.0
	10.5
	nd
	0.0
	7.6
	-
	-
	-

	SO0646
	UVC and UVB
	hypothetical protein
	1.0
	1.6
	8.4
	0.9
	1.2
	8.5
	-
	-
	-

	SO0647
	UVC and UVB
	hypothetical protein
	nd
	1.5
	8.8
	nd
	nd
	8.5
	-
	-
	-

	SO0648
	UVC and UVB
	conserved hypothetical protein
	1.1
	1.5
	8.2
	1.1
	1.2
	6.1
	-
	-
	-

	SO0649
	UVC and UVB
	hypothetical protein
	0.6
	1.6
	8.3
	nd
	0.5
	10.9
	-
	-
	-

	SO0650
	UVC and UVB
	hypothetical protein
	nd
	1.0
	4.1
	nd
	nd
	3.7
	-
	-
	-

	SO0651
	UVC and UVB
	conserved hypothetical protein
	1.0
	1.3
	3.7
	1.0
	1.1
	3.3
	-
	-
	-

	SO0676
	UVC and UVB
	conserved hypothetical protein
	0.9
	0.9
	3.8
	0.9
	0.6
	3.1
	-
	-
	-

	SO0677
	UVC and UVB
	conserved hypothetical protein
	1.1
	0.8
	3.1
	1.0
	0.4
	2.6
	-
	-
	-

	SO0678
	UVC and UVB
	hypothetical protein
	1.0
	0.8
	4.2
	1.0
	0.7
	3.3
	-
	-
	-

	SO0836
	UVC and UVB
	hypothetical protein
	0.7
	1.1
	3.2
	0.9
	0.9
	2.3
	-
	-
	-

	SO1116
	UVC and UVB
	hypothetical protein
	1.2
	2.3
	2.2
	1.2
	2.3
	2.8
	-
	-
	-

	SO1753
	UVC and UVB
	hypothetical protein
	1.4
	2.0
	1.9
	1.8
	1.4
	2.3
	-
	-
	-

	SO1810
	UVC and UVB
	conserved hypothetical protein
	1.9
	2.2
	1.5
	4.8
	1.5
	2.0
	-
	-
	-

	SO1816
	UVC and UVB
	conserved hypothetical protein
	6.4
	27.7
	14.8
	23.0
	3.6
	59.2
	-
	-
	-

	SO2343
	UVC and UVB
	hypothetical protein
	1.0
	1.2
	3.0
	1.0
	1.1
	3.7
	-
	-
	-

	SO2656
	UVC and UVB
	hypothetical protein
	0.9
	3.4
	16.1
	0.8
	1.4
	18.0
	-
	-
	-

	SO2657
	UVC and UVB
	hypothetical protein
	1.1
	2.5
	11.5
	1.0
	1.5
	11.8
	-
	-
	-

	SO2658
	UVC and UVB
	hypothetical protein
	0.7
	2.6
	13.0
	0.7
	1.3
	13.7
	-
	-
	-

	SO2659
	UVC and UVB
	hypothetical protein
	0.7
	2.4
	10.3
	0.9
	1.4
	11.5
	-
	-
	-

	SO2660
	UVC and UVB
	conserved hypothetical protein
	1.1
	2.5
	13.7
	0.8
	1.6
	14.8
	-
	-
	-

	SO2661
	UVC and UVB
	hypothetical protein
	0.7
	2.0
	12.3
	1.0
	1.4
	11.1
	-
	-
	-

	SO2662
	UVC and UVB
	hypothetical protein
	1.4
	2.5
	7.7
	1.1
	1.9
	6.5
	-
	-
	-

	SO2663
	UVC and UVB
	conserved hypothetical protein
	0.9
	2.4
	14.4
	0.7
	1.4
	13.3
	-
	-
	-

	SO2664
	UVC and UVB
	hypothetical protein
	0.8
	1.4
	9.5
	0.7
	1.0
	6.8
	-
	-
	-

	SO2665
	UVC and UVB
	hypothetical protein
	0.8
	1.3
	8.7
	0.7
	1.0
	5.6
	-
	-
	-

	SO2666
	UVC and UVB
	hypothetical protein
	1.0
	1.2
	6.0
	1.0
	1.0
	4.0
	-
	-
	-

	SO2667
	UVC and UVB
	conserved hypothetical protein
	0.8
	1.2
	6.8
	0.9
	1.0
	6.0
	-
	-
	-

	SO2954
	UVC and UVB
	hypothetical protein
	1.3
	1.4
	3.1
	1.3
	1.1
	2.2
	-
	-
	-

	SO2955
	UVC and UVB
	conserved hypothetical protein
	0.9
	0.9
	6.2
	1.0
	0.9
	4.5
	-
	-
	-

	SO2957
	UVC and UVB
	conserved hypothetical protein
	nd
	1.1
	3.1
	0.7
	0.9
	2.0
	-
	-
	-

	SO2958
	UVC and UVB
	conserved hypothetical protein
	1.1
	1.1
	3.7
	0.9
	0.9
	2.7
	-
	-
	-

	SO2959
	UVC and UVB
	hypothetical protein
	0.9
	1.1
	3.5
	0.7
	0.7
	2.2
	-
	-
	-

	SO2960
	UVC and UVB
	conserved hypothetical protein
	1.0
	0.9
	4.7
	0.9
	0.9
	2.6
	-
	-
	-

	SO2961
	UVC and UVB
	conserved hypothetical protein
	1.0
	1.1
	4.0
	1.0
	1.0
	2.4
	-
	-
	-

	SO2962
	UVC and UVB
	hypothetical protein
	1.0
	0.8
	4.9
	1.0
	0.9
	3.5
	-
	-
	-

	SO2967
	UVC and UVB
	conserved hypothetical protein
	1.1
	1.0
	4.1
	1.1
	0.9
	3.2
	-
	-
	-

	SO2968
	UVC and UVB
	conserved hypothetical protein
	1.2
	1.0
	3.0
	1.2
	0.9
	2.4
	-
	-
	-

	SO2970
	UVC and UVB
	hypothetical protein
	1.2
	1.0
	6.6
	1.1
	0.9
	4.7
	-
	-
	-

	SO2971
	UVC and UVB
	conserved hypothetical protein
	1.1
	1.0
	4.9
	1.1
	0.9
	3.5
	-
	-
	-

	SO2972
	UVC and UVB
	hypothetical protein
	1.1
	1.1
	7.0
	1.2
	1.0
	5.6
	-
	-
	-

	SO2974
	UVC and UVB
	hypothetical protein
	1.1
	0.9
	9.6
	0.9
	0.8
	7.2
	-
	-
	-

	SO2976
	UVC and UVB
	conserved hypothetical protein
	1.0
	0.9
	6.3
	0.7
	0.9
	6.4
	-
	-
	-

	SO2979
	UVC and UVB
	hypothetical protein
	1.0
	1.2
	5.6
	1.0
	1.2
	3.7
	-
	-
	-

	SO2980
	UVC and UVB
	hypothetical protein
	1.0
	1.3
	10.4
	0.9
	1.2
	12.8
	-
	-
	-

	SO2981
	UVC and UVB
	hypothetical protein
	0.2
	1.2
	10.2
	nd
	0.6
	11.9
	-
	-
	-

	SO2982
	UVC and UVB
	hypothetical protein
	1.0
	1.3
	9.6
	1.0
	1.1
	8.5
	-
	-
	-

	SO2986
	UVC and UVB
	hypothetical protein
	1.1
	1.7
	11.3
	1.2
	1.3
	11.5
	-
	-
	-

	SO2987
	UVC and UVB
	hypothetical protein
	1.0
	1.7
	12.1
	1.0
	1.2
	12.3
	-
	-
	-

	SO2995
	UVC and UVB
	hypothetical protein
	1.2
	2.3
	18.7
	0.8
	1.2
	23.3
	-
	-
	-

	SO2999
	UVC and UVB
	hypothetical protein
	0.9
	1.4
	8.6
	0.9
	1.3
	7.2
	-
	-
	-

	SO3003
	UVC and UVB
	hypothetical protein
	1.0
	2.1
	22.5
	0.5
	1.2
	26.6
	-
	-
	-

	SO3005
	UVC and UVB
	conserved hypothetical protein
	0.9
	1.7
	17.3
	0.8
	0.6
	23.1
	-
	-
	-

	SO3007
	UVC and UVB
	hypothetical protein
	nd
	nd
	2.4
	nd
	
	3.5
	-
	-
	-

	SO3008
	UVC and UVB
	hypothetical protein
	0.5
	1.3
	10.5
	0.8
	1.2
	10.3
	-
	-
	-

	SO3009
	UVC and UVB
	hypothetical protein
	1.1
	1.2
	11.3
	0.9
	0.8
	11.0
	-
	-
	-

	SO3010
	UVC and UVB
	hypothetical protein
	0.8
	1.1
	9.5
	1.0
	1.0
	7.4
	-
	-
	-

	SO3011
	UVC and UVB
	hypothetical protein
	0.8
	1.4
	12.9
	1.0
	1.2
	15.8
	-
	-
	-

	SO3012
	UVC and UVB
	hypothetical protein
	1.1
	1.2
	10.2
	1.1
	1.2
	8.8
	-
	-
	-

	SO4363
	UVC and UVB
	hypothetical protein
	1.8
	2.5
	2.4
	1.5
	2.1
	2.6
	-
	-
	-

	SO1246
	UVB only
	hypothetical protein
	-
	-
	-
	2.285
	0.9
	0.86
	-
	-
	-

	SO1274
	UVB only
	conserved hypothetical protein
	-
	-
	-
	2.097
	0.8
	0.92
	-
	-
	-

	SO1587
	UVB only
	conserved hypothetical protein
	-
	-
	-
	2.092
	0.9
	0.79
	-
	-
	-

	SO1588
	UVB only
	hypothetical protein
	-
	-
	-
	10.28
	1
	0.9
	-
	-
	-

	SO1589
	UVB only
	hypothetical protein
	-
	-
	-
	12.9
	1
	0.91
	-
	-
	-

	SO1590
	UVB only
	hypothetical protein
	-
	-
	-
	13.58
	1.1
	0.9
	-
	-
	-

	SO1592
	UVB only
	hypothetical protein
	-
	-
	-
	12.65
	1.1
	0.81
	-
	-
	-

	SO1649
	UVB only
	conserved hypothetical protein
	-
	-
	-
	3.39
	1
	0.94
	-
	-
	-

	SO1650
	UVB only
	conserved hypothetical protein
	-
	-
	-
	2.826
	0.9
	0.92
	-
	-
	-

	SO2602
	UVB only
	conserved hypothetical protein
	-
	-
	-
	1.255
	1.8
	2.01
	-
	-
	-

	SO2975
	UVB only
	hypothetical protein
	-
	-
	-
	0.825
	0.5
	2.02
	-
	-
	-

	SO3326
	UVB only
	conserved hypothetical protein
	-
	-
	-
	1.442
	1
	2.55
	-
	-
	-

	SO0771
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	7.1
	1.2
	1.1
	13.0
	3.9
	1.7

	SO0855
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	2.3
	1.0
	1.0
	5.1
	1.8
	0.8

	SO1758
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	0.8
	3.9
	0.9
	11.1
	11.7
	7.0

	SO3073
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	2.0
	1.1
	0.9
	6.7
	1.8
	1.2

	SO3275
	UVB and UVA
	hypothetical protein
	-
	-
	-
	2.4
	1.1
	1.0
	8.7
	2.3
	1.1

	SO3276
	UVB and UVA
	hypothetical protein
	-
	-
	-
	5.5
	1.1
	0.8
	15.3
	4.6
	1.1

	SO3376
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	6.4
	1.6
	0.9
	3.9
	7.4
	0.7

	SO3377
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	8.1
	1.9
	0.9
	5.3
	8.8
	0.8

	SO3378
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	10.2
	1.9
	0.9
	6.1
	10.5
	0.6

	SO3380
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	11.5
	2.1
	0.9
	9.0
	9.2
	0.8

	SO3381
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	21.2
	2.3
	0.9
	15.2
	10.8
	1.1

	SO3386
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	7.0
	1.5
	1.0
	28.1
	15.1
	5.3

	SO4168
	UVB and UVA
	hypothetical protein
	-
	-
	-
	3.1
	1.1
	1.0
	8.4
	4.4
	1.1

	SO4169
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	7.5
	0.4
	1.0
	17.8
	8.8
	1.3

	SO4329
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	3.0
	1.1
	0.8
	5.8
	2.0
	0.9

	SO4465
	UVB and UVA
	conserved domain protein
	-
	-
	-
	8.3
	1.2
	0.9
	12.6
	4.9
	1.0

	SO4694
	UVB and UVA
	hypothetical protein
	-
	-
	-
	2.7
	1.1
	1.0
	7.0
	2.6
	1.2

	SO4695
	UVB and UVA
	hypothetical protein
	-
	-
	-
	2.0
	1.3
	1.1
	7.3
	2.0
	1.3

	SO4696
	UVB and UVA
	conserved hypothetical protein
	-
	-
	-
	4.6
	1.2
	1.0
	7.0
	3.9
	1.4

	SO0090
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.7
	1.5
	1.2

	SO0258
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	1.4
	1.3
	2.1

	SO0316
	UVA only
	conserved hypothetical protein TIGR00481
	-
	-
	-
	-
	-
	-
	3.9
	1.6
	1.2

	SO0334
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.6
	1.5
	1.1

	SO0335
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.6
	1.4
	1.1

	SO0336
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.3
	1.5
	1.3

	SO0338
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.2
	1.2
	1.1

	SO0856
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	6.5
	1.7
	0.9

	SO0975
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.5
	1.5
	1.1

	SO1379
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.0
	1.1
	1.1

	SO1380
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	4.4
	1.3
	1.0

	SO1381
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	10.0
	1.6
	1.4

	SO1432
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.2
	1.3
	1.3

	SO1702
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.4
	1.4
	1.1

	SO1837
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.6
	1.0
	1.1

	SO1983
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.5
	1.6
	1.4

	SO1984
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.2
	1.7
	1.5

	SO1988
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	15.8
	7.3
	1.5

	SO1990
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.5
	1.4
	1.1

	SO2007
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	10.4
	3.7
	1.3

	SO2008
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	8.3
	2.6
	1.2

	SO2009
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	9.2
	2.0
	1.1

	SO2010
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.8
	1.4
	nd

	SO2042
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	13.9
	3.8
	1.4

	SO2043
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	12.3
	3.1
	1.2

	SO2469
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.1
	1.8
	1.9

	SO2697
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.3
	1.2
	1.1

	SO2710
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	3.5
	1.2
	1.1

	SO2773
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	4.1
	1.3
	1.1

	SO2873
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.7
	2.0
	1.1

	SO2922
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	7.3
	2.3
	1.1

	SO2944
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.9
	1.1
	1.1

	SO3097
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	7.3
	2.0
	1.3

	SO3198
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	4.0
	1.6
	1.0

	SO3274
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	4.7
	1.5
	1.1

	SO3319
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	4.0
	1.8
	1.1

	SO3344
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	0.7
	2.3
	2.0

	SO3346
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.6
	1.3
	1.1

	SO3370
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	3.8
	1.0
	0.9

	SO3374
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	4.5
	2.7
	1.3

	SO3557
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.1
	1.2
	1.1

	SO3558
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.0
	1.5
	1.1

	SO3643
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.0
	1.6
	1.2

	SO3658
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.2
	1.2
	1.1

	SO3667
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	0.6
	1.7
	2.4

	SO3668
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	0.6
	1.9
	2.4

	SO3776
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.9
	1.3
	1.0

	SO3777
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.7
	1.3
	1.0

	SO3951
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.2
	1.2
	1.0

	SO3953
	UVA only
	conserved hypothetical protein TIGR00056
	-
	-
	-
	-
	-
	-
	2.8
	1.3
	1.0

	SO4167
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.5
	1.4
	1.0

	SO4171
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	5.4
	1.8
	0.9

	SO4338
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.2
	nd
	1.1

	SO4464
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.2
	1.1
	1.0

	SO4481
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	7.1
	3.2
	2.6

	SO4482
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.2
	1.4
	1.5

	SO4592
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.8
	1.8
	1.2

	SO4593
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	3.3
	1.7
	1.2

	SO4594
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.8
	2.4
	1.5

	SO4641
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.5
	1.2
	1.1

	SO4642
	UVA only
	conserved hypothetical protein
	-
	-
	-
	-
	-
	-
	2.4
	1.2
	1.0

	SO4643
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.5
	1.2
	0.9

	SO4738
	UVA only
	hypothetical protein
	-
	-
	-
	-
	-
	-
	2.4
	1.2
	1.5

	SOA0155
	UVA only
	conserved domain protein
	-
	-
	-
	-
	-
	-
	6.0
	3.2
	1.7


a : no change in gene expression. b: nd stands for “no data”.
