UBA Leptospirillum group I 01120éa assembly and the ordered 5-way CG

(Abend sample collected Jan 2004)
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Hypothetical NO DATA -
Putative prot p t:Actinomycetale 343 1
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Hypothetical
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17.8
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39.7
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ammonia permease 8.2
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NO DATA
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hypo unique
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hypo unique

/phosphoglycolate phosphatase 38.8
hexapeptide transferase 35.6
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UBA_8241_GENE_125 LWL 21.6
{1]:7.5:¥2Z 3 ]3| 3 P2 W Periplasmic serine proteases (ClpP class) 53.4
UBA_8241_GENE_127 LWJILE (S]] 238

UBA_8241_GENE_128
UBA_8241_GENE_128
UBA_8241_GENE_129

PilT protein, N-terminal [Solibacter usitatus Elliné07¢ NO DATA -
PilT protein, N-terminal [Solibacter usitatus Elliné07¢ NO DATA -
hypothetical protein [Synechococcus elongatus P NO DATA -
NO GENE -
Uncharacterized enzyme involved in biosynthesis 50
Predicted tRNA(5-methylaminomethyl-2-thiouridylc NO DATA -

UBA_8241_GENE_130
UBA_8241_GENE_131

(L7872 el | MKV Fe-S oxidoreductases NO DATA -
{1]:7.5%: 2 el I kXM hypothetical protein Bcep18194_B0330 [Burkholde NO DATA -
IE1ll UBA 8241 _GENE_133d| NO DATA -
UBA_8241_GENE_134 [ZWVelelistsjilelel] NO DATA -
[V:7.N%: 723 el M KLl Hypothetical NO DATA -
[1]:7.%: 23 el | S KT 2-polyprenylph | hydroxyls and related flave 14

155 ULy ZI M SN SMEYA 77 Permeases of the major facilitator superfamily  NO DATA -

UBA_8241_GENE_138 [iVeleljslcyiletel} NO DATA -
UBA_8241_GENE_139q NO DATA -
[1]:.7.5%: 23 el S PVl Transposase and inactivated derivatives NO DATA -
{1]:7.5%: 723 i<l [PVl conserved domain protein [Coxiella burnetii RSA 4 NO DATA -
160 (LLNE:YZY M -MEEN Hypothetical NO DATA -
161 (LLN:YZY M- ER N Hypothetical NO DATA -
162 [ILYNE:PXIMS SRV 2-polyprenylphenol hydroxylase and related flave 14 -
JI-%] UBA_8241_GENE_145 14 -
164 ULLNEYZI M RPN 77 Permeases of the major facilitator superfamily  NO DATA -

II-8) UBA_8241_GENE_147 NO DATA -
NO GENE -
NO DATA -
NO GENE -
NO GENE -
Hypothetical (cyt 575, see full length on7508) 7.4

NO GENE -
172 TRNA Leu CAA 144961..145047 (+) =
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -

Hypothetical

Hypothetical

[OIIoR-Y4 Sway CG_32_GENE_15
(VY4 5\way CG_32 GENE_14
[OIION0KY Sway CG_32_GENE_13
ARKY 5way CG_32_GENE_12
(ZX0e) 5way_CG_32 GENE_11
L% Sway_CG_32_GENE_10
Sway_CG_32 _GENE_9

o] 200" Sway CG_32 GENE_8
iyl Sway_CG_32_GENE_7
Sway_CG_32_GENE_é

hypo unique 56.8

periplasmic serine protease 53.4

hypo unique 60.4
he split with below?2 hypo unique NO DATA
c hypo NO DATA
c hypo NO DATA
hypo unique NO DATA

TRAP signal fransduction protein 56.7
>-thiouridylate)-methyltransferase NO DATA
13.5
NO GENE
NO DATA
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO DATA

tiny, hypo unique 27.5
heterdisulfide reductase NO DATA
najor facilitator family permease NO DATA
NO GENE
hypo unique NO DATA

hypo unique (630-3, 865-2) 54.9

transposase 8.8

hypo unique NO DATA

hypo unique 35.1

similar to Fe-S oxidoreductase

Sway_CG_32_GENE_5
Sway_CG_32 GENE_4
NO] Sway CG_32 GENE_3
Sway_CG_32 GENE_1

c hypo

S5way_CG_630_GENE_2
Sway_CG_630_GENE_3
Sway_CG_630_GENE_4
Sway_CG_630_GENE_5
)] 74K} Sway_CG_630_GENE_6

Sway_CG_815_GENE_1

probable transposase NO DATA

Sway_CG_815_GENE_2
Sway_CG_815_GENE_3
Sway_CG_815_GENE_4
Sway_CG_815_GENE_5
5way_CG_478_GENE_8
Sway_CG_478_GENE_7
Sway_CG_478_GENE_6
Sway_CG_478_GENE_5
Sway_CG_478_GENE_4
Sway_CG_478_GENE_3
Sway_CG_478_GENE_1
Sway_CG_478_GENE_2
Sway_CG_600_GENE_1
Sway_CG_600_GENE_2
Sway_CG_600_GENE_3
Sway_CG_600_GENE_4
Sway_CG_600_GENE_5
Sway_CG_185_GENE_1
Sway_CG_185_GENE_2
Sway_CG_185_GENE_3
Sway_CG_185_GENE_4
Sway_CG_185_GENE_5
Sway_CG_185_GENE_6
Sway_CG_185_GENE_7
Sway_CG_185_GENE_8
Sway_CG_185_GENE_9
Sway_CG_185_GENE_10
Sway_CG_185_GENE_12
Sway_CG_185_GENE_13
Sway_CG_185_GENE_14
Sway_CG_185_GENE_15
B e Ae e EENESNEMIN. links inner and outer membrane 59.1
Sway_CG_185_GENE_18
Sway_CG_185_GENE_19
Sway_CG_185_GENE_20
Sway_CG_185_GENE_21
Sway_CG_185_GENE_22
5way_CG_265_GENE_2
5way_CG_265_GENE_3

integrase NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo 9.1

c hypo NO DATA
hypo unique NO DATA

hypo 69.1
hypo unique NO DATA

TrwC plasmid prot/DNA helicase 7.3
hypo unique NO DATA
hypo unique NO DATA
hypo unique NO DATA
DNA helicase NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo unique NO DATA
TrwB conjugal transfer protein NO DATA
plasmid coupling protein Trwb NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo unique NO DATA

hypo unique 46.7
hypo unique NO DATA
hypo unique NO DATA

hypo 93.5
hypo unique NO DATA

biopolymer transport, ExbD 51.7

biopolymer transport, TolQ 44.1
hypo unique 26.2
hypo unique NO DATA
hypo unique NO DATA

c hypo 20.2
hypo unique NO DATA
hypo unique NO DATA

50

42

157

123

28
211
90
17

0.38
1.00
0.39

0.88

0.06

35.00

0.06

0.21

0.03

0.03

0.03

0.03
0.03
0.03
0.03

0.03



NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO DATA -
NO DATA -
Hypothetical 12.4

Hypothetical 54

Hypothetical 15.9

UBA_8241_GENE_155 NO DATA -
(1]:7.%: 23 el | S ET W 3 [Leptospirillum ferrooxidans] 14.2 -
UBA_8241_GENE_157q| 80

UBA _8241_GENE_150q
UBA _8241_GENE_151
UBA_8241_GENE_152
UBA 8241 _GENE 153
UBA_8241_GENE_154

Hypothetical

2 [Leptospirillum ferrooxidans]

[1]:7.5%8: 2 el M E1: W Predicted amidohydrolase 41.4
[1]:7.5%8: 721 l<l2 ' YA Panthothenate synthetase 12.6
[I]:7.5: 723 el [ Pl Predicted methyliransferases 39.4
UBA_8241_GENE_161 LlUjgeH) 70.1
[1]:7.98: 723 i<l || S V'Y Hypothetical 55.1
UL7.N:YZ el (M EX N Acetylglutamate kinase 56.2

(7.9 72 el S V-Z W ATP-dependent protease HsIVU (ClpYQ), ATPase s! 32
{1]:7.98:7Z i<l | Il ATP-dependent protease HslVU (ClpYQ), peptidas 66.1

PZAN UBA 8241 _GENE_166 [INEIeI(cH) NO DATA -
(UL.7-N: Y23 Wl (| ME- YA NAD(FAD)-utilizing enzyme possibly involved in fra 20.8
{I1.7.N:¥2 ) lcl2 | MY Topoisomerase |1A 45.3
(117723 Wl N M A Predicted Rossmann fold nucleotide-binding prote NO DATA -
(.72 el MYl Hypothetical NO DATA -
1]:7.%:2 ]33 VAW Uncharacterized conserved protein 66.2

{1]:7.\: 72 <13\ MM b7 B ABC-type nitrate/sulfonate/bicarbonate transport NO DATA -
1.7\ Y2 el MR ABC-type anion transport system, duplicated pern NO DATA -
UBA_8241_GENE_174 14.6

UBA_8241_GENE_175
UBA_8241_GENE_176
{1]:7.5%:¥2 3 l<l2 | V2l Transposase and inactivated derivatives
[1]:7. 523 el M V4l Transposase and inactivated derivatives

Hypothetical
Hypothetical 43
hypothetical protein $O0962 [Shewanella oneiden 29.1
31.4 -
NO DATA -

O O O O O O O O O

o

Sway_CG_265_GENE_4
Sway_CG_265_GENE_5
Sway_CG_265_GENE_6
5way_CG_265_GENE_7
5way_CG_265_GENE_8
5way_CG_265_GENE_9
Sway_CG_265_GENE_10
Sway_CG_265_GENE_11
5way_CG_265_GENE_12
Sway_CG_265_GENE_13
Sway_CG_265_GENE_14
Sway_CG_265_GENE_15
Sway_CG_261_GENE_12
Sway_CG_261_GENE_11
Sway_CG_261_GENE_10
Sway_CG_261_GENE_9
Sway_CG_261_GENE_8
Sway_CG_261_GENE_7
Sway_CG_261_GENE_6
Sway_CG_261_GENE_5
Sway_CG_261_GENE_4
Sway_CG_261_GENE_3
Sway_CG_261_GENE_2
Sway_CG_261_GENE_1
Sway_CG_173_GENE_18
Sway_CG_173_GENE_17
Sway_CG_173_GENE_16
Sway_CG_173_GENE_15
Sway_CG_173_GENE_14
Sway_CG_173_GENE_13
Sway_CG_173_GENE_12
Sway_CG_173_GENE_11
Sway_CG_173_GENE_10
Sway_CG_173_GENE_9
Sway_CG_173_GENE_7
Sway_CG_173_GENE_5
Sway_CG_173_GENE_4
5way_CG_173_GENE_3
5way_CG_173_GENE 2
Sway_CG_173_GENE_1
Sway_CG_374_GENE_1
5way_CG_374_GENE_2
Sway_CG_374_GENE_3

Sway_CG_374_GENE_4a

Sway_CG_374_GENE_5
Sway_CG_374_GENE_6
Sway_CG_374_GENE_7
Sway_CG_374_GENE_8
Sway_CG_374_GENE_9
Sway_CG_374_GENE_10
Sway_CG_4_GENE_100
Sway_CG_4_GENE_99
Sway_CG_4_GENE_98
Sway_CG_4_GENE_97
Sway_CG_4_GENE_%96
Sway_CG_4_GENE_95
Sway_CG_4_GENE_94
Sway_CG_4_GENE_93
Sway_CG_4_GENE_92
Sway_CG_4 GENE 91

ihl sway_CG_4_GENE_90
AL Sway_CG_4_GENE_89
LEEEA Sway_CG_4_GENE_88
CARRE S5way CG_4_GENE_87
LA Sway_CG_4_GENE_86
V273 5way_CG_4_GENE_85
L ZX4 5way_CG_4_GENE_84
LZAVE) 5way_CG_4_GENE_83
96.26 EWe N eeRNel=\=x:7)
/AN S5way_CG_4_GENE_81

hypo unique NO DATA
phage-related integrase NO DATA
c hypo NO DATA
hypo unique NO DATA
hypo unique NO DATA
hypo unique 28.8
probable transposase 62
transposase NO DATA
hypo unique NO DATA
integrase NO DATA
c hypo 75.2
hypo unique NO DATA
hypo unique NO DATA
fransposase NO DATA
hypo unique NO DATA
'3-38, etc.) probable transposase 62
fransposase NO DATA
fransposase NO DATA
c hypo NO DATA
c hypo NO DATA
hypo unique NO DATA
restriction endonuclease 20.2
hypo unique NO DATA
fransposase NO DATA
hypo unique NO DATA
hypo unique NO DATA
probable transposase 62
transposase NO DATA
hypo unique 36
c hypo NO DATA
hypo unique NO DATA
IstB helper protein/fransposase NO DATA
transposase NO DATA
c hypo 13.1
hypo unique NO DATA
transposase NO DATA
transposase NO DATA
hypo unique NO DATA
hypo unique NO DATA
replication protein A NO DATA
hypo unique NO DATA
hypo unique 90.9
transposase 73.3
NO DATA
hypo unique NO DATA
hypo unique 12.4
hypo unique 54
c hypo 15.9
hypo unique NO DATA
ellulose synthase operon protein 21
c hypo 80
lrogen hydrolase domain protein 41.4
pantoate-beta-alanine ligase 12.6
prrin/porphyrin methyliransferase 39.4
deoxyuridinetriphosphatase 70.1
hypo unique 55.1
acetyl glutamate kinase 56.2
ATP-dependent HslU protease 32
heat shock protease 66.1
integrase (domain complete) NO DATA
)cose-inhibited division protein A 20.8
DNA topoisomerase | 48.8
DNA processing protein DprA NO DATA
hypo unique 22.2
> transporter, ATP-binding protein 81.2
 transporter, ATP-binding protein NO DATA
3C transporter, permease protein NO DATA
hypo unique 33.6
hypo unique 54.2
c hypo 40
NO GENE
NO GENE

97

26

O O 0O oo o o o o

o

0.03

0.03

0.03

0.03

0.03

1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
0.93

0.06
0.82

0.43
0.79
0.73



UBA_8241_GENE_179 [glslelislsjitelel]

LY.\ 72 el ME: [Vl A/G-specific DNA glycosylase
UBA_8241_GENE_181 [g\Vslejistsiitelel]
UBA_8241_GENE_181q]

UBA_8241_GENE_182 pH.} ine/aromatic
UBA_8241_GENE_183 [g\Velelists}itelel]
UBA_8241_GENE_184 [ZWVelejistsiitetel]

pAAN UBA 8241 GENE 184q]|
[V:7.N%: 2 el S M KT Hypothetical
[V]:7.N%: 72 el K- YA Hypothetical

{1]:7.5: 72 el '[N K:1: W 8 Dehydrogenases with different specificities (relal

(1:7.%: Y23 el M ELA Flagellar biosynthesis pathway, component FIhB

[V:7.N%: 23 el S M Pl Hypothetical
1]:7.5%: 23 i<l ' S EAM Hy pothetical
[V:7.%%: 723 el b7l Hypothetical
[1]:7.5%: 72 el S\ UX N Flagellar motor protein
(1]:7.9%: 723 el ' L2 W Flagellar motor component
301 ULYNE:7Z 3 73| PN Chemotaxis signal transduction protein
[U]:7.%: 723 el M E2 W Methyl-accepting chemotaxis protein
UBA_8241_GENE_197 [e{T=15 T b<H

(1.7 723 Wl M B M FOG: CheY-like receiver

aChe)
(I]:7.98: 723 il | b2l Chemotaxis protein histidine kinase and related ki

NO DATA -
NO DATA -
NO DATA -
NO DATA -
66
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
20.4
NO DATA -
NO DATA -
21
NO DATA -
165
146
57.3
44
102
419
468

L7\ 723 lel- |-Vl Methylase of chemotaxis methyl-accepting protei NO DATA -

[I1-7.W:72) l(el- | -1l DNA-directed RNA poly iali

(1]:7-N: 723 W<l | W11 78l Lfe 160p2 [Leptospirillum ferrooxidans]

[IL:7-N: 723 Wl | Il Transposase and inactivated derivatives

d sigma

[11:7-N: 72 Wl | 2 B Flagellar biosynthesis pathway, component FiiP

(117872 ) Wl | B Sl Hy pothetical

1]:7.\:¥2Z Y il \| 3 W Flagellar motor switch/type Ill secretory pathway |

[1]:7.\%: 23 lcl3 | 3\ /Al Flagellar basal body-associated protein
{1]:7.5:¥2Z 3 ]2 \| 30 W Flagellar hook protein FIgE
[1]:7.%%:¥2Z Y ]3| 3 LA Flagellar hook capping protein
UBA_8241_GENE_210 [z\Velejistsiitelel]

[I1.7.N:72 3 Wl | /ARl Hypothetical

[11.7.N: 72 Wl | /APl Hypothetical

[1].7.N: 723 Wl \| A K Flagellar biosynthesis/type lIl secretory pathway A

1]:7.5: 23 el | AV W Hypothetical
[1]:7.5%: 23 el |32l Flagellar motor switch protein

[1]:7.5: 23 el | BA VW Flagellar biosynthesis/type Il tory pe
[V]:7.N%: 23 el | -BA VAl Hypothetical
[1]:7.5%: Y2 el 2 | WA LW Flagellar basal body rod protein
[1:7.N%: 2 el | WA LA Flagellar basal body protein

kX1l UBA 8241 _GENE_220 P lat taining CheY-like

{1]:7.5%: 723 il \| 372 W Signal transduction histidine kinase
[1]:7.5%: 2 el | 377 Lfe 144p1 [Leptospirillum ferrooxidans]

UBA_8241_GENE_223 LN lat CheY-like
(1].7.5%: 723 il | 372 W Uncharacterized Fe-S protein
[1]:7.5%: 23 el | 3710 Predicted signal transduction protein
(1]:7.5%: 72 lel- | 371 W Predicted signal fransduction protein
[1]:7.5%: 723 i<l | 7Y@l Hypothetical

UBA_8241_GENE_228 [Weleliglsjilelel]

(L.7.W:72) lel- |72l Glycine cleavage system protein P (pyridoxal-bin
341 ULLN:yZ el | WXl Glycine cleavage system protein P (pyridoxal-bin
(I].7.98:¥Z il || 3% 1l Glycine cleavage system H protein (lipoate-bindir
(I1.7.\:¥2 ) Wl | /x¥ B Glycine cleavage system T protein (aminomethylt

(1[.7.N: 72 ) Wl \| WX Z W Hypothetical
ULY-N:¥2 ) Wl | XLl Methyl-accepting chemotaxis protein
UL.Y-N:¥2 ) Wl | XLl Methyl-accepting chemotaxis protein
(11772 ) Wl \| KTl Hypothetical

[I1.7.\:¥2 ) Wl | XYl ABC-type sulfate transport system, periplasmic co

UBA_8241_GENE_238 LW JOL ]

[I]:7-\:7Z 1 <]\ | %1 B Rhodanese-related sulfurtransferase
[I1:7.N: 723 (el |2l Hypothetical

(7P Y e LV tRNA(1-methyl ine) y f

U]:7.N: 723 el | W2kl SAM-dependent methyltransferases

UBA_8241_GENE 244 piitIReINVii] and thiored
(11772 el N B 2Ll Hypothetical

andr

19.9
779 -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO DATA -
NO DATA -
12.1
64
50
51.4
38.8
NO DATA -
20.7
NO DATA -
NO DATA -
6.8
40.1
322
NO DATA -
NO DATA -
NO DATA -
7.2
26.6
15.7
238
NO DATA -
17.4
NO DATA -
34.5
NO DATA -
47 .4
20.8
37.3
6.7
45.4
NO DATA -
NO DATA -
6
37.8
61.9
66.7
68.3
31.5
NO DATA -
10.9
3.7

PREYA S5way_CG_4_GENE_80

LAY Sway_CG_4_GENE_79
CLWEY Sway_CG_4_GENE_78
Sway_CG_4_GENE_77
19 Sway_CG_4_GENE_76
Sway_CG_4_GENE_75
Sway_CG_4_GENE_74
5way_CG_4_GENE_73
5way_CG_4_GENE_72
5way_CG_4_GENE_70a
0 Sway_CG_4_GENE_70
Sway_CG_4_GENE_69
Sway_CG_4_GENE_68
0 Sway_CG_4_GENE_67
Sway_CG_4_GENE_66
Sway_CG_4_GENE_65
Sway_CG_4_GENE_64
Sway_CG_4_GENE_63
Sway_CG_4_GENE_62
Sway_CG_4_GENE_é1
Sway_CG_4_GENE_60
0 Sway_CG_4_GENE_59
Sway_CG_4_GENE_58
0 Sway_CG_4_GENE_57
Sway_CG_4_GENE_56
Sway_CG_4_GENE_55
Sway_CG_4 GENE_54
Sway_CG_4_GENE_53
Sway_CG_4_GENE_52
Sway_CG_4_GENE_51

o o o o o

Sway_CG_4_GENE_50
Sway_CG_4_GENE_49
Sway_CG_4_GENE_48
Sway_CG_4_GENE_47
Sway_CG_4_GENE_46
1 Sway_CG_4_GENE_45
Sway_CG_4_GENE_44
0 5way_CG_4_GENE_43
5way_CG_4_GENE_42
Sway_CG_4_GENE_41
0 5way_CG_4_GENE_40
0 Sway_CG_4_GENE_39
0 Sway_CG_4_GENE_38
Sway_CG_4_GENE_37
Sway_CG_4_GENE_36
Sway_CG_4_GENE_35
0 Sway_CG_4_GENE_34
0 Sway_CG_4_GENE_33
1 Sway_CG_4_GENE_32

o o o

0 Sway_CG_4_GENE_31
Sway_CG_4_GENE_30
0 Sway_CG_4_GENE_29

Sway_CG_4_GENE_28

0 Sway_CG_4_GENE_27
Sway_CG_4 GENE 26
Sway_CG_4 GENE 25
Sway_CG_4 GENE_24
Sway_CG_4 GENE_23
Sway_CG_4 GENE_22
Sway_CG_4 GENE_21
Sway_CG_4_GENE_20
Sway_CG_4 _GENE_19
0 Sway_CG_4_GENE_18
Sway_CG_4_GENE_17
Sway_CG_4_GENE_16
Sway_CG_4_GENE_15

VX074 5way_CG_4_GENE_14
ZAL0 5way CG_4_GENE_13
CANOEY Sway CG_4_GENE_12
PERE) Sway_CG_4_GENE_11
2| 88.25 pWelAeleR Nel=\ =[]

o o o o o

— o

o o o

o

c hypo

adenine glycosylase
hypo unique
hylpterin-pyrophosphokinase FolK
aminotransferase
hypo unique
hypo unique
hypo unique
hypo unique

dehydrogenase
lagellar biosynthetic protein, FIhB
hypo unique
: - probably chemotaxis/flagella
hypo unique
flagellar motor protein, MotB
flagellar motor protein, MotA
nding chemotaxis protein, CheW
yl-accepting chemotaxis protein

tain_alut + th

Y
chemotaxis histidine kinase

chemotaxis protein CheY
s protein methyltransferase CheR
sigma factor for flagellar operon
chromosome partitioning ATPase
flagellar biosynthesis protein FIhF
agellar biosynthetic protein FIhA)
flagellar biosynthesis protein, FINB
flagellar biosynthesis protein, FliR
axis/flagella (novel lepto genera)

flagellar biosynthetic protein, FliP
e flagellar assembly protein FliO)
flagellar motor switch
flagellar protein FliL
flagellar hook protein
flagellar hook protein
hypo unique

c hypo

hypo unique
flagellar-type ATPase, Flil
hypo unique

agellar motor switch protein, FliG
flagellar M-ring protein, FliF
flagellar basal body protein, FliE
lagellar basal body protein, FigC
flagellar basal body protein, FigB
pendant response regulator, FleR
sensory box histidine kinase
c hypo
2in FleQ, franscriptional regulator
Fe-S cluster binding protein
¢ hypo (contains HD domain)
¢ hypo (contains HD domain)
hypo unique

lipoate protein ligase
glycine dehydrogenase
1vage system P protein, subunit 1
glycine cleavage system protein
lycine cleavage system T protein
eptidyl-prolyl cis-trans isomerase
yl-accepting chemotaxis protein
it gene with above hypo unique
hypo unique
sporter, periplasmic component)
hypo unique
sulfurylase
hypo unique

\M-dependent methyltransferase

:hrome c biogenesis thioredoxin)

NO DATA
NO DATA
NO DATA
NO DATA
67

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
753

NO DATA
NO DATA
46.2

NO DATA
253

14.6

749

51.7

22.1

54.3

69

NO DATA
562

63.7

13.5

19.9

NO DATA
NO DATA
NO DATA
NO GENE
NO DATA
38.7

64

50

63.5

511

20.2

20.7

NO DATA
NO DATA
38.8

40.1

38.6

NO DATA
20.7

NO DATA
14.7

28.8

33.5

37.2

NO DATA
28.1

NO DATA
745

NO DATA
67.1

59.4

93.3

432

76.5

NO DATA
NO DATA
6

51.6

84.4

66.7

80.2

46.4

methyl fransferase NO DATA -

39.9

hypo unique NO DATA -

34

56

37
14

56
47
40
40
27

41
170

12
12

18

0.99

0.27

0.45

0.65
1.00
0.77
0.85
0.46
0.77
0.68

0.35

0.31
1.00
1.00
0.81
0.76
0.06
1.00

0.18
1.00
0.83

0.06

0.49
0.92
0.47
0.64

0.62

0.46

0.71
0.35
0.40
0.16
0.59

1.00
0.73
0.73
1.00
0.85
0.68

0.27
20.00



356
357

UBA_8241_GENE_246
UBA_8241_GENE_247

NO DATA
43.8

Hypothetical

Diaminopimelate epimerase

358 ULLMK:YZ I e\ 3L W Hypothetical 31
359 ULT-W:YZI e\ W2l 8 Dehydrogenases with different specificities (relal NO DATA
360 ULT-NE:YZ 3| LIl DnaK suppressor protein 46.5
361 UL-N:yZIM e LIl Uncharacterized conserved protein NO DATA
362 ULT-N:yZ e\ | WLy Putative silver efflux pump 12.6
363 ULL-W:yZ i 7| LXMW Membrane-fusion protein 42.6
364 ULT-N:YZ e\ LYW Outer membrane protein 30.1
365 (LLN:7Z ) el 3\ L1l Hypothetical NO DATA
366 ULLNK:YZ e\ 3y L1l Hy pothetical 45.1
174 UBA 8241 _GENE_256d]| NO DATA
368 (LLM:¥ZI el 3L W Hypothetical 57
369 ULT-N:yZ 3 el L3 A Predicted redox protein, regulator of disulfide bon 63.4
370 ULLSK:YZI el 3\ 3TN Hy pothetical 38
371 ULLN:yZ el 23l Transposase and inactivated derivatives, 1S5 famil 253
372 (LLSE:YZ el 31Vl Hy pothetical 42.4
373 ULLSE:7Z) el 3\ L% W Hypothetical NO DATA
374 TRNA Ser GGA 247314..247406 (+)

375 (LLSE:YZ) el 2\ I3 DNA poly i, /tau 152

376
377

[1]:7.5%: 723 il | 3210 Uncharacterized protein conserved in bacteria 74
[1]:7.8%: 723 i<l | 32 W Recombinational DNA repair protein (RecF pathw NO DATA

NO DATA
61.4
73.2
NO DATA
52.8
NO DATA

- PZY0RY 5way_CG_4_GENE_9
PZx:XK) 5way_CG_4_GENE_8
Sway_CG_4_GENE_7

- Sway_CG_4_GENE_6
Sway_CG_4_GENE_5

- 5way_CG_4_GENE_4

hypo unique
diaminopimelate epimerase
hypo unique

short chain dehydrogenase
DnaK suppressor protein
oxidoreductase

0 Sway_CG_4_GENE_3 metal efflux system protein 14.1
1 Sway_CG_4_GENE_2 cation efflux protein 58.7
0 Sway_CG_59_GENE_29 outer membrane efflux protein 54.6
- NO GENE
0 Sway_CG_59_GENE_28 hypo unique 68.9
- Sway_CG_59_GENE_27 c hypo 9.3
0 Sway_CG_59_GENE_26 hypo unique 5.7
0 Sway_CG_59_GENE_24a 76.8
0 Sway_CG_59_GENE_24 hypo unique 50
- NO GENE
[OIRLX0lY Sway_CG_59_GENE_23 hypo unique 44.3
- PR Sway_CG_59_GENE_22 hypo unique 66.3
95.00 EZeAeleRPAE=N[=VARN rase |1, gamma and tau subunits 42.2
Sway_CG_59_GENE_20 c hypo 74
- CEReol Sway CG_59_GENE_19 recombination protein, RecR NO DATA

378 ULLME:YZ Ml 1Y Peptide chain release factor RF-3 36.5 ZEZY Sway_CG_59_GENE_18 peptide chain release factor 3 51.2
<742 UBA_8241_GENE_268 Ryl h itive 13.7 Sway_CG_59_GENE_17 potassium efflux system KefA 13.7
380 TRNA Ser GCT 252853..252945 (- -
381 TRNA Ser TGA 252964..253049 (-) =
7Y UBA 8241 GENE 270 IR ) K XA 5woy_CG_59_GENE_16 ¢ hypo 50.4
383 ULLN:¥ZI el | YAl Cytosine/adenosine deaminases check orf2 NO DATA - 94.44 BWeVASERPAC SN SN M ine/deoxycytidylate deaminase 31.5
384 TRNA Ser CGA 254964..255053 (+) =
UBA_8241_GENE_273 ipfi PAS, AAA-typt 31.1 1 96.25 BWeVASER AN PN DNA-binding r I{ lator 46.6
UBA_8241_GENE_274 LW JOL ] 26.7 (IR Sway CG_59_GENE_13 hypo unique 26.7

UBA_8241_GENE_276 [g{i=) ining tetrapyrrole r Y f ¢

[1]:7.\:7Z el | W7/l Anthranilate phosphoribosyliransferase 30.5
{I1.7.\:72. 3 Wl | YAl HD-GYP domain 15.7
{1]:7.\:¥2 ]3| 31l Predicted redox protein, regulator of disulfide bon: 80
1]:7.5%:¥2 3 <]\ 311l Uncharacterized conserved protein 24.3
UBA_8241_GENE_283 [z\elejistsiitelel] NO DATA
1]:7.\: 2 ]3| 3120 : Phospholipase C [Nostoc punctiforme PCC 73102 26.1
UBA_8241_GENE_285 [zWelelists}itelel] NO DATA
UBA_8241_GENE_286 [aV{UY.i-yp2 ate dehydr le: 58

[V]:7.N: 72 el S| WXyl Transposase, 1S4 [Thermoanaerobacter ethanolicu NO DATA
[11.7.N: 72 Wl | 2 Hypothetical NO DATA
NO GENE

399 TRNA Met CAT 266597..266673 (+)

400 ULLS:>Z) Ml 2\ 21l Hypothetical NO DATA
401 (LLSE:7Z3 el 3\ B2Vl Hypothetical NO DATA
402 ULYNE:yZ 3 el A2l Hypothetical NO DATA
403 ULL:>Z) Ml 2\ 27l Hypothetical NO DATA
L% UBA_8241_GENE_292q| NO DATA
405 ULLS:>ZY Ml 2| B2kl Hypothetical NO DATA
406 LL.S:>ZY Ml 322l Hy pothetical 238
407 ULLS:>ZY Ml 321l Hy pothetical 69.4
408 ULL.NE:7Z) (el | 3273 Exoribonuclease R 10.5
[0 UBA_8241_GENE_297 LI 50
410 ULTNE:7Z 3 (el | 327 Outer membrane protein and related peptidoglyc 62
CARN UBA 8241 _GENE_298q| 67.7
412 (LY.NE:¥Z) el 3\ 3208 Hypothetical NO DATA
413 ULY-N:yZ 3 el |3Vl Thiamine monophosphate kinase 143
ARY UBA_8241_GENE_301 NI dent Lon prot , bacterial type 19.8
415 ULT.NE:7Z 3 (el | 3] 7 UDP-glucose pyrophosphorylase 441
416 ILLS:YZ) M7= | BN Dephospho-CoA kinase 15.7
417 ULLE:yZ3 el 3 B0 2l Hypothetical NO DATA
418 (ULL.NK:7Z 3 <]\ 3Ll Chain B, Design Of Stable Alpha-Helical Arrays Fra 10.9
419 UL 723 Ml |3l DNA polymerase | - 3'-5' exonuclease and polyme 20.3
420 ULT-N:YZ 13| 3 7l Branched-chain amino acid aminotransferase/4-c 81
421 ULLNK:7Z3 el 3\ J N Integral membrane protein, interacts with FisH NO DATA
422 (LY.NK:7Z3 (el 3\ B Ml Hypothetical NO DATA
423 ULY-NE:yZ I3 I3[l Hypothetical possible split gene with below NO DATA
424 NVLYNE:yZ M3 B3P Transcriptional regulator 34.7
425 ULY-W:7Z el I KM Rad3-related DNA helicases 6.5
yX] UBA 8241 _GENE_314q]| NO DATA
427 ULLSE:YZI Ml 3 BI El IMP dehydi /GMP red :TPR repeat [C 27.6

30.6 [0

R Sway_CG_59_GENE_12
ARRRANeVY 5way CG_59_GENE_11 [
- Sway_CG_59_GENE_10

tetrapyrrole methylase family 56.1
til 59.3
HD domain hydrolase 28

synthase P

Sway_CG_59_GENE_9 c hypo 80
Sway_CG_59_GENE_8 c hypo 33.8
- Sway_CG_59_GENE_7 hypo unique NO DATA

0 Sway_CG_59_GENE_é acid phosphatase 46.2

- Sway_CG_59_GENE_5 hypo unique 11.4

0 Sway_CG_59_GENE_4 DAHP synthase 34.4
- NO GENE
- NO GENE
- Sway_CG_333_GENE_1 hypo unique - fransposase NO DATA
- Sway_CG_59_GENE_3 c hypo NO DATA
- Sway_CG_333_GENE_4 hypothetical NO DATA
- NO GENE
- Sway_CG_333_GENE_5 NO DATA
- Sway_CG_333_GENE_6 uracil-DNA glycosylase NO DATA
- Sway_CG_333_GENE_7 hypo unique NO DATA

0 Sway_CG_333_GENE_8 hypo unique 58.4

6 Sway_CG_333_GENE_9 hypo unique; (integral memb) 60.5

- Sway_CG_3_GENE_I exoribonuclease R 13.2

18 Sway_CG_3_GENE_4 hypo unique 46.2

6 Sway_CG_3_GENE_5 dogly iated lipop 57

48 5way_CG_3_GENE_6 Hogly iated lipoprotein) 47.8
- Sway_CG_3_GENE_7 c hypo NO DATA

1 Sway_CG_3 GENE_8 mine monophosphate kinase Thil 23.6

2 Sway_CG_3 GENE_9 ATP-dependant Lon protease 24.4

0 Sway_CG_3 _GENE_10 UDP-glucose pyrophosphorylase 77.8

0 Sway_CG_3 GENE_11 dephospho-coA kinase 54.4
- Sway_CG_3_GENE_12 hypo unique NO DATA

0 BWelAe el SNSRI ble O-linked glycosyliransferase) 22.3

0 Sway_CG_3_GENE_14 DNA polymerase | 27.5

Sway_CG_3 _GENE_15 ed-chain amino acid transferase 88.1
- Sway_CG_3_GENE_16 transport permease NO DATA
- Sway_CG_3_GENE_17 c hypo NO DATA
- Sway_CG_3_GENE_18 c hypo NO DATA

0 Sway_CG_3_GENE_19
0 Sway_CG_3_GENE_20
- fZX0 5way_CG_3_GENE_21
0| 97.22 BWeVAeelcRel =\ =7}

59.1
9.1
competent protein F NO DATA

transcriptional regulator

ATP-dependant helicase

hypo 50

35
202

35
54

19
41

15

10
17

78
54

70
14

16

20

0.71
0.42

0.88

0.89
0.73
0.55

0.65
0.06
1.00
0.83
0.76

0.96
0.06

0.36
1.00

0.71
1.00

0.71
0.06

0.67
1.00
0.55
0.51

1.00
0.72

0.56
0.06
0.17

0.41
1.15

1.08
1.09
1.42

0.61
0.81
0.57
0.29

0.49

0.74
0.92

0.59
0.71

0.55



UBA_8241_GENE_315q|

UBA_8241_GENE_316
UBA_8241_GENE_317
UBA_8241_GENE_318
UBA_8241_GENE_319
UBA_8241_GENE_320
UBA_8241_GENE_321
UBA_8241_GENE 322
UBA_8241_GENE 323

UBA_8241_GENE_325
UBA_8241_GENE 326
UBA_8241_GENE_327
UBA_8241_GENE 328
UBA_8241_GENE_329
UBA_8241_GENE_330
UBA_8241_GENE_331
UBA_8241_GENE_332
UBA_8241_GENE_333
UBA_8241_GENE_334
UBA_8241_GENE_335
UBA_8241_GENE_336
UBA_8241_GENE_337
UBA_8241_GENE_338
UBA_8241_GENE_339
UBA_8241_GENE_340
UBA_8241_GENE_341
UBA_8241_GENE_342dq|
UBA_8241_GENE_343
UBA_8241_GENE_344
UBA_8241_GENE_345
UBA_8241_GENE_346
UBA_8241_GENE_347
UBA_8241_GENE_348
UBA_8241_GENE_349
UBA_8241_GENE_350
UBA_8241_GENE_351
UBA_8241_GENE_352

UBA_8241_GENE_353
UBA_8241_GENE_355
UBA_8241_GENE_356
UBA_8241_GENE_357
UBA_8241_GENE_358
UBA_8241_GENE_359
UBA_8241_GENE_360
UBA _8241_GENE 361
UBA_8241_GENE 362
UBA_8241_GENE 363
UBA_8241_GENE_364
UBA_8241_GENE 366
UBA_8241_GENE_367
UBA_8241_GENE_368
UBA_8241_GENE_369
UBA_8241_GENE_370
UBA_8241_GENE_371
UBA_8241_GENE_372
UBA_8241_GENE_373
UBA_8241_GENE_374
UBA_8241_GENE_375
UBA_8241_GENE_376
UBA_8241_GENE_377
UBA_8241_GENE_378

UBA_8241_GENE_380
UBA_8241_GENE_381
UBA_8241_GENE_382
UBA_8241_GENE_383
UBA_8241_GENE_384
UBA_8241_GENE_385
UBA_8241_GENE_386
UBA_8241_GENE_387

20.5
Hypothetical 17
Gamma-glutamyl phosphate reductase 24

20.5
Predicted GTPase 35.8
Ribosomal protein L27 56.5
Ribosomal protein L21 23.6
Fe2+/In2+ uptake regulation proteins NO DATA -

BNR/Asp-box repeat protein [Azoarcus sp. EbN1]g 219

Hypothetical
6-pyruvoyl-tetrahydropterin synthase

ABC-type dipeptide/oligopeptide/nickel fransporl 17.9
ABC-type oligopeptide transport system, ATPase ¢ 10.1
Phenylalanyl-tRNA synthetase alpha subunit 50.9
Phenylalanyl-tRNA synthetase beta subunit 76.4
Ribosomal protein L20 42.4
Hypothetical 50.8
Translation initiation factor 3 (IF-3) 72.6
Threonyl-tRNA synthetase 423
FOG: GGDEF domain 29.5
y ylpyrimidine/phosph hylpy 57.8
proteins related to metalloendopeptid 41.6
hosphate sy 49.8
Uncharacterized enzyme of thiazole biosynthesis 81.4
Acyl-coenzyme A synthetases/AMP-(fatty) acid li¢ 459
Lactoylglutathione lyase and related lyases 28.9
NO DATA -
UDP-N-acetylglucosamine:LPS N-acetylglucosamit NO DATA -
Uncharacterized protein conserved in bacteria  NO DATA -
77 Permeases of the major facilitator superfamily NO DATA -
Dienelactone hydrolase and related enzymes 84.9
Hypothetical NO DATA -
FOG: WD40-like repeat 60.9
Hypothetical 66.1
Signal transduction histidine kinase 22.4
Response regulators consisting of a CheY-like rece NO DATA -
Hypothetical 87.4
TRNA Pro TGG 335638..335714 (-) =
Hypothetical 16.7
In-dependent hydrol , including glyoxylases 57
FOF1-type ATP synthase, epsilon subunit (mitochon 76.2
FOF1-type ATP synthase, beta subunit 94.8
FOF1-type ATP synthase, gamma subunit 76.3
FOF1-type ATP synthase, alpha subunit 64.1
Hypothetical 59.3
FOF1-type ATP synthase, subunit b 64.6
FOF1-type ATP synthase, subunit c/Archaeal/vacu 18.4
FOF1-type ATP synthase, subunit a NO DATA -
Hypothetical NO DATA -
Hypothetical NO DATA -
Predicted phosphatases 63.8

ABC-type dipeptide/oligopeptide/nickel transport NO DATA -
ABC-type dipeptide/oligopeptide/nickel transport NO DATA -

ABC-type dipeptide port system, p 33.1
Preprotein translocase SecG subunit [Syntrophoba 10.9
Triosephosphate isomerase 54.7
3-phosphoglycerate kinase 722
Gly. yde-3-phosphate dehyd /en 81.6
M b /penicillin-binding ¢ 53.4
Hypothetical NO DATA -
Orotate phosphoribosyltransferase 52.8
Methyl-accepting chemotaxis protein 65.8
TRNA Leu GAG 358476..358559 (-) =
Siroheme synthase (precorrin-2 oxidase/ferrochel 53
DNA uptake lipoprotein 36.6
3-oxoacyl-[acyl-carrier-protein] synthase Il NO DATA -
Resp CheY-like receiver 27.1
Signal kinase involved in nit 18.5
Hypothetical 25.6
Hypothetical 94.1
Multiple antibiotic transporter NO DATA -

110

94
147

112

Sway_CG_3_GENE_38
Sway_CG_3_GENE_39

PREN Sway_CG_3_GENE_40
7Y Sway_CG_3_GENE_41
VLR Sway_CG_3_GENE_42
ZANY 5way_CG_3_GENE_43
VAR Y Sway_CG_3_GENE_44
PR} 5way CG_3_GENE_45
YAZA Sway_CG_3_GENE_46
PORZY S5way CG_3_GENE_47
LWL S5way_CG_3_GENE_48
LAk Sway_CG_3_GENE_49
LZANA 5way_CG_3_GENE_50
98.97 EeAelea N el= =]

S5way_CG_3 GENE_52

F(BZ 5way_CG_3_GENE_53
AR 5way CG_3_GENE_54
EZXorg 5way CG_3_GENE_55
(LER) Sway_CG_3_GENE_56

KZR2Y 5way_CG_3_GENE_57
LYY 5way_CG_3_GENE_58

Sway_CG_3_GENE_59

VLR Sway_CG_3_GENE_60
CZ¥ A 5Sway_CG_3_GENE_61

PLWEY 5way CG_3_GENE_62

Sway_CG_3_GENE_63
5way_CG_3_GENE_64
5way_CG_3_GENE_65
Sway_CG_3_GENE_66
5way_CG_3_GENE_67
5way_CG_3_GENE_68
Sway_CG_3_GENE_69
Sway_CG_3_GENE_70
Sway_CG_3_GENE_71
Sway_CG_3_GENE_72
Sway_CG_3_GENE_73
Sway_CG_3_GENE_74
Sway_CG_3_GENE_75
Sway_CG_3_GENE_76
Sway_CG_3_GENE_77
Sway_CG_3_GENE_78
Sway_CG_3_GENE_79
Sway_CG_3_GENE_80
Sway_CG_3_GENE_81
Sway_CG_3_GENE_82
Sway_CG_3_GENE_84
Sway_CG_3_GENE_85
Sway_CG_3_GENE_86

Sway_CG_3_GENE_89
Sway_CG_3_GENE_%0
Sway_CG_3_GENE_91
Sway_CG_3_GENE_92
Sway_CG_3_GENE_93
Sway_CG_3_GENE_94
Sway_CG_3_GENE_95
Sway_CG_3_GENE_96

oligopeptide ABC transporter NO DATA -
yl tRNa synthetase, alpha subunit 30.8
nyl tRNa synthetase, beta subunit 30.8
ribosomal protein L20 46.6
ribosomal protein L35 50.8
Translation initiation factor 53.1

ible th yl tRNA synthet 34.4

»DEF domain/EAL domain protein 13.1

loxymethylpyrimidine kinase ThiD 11.7

peptidase, M23/M37 family 21.6

hosphate pyrophosphorylase ThiE 21.9

hiamine biosynthesis protein ThiG 69.3

acyl-coenzyme A synthetase 32.4

lactoylglutathione lyase 28.9
hypo unique NO DATA
icylglycerol 3-glucosyltransferase NO DATA
c hypo NO DATA
multidrug efflux transporter NO DATA

dienelactone hydrolase 64.9
NO GENE

c hypo 42.5

hypo unique 41.8

bmponent sensor histidine kinase 18.6
o component response regulator NO DATA

hypo unique 49

hypo unique 16.7
zinc-dependant hydrolase 10.6
ATP synthase, epsilon subunit 69.2
ATPsynth. 91.4
ATP synthase, gamma subunit 64.6
ATP synthase, alpha subunit 59.4
ATP synthase, delta subunit 35.4
ATP synthase, beta subunit 61.1
ATP synthase, subunit c 18.4
ATP synthase, subunit a NO DATA -
hypo unique NO DATA -
c hypo NO DATA -

1.7
peptide ABC transporter NO DATA -
peptide ABC transporter NO DATA -

binding protein of oligopeptide A 20.8

preprotein franslocase SecG NO DATA -
triosephosphate isomerase 29.1
phosphoglycerate kinase 72.2
de-3-phosphate dehydrogenase 56.4
penicillin-binding protein 48.7
hypo unique NO DATA -
dine 5-monophosphate synthase 48.6
yl-accepting chemotaxis protein 41.8

siroheme synthase 15.7
competence protein ComlL 28.4
yl-(acyl-carrier-protein)synthase Il NO DATA -
nitrogen regulation protein NirX 10.7
ynal transduction histidine kinase 12.8
hypo unique 9.3
hypo unique 42.3
intibiotic resistance protein MarC NO DATA -

LIyl 5way_CG_3_GENE_23 c hypo 254 2
CRREY S5way CG_3_GENE_25 leotide adenyly! 16.5 1
CEWPA S5way_CG_3_GENE_26 56.3 29
CZ¥E) sway_CG_3_GENE_27 gamma glutamyl kinase 21.1 2
Lras0) sSway_CG_3_GENE_28 t-associated GTP-binding protein 61.1 12
L7ak] sSway_CG_3_GENE_29 ribosomal protein L27 58.7 36
Sway_CG_3_GENE_30 ribosomal protein L21 70.8 31
Sway_CG_3_GENE_31 ferric uptake regulator 15.7 1
Sway_CG_3_GENE_32 ytem |l stability/assemby factor? 49.1 46
Sway_CG_3_GENE_33 transposase NO DATA -
Sway_CG_3_GENE_34 hypo unique NO DATA -
L elAeleRc e = \Ic-BN /oly tetrahydrobiopterin synthase 38.3 0
L Ae(ERcNEl= N[NV transporter ATP-binding protein 13.1 0

0

o

o o o

0.81
1.03
0.43
0.97
0.59
0.96
0.33
0.06
0.45

1.00
1.37
20.00
1.65
2.48
0.91
1.00
1.37
1.23
225
4.94
1.93
227
117
1.42
1.00

1.31

1.43
1.58
1.20

1.78

1.00
5.38
1.10
1.04
1.18
1.08
1.68
1.06
1.00

5.45

1.59
20.00
1.88
1.00
1.45
1.10

1.09
1.57

3.38
1.29

2.53
1.45
275
222



UBA_8241_GENE_387q| 48.6
0N UBA_8241_GENE_389 RL.V'H it Yy f 25.4
UBA_8241_GENE_390 M ionine:tRNA-ribosyl iso 9.1
[I1:7-N: 723 Wl | Al FOG: EAL domain 26.5
[11.7.N:72.3 Wl | 378 Hypothetical 35.7
{1]:7.5: 2 el | JLEN - Large exoproteins involved in heme utilization or - NO DATA -
{1]:7.5%: 2 ]3| 317 W Uncharacterized NAD(FAD)-dependent dehydrog: 10.7
{1]:7.5: 23 el \| 3L Carbonic anhydrase 53.9
{11.7.N:72) l(cl- | K7W FOG: GGDEF domain 50.5
UBA_8241_GENE_396d| NO DATA -
1]:7.5%: 23 el | 37 Hypothetical 59.7
[V]:7.N%: 23 el 2 | B T2 M DNA or RNA helicases of superfamily I NO DATA -
{1:7.N%: 2 el | WO NTP pyrophosphohydrolases including oxidative de NO DATA -
UBA_8241_GENE 402 LR TCITLETL 18.3
{1]:7.9%: 2 el | W'l Predicted esterase of the alpha-beta hydrolase su NO DATA -
{1]:7.9%: 23 el | 2l NADPH:quinone reductase and related Zn-depenc 19.4
[1:7.8%: 723 el | VBl Anti-sigma factor NO DATA -
UBA_8241_GENE_406 [giVeleljslcyiletel} NO DATA -
{1]:7.9%: 72 el Yl 7 Permeases of the drug/metabolite fransporter (L NO DATA -
[1]:7.9%: 723 el 2 |-l Uncharacterized protein conserved in bacteria 42
(11-7.N: 723 l(el - | DA Predicted franscripti | lat 69.1
521 CRISPR tandem repeat region NO GENE -
{IL.7.W: 723 Wcl- |- VAl CRISPR-associated protfein, Cas2 [Syntrophobacte NO DATA -
{IL.7.\: 723 lel- | V7l Uncharacterized protein predicted to be involved NO DATA -
[1]:7.%: 723 el || WYl CRISPR-ssociated protein, Cas2 [Syntrophobacter NO DATA -
{I]:7.9%8: 723 il | ¥ W Uncharacterized protein NO DATA -
(V]:7-:¥Z 3 W<l | 7Yl CRISPR-associated protein, CT1974 [Pelobacter pr¢ 47.7
{1]:7.\:¥2. Y] \| W VAH CRISPR-associated protein, CT1976 [Pelobacter pr¢ 60.4
{1]:7.\:¥2 Yl \| W&\l CRISPR-associated protein, CT1975 [Pelobacter pr¢ 90.7
[11:7.N:¥2. 3 Wl | &) W hypothetical protein PproDRAFT_1803 [Pelobacter 82.5
[11:7.N:¥2. 3 Wl | k¥ hypothetical protein PproDRAFT_1802 [Pelobacter 62.4
531 ULLSK:YZI el XKW Predicted helicases 23.1
UBA_8241_GENE_434 [F\elejistsiitelel] NO DATA -
1]:7.N:¥2. 3 el 3 | KT W Transposase and inactivated derivatives NO DATA -
[1]:7-N: 723 lel 2 | Kyl trRNA-binding protein NO DATA -
1]:7.5: 72 el | k1 W Transposase and inactivated derivatives, 1S5 famil' 44.6 -
[1]:7. 52 3 el 3 | W KPA Transposase and inactivated derivatives NO DATA -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -

[1]:7.8%: 2 el | 7 'l tmRNA-binding protein 47.2
[1]:7.5%: 23 el |7l Leucyl aminopeptidase 68.3 -
[1]:7.%: Y23 el | .7V Predicted PP-loop superfamily ATPase 54.4
(U:7.%:7Z el | .7 & Organic radical activating enzymes 14.6
UBA_8241_GENE_444 LIl ]] 77.1

{1]:7.9%: 2 i<l || T Type |IA topoisomerase (DNA gyrase/topo Il, topo 36.3
{1:7.98: 2 i<l | Y Type |IA topoisomerase (DNA gyrase/topo II, topo 40.8
(I]:7.98:7Z il |70 DNA polymerase sliding clamp subunit (PCNA hor 75.7
[1].7.98:7Z el |2Vl ATPase involved in DNA replication initiation 36.1
[V]:7-N: 723 W<l | LVl Thiamine py h hat iring enzymes [acet 50.1
UBA_8241_GENE_451 [ sy , small (r latory) subunit 63.6
(IL.7.W: 723 el | Lyl Ketol-acid reductoisomerase 57.8
UBA_8241_GENE_453 |y i ine d b ( 25.8
UBA_8241_GENE_454q| NO DATA -

[I1:7-N:¥2.3 Wl \| L1l Isopropylmalate/homocitrate/citramalate synthas 38.3
ULY-N:¥2 3 el | LT W Isocitrate/isopropylmalate dehydrogenase 78.1
[I1.7.N: 723 Wl 2 | LYl Aspartate-semialdehyde dehydrogenase 83.4
(1]:7. 52 el | - L1 W Quinolinate synthase 48.1
UBA_8241_GENE_458q] NO DATA -
UBA_8241_GENE_459 [Z\slelislsiitelel] NO DATA -
{1]:7.5:¥2Z 3 el | W I-Vl putative protein [Aquifex aeolicus VF5]gi| 1560641 72.5
[11:7.N: 723 el | TS W Hypothetical 23.4
UBA_8241_GENE_462 LWL (] 19.7

[V]:7. 972 el | WX Lfe 123p2 [Leptospirillum ferrooxidans] NO DATA -

O O O O O O

o A O N O O O O O

P2E] 5way_CG_3_GENE 97
EOX:YA 5way CG_3 GENE 98
LYYy 5way_CG_3 GENE 99
LX) 5way_CG_3_GENE_100
EE010) 5way_CG_3_GENE_101

5way_CG_3_GENE_102

5way_CG_3_GENE_103

Sway_CG_147_GENE_15
Sway_CG_147_GENE_14
Sway_CG_147_GENE_13
Sway_CG_147_GENE_11d|
Sway_CG_147_GENE_11
Sway_CG_147_GENE_10

Sway_CG_147_GENE_9
Sway_CG_147_GENE_8
Sway_CG_147_GENE_7
Sway_CG_147_GENE_6
Sway_CG_147_GENE_5
Sway_CG_147_GENE_4
Sway_CG_147_GENE_3
Sway_CG_147_GENE_2
CRISR tandem repeat

region

Sway_CG_26_GENE_2
Sway_CG_26_GENE_3
Sway_CG_26_GENE_4
Sway_CG_26_GENE_5
Sway_CG_26_GENE_6
Sway_CG_26_GENE_7
Sway_CG_26_GENE_8
Sway_CG_26_GENE_9

Sway_CG_26_GENE_10
Sway_CG_26_GENE_12
5way_CG_26_GENE_13
Sway_CG_26_GENE_14
Sway_CG_26_GENE_15
Sway_CG_26_GENE_16
Sway_CG_26_GENE_17
5way_CG_26_GENE_18
5way_CG_26_GENE_19
Sway_CG_26_GENE_20
5way_CG_26_GENE_21
Sway_CG_26_GENE_22
Sway_CG_26_GENE_23
Sway_CG_26_GENE_24
Sway_CG_26_GENE_25
Sway_CG_26_GENE_26
Sway_CG_26_GENE_27
Sway_CG_26_GENE_28
Sway_CG_26_GENE_29
Sway_CG_26_GENE_30
Sway_CG_26_GENE_31
Sway_CG_26_GENE_32
VLB Sway_CG_26_GENE_33
YLk Sway_CG_26_GENE_34
bZ&E) S5way_CG_26_GENE_35
LRl Sway_CG_26_GENE_36
Sway_CG_26_GENE_37
LRZA Sway_CG_26_GENE_38
LA Sway_CG_26_GENE_39
ZAK) 5way_CG_26_GENE_40
PL¥EY Sway_CG_26_GENE_41
$ZA2Y 5way_CG_26_GENE_42
Wil sSway_CG_26_GENE_43
Sway_CG_26_GENE_44

ERRYA S5way CG_26_GENE_45
Nk Sway_CG_26_GENE_46
L S5way CG_26_GENE_47

hypo unique
he biosynthesis methyltransferase
>thionine tRNA ribosyl transferase
5DEF domain/EAL domain protein
¢ hypo
¢ hypo
Ifide-quinone reductase (147-16)
carbonic anhydrase
5DEF domain/EAL domain protein
hypo unique

helicase

NTP pyrophosphohydrolase
o component response regulator
serine protease

alcohol dehydrogenase
allophanate hydrolase
hypo unique
fransporter

c hypo

CRISPR

(analysis fo be reported separately) (continues below)

c hypo
c hypo
c hypo
c hypo
c hypo
c hypo
c hypo
RNA helicase

transposase
transposase
hypo unique
hypo unique
DNA methyliransferase/helicase
¢ hypo

¢ hypo
hypo unique
c hypo

po, possibly virulence associated
phage DNA binding protein
hypo unique

integrase INT P4

g protein/tmRNA-binding protein
leucyl aminopeptidase
an synthesis/transcription/ATPase
SAM enzyme/Fe-S redox protein
c hypo

DNA gyrase

DNA gyrase, subunit B
DNA polymerase lIl
replication initiator protein DnaA
acetolactate synthase
acetolactate synthase
ketol-acid reductoisomerase

y
serine O-phosphatidyliransferase
2-isopropylmalate synthase

isocitrate dehydrogenase

e i yde dehydr

quinolinate synthetase complex
c hypo

hypo unique

ferridoxin oxidoreductase
glutathione transferase
hypo unique

hypo unique

19.4

NO DATA
NO DATA
9.8

NO DATA
NO DATA
NO DATA
93

22

NO DATA
59.7

NO DATA
NO DATA
NO DATA
NO DATA
158

NO DATA
NO DATA
NO DATA
12

69.1

NO DATA
NO GENE
NO GENE
NO DATA
NO DATA
47.7

60.4

90.7

825

62.4

23.1

NO GENE
NO GENE
NO GENE
253

NO DATA
NO DATA
NO DATA
182

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
472

619

54.4

14.6

77.

363

408

72.1

36.1

46.5

47.3

41.6

22.1

NO DATA
348

48.9

64.2

30.4

NO DATA
NO DATA
72.5

NO DATA
6.6

NO DATA

0

0

o

©o o o o o o

O O OO0 o o o o o o

o o o

0

0

2.51
20.00
20.00

2.70
20.00

20.00
5.80
230

1.00

20.00

1.23

1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00

0.03

1.00

1.00
1.00
1.00
1.00
1.00
1.05
1.00
1.08
1.34
1.39
1.17

1.36
1.60
1.30
1.58

1.00
20.00
298



{11.7.N: 723 el N YW [ fe 123p3 [Leptospirilum ferrooxidans] NO DATA -
UBA_8241_GENE_445 [Z\Veleligtsiitelel] NO DATA -
[U]:Y-N:7Z S el | YY) Fe-S oxidoreductase 11.6

46.7
NO DATA -

UBA_8241_GENE_467
UBA_8241_GENE_468

Ribulose 1,5-bisphosphate carboxylase, large sub

Hypothetical

(1.Y\E:V2 W2 N[ WIS M ABC-type phosph port system, p 162

LY.\ Y2 el Yl 7 Permeases of the drug/metabolite fransporter (L NO DATA -
UBA_8241_GENE_471d| 32.8
[11.7.N8: 72 Wl | Y7 Hypothetical 42.5
{1]:7.5%: 723 el | Y& Uncharacterized conserved protein 24.6

[1]:7.N%: 2.3 el | V2. Ribosomal protein L11 methylase NO DATA -
UBA_8241_GENE_475 tidine-5'-ph hate d boxyl 47.8

{1]:7.%: 723 el | .Y/ W Transposase and inactivated derivatives 31.7 -

[1]:7.N%: Y23 el S | WY/l Transposase and inactivated derivatives NO DATA -
UBA_8241_GENE_478 LIB{JHaVILTSIGT I-tRNA def yl 78.3
UBA_8241_GENE_479 [\ig inoid ad 78.2
[1]:7.%: 723 el \| -l Precorrin-3B methylase 429
(1]:7.5%: 23 il | -3l Cobalamin biosynthesis protein CbiG 45
[1]:.7.5%: 2 el | .7 Precorrin-6B methylase 2 81
[N UBA_8241_GENE_482d| 51.4
[1]:7.%: 723 el | X Cobalamin biosynthesis protein CbiD 30.4

(1]:7.9%: 723 el |12 Predicted metal-dependent hydrolase NO DATA -

{1]:7.9%: 23 il | LW L arge-conductance mechanosensitive channel  NO DATA -

[1]:7.%: 23 el | BT Hypothetical, possible fransposase? NO DATA -

(V7N 23 el | YAl Hypothetical, possible fransposase? NO DATA -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

601 NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

611 NO GENE -

NO GENE -

NO GENE -

UBA_8241_GENE_488d| NO DATA -
{1]:7.9: 23 el | W11 Ribosomal protein L9 83.3
[11-7.N: 723 W(el- | DA Hy pothetical 58.6

UBA_8241_GENE_489q| NO DATA -
[1:7.5%: 23 lel S | PVl Preprotein translocase subunit YidC 32.1

(LY. 72 el | AW Predicted GTPase NO DATA -
[11-7.N8: 723 W(el- | TV NAD/FAD-utilizing enzyme apparently involved in 8.4
621 (LLSE:7Z) el 2\ WU Predicted S-adenosyl dependent mett 133
[1]:7.5%: 23 el | T2 ATPases involved in chromosome partitioning 43.7
{1]:7.5%: 2 el 2 \| VLW Predicted transcriptional regulators 82
UU:7.N%: 723 el | W02 W Integral membrane protein CcmaA involved in cell 91.7

{1]:7.%: 23 el | WLV Predicted fRNA(5-methylaminomethyl-2-thiouridylc NO DATA -

{1]:7.58: 72 i<l |Vl DNA polymerase lll, epsilon subunit and related 3' 50.6
[1]:7.9%: 23 el | VA8 dsRNA-specific ribonuclease 63.1
(IL-7.W: 723 lel- |-l Predicted redox protein, regulator of disulfide bon: 922
{11:7.N8: 72} Wl | 17 Ferredoxin 59.6

NO GENE -

U172 3 W<l | - < W Uncharacterized conserved protein 60.8 -
[IL.7.N: 723 lel- |- 2l Hy pothetical 79.5
[1]:7.N: 72§ Wl \| -\l UDP-3-O-acyl-N-acetylglucosamine deacetylase 4.4

UBA_8241_GENE_506dq| NO DATA -
[1]:7.\:¥2Z 3 ]3| Myl Uncharacterized protein conserved in archaea 63.8

[V:7.9%: 723 el | 0l Hypothetical NO DATA -
UBA_8241_GENE_509 [\ fructose-1,6 and relatec 37.4

UBA_8241_GENE_509q| NO DATA -

UBA_8241_GENE_510 [z\Vslejistsiitelel] NO DATA -
YNV 2NN MR N Geranylgeranyl py synthase 373
1]:7.%%:¥2 3 l<l3 | -M3 VB Uncharacterized conserved protein 84.7

642 LNyl M KN Pseudouridylate synthases, 23S RNA-specific NO DATA -
643 ULLNE:YZI Ml 3\ WAL W FOG: TPR repeat 27.8

(k%0 5\way_CG_26_GENE_48
EL0IN 5way_CG_80_GENE_26
IR 5vway CG 80_GENE 25
YWY 5vway_CG_80_GENE 24
5way_CG_80_GENE_23

0 5way_CG_80_GENE_22
5way_CG_80_GENE_21
5way_CG_80_GENE_20
5way_CG_80_GENE_19

5 5way_CG_80_GENE_18
5way_CG_80_GENE_17
5way_CG_80_GENE_16

c hypo
Jieneoate hydrolase/TPR domain
nomethyl ester oxidative cyclase
RuBisCO-like protein
hypo unique
Phos.binding.Perip.
multidrug transporter

c hypo

thiol-disulfide isomerase
¢ hypo

nal protein L11 methyltransferase
ine-5'-phosphate decarboxylase

Sway_CG_80_GENE_15
Sway_CG_80_GENE_14
Sway_CG_80_GENE_13

polypeptide deformylase
:ob(i)alamin adenosyliransferase
)genase (Cobalamin production)

17 Sway_CG_80_GENE_12 aconitase
27 Sway_CG_80_GENE_11 precorrin-6Y methylase
3 Sway_CG_80_GENE_10 precorrin-éy methylase

5 Sway_CG_80_GENE_9
Sway_CG_80_GENE_8
Sway_CG_80_GENE_7

cobalamin biosynthesis protein
Zn metallo protease

ance mechanosensitive channel

Sway_CG_80_GENE_é transposase

Sway_CG_80_GENE_5 hypo unique
Sway_CG_80_GENE_4 transposase
Sway_CG_80_GENE_3 transposase
Sway_CG_80_GENE_2 222
Sway_CG_80_GENE_1 222
Sway_CG_214_GENE_2 hypo unique
Sway_CG_214_GENE_4 DNA helicase
Sway_CG_214_GENE_5 transposase

Sway_CG_214_GENE_6
Sway_CG_214_GENE_7
Sway_CG_214_GENE_8
5way_CG_214_GENE_9

ment or transposase (Tn domain)
hypo unique
hypo unique
probable transposase

Sway_CG_214_GENE_10 hypo unique
Sway_CG_214_GENE_12 transposase
Sway_CG_214_GENE_13 hypo unique
Sway_CG_150_GENE_16 transposase

Sway_CG_150_GENE_15d]

Sway_CG_150_GENE_15

7 Sway_CG_150_GENE_14d|
Sway_CG_150_GENE_13d]

ribosomal protein L9

21 Sway_CG_150_GENE_13 60kD inner membrane protein

L eAeEem EINE=N=MPAene and furan oxidation protein

2 L e Aeem EONEl=N=RN e inhibited division protein, GidA

1 L Aeel N El=N[ZRI0N se inhibited division protein, GidB

6 L e lAeel KON eEl=N = A osome partitioning protein, ParA

49 L eAeel EoNel=N = Mlnosome partitioning protein, ParB

8 Sway_CG_150_GENE_7 c hypo
5way_CG_150_GENE_6 idylate)-methyl

23 L e AeEl EONE=N[SIENINA polymerase I, alpha subunit

Sway_CG_150_GENE_4 ribonuclease Il

Sway_CG_150_GENE_1
Sway_CG_6_GENE_88a
Sway_CG_6_GENE_88
0 Sway_CG_6_GENE_87

probable fransposase

hypo unique
-acetylglucosamine deacetylase

Sway_CG_6_GENE_85 hypo unique
8 Sway_CG_6_GENE_84 c hypo
Sway_CG_6_GENE_83 hypo unique
0 Sway_CG_6_GENE_82 inositol-1-monophosphatase

Sway_CG_6_GENE_81 zinc metalloprotease
Sway_CG_6_GENE_80 hypo unique
1 e e e N el=N 2 ctapreny-dipt ynth
63 Sway_CG_6_GENE_78 c hypo

Sway_CG_6_GENE_77
Sway_CG_6_GENE_76

ine synthase D, ribosomal subunit

tylgl ine ir

N-ac

NO DATA
NO DATA
4.3

533

NO DATA
65.7

NO DATA
NO DATA
20.1

NO DATA
NO DATA
11.6

NO GENE
NO GENE
783

70.9

42.9

15.6

47.3

31

15.7

NO DATA
NO DATA
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
50.7

NO DATA
NO DATA
12.1

NO DATA
NO DATA
NO DATA
33.9

28.2

78

6.9

7.5

27.7

NO GENE
NO GENE
NO DATA
31.1

23.6

4.4

NO DATA
51.3

NO DATA
17.7

NO DATA
NO DATA
22.4

57.3

NO DATA
27.8

0

270

B o

96

— o o o

o o

o o o

o

0.25

20.00
2.11
20.00

4.12

1.00
1.10
1.00
2.88
1.71
1.66
1.94

1.64
20.00

2.65

20.00
20.00
1.29
291
1.18
0.06
6.75
2.28
35.00
35.00

3.37

1.00

1.24

2.1

1.67

1.48

1.00



644
645
646
647
648
649
650
651
652
653
654
655
656
657
658
659
660
661
662
663
664
665
666
667
668
669
670
671
672
673
674
675
676
677
678
679
680
681
682
683
684
685
686
687
688
689
690
691
692
693
694
695
696
697
698
699
700
701
702
703
704
705
706
707
708
709
710
n
712
713
714
715

UBA_8241_GENE_517
UBA_8241_GENE_517q|

UBA_8241_GENE_515q]
[1]:7.5: 72 el A VW Isoleucyl-tRNA synthetase

TRNA Val CAC 493584..493658 (+)

Hypothetical

[1]:7. 572 el AW Predicted membrane protein

UBA_8241_GENE_519
UBA _8241_GENE_520
UBA_8241_GENE_520q
UBA_8241_GENE_521
UBA_8241_GENE 522
UBA_8241_GENE 523
UBA_8241_GENE 524
UBA_8241_GENE_525
UBA_8241_GENE 526
UBA_8241_GENE 527
UBA_8241_GENE_528
UBA_8241_GENE_529
UBA_8241_GENE_530
UBA_8241_GENE_531
UBA_8241_GENE_532
UBA_8241_GENE_533
UBA_8241_GENE_534
UBA_8241_GENE_535
UBA_8241_GENE_536
UBA_8241_GENE_537
UBA_8241_GENE_538
UBA_8241_GENE_539
UBA_8241_GENE_540
UBA_8241_GENE_541
UBA_8241_GENE_542
UBA_8241_GENE_542q|
UBA_8241_GENE_543
UBA_8241_GENE_544
UBA_8241_GENE_545
UBA_8241_GENE_546
UBA_8241_GENE_547
UBA_8241_GENE_548
UBA_8241_GENE_549
UBA_8241_GENE_550

UBA_8241_GENE_552
UBA _8241_GENE 553
UBA_8241_GENE_554
UBA_8241_GENE_555
UBA_8241_GENE_556
UBA_8241_GENE_557
UBA_8241_GENE 558
UBA_8241_GENE_559
UBA_8241_GENE_560
UBA_8241_GENE_561
UBA_8241_GENE_562
UBA_8241_GENE_563
UBA_8241_GENE_564
UBA_8241_GENE_565
UBA_8241_GENE_566
UBA_8241_GENE_567
UBA_8241_GENE_568
UBA_8241_GENE_569
UBA_8241_GENE_570
UBA_8241_GENE_571
UBA_8241_GENE_572
UBA_8241_GENE_573
UBA_8241_GENE_574
UBA_8241_GENE_575
UBA_8241_GENE_576
UBA_8241_GENE_577
UBA_8241_GENE_578
UBA_8241_GENE_579
UBA_8241_GENE_580
UBA_8241_GENE_581
UBA_8241_GENE_582

Hypothetical

NO DATA -
29.7
NO DATA -
NO DATA -
NO DATA -
43.4

Nucleoside-diphosphate-sugar pyrophosphorylase NO DATA -

Predicted GTPase

Parvulin-like peptidyl-prolyl isomerase

Parvulin-like peptidyl-prolyl isomerase

Parvulin-like peptidyl-prolyl isomerase

Transcription-repair coupling factor (superfamily |

ADP-hept ynthase,

Phosphoheptose isomerase

| sugar kinase/

Glutamate-1
Hypothetical
Hypothetical

Pyruvate:ferredoxin oxidoreductase and related 2

Pyruvate:ferredoxin oxidoreductase and related 2

Pyruvi

and related 2

Pyruvi

and related 2

Hypothetical
Hypothetical
Pyruvi

and related 2

Pyruv

and related 2

Pyruv

and related 2

Hypothetical

putative protein [Aquifex aeolicus VF5]gi| 1560641

Hypothetical

[e] yl- and
Hypothetical

Aspartate oxidase

inyl-tRNA sy

Dnal-class molecular chaperone

Hypothetical

ATPases with chaperone activity, ATP-binding subt

Hypothetical

terial leoid DNA-b

protein

TRNA Val GAC 529025..529099 (+)
Putative silver efflux pump

Membrane-fusion protein
Hypothetical
Xaa-Pro aminopeptidase

Predicted O-methyltransferase

of nitrite

Hypothetical

and ring-h

ADP-glucose pyrophosphorylase

Alpha-amylase/alpha-mannosidase

Ioh.

Alpha-amylase/alp!

Galact

1-phosphate
Hypothetical

y

Yy

Uncharacterized conserved protein

Membrane-fusion protein

Cation/multidrug efflux pump

P

ar ),

Membrane-fusion protein
Outer membrane protein
Thioredoxin reductase
Hypothetical
Hypothetical

related to Gevl
CheY-like receiver

Highly conserved protein containing a thioredoxin

Predicted esterase
Hypothetical

Transposase and inactivated derivatives

N-formylmethionyl-{RNA deformylase

1-RNA formyl

In-dependent protease with chaperone function

Pentose-5-phosphate-3-epimerase

Hypothetical

14.8 -
60.8
67.9
54.9
79.6
31.7
52.5
83.3
51.3
91.4
NO DATA -
82.8
83.7
92.2
79.2
62.8
27.1
722
62.5
733
81.3
76.7
88
NO DATA -
53.2
64.6
26.7
57
59.3
82.2
16.3
87.9 -

11.6
43.6
47.4
60.1
85.5
55.9
NO DATA -
54.9
21.1
51.9
62.9
77.2
32
73.8
28.9
90.4
22.4
64
46.5
59.4
29.8
78.7
39.9
17.4
15.7 -
NO DATA -
NO DATA -
73.4
31.5
29.9
20.1

28

21

35
16
43
131

94.97
93.65

94.15
89.35

Sway_CG_6_GENE_75
Sway_CG_6_GENE_74

Sway_CG_6_GENE_73

Sway_CG_6_GENE_72a
5way_CG_48_GENE_37
5way_CG_48 GENE_36
5way_CG_48_GENE_35
5way_CG_48_GENE_34
Sway_CG_48_GENE_33
Sway_CG_48_GENE_32
Sway_CG_48 GENE_31
Sway_CG_48_GENE_30
Sway_CG_48_GENE_29
Sway_CG_48_GENE_28
Sway_CG_48_GENE_27
Sway_CG_48_GENE_26
Sway_CG_48_GENE_24
Sway_CG_48_GENE_23
Sway_CG_48_GENE_21
Sway_CG_48_GENE_20
Sway_CG_48_GENE_19
Sway_CG_48 GENE_18
Sway_CG_48 GENE_17

Sway_CG_48_GENE_léa

Sway_CG_48 GENE_16
Sway_CG_48 GENE_15
Sway_CG_48 GENE_13
Sway_CG_48_GENE_12
Sway_CG_48_GENE_11
Sway_CG_48_GENE_10
Sway_CG_48_GENE_9
Sway_CG_48 GENE_8
Sway_CG_48_GENE_7
Sway_CG_48_GENE_6é
Sway_CG_48_GENE_5
Sway_CG_48_GENE_4
Sway_CG_48 _GENE_3
Sway_CG_48 GENE_2
5way_CG_48 GENE_1

5way_CG_43_GENE_1
Sway_CG_43_GENE_2
Sway_CG_43_GENE_3
5way_CG_43_GENE_4
5way_CG_43_GENE_5
Sway_CG_43_GENE_é
Sway_CG_43_GENE_7
Sway_CG_43_GENE_8
Sway_CG_43_GENE_9
Sway_CG_43_GENE_10
Sway_CG_43_GENE_11
Sway_CG_43_GENE_12
Sway_CG_43_GENE_13
Sway_CG_43_GENE_14
Sway_CG_43 GENE_15
Sway_CG_43 GENE_16
Sway_CG_43_GENE_17
Sway_CG_43 GENE_18
Sway_CG_43_GENE_19
Sway_CG_43_GENE_20
Sway_CG_43_GENE_21
Sway_CG_43_GENE_22
Sway_CG_43_GENE_23
Sway_CG_43_GENE_24
Sway_CG_43_GENE_25

Sway_CG_43_GENE_26
Sway_CG_43_GENE_27
Sway_CG_43_GENE_28
Sway_CG_43_GENE_29
Sway_CG_43_GENE_30

lipoprotein signal peptidase NO DATA

isoleucyl tRNA synthetase 11.8

hypo unique NO DATA
NO DATA

hypo unique NO DATA

Hypothetical 18

Nucleoside-diphosphate-sugar p NO DATA

likely split gene NO DATA

GTP-binding protein 24.1
ptidyl-prolyl cis-strans isomerase 65.9

lin-like peptidyl-prolyl isomerase 24.4

ptidyl-prolyl cis-strans isomerase 57.4

inscription-repair coupling factor 12.7

ADP-heptose synthase 18.4

phosphoheptose isomerase 49.3

uvi

y

i 29.7
hypo unique 100

chaperone DnaJ NO DATA
ferredoxin oxidoreductase 71.4

ferredoxin oxidoreductase 75.3

92.2

ferredoxin oxidoreductase 41.6

hypo unique 36.2
Hypothetical 19.3

ferredoxin oxidoreductase 66.5

below ferredoxin oxidoreductase 62.5

uvate ferredoxin oxidoreductase 73.3

n/outer membrane efflux protein

Xaa-proline aminopeptidase

ferrodoxin oxidoreductase

glutamyl {RNA synthetase

L-aspartate oxidase

hypo unique 40.8
50.8
13.5
NO DATA
29.3
33.1
19.9

hypo unique
c hypo

hypo unique

Dnal protein 31.7

transcriptional regulator NO DATA

cation efflux transporter

742
NO DATA
85.3

Clp protease
hypo unique
histone-like

NO DATA
32.7
NO DATA
37.5

hypo unique

O-methyltransferase 54.5

assimilatory nitrate reductase 31.4
sugar metabolism NO DATA

d

y 45.6

amylopullulanase 20.1

alpha-amylase 22.8

yly 62.9

) 56.7
c hypo 17.6

efflux transporter 60.3

cation efflux transport 27.1

system; aminomethyliransferase 53.3

itabolism regulatory protein atoC 14.5

efflux transporter 50.6

efflux protein 39.4

thioredoxin reductase 39.8

hypo unique 8.9
hypo unique 58.6

thymidylate kinase 15.8

carboxylesterase 16.1

hypo unique NO DATA
NO DATA

pepfide deformylase 19.8

11RNA formyliransf

32.6

btidase/In+-dependent protease 31.5

3

p 12.1
hypo unique 20.1

2.52

2.41

2.52
1.03
225
1.39
2.50
2.85
1.69
1.73
0.91

1.16
1.1
1.00
1.90
1.73
1.40
1.09
1.00
1.00
1.99
1.51
6.52

1.82
1.95
1.34
1.80
20.00
1.1
20.00

20.00
1.33
20.00
1.60
1.57
1.78

1.20
1.05
228
1.00
1.36
1.82
1.22
1.07
1.70
1.54
1.26
1.18
1.49
3.35
1.34
2.53
1.08

0.06
225
1.00
2.47
1.00



716
77
718
719

UBA_8241_GENE_583
UBA_8241_GENE_584
UBA_8241_GENE_585
UBA_8241_GENE_586
UBA_8241_GENE_587
UBA_8241_GENE_588
UBA_8241_GENE_589
UBA_8241_GENE 590
UBA_8241_GENE_591
UBA_8241_GENE 592
UBA_8241_GENE 593
UBA_8241_GENE 594
UBA_8241_GENE_595
UBA_8241_GENE 596
UBA_8241_GENE 597
UBA_8241_GENE 598
UBA_8241_GENE_599
UBA_8241_GENE_600
UBA_8241_GENE_601
UBA_8241_GENE_602
UBA_8241_GENE_603
UBA_8241_GENE_604
UBA_8241_GENE_605
UBA_8241_GENE_606
UBA_8241_GENE_608
UBA_8241_GENE_609
UBA_8241_GENE_610
UBA_8241_GENE_611
UBA_8241_GENE_612
UBA_8241_GENE_613
UBA_8241_GENE_614
UBA_8241_GENE_615
UBA_8241_GENE_616
UBA_8241_GENE_617
UBA_8241_GENE_618
UBA_8241_GENE_619
UBA_8241_GENE_620
UBA_8241_GENE_621
UBA_8241_GENE_622
UBA_8241_GENE_623
UBA _8241_GENE 624
UBA_8241_GENE 625
UBA_8241_GENE 626
UBA_8241_GENE 627
UBA_8241_GENE 628
UBA_8241_GENE_629
UBA_8241_GENE 630
UBA_8241_GENE_631
UBA_8241_GENE 632
UBA_8241_GENE 633
UBA_8241_GENE 634
UBA_8241_GENE_635
UBA_8241_GENE_636
UBA_8241_GENE_637
UBA_8241_GENE_638
UBA_8241_GENE_639
UBA_8241_GENE_640
UBA_8241_GENE_641
UBA_8241_GENE_642

UBA_8241_GENE_é42q|

UBA_8241_GENE_643
UBA_8241_GENE_644
UBA_8241_GENE_645
UBA_8241_GENE_646
UBA_8241_GENE_647
UBA_8241_GENE_648
UBA_8241_GENE_649
UBA_8241_GENE_650
UBA_8241_GENE_651
UBA_8241_GENE_652
UBA_8241_GENE_653
UBA_8241_GENE_654

Actin-like ATPase involved in cell morphogenesis
Cell shape-determining protein

Hypothetical

Cell division protein Fisl/penicillin-binding protei
Bacterial cell division membrane protein
Ribonucleases G and E

Hypothetical

Hypothetical

Hypothetical

Ferredoxin

Fe-S oxidoreductase

Ribosomal protein L13

Ribosomal protein $9

Acetylglutamate yd: y

N-acetylglutamate synthase (N-acetylornithine ar
Ribosomal protein $2

Translation elongation factor Ts

Uridylate kinase

Ribosome recycling factor

Alanine racemase

ABC-type transport system involved in resistance
ABC-type t port system ii d in resi t
ABC-type t port system involved in resi t
ResB protein required for cytochrome c biosynthes
ABC-type fransport system involved in cytochrome
Thiol-disulfide i and thiored:

Thiol-disulfi and thiored

Cytochrome c biogenesis protein
Dehydrogenases (flavoproteins)

protease family protein [Dehalococcoides etheno
Primosomal protein N' (replication factor Y) - super
Predicted transcriptional regulator, consists of a Z
Glycine/serine hydroxymethyliransferase

Ribose 5-phosphate isomerase RpiB

Hypothetical

Thymidylate kinase

Thymidylate kinase

Exopolyphosphatase

[Leptospirillum ferrooxidans]gi| 62195101 |ref| YP_2

Methy t

involved in

Fe-S oxidoreductase
Hypothetical
4-hydroxybenzoate polyprenyltransferase and relc
Hypothetical

Hypothetical

77 Permeases of the major facilitator superfamily
Kef-type K+ transport systems, predicted NAD-bin¢
Ornithine/acetylornithine aminotransferase
Ornithine carbamoyltransferase
Argininosuccinate synthase
Argininosuccinate lyase

Diar d boxyl
Hypothetical
Dihydrodipicolinate synthase/N: tyl
Dihydrodipicolinate reductase
2-keto-4-pent te hy

Flagellar basal body rod protein

/2 hepta-3-en
Flagellar basal body rod protein
Hypothetical

Flagellar basal-body P-ring protein
Hypothetical

Flagellin and related hook-associated proteins
Hypothetical

Hypothetical

Flagellar hook-associated protein

Flagellin and related hook-associated proteins
Hypothetical

Uncharacterized protein conserved in bacteria
Flagellin and related hook-associated proteins
Flagellar capping protein

6 Flagellin-specific chaperone Flis

60.9
17.1

NO DATA -
18.9

NO DATA -
66.4

NO DATA -
23.5

18 -

NO DATA

43.9

78.1

80

32.9 -
41.3

81.4 -
90.9
67.4
97.3
17.7

NO DATA -
31.8
40.3
20.5

NO DATA -
34.2
33.9

NO DATA -

NO DATA -
152

NO DATA -

NO DATA -
60.6
87.3
18

NO DATA -

NO DATA -
4.4
329
31.7
39.6
60.6

NO DATA -

NO DATA -

NO DATA -
14.8
56.5
62.8
41.4
65.7
54
88.4
54.5
84.4
79.6
88.8
18.4
62.1

NO DATA -
48.6
47.2

NO DATA -
43
45.4

NO DATA -
48.3
66
43.8
31.5
91.3
62.2
14.5

5 Sway_CG_277_GENE_2
1 Sway_CG_277_GENE_3
Sway_CG_277_GENE_4
3 Sway_CG_277_GENE_5
Sway_CG_277_GENE_6
Sway_CG_277_GENE_7
5way_CG_277_GENE 8
2 5way_CG_277_GENE_9
Sway_CG_277_GENE_10
Sway_CG_426_GENE_1
Sway_CG_426_GENE_2
Sway_CG_426_GENE_3
0 Sway_CG_426_GENE_4
Sway_CG_426_GENE_5
Sway_CG_426_GENE_6
Sway_CG_13_GENE_é8
Sway_CG_13_GENE_é7
1 Sway_CG_13_GENE_é6
Sway_CG_13_GENE_é5
1 Sway_CG_13_GENE_é4
Sway_CG_13_GENE_63
3 Sway_CG_13_GENE_é2
Sway_CG_13_GENE_é1
Sway_CG_13_GENE_é0
Sway_CG_13_GENE_59
3 Sway_CG_13_GENE_58
6 Sway_CG_13_GENE_57
Sway_CG_13_GENE_56
Sway_CG_13_GENE_55
6 Sway_CG_13_GENE_54
Sway_CG_13_GENE_53
Sway_CG_13_GENE_52
45 Sway_CG_13_GENE_51
36 Sway_CG_13_GENE_50
1 Sway_CG_13_GENE_49
Sway_CG_13_GENE_48
Sway_CG_13_GENE_47
Sway_CG_13_GENE_46
Sway_CG_13_GENE_45
Sway_CG_13_GENE_44
5way_CG_13_GENE_43
5way_CG_13_GENE_42
Sway_CG_13_GENE_41
5way_CG_13_GENE_39

N O o o

Sway_CG_13_GENE_3%a

4 Sway_CG_13_GENE_37
Sway_CG_13_GENE_36
Sway_CG_13_GENE_35
5 Sway_CG_13_GENE_34
2 Sway_CG_13_GENE_33
Sway_CG_13_GENE_32
Sway_CG_13_GENE_31
9 Sway_CG_13_GENE_30
Sway_CG_13_GENE_29
Sway_CG_13_GENE_28
Sway_CG_13 GENE 27
1 Sway_CG_13_GENE_26
1 Sway_CG_13_GENE_25
Sway_CG_13_GENE_24
Sway_CG_13_GENE_23
Sway_CG_13_GENE_22
Sway_CG_13_GENE_21
0 Sway_CG_13_GENE_20
Sway_CG_13_GENE_19
Sway_CG_13_GENE_18
6 Sway_CG_13_GENE_17
Sway_CG_13_GENE_16
0 Sway_CG_13_GENE_15
9 Sway_CG_13_GENE_14
Sway_CG_13_GENE_13
Sway_CG_13_GENE_12
0 Sway_CG_13_GENE_11

actin-like ATPase
shape determining protein MreC
hypo unique

cell division protein Fisl
shape determining protein RodA
ribonuclease G

hypo unique
7.8-dihydroneopterin aldolase
hypo unique

ferredoxin

Y
ribosomal protein L13
ribosomal protein $9

de dehvd
e y Y

N-acetylglutamate synthase
ribosomal protein $2
ranslation elongation factor EF-Ts
uridylate kinase
ribosome recycling factor
alanine racemase

3C transporter, permease protein
> transporter, ATP-binding protein
blute-binding periplasmic protein
e biosynthesis protein Ccs1/ResB
sis protein CcmF/ABC fransporter
in tipA/cytochrome c biogenesis
hypo unique
rome ¢ biogenesis protein CcdA
geranylgeranyl reductase
In-dependant protease
PriA (replication factor/helicase)
bate octaprenyltransferase UbiA
hydroxymethyliransferase GlyA
ribose-5-phosphate isomerase
possible exochitinase | precursor
thymidylate kinase

thymidylate kinase
exopolyphosphatase

I ubiquinone biosynthesis related
he biosynthesis methyltransferase
Fe-S oxidoreductase
I ubiquinone biosynthesis related
ybenzoate polyprenyltransferase
hypo unique

permease
potassium uptake protein

y ithine i

ornithine carbamoyltransferase

arginosuccinate synthase
arginosuccinate lyase

ique - suspect lysine biosynthesis
dihydrodipicolinate synthase

atechol pathway acid hydratase

flagellar hook protein FigG
ar hook basal-body protein FIgG
hypo unique
inique - suspect flagellar related
flagellar P-ring protein
peptidase-like

flagellin, FliC

hypo - suspect flagella related
hypo unique

flagellar hook associated protein
llar hook associated protein, FigL
carbon storage regulator csrA
c hypo

gellin FliC-primary struct. Flagella
lagellar hook-associated protein
flagellar protein Fli$

56.6
7.5

NO DATA
62

NO DATA
54.8

NO DATA
NO DATA
NO DATA
NO DATA
398

662

80

14.6

295

78.4

85.4

58.1

62.5

14

NO DATA
163

36.1

138

NO DATA
24,1

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
442

59.5

NO DATA
NO DATA
NO DATA
NO DATA
18.1

8.1

39.6

42.4

NO DATA
NO DATA
NO DATA
122

40.1

25.6

346

637

40

67.4

40

80.7

46

40.1

135

52.1

NO DATA
29.3

35

NO DATA
43

27.7

NO DATA
40.5

49.7

438

15.4

86.2

459

14.5

0

o o - o o o o o o (SIS oogggoooloooo o o — o oI o oIo o o o o o o o o N o o

1.08
228

3.05

1.21

20.00

1.10
1.18
1.00

1.40

1.06
1.16
1.56
1.26

1.95
112
1.49

1.42
20.00

1.37
1.47
20.00

20.00
1.82
3.91
1.00
1.43

1.21
1.41
2.45
1.20
1.03
1.35
1.31
1.36
1.05
1.73
221
1.36
1.19

1.66
1.35

1.00
1.64

1.19
1.33
1.00
2.05
1.06
1.36
1.00



UBA_8241_GENE_655 [z\elelistsiitelel] NO DATA - FAWXY 5way_CG_13_GENE_10 hypo unique NO DATA - -
1]:7. 572 3 el 3 | -W-L1- W hypothetical protein Mmc1DRAFT_1954 [Magneto NO DATA - LZWHY sway CG_13_GENE_9 c hypo NO DATA - -
UBA_8241_GENE_657 BY.VYB] dent hyl f 13.1 LR Sway CG_13_GENE_8 glycosyl transferase 5.5 0 2.38
791 ULL-N:YZ el WL W ADP-heptose:LPS heptosyltransferase NO DATA - Ly k) Sway_CG_13_GENE_7 -heptose-LPS heptosyltransferase NO DATA - -
[V]:7. %23 el | WL A Uncharacterized protein conserved in bacteria NO DATA - Sway_CG_13_GENE_6é c hypo NO DATA - -
[V]:7. 972 el | Y- ADP-heptose:LPS heptosyltransferase NO DATA - Sway_CG_13_GENE_5 -heptose-LPS heptosyltransferase NO DATA
UBA_8241_GENE 6461 NSeusEueel NO DATA - 5way_CG_13_GENE_4 c hypo 28.1 3 006
[V]:7.N%: 23 el 3 | Y-y Hypothetical NO DATA - Sway_CG_13_GENE_3 \iembrane Fe lll dicitrate receptor NO DATA - -
{1:7.N%: 23 el S\ WX Hypothetical likely split gene with above NO DATA - L Aelel KNEl= NI e mbrane Fe Il dicitrate receptor NO DATA
NO GENE - Sway_CG_13_GENE_I transposase NO DATA
[V]:7.N%: 2.3 el S | YT W Hypothetical NO DATA - Sway_CG_22_GENE_48 hypo unique 58.3 1 0.06
[V]:7.N%: 2.3 el S | Y- Hypothetical NO DATA - Sway_CG_22_GENE_46 hypo unique 25.2 1 0.06
[1]:7.5%: 723 el < | Y1 W Inorganic pyrophosphatase 83 4 Sway_CG_22_GENE_45 pyrophosphatase 67 0 1.24
801 ULY.NE:yZ YWl ST YA ABC-type obial peptide transport system, 47.9 0 L elAelelvy e =\|SWY 8" transporter, ATP binding protein 47.9 0 1.00
{1:7.9%: 2 3 el | Y3l ABC-type antimicrobial peptide transport system, NO DATA - L eAeelvy e =N2 B3 C transporter, permease protein NO DATA
[1]:7.8%: 723 el | Y3l Membrane-fusion protein 50 0 Sway_CG_22_GENE_42 efflux transporter 68.2 20 073
(1]:7.N%: 723 el |-y 'l Flagellar motor switch protein 24.6 0 L elAeelvy el =\= B lagellar motor switch protein FliM 34.3 2 072
UBA_8241_GENE_é71 | ipti | lat GAF, AAA-typ 239 0 L elAelelvy e =\ scriptional regulator (nifA family) 35.5 7 0.67
{1]:7.%: 72 el | -y 7 NADH:ubiquinone oxidoreductase subunit 5 (chair NO DATA - BWelAleleavyNel= NIl NADH dehydrogenase, subunit 5 NO DATA
[V]:7.N%: 23 el | - Y&l Hypothetical NO DATA - EelAeelvy e =\|SVAN NADH dehydrogenase, subunit 4 NO DATA -
[1]:7.9%: 723 el | -'YZ. W Uncharacterized protein conserved in bacteria 10.3 0 Sway_CG_22_GENE_36 c hypo 18.8 17 0.55
[1]:7.5%: 23 il || 'Yl Hypothetical 57.9 0 L elAlelelvyae =\l to nitrogen regulatory protein Pll) 57.9 0 1.00
UBA_8241_GENE_676 [WVeleliglsjilelel] NO DATA - LWelAe ey el= N KZ I najor facilitator family permease NO DATA - -
811 ULTN:-YZY Ml WY/l FOG: TPR repeat split with below 42 - BWeVAe ey NEI=N Il it c: cleaves diGMP synthase... 59.6 - -
NO GENE - Sway_CG_22_GENE_32 glycosyltransferase NO DATA
NO GENE - Sway_CG_22_GENE_31 cyclic di-GMP binding protein 35 60 0.03
(7| WY4: W Endoglucanase Y 3.8 0 Sway_CG_22 GENE_30 cellulase 39.1 37 0.10
GENE_s80 Ut boxypepti (penicillin-binding | 10.4 0 Sway_CG_22_GENE_29 b pepfi 34.5 20 0.30
816 TRNA GIn CTG 668118..668191 (-) = =
UBA_8241_ 1 32.8 Sway_CG_22_GENE_28 hypo unique 40.8 5 0.80
1]:7.\: 72 Y il | |-Vl outer membrane protein [Acidithiobacillus ferroox NO DATA - Sway_CG_22 GENE_27 c hypo NO DATA
UBA_8241_GENE_683 [z\Veleligtsiitelel] NO DATA - Sway_CG_22_GENE_26 c hypo 16.6 3 0.06
UBA_8241_GENE_é83q| NO DATA - Sway_CG_22_GENE_25 hypo unique NO DATA - -
{1]:7.\: 72 el |12 W DNA repair proteins NO DATA - Sway_CG_22_GENE_24 DNA repair protein RadC NO DATA
[1]:7.5%: 72 el |- YL Predicted unusual protein kinase 12 0 Sway_CG_22_GENE_23 ubiquinone biosynthesis protein 12 0 1.00
UBA_8241_GENE_686 LUITIELITSLHY 12.8 0 Sway_CG_22 GENE_ 22 [K9L] (noxC)/ni d 22,6 4 0.57
[1]:7.%:¥2 <] \| -1 YA Uncharacterized protein conserved in bacteria 30.2 0 Sway_CG_22_GENE_21 c hypo 63.7 12 0.47
0
0

[1]:7. %2 ]3| - 1:1: W Adenylosuccinate synthase 66.4 Sway_CG_22_GENE_20 adenylosuccinate synthetase 70.8 8 0.94
{1]:7.5%:¥2 3 el 2 | -1 LA Uncharacterized conserved protein 39.4 Sway_CG_22_GENE_19 c hypo 39.4 0 1.00
UBA_8241_GENE 690 [N ] 20.5 G 5way_CG_22_GENE_18 hypo 34.2 68 0.40
{1]:7.9%: 23 el |- LA Response regulators consisting of a CheY-like rece NO DATA - L eAelelvy el =NZMVAN -binding response regulator PhoB NO DATA
[V]:7.N%: 23 el S | 37 Hypothetical NO DATA - Sway_CG_22_GENE_15 hypo unique NO DATA - -
[1]:7.5%: 723 el |- Tk ABC-type phosphate t port system, p 43.3 el eivyNel=N =P rotein, ABC transporter Ab Ex. Fn 61 86 071
{1:7.9%: 2 el | W2 W ABC-type phosphate transport system, permease NO DATA - L eAeelvyNEl=NZMPAN3C transporter, permease protein NO DATA
{1:7.%: 2 el | WYL ABC-type phosphate transport system, permease NO DATA - EeAeelvy e =NZMRIN3C transporter, permease protein NO DATA - -
(1]:7.5: 23 el | W37 W ABC-type phosphate transport system, ATPase cot 55.6 BWelAeelvyNel=N=MI transporter, ATP-binding domain 64 3 087
[V]:7.%: 23 el | Y78 Phosphate uptake regulator 79.3 Sway_CG_22_GENE_9 ter tr ipti | lator 79.3 0 1.00
1]:7.%: 23 el | 12 W Predicted alt tive thymidylate synthase 28.7 Sway_CG_22_GENE_8 thymidylate synthase 35.3 2 081
[1:7.5%: 723 el | W YAM Hypothetical, likely split gene (check prot)>>> 248 Sway_CG_22 _GENE_7 hypo unique 38.7 12 0.64
[11-7.%: 723 Wl | )l NAD-dependent aldehyde dehyd 22.3 Sway_CG_22 _GENE_é aldehyde dehydrogenase 51.4 42 043
[V:7.N%: 2y el | (17l Hypothetical NO DATA - Sway_CG_22_GENE_5 hypo unique NO DATA - -
{1]:7.N%: Y2 il | (Ll Fructose-1,6-bisphosphatase, likely splite 8.4 Sway_CG_22 _GENE_4 fructose bisphophatase 67.8 88 0.12
(117N 723 (el | v il Hypothetical NO DATA - Sway_CG_22_GENE_3a NO DATA - -
[1]:7.%: 23 el | 31/l Hypothetical 45.3 Sway_CG_22 _GENE_3 hypo unique 45.3 0 1.00
NO GENE - Sway_CG_22 GENE_2 histone deacetylase 9.6 3 0.03
NO GENE - Sway_CG_22 GENE_1 transposase NO DATA - -
[1:7.%: 23 il |-l Transposase and inactivated derivatives NO DATA - NO GENE - -

846

Sway_CG_581_GENE_9 transposase NO DATA - -
Sway_CG_581_GENE_8 transposase NO DATA - -
Sway_CG_581_GENE_7 transposase NO DATA - -
Sway_CG_581_GENE_6 transposase NO DATA - -
Sway_CG_581_GENE_5 hypo unique NO DATA - -
Sway_CG_581_GENE_4 transposase NO DATA - -
BWelAe el INEl= N[N k (possible carbonic anhydrase)
Sway_CG_581_GENE_1

1 [ NEIEENT N W Hy pothetical 71.4 - 97.57 e AeeRyXe= N hypo 48.9 - -
Pl UBA_8135_GENE_2 ABC-type transport system involved in resistance t« NO DATA - VxR Sway _CG_62_ GENE_2 BC transporter permease protein NO DATA - -



k] UBA_8135_GENE_3 ABC-type transport system involved in resistance t 7 0
UBA_8135_GENE_4 ABC-type multidrug transport system substrate-bin 56.2 4
UBA_8135_GENE_5 FOG: TPR repeat 77.6 165

NO GENE -

UBA_8135_GENE_6 Hypothetical 37.1 5

UBA_8135_GENE_7 Hypothetical NO DATA -

UBA_8135_GENE_8 : Uncharacterized protein conserved in bacteria [| NO DATA -

UBA_8135_GENE_9 Uncharacterized conserved protein 87.1 81

UBA_8135_GENE_10a 122 8

.7 N: kIl SR KRl Adenylate cyclase, family 3 (some proteins conta 6.6 1

UBA_8135_GENE_14 LIV Il ]] 93.4 53

[1]:7.58: el ' El Hy pothetical 58.4 34

UBA_8135_GENE_16 ylamii carboxylase (NCA 247 4

UBA_8135_GENE_17 horibosylcarboxy (NCARR) n 634 22

UBA_8135_GENE_18 LUl id NADH-binding 49 20

(7.5 el I A putative ferredoxin [Burkholderia pseudomallei K9 33.7 0

(1.7 N3 Ll | B Hy pothetical 64.8 61

{I]:7.58: ) el | 32 Bl Soluble lytic murein transglycosylase and related | 258 1

{:7.58: ) kel | % Bl Transposase and inactivated derivatives 733 -

{1]:7.98: Y el | 32 B c AMP-binding proteins - catabolite gene activato 51.5 4

(.7 N3 kLl |l Hy pothetical NO DATA -

NO GENE -
[I].7.98: ) el |3 3 Glycogen synthase 15.6 6
(7.9 ) el | 3y Al hypothetical protein Franean1DRAFT_6268 [Frankic 45.4 0
UBA_8135_GENE_27a NO DATA -
UBA_8135_GENE_28 HUIiEN, beta subunit (h in) 34.2 27
[V]:7.5%: ) kel 2 A Hypothetical 3-
(L7 kLl Rl Hy pothetical NO DATA -
[1]:7- W3 el N 3 Bl Site-specific recombinase XerD 7.6 -
L7\ 3 kIl |7l Coproporphyrinogen Il oxidase and related Fe-S ¢ 8.5 1
UBA_8135_GENE_33 LI JOLE ] NO DATA -
UBA_8135_GENE_34 [VINIIIEWNIZeNH NO DATA -
[N kIl N Hy pothetical NO DATA -
UBA_8135_GENE_36 [zNsleligtsiitelel] NO DATA -
UBA_8135_GENE_37 [g\slelists}itelel] NO DATA -
UBA_8135_GENE_38 [z\elejistsiitelel] NO DATA -
UBA_8135_GENE_39 [z\slejistsiitelel] NO DATA -
{1]:7. N 0l - VIl tihy pothecal protein ELI2158 [Erythrobacter litoralis NO DATA -

EAN UBA_8135_GENE_40a NO DATA -
UBA_8135_GENE_41 [gWVelejists}itelel] NO DATA -

1.7\ KLl W VI 3-hy droxyisobutyrate dehyd and related 538 16
1.7\ KL\ KMl ABC-type antimicrobial peptide transport system, 452 16
{1:7. 58-Il % B ABC-type antimicrobial peptide transport system, NO DATA -
[1]:7.58: ) el S | . LI Predicted secreted hydrolase 20 9
[1]:7. 5 el S Tl Uncharacterized conserved protein NO DATA -
UBA_8135_GENE_47 [FVeleliats}ilelel] NO DATA -
[1]:7. 58 A el S |l Predicted transcriptional regulator NO DATA -
UBA_8135_GENE_49 thyl- pti h taxis protein [Vibrio parc 40.3 34
UBA_8135_GENE_50a NO DATA -
(7.5 el M Bl dnaK possibly split with above? 80.9 1
LY. kLl (| Yl Predicted Endolll-related endonuclease NO DATA -
UBA_8135_GENE_53 LUl i id NADH-binding 66.8 56
[V]:7. 58 el T i Hy pothetical NO DATA -

es -

[I]:7.58: ) el | T Cold shock proteins 61.5 -

UBA_8135_GENE_57 [Welaliglsjilelel] NO DATA -

(17,98 Y el LT Bl secretion system protein I/J:Bacterial type Il secre NO DATA -

7.5 Y RN A - Type || secretory pathway, component Pull [Vibri NO DATA -

(1.7 kLl |- U Replicative DNA helicase 33.7 2

[UL:7-N: 3 Il V|- Bl Histidyl-tRNA synthetase 49.7 27

(7.9 )0l || -l Phosphoglycerate dehydrogenase and related de 89.9 0

1]:7. W kel | - %l Serine-pyruvate aminotransferase/archaeal aspai 70.1 21

30.5 n

N

LYKl Tl ABC-type oligopeptide fransport system, periplasn

67 TRNA Ala TGC 67323..67398 (-) S
TRNA lle GAT 67404..67480 (-) -

NO GENE -
UV]:7. W K]S YAl GMP synthase - Glutamine amidotransferase dom NO DATA -
[1]:7. N el 3Bl Putative silver efflux pump 18.3 7
[1]:7. W el v A Bl Membrane-fusion protein 66.8 61
{1]:7. N el 37 Tyrosyl-tRNA synthetase 58.1 57

Sway_CG_62_GENE_3 C transporter ATP-binding protein
Sway_CG_62_GENE_4 blasmic substrate binding protein
Sway_CG_62_GENE_5 c hypo

Sway_CG_62_GENE_6é oreductase/K+-channel protein?
Sway_CG_62_GENE_7 c hypo
Sway_CG_62_GENE_8 ¢ hypo
Sway_CG_62_GENE_9 c hypo
Lo Aeel:yAE=NZRI0MN Ab. AbMem (check annotation!)
Sway_CG_62_GENE_11 hypo unique
Sway_CG_62_GENE_12 adenylate cyclase
Sway_CG_62_GENE_13 hypo unique
Sway_CG_62_GENE_14 possible thioredoxin
L eAelel:yNel=\[ZEMN ole carboxylase, ATPase subunit
Sway. CG 62 GENE 16 RULIuleIy boxyl

L eAelelyNel=\ZMVAN reducing hydrogenase subunit C
Sway_CG_62_GENE_18 ferredoxin
Sway_CG_62_GENE_19 ¢ hypo (contains TPR domain)
Sway_CG_62_GENE_20 transglycosylase
Sway_CG_62_GENE_21 transcriptional regulator
Sway_CG_62 _GENE_22 hypo unique
Sway_CG_62 _GENE_23 transposase
Sway_CG_62_GENE_24 glycogen synthase
Sway_CG_62_GENE_25 acyl desaturase
Sway_CG_62_GENE_26 hypo unique

L eAeel-y e =\|=7a redoxin-nitrite / sulfite reductase
LWl Ae el YA el=N 3V nique (identical is C-drift library)

Sway_CG_67_GENE_2 proteophosphoglycan
Sway_CG_67_GENE_3 integrase
Sway_CG_67_GENE_4 n coproporphyrinogen lll oxidase
Sway_CG_67_GENE_5 hypo unique
Sway_CG_67_GENE_6 MoxR-like ATPase
Sway_CG_67_GENE_7 hypo unique
Sway_CG_67_GENE_8 INA-dependent RNA polymerase
Sway_CG_67_GENE_9 hypo unique
Sway_CG_67_GENE_10 hypo unique
Sway_CG_67_GENE_11 hypo unique
Sway_CG_67_GENE_12 pilus biogenesis protein
Sway_CG_67_GENE_13 hypo unique

e AeENyACE=NZMFEN gene with below;  hypo unique
Sway_CG_67_GENE_16 3-hydroxyacid dehydrogenase
L e AeeNyACE=N\ZMVANC transporter ATP-binding protein
e AeEyAE =N BC fransporter permease protein

5way_CG_67_GENE_19 ¢ hypo
Sway_CG_67_GENE_20 c hypo
Sway_CG_67_GENE_21 hypo unique
Sway_CG_67_GENE_22 transcriptional regulator

L eAeel-yAlel=\|SWEN |- accepting chemotaxis protein)
L e Aeel-y e =\ 88 rotein diacylglycerol transferase
L eAeelyAlel=\|SEMN dnak deletion suppressor protein
Sway_CG_67_GENE_26 endonuclease |Il
L eAeelyAel=\ZV7A NADH dehydrogenase subunit F

Sway_CG_140_GENE_1 cold shock protein
L eAeem PN e =N|=A eral secretion pathway protein H
L eAeem KON E =Nl eral secretion pathway protein |
e AeEm N El =N 8 eral secretion pathway protein J
Sway_CG_140_GENE_5 replicative DNA helicase
Sway_CG_140_GENE_6 histidyl iRNA synthetase
L eAeEelm PN eEl= NS osphoglycerate dehydrogenase
Sway_CG_140_GENE_8 aminotransferase
BWelAeemPiNe= NS A ter, oligopeptide binding protein

tRNA lle

Sway_CG_120_GENE_1 transposase
Sway_CG_120_GENE_2 glutamine amidotransferase
Sway_CG_120_GENE_3 heavy metal efflux pump CzcA
Sway_CG_120_GENE_4 efflux protein, CzcB
Sway_CG_120_GENE_5 tyrosyl tRNA synthetase

7
51

262 G

NO DATA -
25.4

NO DATA -
NO DATA -
68.4

NO DATA -
NO DATA -
36

308

105

40

389

337

47

22

NO GENE -
367

NO DATA -
NO DATA -

NO DATA -

45.4

NO DATA -

8

NO DATA -
NO DATA -
7.6 -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -

26
20.7

NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -

20.5

NO DATA -

743

NO DATA -

57

NO DATA -

89.7 -

18.5

NO DATA -
NO DATA -

31.7
22.7
72

60.9
12.4

NO DATA

NO DATA -

14.1
433
23.1

0

o o o o o

o o

o o o © o

1.00
1.10
296

1.46

1.27
20.00
20.00

2.59

1.90

235

1.59

1.26

1.00

1.38

117

1.40

20.00

1.00

4.28

20.00

2.07
218

20.00

1.97

1.09

117

0.06

1.06
219
1.25
1.15
2.46




75 UL KLl 3 A<l Hypothetical 50.6 PARRRCIORE:A Sway CG_120_GENE_6 hypo unique 9.1 0 5.56
76 ML KL 3N S Z 3l Nucleoside diphosphate kinase 971 58 Sway_CG_120_GENE_7 nucleoside diphosphate kinase 76.8 0 1.26
77 RLLS KN S N vl Predicted infegral membrane protein NO DATA - Sway_CG_120_GENE_8 c hypo NO DATA - -

78 (Y MAELR: R/ Nucleoside-diphosphate-sugar epi 79 35 Ce e eME NN  GTDP-glucose 4,6-dehydratase 27.9 0 283
79 (M E LR 2 %A DNA-binding protein, sti sugar f i 7101 38 VRS M PN e= Ml fermentation stimulation protein 21.8 g sz
80 LU:7- W3kl [/ B Predicted UDP-gl é-dehyd 62.5 40 S eAeemPNE=NZMAN UDP-glucose 6-dehydrogenase 44.5 1 1.40

1l UBA _8135_GENE_79 [eZ<LTYi ino acid oxid (d inating) 61.9 26 L eAelemNe=N[ZMPA-ine oxidase (sarcosine oxidase) 22.1 0 280

82 LU:7. N3 kel [Vl Predicted membrane protein NO DATA - Sway_CG_120_GENE_13 c hypo NO DATA - -
83 I:7. N3 kel [ Il Cbb3-type cytochrome oxidase, cytochrome c st 71.6 0 BWelAeembNel=\[=MFE ¢ oxidase, cytochrome ¢ subunit 71.6 0 1.00
84 [1:7.\: 3kl \[3K: ¥ Uncharacterized conserved protein 55.2 29 Sway_CG_57_GENE_2 c hypo 34.5 0 1.60
85 7.3kl S K- X Il Prephenate dehydratase 60.3 3 Sway_CG_57_GENE_3 chorismate mutase 48.5 0 1.24
86 TN Rl % 0 3-deoxy-D bino-heptul te 7-phosphate (I 76.8 0 Bl e AeleR-y el =\ |38 matic amino acid biosynthesis... 76.8 0 1.00
87 ULk K- LIl Prephenate dehydrogenase 43 9 Sway_CG_57_GENE_5 prephenate dehydrogenase 24.5 - 1.76
88 7MKLl -0 5-enolpyruvylshikimate-3-phosphate synthase 447 30 L e Ae el yAEl=\|S8 shikimate-3-phosphate synth 10.1 0 443
89 LTS3k -V Cytidylate kinase 64.3 30 Sway_CG_57_GENE_7 cylidylate kinase 15.4 0 418
F{o] UBA_8135_GENE_88a 50.9 23 Sway_CG_57_GENE_8 acyltransferase 23.3 0 218
91 NLLMC KL SN VA Di- and tricarboxylate transporters chech ORF NO DATA - Sway_CG_57_GENE_9 ORF... sodium/sulfate transporter NO DATA - -
92 NLLMCI RN SNVl 5-formyltetrahydrofolate cyclo-ligase NO DATA - L AeeRyAEl =N myltetrahydrofolate cyclo-ligase NO DATA - -
93 NLLMCI KNS SR GTP cyclohydrolase | 24.6 1 Sway_CG_57_GENE_11 GTP cyclohydrolase | 19.9 0 1.24
FZY UBA _8135_GENE_92 .10 thyl tetrahy Y / 87.8 21 Sway CG_57_GENE_12 [WELIEEIGLIY [{ 79.9 0 1.10
FL] UBA_8135_GENE_93 .10 thy y 65.1 9 Sway CG_57_GENE_13 [WIELIEELGLIY [{ 31.5 0 207
96 ML KNS SR 23 Ketopantoate hydroxy Yy 29.7 1 L eaeelvAe=\=MF a8 ntoate hydroxymethyltransferase 23.3 0 1.27
24 UBA_8135_GENE_95 ized protein involved in cation franspc¢ 76.2 2 Sway_CG_57_GENE_15 cation transport regulator 68.5 0 1.1
98 UL KL 73 Exonuclease Il 27.9 20 Sway_CG_57_GENE_16 exodeoxyribonuclease lll NO DATA - 20.00
99 UL KNS\ SRVl hypothetical protein Francci3DRAFT_0099 [Frankia 7.7 0 LS elAeeRyAEl =N =MVAN similar o acyl-[ACP] desaturases 7.7 0 1.00
100 ULYNE KLl 307 Bl Methyl-accepting chemotaxis protein 72.1 13 BWeAe e yAC=N SRR match is L. ferrooxidans protein) 50.5 1 1.43
LR UBA 8135 GENE_99 LG TE] 29 27 Sway_CG_57_GENE_19 glycolate oxidase 4.4 0 659
102 RLELSE KL M8 Predicted HD-superfamily hy 30.7 4 Sway_CG_57_GENE_20 HD domain hydrolase 22.6 0 1.36
103 (LM kLMl SRl Glutamate synthase domain 2 46.5 61 BWelAe ey A=\ 3NN te synthase (NADPH) large chain 34.9 - 1.33
104 UL KL 3N SR [ 7l Uncharacterized protein conserved in bacteria 77.3 5 Sway_CG_57_GENE_22 c hypo 68.2 0 1.13
105 (LM kLMl MK M DNA-directed RNA poly , sigma subunit (sig 70.1 1 Sway_CG_57_GENE_23 RNA polymerase 69.9 1 1.00
106 UL KIS SRZ 8 Acylphosphatases 86.9 6 Sway_CG_57_GENE_24 possible acylphosphatase 55.6 0 1.56
107 TRNA Pro CGG 112701..112777 (-) s -
UBA_8135_GENE_106 [l lelfe11:] 59.9 Sway_CG_57_GENE_26 fumarase 30.6 1 1.96

LY.\ 3 KIS MYl Predicted site- ific integ olvase 219 - NO GENE - -
U]:7. WA RNl MO Transposase, 1S4 [Moorella thermoacetica ATCC 3' NO DATA -

8049
UBA_8049_GENE_1 Hypothetical NO DATA - NO GENE
UBA_8049 GENE 2  NMSteuaEueel NO DATA - 5way_CG_25 GENE_1 hypo unique NO DATA - -
UBA_8049_GENE_3 Cbb3-type cytochrome oxidase, cytochrome c st 71.6 LWelAe e ENeEl= N3 tochrome ¢ oxidase, fixO subunit 71.6 0 1.00
UBA_8049_GENE_4 Hypothetical 7.3 Sway_CG_25_GENE_3 hypo unique 7.3 0 1.00
UBA_8049_GENE_é Hypothetical NO DATA - Sway_CG_25_GENE_4 hypo unique NO DATA - -
UBA_8049_GENE_7 Hypothetical 35 Sway_CG_25_GENE_5 cytochrome ¢ 35 0 1.00
UBA_8049_GENE_8 Hypothetical 19.1 Sway_CG_25_GENE_é hypo unique 19.1 0 1.00
IPAN UBA_8049_GENE_9 Hypothetical NO DATA - Sway_CG_25_GENE_7 hypo unique 20.6 1 0.06
[V]:7.N%: 10242l S N VIl Hy pothetical NO DATA - e AeelvENE =N e c oxidase, cbb3 type, subunit | NO DATA - -
{1]:7.5%: 1123l ' S N I Uncharacterized conserved protein 57.5 7 Sway_CG_25_GENE_9 serine/threonine kinase 39.2 0 1.47
(1]:7.9%:1v 23l (| I Pl Cbb3-type cytochrome oxidase, subunit 1 NO DATA - EeAeelvENE =N e c oxidase, cbb3 type, subunit | NO DATA - -
[1]:7.8%: 10 b 2el S | I Il Hy pothetical NO DATA - Sway_CG_25_GENE_11 hypo unique NO DATA - -
UBA_8049_GENE_14 [LIVJInTilL]] 9.5 Sway_CG_25_GENE_12 Fe-S binding protein, FixG 5.4 1 1.76
1]:7.9%:1v 25l | 3 Hy pothetical 43.9 Sway_CG_25_GENE_13 hypo unique NO DATA - 20.00
UBA_8049_GENE_16 [ZWVeleliglsjilelel] NO DATA - Sway_CG_25_GENE_13a NO DATA - -
UBA_8049_GENE_17 [WVeleliglsjilelel] NO DATA - Sway_CG_25_GENE_15 c hypo NO DATA - -
UBA_8049_GENE_18 LI H<)% idative d 49 18 Sway_CG_25_GENE_16 ADP-ribose pyrophosphatase 6.6 0 7.42
UBA_8049_GENE_19 [WVelaiglsjilelel] NO DATA - Sway_CG_25_GENE_17 polyferredoxin NO DATA - -
UBA_8049_GENE_20 iptional ining PAS, AAA-typ. 397 [l Ve e le =M na 54 dependent DNA-binding... 37.2 e o
UBA_8049_GENE_22 [ il /p inob te sy com 46.1 IR RN Sway_CG_25_GENE_19 il Y p t127.5 0 1.68
UBA_8049_GENE_23 . ilate/p inob te sy com 227 4 L elAel eV NE =\l thranilate synthase component Il 4 0 568
(L7 Z V(7= | 323l Anthranilate phosphoribosyltransferase 41.6 14 Lol AeelvLNel=\=vABllinilate phosphoribosyltransferase 15.5 0 268
[1]:7.9%: 11232l || 30 Indole-3-glycerol phosphate synthase 30.7 3 e lAe eV ENE =NV A c-3-glycerol phosphate synthase NO DATA - 20.00
UBA_8049_GENE_26 |y il il i 57.1 Lol Ae eV LNEl= N LMl horibosyl) anthranilate isomerase NO DATA - 20.00

[1]:7.\:11% el | 37 Al Tryptophan synthase beta chain 46.4 L e AelelviNe =\ yptophan synthase, beta subunit 42 0 1.10
[1]:7.\:11% 5213 \| 31 B Tryptophan synthase alpha chain 53.8 L e AeelviNe =\ EMl iry ptophan synthase alpha chain 26.1 0 2.06
[1]:7.\:10% 52l | 322 Acetyl-CoA carboxylase beta subunit 27 Sway_CG_25 GENE_26 acetyl-CoA carboxylase 27 0 1.00
141 ULLNE:OE VAN Bl Folylpolyglutamate synthase 268 Sway_CG_25_GENE_27 folylpolyglutamate synthase 12.6 0 213
[11:7.N:[1Z LAl | ) Il Organic solvent tolerance protein OstA 12.7 1 BWelAe e ENEl=N 3B rganic solvent tolerance protein 16.3 3 0.78
[I1.7.N: 120l | Il conserved hypothetical protein [Shewanella sp. M 62 56 BWeVAe e LN el =N 3P similarity fo carboxypeptidase D) 28.9 0 215
[11:7.\: 1202l 2 | kIl Predicted sugar kinase 17.4 7o) 5way_CG_25_GENE_30 ATP/NAD kinase 10.5 0 1.66
(1]:7.9%:10% 3¢l ' 7 B NADPH-depend glutamate synth beta chaii 86.5 41 Sway_CG_25_GENE_31 glutamate synthase 76.7 0 1.13
UBA_8049_GENE_34a 75.2 Sway_CG_25_GENE_32 cyt bé complex Rieske Fe-S 75.2 0 1.00




UBA_8049_GENE_35
UBA_8049_GENE_36
UBA_8049_GENE_36a
UBA_8049_GENE_37
UBA_8049_GENE_38
UBA_8049_GENE_39
UBA_8049_GENE_40
UBA_8049_GENE 41
UBA_8049_GENE_42
UBA_8049_GENE 42a
UBA _8049_GENE 43
UBA _8049_GENE 44
UBA_8049_GENE_45
UBA_8049_GENE_46
UBA_8049_GENE_47
UBA_8049_GENE 48
UBA_8049_GENE_49
UBA _8049_GENE_50
UBA_8049_GENE_51
UBA_8049_GENE_52
UBA_8049_GENE_54
UBA_8049_GENE_55
UBA_8049_GENE_56
UBA_8049_GENE_57
UBA_8049_GENE_58
UBA_8049_GENE_59
UBA_8049_GENE_60
UBA_8049_GENE_é1
UBA_8049_GENE_62
UBA_8049_GENE_63
UBA_8049_GENE_64
UBA_8049_GENE_65
UBA_8049_GENE_66
UBA_8049_GENE_67
UBA_8049_GENE_68
UBA_8049_GENE_69

UBA_8049_GENE_70
UBA_8049_GENE_71
UBA_8049_GENE_72a
UBA _8049_GENE_74
UBA_8049_GENE_75
UBA _8049_GENE_76
UBA _8049_GENE_77
UBA _8049_GENE_78
UBA_8049_GENE_79
UBA _8049_GENE_80
UBA _8049_GENE 81
UBA _8049_GENE_82
UBA_8049_GENE_83
UBA_8049_GENE_84
UBA_8049_GENE_85
UBA_8049_GENE_86
UBA_8049_GENE_87
UBA_8049_GENE_88
UBA_8049_GENE_89
UBA_8049_GENE_90
UBA_8049_GENE_91
UBA_8049_GENE_92
UBA_8049_GENE_93
UBA_8049_GENE_94
UBA_8049_GENE_95
UBA_8049_GENE_%6
UBA_8049_GENE_97
UBA_8049_GENE_98
UBA_8049_GENE_99
UBA_8049_GENE_100
UBA_8049_GENE_101
UBA_8049_GENE_102
UBA_8049_GENE_103
UBA_8049_GENE_104
pAE:] UBA 8049 GENE_105

Cytochrome b subunit of the bc complex 10.3
hypothetical protein AcidDRAFT_1459 [Solibacter L 12
NO DATA -
cytochrome c, class | [Geobacter metallireducen: 42.4
ABC-type multidrug transport system, ATPase com 35.5
ABC-type multidrug transport system, permease ¢ NO DATA -
Uncharacterized protein conserved in bacteria 78.7 -
Uncharacterized protein conserved in bacteria 78.7 -
Periplasmic serine proteases (CIpP class) 57.1
58
Putative glycerate kinase NO DATA -
Hypothetical NO DATA -
Uncharacterized conserved protein 9.5
Hypothetical 27.8
Hypothetical 52.7
Hypothetical 63.5
Predicted membrane protein NO DATA -
77 Permeases of the major facilitator superfamily NO DATA -
FOG: CBS domain 59.2
Hypothetical 18.9
7 Diad: ine tefraphosphate (Ap4A) hy c 32.4
Hypothetical 50.6
P operon protein/uracil phos 61.8
carb y , catalytic chain 51.9
Dihydroorotase and related cyclic amidohydrolas 41.3
Carb h hate synth: small subunit 45.2
Uncharacterized Fe-$ protein PfiX, homolog of pyr 6
Carb ylph y large subunit (splif 44.5
Transcription elongation factor 81.2
Hypothetical NO DATA -
Hypothetical NO DATA -
Uncharacterized conserved protein 89.7
Soluble lytic murein transglycosylase and related | 62.7 -
Hypothetical NO DATA -
Pyruvate/2 ate dehydr: 43.2
Predicted signal transduction protein containing ¢ 1.4
NO GENE -
Glutamine synthetase 70
Aspartyl-tRNA synthetase 52.6
23.1
GMP synthase, PP-ATPase domain/subunit 44
IMP dehyd /GMP red 70.1
Uncharacterized conserved protein NO DATA -
Predicted ATPase (AAA+ superfamily) 51.7

Uncharacterized protein, similar to the N-terminal « NO DATA -

Hypothetical 42.1
Hypothetical 20.1
ATP-dependent DNA ligase 20.3
Hypothetical NO DATA -
Hypothetical 58.1
Apolipoprotein N-acy 125
Protein chain release factor B 60
Molecular chaperone (small heat shock protein) 63.9
ATP-dependent Lon protease, bacterial type 56.6
Predicted Endolll-related endonuclease NO DATA -

conserved hypothetical protein [Silicibacter pome NO DATA -
Predicted oxidoreductases (related to aryl-alcohc NO DATA -
AraC-type DNA-binding domain-containing prote NO DATA -
Glucoamylase and related glycosyl hydrolases 5

Histidyl-tRNA synthetase 47.8
Glucoamylase and related glycosyl hydrolases 7.6
Hypothetical, probable tn NO DATA -
Hypothetical NO DATA -
Membrane GTPase LepA 25.6
Signal peptidase | 448
ADP-| y , bif sugar kinase/ 59.9
CMP-2-keto-3-deoxyoctulosonic acid synthetase 35.7
CTP synthase (UTP-ammonia lyase) 50.8
3-deoxy-D-manno-octulosonic acid (KDO) 8-phos 60.9
Predicted sugar ph h i involved in 711
Low specificity phosph (HAD superfamily) 70.9
Phosphatidylglycerophosphate synthase NO DATA -

0 Sway_CG_25_GENE_33
1 Sway_CG_25_GENE_34
Sway_CG_25_GENE_35
Sway_CG_25_GENE_36
1 Sway_CG_25_GENE_37
5way_CG_25_GENE_38
5way_CG_25_GENE_39
5way_CG_25_GENE_39
5way_CG_25_GENE_40
4 Sway_CG_25_GENE_41
) Sway CG_25_GENE_42
Zv[0) Sway_CG_25_GENE_43
CIRARY) 5way CG_25_GENE_44
15 95.65 BWeVAeey el =)
CEIERYY S5way CG_25_GENE_46
pZA AR Sway CG_25_GENE_47
Sway_CG_25_GENE_48
Sway_CG_25_GENE_49

8 Sway_CG_25_GENE_50
2 Sway_CG_25_GENE_51
6 Sway_CG_25_GENE_52
Sway_CG_25_GENE_53
Sway_CG_25 GENE 54
2 Sway_CG_25_GENE_55
Sway_CG_25_GENE_56
Sway_CG_25 GENE_57
0 Sway_CG_25_GENE_58
Sway_CG_25_GENE_59
0 Sway_CG_25_GENE_é0
Sway_CG_25_GENE_é1

39

Sway_CG_1108_GENE_3

Sway_CG_483_GENE_1
Sway_CG_483_GENE_2
Sway_CG_483_GENE_3
Sway_CG_23_GENE_I
Sway_CG_23_GENE_3
Sway_CG_23 _GENE_4

Sway_CG_23 _GENE_é
Sway_CG_23_GENE_7
Sway_CG_23_GENE_8
Sway_CG_23_GENE_9
Sway_CG_23_GENE_10
0 Sway_CG_23_GENE_11
0 Sway_CG_23 _GENE_12
7 Sway_CG_23 _GENE_13
Sway_CG_23_GENE_14
Sway_CG_23_GENE_15

4 Sway_CG_23 GENE_16
15 Sway_CG_23 GENE_17
0 Sway_CG_23 GENE_18

Sway_CG_23 GENE_19
Sway_CG_23 GENE_20
Sway_CG_23 GENE_21
Sway_CG_23_GENE_22
Sway_CG_23_GENE_23
0 Sway_CG_23_GENE_24
Sway_CG_23_GENE_25
0 Sway_CG_23_GENE_27

Sway_CG_23_GENE_28
Sway_CG_23_GENE_29
Sway_CG_23_GENE_30
6 Sway_CG_23_GENE_31
Ial Sway_CG_23_GENE_32
Sway_CG_23_GENE_33

CERED Sway CG_23_GENE_34
/K) 5way_CG_23_GENE_35
LR ZY Sway CG_23_GENE_36

Sway_CG_23_GENE_4a

chrome b subunit of bc complex

quinol-cyl cr

hypo unique
re cytochrome c oxidase subunit
> transporter, ATP-binding protein
3C transporter, permease protein
c hypo

signal peptide peptidase
hypo unique

glycerate kinase

hypo unique
ynthase/transcription termination
hypo unique

hypo unique

hypo unique

c hypo

multidrug efflux fransporter
c hypo

ATP/GTP hydrolase

HIT family hydrolase

hypo unique

vracil phosphoribosyliransferase
aspartate carbamoyltransferase
dihydroorotase
hsphate synthetase, small subunit
rmate-lyase 1 activating enzyme
bsphate synthetase, large subunit
transcription elongation factor
hypo unique

transglycosylase
hypo unique
differs from others in community)
DEF domain/EAL domain protein
transposase - hypo unique
glutamine synthetase
aspartyl tRNA synthetase

Y

¢ hypo
bne activity, ATP-binding domain
ATP-dependent Lon protease
hypo unique

c hypo

DNA ligase

hypo unique

hypo unique

bolipoprotein N-acetyltransferase
peptide chain release factor
heat shock protein
ATP-dependent protease La
endonuclease Il

c hypo

aldo/keto reductase
franscriptional regulator
glucoamylase

histidyl tRNA synthetase
glucoamylase

GTP-binding protein, LepA
signal peptidase |
ADP-heptose synthase
octylosonate cytidylyliransferase
CTP synthetase
leoxyphosphooctonate aldolase

sugar isomerase

iphate 3-phosphatidyltransferase

GMP synthase 1

10.3

9.4

NO DATA
38.6

23.2

NO DATA
39

39

42.7

42

NO DATA
NO DATA
NO DATA
NO DATA
35.9

21.7

NO DATA
NO DATA
53.9

NO DATA
NO DATA
45

36.2

43.8

24.7

15.1

6

81.2

NO DATA
NO GENE
NO DATA
27

NO DATA
23

1.4

NO DATA
70

428

7.9

6.5

60.5

NO DATA
34

NO DATA
42.1

19.2

1.9

NO DATA
40.2

NO DATA
49.5

63.9

37.8

NO DATA
NO DATA
NO DATA
7

5

29.1

7.6

NO GENE
NO GENE
16.4

16.6

48.3

20.9

36.3

NO DATA
343

45.6

NO DATA

0 1.00
0 1.28

1.10
1.53

1.34
1.38

20.00
20.00
1.47
293

1.10
- 20.00
- 20.00
0 112
o 171
0 118
0 167
0 299
0 1.00
0 135
0 1.00

- 20.00

1 1.88
0 1.00

1 1.00
1.23
292
2.67
1.16

o o o o

0 1.00
0 1.05

0 1.45
- 20.00
1 1.21
0 1.00
0 150

1 0.06
1.00
1.64
1.00

o o o

0 1.56
0 270
1.24
1.71
0 1.40
- 20.00
0 207
0 1.55



1]:7.5: 102l | I Predicted membrane protein NO DATA -
UBA_8049_GENE_107 QY p related to tall dopeptid 55.7
221 ULY-N:DEEA N SR Signal transduction histidine kinase 39.1
(117N 2Pl SR A Hypothetical 46.6
UBA_8049_GENE_110 L= Il CheY-like receiver 27.5
[1]:7.5:10 20l N SRRl Predicted permeases NO DATA -
UBA_8049_GENE_112 [zWelejists}itelel] NO DATA -
(L7 2Vl [ M R E N Small-conductance mechanosensitive channel 22.6
[I1.7.N: 120l (MRl Hy pothetical 62.7
{1]:7.%:10 25l S T IRVl Membrane-associated phospholipid phosphatase NO DATA -
[V]:7.N%: 025l S IR VAl Predicted Fe-S-cluster redox enzyme NO DATA -
UBA_8049_GENE_118 [ZWVeleliats}ilelel] NO DATA -

(1]:7.9: 1025l MR LA Catalytic LigB subunit of aromatic ring-opening di 18.9

(L7912 | M Pl hy pothetical protein [P hlamydia sp. UWE25]gi 9.5
NO GENE -
{1]:7.9%:11 232l | M PA Cbb3-type cytochrome oxidase, subunit 1 16.9
UBA_8049_GENE_122 LIVeI1iTiTet]] 35.6
UBA_8049_GENE_123 Li%-IliTIet]] 39.2
[1]:.7.8%: 1023 el S M P2 Predicted dehydrogenase NO DATA -
L7\ 2Pl (M PLE 7 Permeases of the drug/metabolite fransporter (L NO DATA -
[1L-7.9: 102 Pl | M P2l NADH:flavin oxidoreductases, Old Yellow Enzyme 45.5
(117,981 25 el P Yl 77 Permeases of the major facilitator superfamily NO DATA -
pZ3N UBA_8049_GENE_1274| NO DATA -
UBA_8049_GENE_128 [Welajislsjilelel] NO DATA -
[1]:7.%:1v 232l I PA A hypothetical protein [Wolinella succinogenes]gi| 2 NO DATA -
UBA_8049_GENE_129 NO DATA -
UBA_8049_GENE_130 LI-Iaqu=S (L] 13.9
(LY. Z VAT N KR PAS [Solibacter usitatus Elliné076]gi| 67860453 | gb | NO DATA -
LY. 2Vl N MKV FOG: GGDEF domain 5.6
UBA_8049_GENE_133 LWelaisljilelel] NO DATA -
[V:7.8%: 1023 el N M KT Hypothetical NO DATA -
UBA_8049_GENE_135 LI JIL ] 522
PEIN UBA_8049_GENE_136 Li%IJnISi.]] 12.2
(117N 20l S N R kYAl Membrane-bound serine protease (ClpP class) NO DATA -

1]:7.5:10% el | I kIl Membrane protease subunits, stomatin/prohibitin | 14.3

[IL.7.N: (2Pl M KT A Hy pothetical 253
[IL.7.N: 20l SRl Hypothetical 69.1
1]:7.5:10 20l NP W 3-hydroxyisobutyrate dehydrogenase and related 51.9
UBA_8049_GENE_141q| NO DATA -
UBA_8049_GENE_142 [ZWelejistsiitelel] NO DATA -
UBA_8049_GENE_143 LIWJIL S]] 63.3
UBA_8049_GENE_144 [;Welejists}itelel] NO DATA -
UBA_8049_GENE_145 [Z\Velelists}ilelel] NO DATA -
UBA_8049_GENE_146 p late taining CheY-like receiver 62.2
{1]:7.9%:1v 25l S | I P YA Signal transduction histidine kinase 59.8
[1]:7.%:10 23l S\ P Uncharacterized protein conserved in bacteria 54.6

(1]:7.N%: 10252l S T P VAl NADH:ubiquinone oxidoreductase subunit 5 (chait NO DATA -

[V:7.8%: 102 el S MV Hypothetical NO DATA -
UBA_8049_GENE_151 [ally%.] id dehydratase/phosphogl! te d 64.9
[1]:7.%:1v 252l S M v Putative franslation factor (SUAS5) 13.9
UBA_8049_GENE_153 Doll))" yacid dehy /phosphogl te d 21

UBA_8049_GENE_154 [s]ls bacter viol
PZaN UBA 8049 _GENE_155
UBA_8049_GENE_157

PCC 7421]gi|3752" NO DATA -
Uncharacterized protein conserved in bacteria 59.9
NADH:ubiquinone oxidoreductase subunit 5 (chait NO DATA -

UBA_8049_GENE_159 [giVelelislcyiletel} NO DATA -
LY.\ Z Pl (MOl PIN (PIlT N ferminus) domain [Nitrosomonas europc NO DATA -
UBA_8049_GENE_161 LWVelaiglsjilelel] NO DATA -

NO DATA -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO DATA -
NO GENE -
NO DATA -
NO DATA -
Sugar transferases involved in lipopolysaccharide 4.2

NO GENE -
NO GENE -
LY.\ 2Pl N MEYA ABC-type polysaccharide/polyol phosphate expo NO DATA -
UBA_8049_GENE_168 NO DATA -

{1:7.9%: 123l M Iyl NAD-dependent aldehyde dehydrogenases

UBA_8049_GENE_163 Lielaigljilelel]
UBA_8049_GENE_164
UBA_8049_GENE_165
UBA_8049_GENE_166

Glycosyltransferase

Glycosyltransferase

Hypothetical

o O » N

10
14

o

o N O O

VAT 5Sway_CG_23 GENE_37
XL S5way_CG_23 GENE_39

Sway_CG_23_GENE_40
Sway_CG_23_GENE_41
Sway_CG_23_GENE_42
5way_CG_23_GENE_43
5way_CG_23_GENE_44
5way_CG_23_GENE_45
5way_CG_23_GENE_46
5way_CG_23_GENE_47
5way_CG_23_GENE_48
5way_CG_23_GENE_49
5way_CG_23_GENE_50
Sway_CG_23_GENE_51
Sway_CG_23_GENE_52
Sway_CG_33_GENE_1
Sway_CG_33_GENE_4
Sway_CG_33_GENE_5
Sway_CG_33_GENE_é
Sway_CG_33_GENE_7
Sway_CG_33_GENE_8
Sway_CG_33_GENE_9
Sway_CG_33_GENE_10
Sway_CG_33_GENE_11
Sway_CG_33_GENE_12

Sway_CG_33_GENE_12a

Sway_CG_33 GENE_14
Sway_CG_33 GENE_15
Sway_CG_33_GENE_16
Sway_CG_33_GENE_17
Sway_CG_33_GENE_18
Sway_CG_33_GENE_19
Sway_CG_33_GENE_20
Sway_CG_33_GENE_21
Sway_CG_33_GENE_22
Sway_CG_33_GENE_23
Sway_CG_33_GENE_24
Sway_CG_33_GENE_25
5way_CG_33_GENE_26
5way_CG_33_GENE_26
5way_CG_33_GENE_27
Sway_CG_33_GENE_28
Sway_CG_33_GENE_29
Sway_CG_33_GENE_30
5way_CG_33_GENE_31
Sway_CG_33_GENE_32
Sway_CG_33_GENE_33

Sway_CG_33_GENE_33a

Sway_CG_33_GENE_36
Sway_CG_33_GENE_37
Sway_CG_33_GENE_38
Sway_CG_33_GENE_39
Sway_CG_33_GENE_41
Sway_CG_33_GENE_42

Sway_CG_33_GENE_42a

Sway_CG_33_GENE_44
Sway_CG_33_GENE_45
Sway_CG_691_GENE_3
Sway_CG_691_GENE_4
Sway_CG_33_GENE_47
Sway_CG_33_GENE_48
Sway_CG_33_GENE_49
Sway_CG_369_GENE_1
Sway_CG_369_GENE_2
Sway_CG_369_GENE_3
Sway_CG_369_GENE_5
Sway_CG_369_GENE_é
Sway_CG_369_GENE_7
Sway_CG_369_GENE_8
Sway_CG_369_GENE_9

c hypo
cell wall endopeptidase
bmponent sensor histidine kinase
hypo unique
transcriptional regulator
¢ hypo
¢ hypo
e mechanosensitive ion channel
hypo unique
bhosphatidylglycerophosphate B
| SAM enzyme/Fe-S redox protein
hypo unique

doreduct yg
c hypo
hypo unique
e c oxidase, cbb3 type, subunit |
ent protein secretion component
c hypo
FAD-dependent oxidreductase
fransporter/permease
multidrug resistance transporter
hypo unique
hypo unique
c hypo
hypo unique
DEF domain/EAL domain protein
yDEF domain/EAL domain protein
hypo unique
possible serine endoprotease
c hypo
hypo unique

nodulation protein NfeD

Band 7 protein

y lase
hypo unique
oxidoreductase

acyl fransferase

hypo unique

hypo unique

hypo unique

DNA-binding response regulator
sensory box histidine kinase

c hypo

NADH dehydrogenase, subunit F

dihydroxyacid dehydratase
translation factor sua5-like
dihydroxyacid dehydratase

c hypo

c hypo

NADH dehydrogenase, subunit 5

c hypo
hypo unique

tfransposase
glycosyl fransferase
glycosyl fransferase
proline oxidase
transposase-like
hypo unique
glycosyltransferase
glycosyltransferase
glycosyltransferase
glycosyltransferase
BC transporter permease protein

C transporter ATP-binding protein

NO DATA
38.8

32

46.6

21.4

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
9.5

9.5

NO DATA
16.9

35.6

39.2

NO DATA
NO DATA
45.5

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
13.9

NO DATA
5.6

NO DATA
NO DATA
522

12.2

NO DATA
14.3

253

63.4

51.9

NO DATA
NO DATA
633

NO DATA
NO DATA
622

59.8

54.6

NO DATA
NO DATA
64.9

13.9

21

NO DATA
64.6

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
4.1

NO DATA
NO DATA
NO GENE
NO GENE

o o o o

o

o o o o

1.44
1.22
1.00
1.29

20.00
20.00

1.99
1.00

1.00

1.00
1.00

1.00

1.00

1.00

1.00

1.00

1.00

1.00

1.09
1.00

1.00

1.00
1.00
1.00

1.00
1.00
1.00

0.93

1.02



(V7.0 2T el R YAl unknown [B.halodurans] Transposase NO DATA -
UBA_8049_GENE_169q} NO DATA - Sway_CG_318_GENE_1 hypo unique

[V]:7.\:10 20l N MVl Uncharacterized protein conserved in bacteria NO DATA - Sway_CG_318_GENE_2 c hypo
{1]:7.5%:10 %3l | S VA Helix-turn-helix protein, CopG family [Nitrosomonc 20.3 - Sway_CG_318_GENE_3 c hypo
(1]:7.N%:10 %3¢l N B b7l Helix-turn-helix split gene with above? 20.3 - Sway_CG_318_GENE_3 c hypo
[1]:7.N5:10 %0l S N I VAR Transposase and inactivated derivatives NO DATA - Sway_CG_318_GENE_4 transposase
[1]:7.: 025l I V2 W Transposase split with 1732 4.1 - Sway_CG_318_GENE_4 transposase
{1]:7.9%:10 25l S | I VAl Methylated DNA-protein cysteine methyltransfera: NO DATA - L AeleRc N EI=S N[ tein-cysteine S-methyltransferase
{1]:7.9%: 1025l S | I VW 3-methyladenine DNA glycosylase/8-oxoguanine | NO DATA - EWelAelelch IS el= =  tion and regulatory protein, Ada
1]:7.5: 1120l | I VAl Hypothetical 20.4 Sway_CG_318_GENE_7 hypo unique
UBA_8049_GENE_178 [zl¥slelistoiIetel] NO DATA - Sway_CG_318_GENE_8 hypo unique
[1]:7.9: 025l S N I VA M Transposase and inactivated derivatives NO DATA - Sway_CG_318_GENE_9 transposase
{1]:7.%:10 252l S Kl salicylate hydroxylase [Sphingomonas xenophage NO DATA - Sway_CG_191_GENE_2 FAD binding monooxygenase
1]:7.9: 1025l M E: Al Hy pothetical 262 L eAelelm PANE =Nl osphate 1-dehydrogenase 5 3 _
UBA_8049_GENE_184 [e]l é-phosphate 1-dehyd 47.9 L eAelel PANCEI=NS ) se 6-phosphate dehydrogenase
[1]:7.: 1 25l | S E:- Ll Transaldolase 63.1 Sway_CG_191_GENE_5 transaldolase
[1]:7.8%: 10 23l S M KT Transketolase 55.8 - Sway_CG_191_GENE_6 transketolase
NO GENE - Sway_CG_191_GENE_7
NO GENE - Sway_CG_191_GENE_9
UBA_8049_GENE_187 [Rnsueel lact /Gl ine-6-ph 56.3 - 5way_CG_511_GENE_9 hypo unique
311 ULLNE:DE VAT R E: W Glucokinase 3.5 Sway_CG_511_GENE_8 glucokinase
UBA_8049_GENE_188q| NO DATA - Sway_CG_511_GENE_7 hypo unique
UBA_8049_GENE_189 LWVeleaiglsjilelel] NO DATA - Sway_CG_511_GENE_5a
UBA_8049_GENE_190 GV einietl 74.6 5way_CG_511_GENE_5 hypo
[V:7.8%: 10232l N P Hypothetical 10 Sway_CG_511_GENE_4 hypo unique
UBA_8049_GENE_192 LIW-Iau= (] 68.2 - Sway_CG_511_GENE_2 hypo
LYW 0 2Pl M EEN Uncharacterized cons.protein notin CG 27.6 - e ASCWATNE NS AN above?? ..helicases, SNF2 family
UBA_8049_GENE_196 rfamily 1| DNA/RNA heli SNF2 family 43 - LelAeevieNe =Nl above 22 ..helicases, SNF2 family
1]:7.\:10% el | I B2 A Transposase and inactivated derivatives NO DATA - Sway_CG_412_GENE_é transposase

UBA_8049_GENE_200d| NO DATA - Sway_CG_412_GENE_5 transposase (single)
UBA_8049_GENE_200 [3% ical protein [Wolinella i 1gi|3 27.3
1]:7.\:10% el N 30 Wl Transposase and inactivated derivatives NO DATA -
1]:7.\:10% el 3 N Wi 7l Transposase and inactivated derivatives NO DATA -
{1]:7.\:10% el | J ik Bl Predicted signal transduction protein containing ¢ NO DATA - L eAelel A PAE = N|S8 DEF domain/EAL domain protein
UBA_8049_GENE_204 [Xii%"] i protein, tranp ? 71.4 - Sway_CG_412_GENE_2 probable tfransposase
[1]:7.5: 1025l S N B Ll Transposase and inactivated derivatives NO DATA - Sway_CG_412_GENE_1 transposase
UBA_8049_GENE_206 [z\elejistsiitelel] NO DATA -
NO GENE - Sway_CG_73_GENE_39 transposase
1]:7.5:10 23l | 30l c. hypothetical protein tranposase? 71.4 - Sway_CG_73_GENE_38 probable transposase
[11.7.N%: 12 Pl | TPl Hy pothetical 80.8 500
331 ULLS:0Z VA S AVl Hypothetical NO DATA -
[1]:7.5%: 1023l S N B R Transposase and inactivated derivatives NO DATA -
NO GENE - LS ANE =\|IKVA protein detected on 165-11 etc )
NO GENE - Sway_CG_73_GENE_36 transposase
NO GENE - Sway_CG_73_GENE_35 transposase
[1]:7.5%:11 25l | A VAl Retron-type reverse franscriptase 8.9
[V]:7.N%: 102 b€l S A Kl Hy pothetical NO DATA -
[V]:7.N%: 1024 2el S | BPA T Hypothetical NO DATA -
UBA_8049_GENE 215 [giVeleljslcyiletel] NO DATA -
UBA_8049_GENE 216 [giVelelislcyiletel} NO DATA -
179102l 4| A VA FOG: GGDEF domain NO DATA -
(1:7.%:10 232l S | BPA Ll Predicted oxidoreductases (related to aryl-alcohc NO DATA -
[V:7.8%: 10242l S | B A Rl Hypothetical NO DATA -
UBA_8049_GENE_220 [FlVeleligtciitele] NO DATA -
(1]:7.5%: 1123l | By 7 -PB, isoform B [Drosophila melanogaster]gi | 45551+« 6.6 -
UBA_8049_GENE_223 [Weleiglsjilelel] NO DATA -
{1]:7.9%:1v 23 2el S | @72l hypothetical protein MIQDRAFT_2172 [Alkalilimnicc NO DATA -
(1]:7.9%: 1023 2el S | 7l Transposase, 1S4 [Magnetococcus sp. MC-1]gi| 69 NO DATA -
{1]:7.5: 1123 el | 371 Transposase and inactivated derivatives 73.3 -
(1:7.5%: 11 23l | 7Y @l Refron-type reverse transcriptase 28 - Sway_CG_73_GENE_33 reverse franscriptase
351 ULTN:D Vel B vi W conserved hypothetical protein [Alkalilimnicola  NO DATA -
[I1.7.\: 120l | 71l Predicted oxidoreductases (related fo aryl-alcohc NO DATA -
UBA_8049_GENE_230 [Welejislsjitelel] NO DATA -
UBA_8049_GENE_230q] NO DATA -
[UL.Y-N: 120l N X3l -PB, isoform B [Drosophila melanogaster]gi | 45551« 6
UBA_8049_GENE_232 [Z\elejigtsiitelel] NO DATA -
U117\ Z Pl | Xkl hypothetical protein MIQDRAFT_2172 [Alkaliimnicc NO DATA -

[1]:7.N5%:10 %5l | W7 W conserved hypo as in 228, split by ins ertion? NO DATA - Sway_CG_73_GENE_31 hypo unique
UBA_8049_GENE_234q| NO DATA - Sway_CG_73_GENE_29a

1]:7.5:10 %0l S | B X1l hypothetical protein [ ltured Acidobacteri 46.4 Sway_CG_73_GENE_29 hypo - TPR domain
[1]:7.N%:10% 3¢l | 31 W 3-hydroxyisobutyrate dehydrogenase etc. 50.5 L eAeleLNe =N Sy rironic semialdehyde reductase

362 ULT-NE:DE VA XYM [Bradyrhizobium japonicum USDA 110]gi 50.4 Sway_CG_73_GENE_26 weak (possible hydrolase)

NO GENE -
NO DATA -
NO DATA -
20.3 -
20.3 -
1.7 -
1.7 -
NO DATA -
NO DATA -
20.4

NO DATA -
NO DATA -
NO DATA -
26.2

47.9

63.1

66.9 -
733

47 -
NO DATA -
3.5

NO DATA -
NO DATA -
74.6

10

69.4 -
30.4 -
NO DATA -
NO DATA -
NO DATA
NO GENE -
NO GENE -
NO GENE
NO DATA -
71.4 -
NO DATA
NO GENE -
NO DATA
71.4
NO GENE -
NO GENE -
NO GENE -
NO DATA
NO DATA -
733
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE
3.7 -
NO GENE
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO DATA -
NO DATA -
46.4

50.5

50.4

0
0

1.00

1.00

1.00

1.00

0.03

1.00

1.00
1.00

35.00

35.00

35.00

35.00

1.00
1.00
1.00



Ik UBA_8049_GENE_238 [3)%:]

[1]:7.N%:10% el 3 N B %18 Hypothetical (prob a Tn)

UBA_8049_GENE_239q|

[1]:7.5:10% 4l N B2 Wl Transposase and inactivated derivatives
UV]:7.N: 102 el S N B Z Yl Transposase 1S3/1S911 [Moorella thermoa. 73-21
[V]:7.N%:10% b€l 2 N 2.Vl Hypothetical

[1]:7.N%:10 25l | B2 KB PilT protein, N-terminal [Syntrophobacter fum.]
[1]:7.5:11 23l | W22 W Prevent-host-death protein [Syntrophobacter fum

371 ULLS:0Z VM S B2l Hypothetical

UBA_8049_GENE_246

UBA_8049_GENE_247d|

[1]:7.9: 1023 el S\ B2 Transposase and inactivated derivatives

[1]:7. 51025l S N P21 Transposase and inactivated derivatives

(1]:7.N%:10 25l S | B2 L similarto ATPase (AAA+ superfamily) [Chlorobium i

UBA_8049_GENE_250d]|
UBA_8049_GENE_251d|
UBA_8049_GENE_252dq|
[1]:7.5%:11 232l | Lyl Uncharacterized conserved protein (same 239?)

381 ULV | LN Glycosyltransferase
[1]:7.8%: 1023l | LT W Glycosyltransferase
{1].7.8%: 1023 el S | B LL 8 Sugar fransferases involved in lipopolysaccharide
(1]:7.9:1v 23l | LY Ml ABC-type polysaccharide/polyol phosphate expo
[1:7.%:1v 232l | 3Ll ABC-type polysacc/polyol phosph. Trans
UBA_8049_GENE_260 [\elajiglsjilelel]

{1:7.9%: 1123l | B3 W Glycosyliransferases involved in cell wall biogenes
UBA_8049_GENE_262 [\eleliglsjielel]

LY. D 2Pl 2 Xl putative fransposase [Klebsiella pneumoniae]
UBA_8049_GENE_264 LVelaiglsjilelel]

AN UBA_8049_GENE_265q]|
UBA_8049_GENE_266d|
UBA_8049_GENE_266
1]:7.\:10 %0l | B2y Ml Transposase and inactivated derivatives, IS5 family
[1]:7.N:10% el N 32 W Glycosyltransferase
U7\ 020l S N 2Tl Sugar transt.inv. lipopolysaccharide syn 73-1, 369-7
1]:7.5:10% el N By (Bl ABC-type polysaccharide/polyol phosphate expo

protein ed Acidobact

Plasmid maintenance system antidote protein

Hypothetical no matchin CG

UBA_8049_GENE_271

trans

ABC-type poly haride/polyol

{1]:7.5:11 25 el | Bk conserved hypotheti
UBA_8049_GENE_274 [zl¥elelistor(Ietel]
[V]:7.N%: 102 b€l S B Sl Hypothetical
{1]:7.5: 125 el S | 24 W Glycosyltransferases involved in cell wall biogene
UBA 8049 _GENE 279 JifelsNellelellot:}
{1]:7.%: 1025l | XVl - Histidinol phosphatase and related phosphatase:
RN UBA 8049 _GENE_281
(1]:7.%:10 25l | XYl Nucleoside-diphosphate-sugar pyrophosphorylase
(1]:7.9:1v 24l | Xk Predicted kinase related to galactokinase and me
(1]:7.5%:1v 23l | X2 W Predicted dehydrogenases and related proteins
[1]:7.%:1v 23l | X Ll 8 Dehydrogenases with different specificities
[1]:7.8%: 1023 el S | LT Nucleoside-diphosphate-sugar epimerases
(1]:7.%: 10 232l | XYl Hypothetical no match in CG by tbn
[1]:7.98: 1023 2el S | X Transposase and inactivated derivatives
[1]:7.%: v 23 el S | X0l Transposase and inactivated derivatives
LY. DAl A [Vl Methyltransferase FkbM [Jannaschia sp. CCS1] no
421 ULVl S22l Hypothetical weak to gly y . no matchir
[V].7. -1 Z LAl | @278 orobable transposase [Rhodopirellula baltica SH 1
(1.7 W: [ 2T el | A&l Transposase and inactivated derivatives, 1S5 famil
{1]:7.\:10% el | 327 W Transposase and inactivated derivatives, 1S5 famil'
1]:7.\:10% el | WXL Transposase and inactivated derivatives
U7\ 20l | A7 hypothetical protein Cpha266DRAFT_1332 [Chloro
UBA_8049_GENE_298q|

| protein [ eur

Phosphoheptose isomerase

U7\ 120l 2 | A2l hypothetical protein Daro03000134 [Dechloromon
[1]:7.N:10 % el S | B [l hypothetical protein Shewana3DRAFT_3857

EX28 UBA_8049_GENE_301
{1]:7.5%:10% 3¢l 2 N 317l Transposase and inactivated derivatives
[1]:7.5: 1073 el S N Bkl Transposase and inactivated derivatives
UBA_8049_GENE_303d|

Hypothetical

37.6 Sway_CG_73_GENE_25 hypo
NO DATA - Sway_CG_73_GENE_23a
NO DATA - Sway_CG_73_GENE_23 hypo unique
NO DATA - Sway_CG_73_GENE_22 transposase
NO DATA - Sway_CG_73_GENE_21 transposase
NO DATA - Sway_CG_73 _GENE_19 hypo unique
NO DATA - 5way_CG_73_GENE_18 ¢ hypo
NO DATA - 5way_CG_73_GENE_17 ¢ hypo
NO DATA - Sway_CG_73_GENE_16 hypo unique
NO DATA - L AeeANE =\ ncintenance system killer protein

36.6 Sway_CG_73_GENE_13 plasmid maintenance protein

NO DATA - Sway_CG_73_GENE_12 transposase
NO DATA - e AeEVANE =N =MRRN |y split with above  transposase
NO DATA - Sway_CG_73_GENE_9 ATPase, AAA superfamily
NO DATA - Sway_CG_73_GENE_8 fransposase
NO DATA - Sway_CG_73_GENE_7 ATPase, AAA superfamily
NO DATA - Sway_CG_73_GENE_6é hypo unique

10.1 - Sway_CG_73_GENE_5 transposase

18.2 Sway_CG_73_GENE_4
9.7 - Sway_CG_627_GENE_2

NO DATA - Sway_CG_73_GENE_I
NO DATA - L eAeER vy AE =NS8R C fransporter permease protein
15.5 - Sway_CG_955_GENE_4
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO GENE -
NO GENE -
15.5 -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO DATA -
NO DATA -
NO DATA -
20.1 -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
10.7 -
40.2 -
NO DATA -
NO DATA -
NO DATA -
NO GENE -
NO DATA -
NO DATA -

6.5
27.6 -
NO DATA -
NO DATA -

glycosyliransferase
glycosyltransferase

lactosyl-1-phosphate transferase

Sway_CG_659_GENE_6

Sway_CG_73_GENE_I
e AeeN vy Ae = N\|S BB C transporter permease protein
Sway_CG_955_GENE_6

Sway_CG_955_GENE_4a

Lo AeER LN E =N [actosyl-1-phosphate fransferase
Sway_CG_659_GENE_7 k&
Sway_CG_659_GENE_6 [xxd
Sway_CG_659_GENE_5
Sway_CG_659_GENE_4

lactosyl-1-phosphate fransferase

fransposase
hypo unique

5way_CG_659_GENE_3
5way_CG_659_GENE_2
(W[ 5way_CG_659_GENE_1

hypo unique
hypo unique
glycosyltransferase

Sway_CG_955_GENE_2
Sway_CG_955_GENE_1

CARE]Y sway CG_659_GENE_5 transposase

Sway_CG_985_GENE_1 hypo unique

37.6

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
36.6

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
10.1

18.2

9.1

NO DATA
NO DATA
NO DATA

NO GENE
NO GENE
NO GENE

NO DATA

NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA

NO DATA
NO DATA
31.2

NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE

NO DATA
NO DATA
NO DATA

NO GENE
NO GENE
NO GENE
NO GENE

NO DATA

NO GENE

1.00

1.00

1.00

35.00



UBA_8049_GENE_304

ORF376 [Leptospirillum ferrooxidans]gi| 62195101

NO DATA - BWeVAe e e =Ny ene with above?  hypo unique NO DATA

UILY.N: 02 P el S Nl ORF376 [Leptospirillum ferrooxidans]gi| 62195101 | NO DATA - NO GENE
VLY. [0 2Tl il 1S 1595 transposase [Xanthomonas camp..] NO DATA - NO GENE
{1]:7.N:10 % 52l S N (ol ORF264 [Leptospirillum ferrooxidans]gi| 62195098 | NO DATA - Lo Aeel el =N Ml rome ¢ biogenesis protein, CcsA NO DATA
UBA_8049_GENE_308q| NO DATA - Sway_CG_985_GENE_4 hypo unique NO DATA
UBA_8049_GENE_309 hydrolases, including glyoxylases 15.6 5way CG 178 GENE 1 [EISs ISy ione hydrolase 15.6
UU]:7-N: 007 Pl N A [l Predicted transcripti I 37 Sway_CG_178_GENE_2 transcriptional regulator 37
{1:7.5: 1025l BN 77 Permeases of the major facilitator superfamily NO DATA - L eAeem b NE =N facilitator superfamily fransporter NO DATA
[V]:7.N: 102 el S N B Pl Hypothetical NO DATA - Sway_CG_178_GENE_4 hypo unique NO DATA
[1]:7.N%: 1025l S | B Kl Hypothetical no match in CG, nt insert before: NO DATA - Sway_CG_178_GENE_4a NO DATA
[1]:7.N%: 10252l | B Pl Hypothetical Transposase (repeat) NO DATA - NO GENE
(1:7.%: 1025l Bl Hypothetical repeat, probable fransposase NO DATA - NO GENE
[1]:7.8%:10 25l S | B -l unknown [Bacillus halodurans] Transposase NO DATA - NO GENE
UBA_8049_GENE_317 [gl¥slelistol{Ietel] NO DATA - Sway_CG_178_GENE_5 hypo unique NO DATA
[1]:7.8%:10 252l | B bl Outer membrane protein 41.6 Sway_CG_178_GENE_6 metal ion efflux protein, CzcC 41.6
[1:7.8%:10 23l S | B Al Membrane-fusion protein 49.4 Bl eAeem b NeEl=NSAN em transmembrane protein, CzrB 49.4
[1]:7.%:1v 23 el S | By Ll Putative silver efflux pump 258 Bl e AeElm VAN El =N m transmembrane protein, CzcA 25.8
1]:7.9%:1v 25l | kA Wl Hy pothetical 38.8 R eAeEm VAL NE =N SN similarity to cation efflux pumps) 38.8

NO GENE - Sway_CG_178_GENE_10 fransposase NO DATA
(1:7.9%: 1023 el S | By 7l Hypothetical many copies, probably TN NO DATA - NO GENE
{1]:7.9%:1v 23l | By Xl Hypothetical many identical copies, probably a T NO DATA - NO GENE
L7\ 2Pl | Y2l ABC-type polysaccharide/polyol phosphate frans NO DATA - NO GENE
(117N 112 VAl S | YLl Hypothetical no matchin CG NO DATA - NO GENE
[1]:7.%: 10 232l | Byl DNA replication protein | NO DATA - Sway_CG_321_GENE_I DNA replication protein NO DATA
[1]:7.%: 1123 2el S By Y @l Transposase and inactivated derivatives NO DATA - Sway_CG_321_GENE_2 Hypothetical NO DATA
[1]:7.%: 1023 2el S k2l Transposase and inactivated derivatives NO DATA - Sway_CG_321_GENE_3 Transposase NO DATA
[1:7.%: 1123 2el S | k72l Transposase and inactivated derivatives NO DATA - Sway_CG_321_GENE_4 Transposase NO DATA
[VL.7-N: 12 Al N[ X[Vl Transposase and inactivated derivatives NO DATA - Sway_CG_321_GENE_5 Transposase Hypothetical NO DATA
LY.\ 2P el N[ k&Il DNA replication protein NO DATA - Sway_CG_321_GENE_6 DNA replication protein NO DATA
UBA_8049_GENE_331d| NO DATA - Sway_CG_321_GENE_7 Hypothetical NO DATA
1]:7.\:10% el S N Jkck Yl Transposase and inactivated derivatives NO DATA - Lo AeeRcANE SN[ protein - E.coli plasmid Ré68.45 inss NO DATA
UBA_8049_GENE_333q| NO DATA - Sway_CG_581_GENE_8 DNA replication protein NO DATA
[IL.7-N: 02 Pl 2 N Ik B Transposase, 1S4 [Magnetococcus sp. MC-1]gi | 690 NO DATA - NO GENE
{1]:7.5:10% el S | Bk Il unknown [Bacillus halodurans] NO DATA - NO GENE
(117N 0% el | kT Hy pothetical NO DATA - NO GENE

NO GENE - Sway_CG_45_GENE_48 transposase NO DATA
{1]:7.5:10 2 el | Bk YA - ABC-type molybdate fransport system, periplasn 16.1 Sway_CG_45_GENE_46 c hypo 15.8
[I1.7-N: 120l | k]l Hypothetical no match in CG 65.8 - Sway_CG_45_GENE_45a NO DATA
[1]:7.N%:10 % L€l N Bk LAl Transcriptional regulator NO DATA - Sway_CG_45_GENE_45 transcriptional regulator NO DATA
UBA_8049_GENE_341 [z\Velejists}ilelel] NO DATA - Sway_CG_45_GENE_43 c hypo NO DATA
{1]:7.N%:10 25 2el S 7Vl unknown [Bacillus halodurans] likely transposase (r NO DATA - NO GENE
UBA_8049_GENE_343 p Il a CheY-like receiv. 40.6 L e Aee SNE =N SW AR 1D-GYP domain/GGDEF domain) 40.6
1]:7.5:11 24l | 37 % W Uncharacterized protein conserved in cyanobacte 56.4 Sway_CG_45_GENE_40 c hypo 56.4
UBA_8049_GENE_344q| NO DATA - 5way_CG_45_GENE_39 hypo unique NO DATA
[1]:7.8%:10 24l S | B2 LT transposase NO DATA - Sway_CG_45_GENE_38 transposase (single) NO DATA
(1]:7.N%:10 25l S | B2 Tl putative transposase [Mycobacterium ulcerans]gi NO DATA - Sway_CG_45_GENE_37 transposase (single) NO DATA
UBA_8049_GENE_346d| NO DATA - Sway_CG_45_GENE_36 c hypo NO DATA
(1]:7.9%:10 23l | 37 YAl Predicted nucleic acid-binding protein, contains F 26.4 Sway_CG_45_GENE_35 plasmid stabilization, StbB 26.4
[1]:7.8%: 10252l S | 2 Plasmid stability protein NO DATA - L AeleR el =NV asmid stabilization protein, StbC NO DATA
[1]:7.%:1v 232l | 37 VAl Uncharacterized protein cons. in cyanobacteria 18.2 Sway_CG_45_GENE_33 c hypo 18.2
{1:7.%: 1025l S | BTVl [Leptospirillum ferrooxidans]gi | 62195088 | ref | YP_2 NO DATA - Sway_CG_45_GENE_32 c hypo NO DATA
(1]:7.9%:1v 23l S | B EY Wl Uncharacterized protein conserved in bacteria NO DATA - Sway_CG_45_GENE_31 c hypo NO DATA
(1]:7.9%:1v 24l | Bk Lyl Hypothetical 38.3 Sway_CG_45_GENE_30 c hypo 38.3
UBA_8049_GENE_353 [iVelelislcyiletel} NO DATA - Sway_CG_45_GENE_29 hypo unique NO DATA
{1]:7.9%:1v 23l | B LTl Uncharacterized protein conserved in bacteria NO DATA - Sway_CG_45_GENE_28 c hypo NO DATA
UBA_8049_GENE_355d| NO DATA - Sway_CG_45_GENE_27 hypo unique NO DATA
UBA_8049_GENE_355 LWeleliglsjilelel] NO DATA - Sway_CG_45_GENE_26 hypo unique NO DATA
(V7. N0 el S LT Hy pothetical NO DATA - Sway_CG_45_GENE_25 franscriptional regulator NO DATA
[1]:7.8%: 1023l S Bk EY A [Lepfospirillum ferrooxidans]gi| 62195101 |ref | YP_2 NO DATA - Sway_CG_45 GENE_24 algenate regulatory protein NO DATA
[1]:7.9%: 10232l | kLTl Ni, Fe-hydrogenase lIl small subunit NO DATA - Sway_CG_45_GENE_23 hydrogenase 3, subunit G NO DATA
[1]:7.9%: 1023 2el S | BVl Ni Fe-hydrogenase il large subunit NO DATA - 90.78 e\ ASER ENE =N W2 3, subunit E / Ni,Fe, hydrogenase NO DATA
[I1:7-N: 120l S | TVl Formate hydrogenlyase subunit 3/Multisubunit Na- NO DATA - 90.52 Ve AeERENE = N|=VARN drogenase 4, membrane subunit NO DATA
U7\ 2P el kT Yl Hydrogenase 4 membrane component (E) NO DATA - 98.18 B\ A ER LNE =N Wl ydrogenase, membrane subunit NO DATA
LYW 2Pl [T Y Formate hydrogenlyase subunit 4 NO DATA - LW eVAe e ENE N PANormate hydrogenlyase subunit IV NO DATA
(117N 120l S | T Xl Formate hydrogenlyase subunit 3/Multisubunit Na- NO DATA - 85.20 e Aele L NE SNSRI ormate hydrogenlyase subunit Il NO DATA
(1]:7.5:10% el | K1Y W Plasmid maintenance system antidote protein NO DATA - LN Sway_CG_45_GENE_17 DNA binding protein NO DATA
UBA_8049_GENE_365 [z\eleligtsiitelel] NO DATA - Sway_CG_45_GENE_16 hypo unique NO DATA
{1]:7.5%:10% 3¢l | 311 W Uncharacterized conserved protein 75.1 i) Sway CG_45_GENE_15 c hypo 47.2
{1]:7.5%:10% 3¢l | K11 B Uncharacterized conserved protein 37.9 [RERRZWAR 5way CG_45 GENE_13 c hypo 10.4
[V]:7.:10% 0l N BT A Uncharacterized protein conserved in bacteria NO DATA - Clows) sSway CG_45 GENE_12 c hypo NO DATA
1.YNE:V TN Y Predicted p type p 18.7 VIRV 5wy CG_45 GENE_11 ¢ hypo NO DATA
[1]:7.N: 10”0l S\ By Al 3-methyladenine DNA glycosylase NO DATA - Lo Aee e SNSRI Mmethyladenine DNA glycosylase NO DATA

o o

o o o o

[SHRN]

1.00
1.00

1.00
1.00
1.00
1.00

1.02

1.00
1.00

1.00

1.00

1.59
3.64

20.00



UBA_8049_GENE_372 [z\elelists}itelel] NO DATA -
{1]:7.5:10% el 3 | By & B Predicted nucleic acid-binding protein, contains F NO DATA -
[1]:7.9: 028l S N By 2 Lfe 123p4 [Leptospirillum ferrooxidans] NO DATA -
[1]:7.N: 102 el S N Byl Lfe123p3 [Leptospirillum ferrooxidans] 23.1
511 ULTNE:DEE S By Lfe 123p2 [Leptospirillum ferrooxidans] NO DATA -

UBA_8049_GENE_377
UBA_8049_GENE_378

Methylated DNA-protein cysteine methyltransfera: NO DATA -
3-methyladenine DNA glycosylase/8-oxoguanine | 33

{1]:7.9%:10 24l | K1l Predicted oxidoreductases (related to aryl-alcohc 50.1
NO GENE -
NO GENE -
NO GENE -
NO GENE -
(1]:7.8%:10 25 2el S ' Bl hypothetical protein Shewana3DRAFT_3857 [Shew NO DATA -
[V]:7.N%: 102 b€l S | - Yl Hy pothetical NO DATA -
521 ULTNE:DE VAT kRl Hypothetical NO DATA -
NO GENE -
NO GENE -
U7\ 12 Pl | k2l FOG: PAS/PAC domain 69.8
[1]:7.N%: 1023 el S | 1Dl Transposase and inactivated derivatives NO DATA -
[1]:7.N%: 023 el S B Yl Transposase and inactivated derivatives NO DATA -
{1:7.%: 1025l k-1l DNA replication protein NO DATA -
[1]:7.%: 1023 2el S | BVl Transposase and inactivated derivatives NO DATA -
[1:7.8%: 1o 2 b el S BTVl Hy pothetical, likely transposase NO DATA -
[1]:7.%: 1023 2el S Bk PA W Transposase and inactivated derivatives NO DATA -
531 ULL.SE:0Z VR S Bl Hypothetical NO DATA -
UBA_8049_GENE_393 LWeleaiglsjilelel] NO DATA -
UBA_8049_GENE_394 LI-Iqu=S (L] 47.2
(LY. [ 2 V7= N BTl [Nostoc sp. PCC 7120]gi| 17231131 |ref | NP_487679 28.8
UBA_8049_GENE_396 JLICIe]{eH{-) 13.1 -
UBA_8049_GENE_397 Ldeailsilelel] NO DATA -
[V:7.9%: 10 b2el S k32l Hypothetical NO DATA -
[UL.7.\: /20l 2 | Ll Bacteriophage protein gp37 NO DATA -

(117 VA= N DO (Gloeobacter violaceus PCC 7421]gi | 37522523 | re NO DATA -

{1]:7.5:10 %0l | -\l Predicted membrane protein NO DATA -
541 ULLSE:0Z VM 3N LYl Hypothetical NO DATA -
UBA_8049_GENE_403 [z\eleligtsjitelel] NO DATA -
1]:7.N: 102 b€l SN B Predicted O-methyltransferase NO DATA -

NO DATA -
NO GENE -
NO DATA -
Predicted signal transduction protein containing ¢ NO DATA -

1]:7.N: 102 el S N -Vl hypothetical protein [Photobacterium profundum

UBA_8049_GENE_406
UBA_8049_GENE_407

Uncharacterized flavoproteins

[V]:7.N: 1023 el S N Ol Methyl-accepting chemotaxis protein NO DATA -
UBA_8049_GENE_409d| NO DATA -
[1]:7.N%: 1024l S | A [l Uncharacterized flavoprotein NO DATA -
551 ULLNE:DZ VS R Methyl-accepting chemotaxis protein 14.4
UBA_8049_GENE_411d| NO DATA -
UBA_8049_GENE_412dq| NO DATA -
[V]:7.N%: 102 b€l S N A Pl Hy pothetical NO DATA -
UBA_8049_GENE_413 [ZWVelelials}ilelel] NO DATA -
UBA_8049_GENE_414 [WVelelialsjilelel] NO DATA -
[1]:7.5%: 124l S Al Predicted O-methyliransferase NO DATA -
U781 20 e S A 'l SAM-dependent methyltransferases NO DATA -
UBA_8049_GENE_417 [zl¥slelistoi{Ietel] NO DATA -
{1:7.: 1023l A Transposase and inactivated derivatives 25.6 -

1N UBA_8049_GENE_419 NO DATA -
NO GENE -
NO GENE -
NO GENE -

NO DATA -

Hypothetical no match in CG

(117N 02 bl S |Vl Predicted franscriptional regulator

UBA_8049_GENE_421 LVdleailsjilelel] NO DATA -
[UL.7.N: 02 P Aed - - V7l Hypothetical no match in CG NO DATA -
(VY-S0 2Pl YRl Hy pothetical no match in CG by tbn NO DATA -
LT[ P el V2l Hy pothetical finy match all over, not to 376 NO DATA -
[V:7.9%: 1023 2el S | Yl Hypothetical NO DATA -
[11.7.N: 20l 2 N VY Hy pothetical no sig match NO DATA -

TRNA Ser CGA 397456..397546 (+) -
NO GENE -
NO DATA -
NO DATA -
NO GENE -
NO DATA -

NO DATA -

UBA_8049_GENE_427
UBA_8049_GENE_428

Hypothetical - no match in CG
Hypothetical )

UBA_8049_GENE_429 [l eleligterilelel]

UBA_8049_GENE_429q|

0

1
33

55

0
10

29

R0 sway_CG_45_GENE_9 NO DATA -
NO GENE -

NO DATA -

hypo unique

PLketd S5way_CG_45_GENE_8
CraS A Sway_CG_45_GENE_7
CEWIY Sway_CG_45_GENE_6
5k 5way_CG_45 GENE_S5
Sway_CG_45_GENE_4
5way_CG_45_GENE_3
5way_CG_45_GENE_2
Sway_CG_45_GENE_1
Sway_CG_454 GENE_1
Sway_CG_454_GENE_2
Sway_CG_454_GENE_3
Sway_CG_454_GENE_4

hypo unique
c hypo 23.1

hypo unique NO DATA -

orotein cystein methyltransferase NO DATA -

methyladenine DNA glycosylase NO DATA -

oxidoreductase NO DATA -

hypo unique NO DATA -

hypo unique NO DATA -

hypo unique NO DATA -

transposase NO DATA -

c hypo NO DATA -

hypo unique NO DATA -

Sway_CG_454_GENE_5 hypo unique NO DATA -

L eAeeR LN El = NS y|-accepting chemotaxis protein 41.5 -

Sway_CG_454_GENE_8 transposase NO DATA

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

integrase fragment NO DATA

hypo unique NO DATA -

NO DATA -

= transporter, ATP-binding protein NO DATA -

c hypo NO DATA -

infegral membrane protein? NO DATA -

hypo unique NO DATA -

hypo unique NO DATA -

affeoyl-CoA O-methyltransferase NO DATA -

c hypo NO DATA -

glycoprotein NO DATA -

h/metallo-beta-lactamase family NO DATA -

DEF domain/EAL domain protein NO DATA -

yl-accepting chemotaxis protein NO DATA -

Sway_CG_75_GENE_31
Sway_CG_75_GENE_30
Sway_CG_75_GENE_28a
Sway_CG_75_GENE_28
Sway_CG_75_GENE_27
Sway_CG_75_GENE_26
Sway_CG_75_GENE_25
Sway_CG_75_GENE_24
Sway_CG_75_GENE_23
5way_CG_75_GENE_22
Sway_CG_75_GENE_21
5way_CG_75_GENE_20
Sway_CG_75_GENE_19
Sway_CG_75_GENE_18
Sway_CG_75_GENE_17
LRI Sway_CG_75_GENE_16
PR Sway_CG_75_GENE_15
Sway_CG_75_GENE_13
Sway_CG_75_GENE_12
Sway_CG_75_GENE_11
Sway_CG_75_GENE_10
Sway_CG_75_GENE_9
Sway_CG_75_GENE_8
Sway_CG_75_GENE_7
Sway_CG_75_GENE_6

yl-accepting chemotaxis protein NO DATA -
h/metallo-beta-lactamase family NO DATA -
yl-accepting chemotaxis protein 9.1

c hypo NO DATA -
fransposase NO DATA -
hypo unique NO DATA -
hypo unique NO DATA -
fransposase NO DATA -
affeoyl-CoA O-methyltransferase NO DATA -
NO DATA -
pectin degradation protein NO DATA -
NO GENE
NO GENE -
hypo unique NO DATA
DNA helicase 2.2
hypo unique NO DATA -
hscriptional regulator, LexA family NO DATA -

\M-dependent methyltransferase

Sway_CG_75_GENE_5
Sway_CG_75_GENE_4
Sway_CG_75_GENE_3
sl sway_CG_75 _GENE_2
Sway_CG_75_GENE_1 phage protein homology? NO DATA -
NO GENE
NO GENE -
NO GENE -
NO GENE -
NO GENE
ing tRNA???
Sway_CG_376_GENE_1
Sway_CG_376_GENE_la
Sway_CG_376_GENE_3

hypo unique NO DATA -
NO DATA -

c hypo NO DATA -
hypo unique NO DATA -
hypo unique NO DATA -
hypo unique NO DATA -

Sway_CG_376_GENE_4
Sway_CG_376_GENE_5
Sway_CG_376_GENE_é

1.00

20.00
20.00

35.00

35.00
35.00

1.58

0.03



UBA_8049_GENE_431 [g\Vslejists}itelel] NO DATA - LPAKY Sway_CG_376_GENE_7 hypo unique NO DATA - -
UBA_8049_GENE_432 [;WVelejistsiitelel] NO DATA - Sway_CG_376_GENE_8 hypo unique NO DATA - -
EE1N UBA 8049 _GENE_432d]| NO DATA - Sway_CG_376_GENE_9 hypo unique NO DATA - -
UBA_8049_GENE_434 [;\elejistciitelel] NO DATA - CLXYA Sway_CG_376_GENE_10 hypo unique NO DATA - -
{1]:7.N%:10% 5l S | WKl Hypothetical protein [Clostridium acetobutylicum NO DATA - Sway_CG_376_GENE_11 2phage-related c hypo NO DATA - -
UBA_8049_GENE 436 [NSeus=usel NO DATA - 5way_CG_376_GENE_12 hypo unique NO DATA - -
[1]:7. %1025l | WK YAl Hypothetical in different ORF from CGl! NO DATA - CERRY sway _CG_376_GENE_12q} NO DATA - -
UBA_8049_GENE 438 [Rsieytyiter] NO DATA - L7274 5way_CG_376_GENE_14 hypo unique NO DATA - -
UBA_8049_GENE_439 [g\elelists}ilelel] NO DATA - PRI Sway_CG_376_GENE_15 hypo unique NO DATA - -
(1]:7.N%: 1025l S | -l Hypothetical no match in CG by tbn NO DATA - NO GENE - -
[1]:7.N%: 020l S N Z Yl Hy pothetical no match in CG tbn NO DATA - NO GENE - -
[1]:7.N%: 1024l S N TV Hypothetical no match in CG tbn NO DATA - NO GENE - -

8692
UBA_8692_GENE_1 Transposase and inactivated derivatives NO DATA - NO GENE
UBA_8692_GENE_2 Histidinol-phosphate/aromatic aminotransferase ¢ NO DATA - LEREY Sway_CG_94_GENE_1 bsphate aminotransferase, CobC NO DATA - -
UBA_8692_GENE_3 Cobalamin biosynthesis protein CobD/CbiB NO DATA - 89.94 FWeASERZNeEl =N SN lamin biosynthesis protein, CobD NO DATA - -
UBA_8692_GENE_4 Cobyric acid synthase 19 YARRAWIl Sway CG_94_GENE_3 cobyric acid synthase, CobQ NO DATA - 20.00
NO GENE - Sway_CG_94_GENE_4 hypo unique NO DATA - -

O v ® N O A W N

UBA_8692_GENE_5 Hypothetical 322 PR Ce) Sway_CG_94_GENE_S hypo unique 4.9 0 657
UBA_8692_GENE_6 Dihy yacid y d 46.5 PRI VA4 Sway_CG_94_GENE_6 dihydroxy acid dehydratase 33.4 0 1.39
UBA_8692_GENE_7 Uncharacterized protein conserved in bacteria 47.6 19 93.71 Be)AeeRZNel =N SWARN NA recombination protein RmuC 20.5 0 232
UBA_8692_GENE_8 Membrane protein of unknown function [Pelodich NO DATA - VAN Sway_CG_94_GENE_8 c hypo NO DATA - -

I[¢] UBA 8692 _GENE_9 Predicted Co/Zn/Cd cation transporters NO DATA - Eze] Sway CG_94 GENE_9 2in/magnetosome protein MamB NO DATA - -

11 UL 7S R Fe-S oxidoreductase NO DATA - 93.91 EelAeleRZ e =\ nomethyl ester oxidative cyclase NO DATA - -

12 ULLS:I 7S SRR Ml Hypothetical 58.4 KZIR WAl 5way_CG_94_GENE_11 hypo unique 23.5 0 2.49
(1170717 2cl- | 3 VAl Hy pothetical 57 LA S5way_CG_94_GENE_12 hypo unique 44.7 0 1.28
[1]:7.-\:1372c]3 |3 kIl Precorrin-4 methylase 62.6 18| 98.56 ey MeeRZNe =N sis precorrin-3 methylase, CobM 42.7 0 1.47
[V]:7.9%: 7372l | S Bl Hypothetical NO DATA - CERR] Sway_CG_94_GENE_14 hypo unique NO DATA - -
[1]:7.\:1372c]3 |3 -3 Precorrin-2 methylase 56.2 14 93.63 By AeeRZN el SN =M EMNin-2 C20-methyliransferase, Cobl 14.7 0 3.82
UBA_8692_GENE_16 [z\sleligtsiitelel] NO DATA - PARYY S5way_CG_94 _GENE_16 c hypo NO DATA - -
[1]:7.5:1-3 7213 \| 3 VA Riboflavin synthase alpha chain 35.7 3 91.90 B eIAeERZNel=N=MVAN riboflavin synthase, alpha chain 13.8 0 2.59
(1]:7. 57372l -3 E: I Pyrimidine red riboflavin biosynthesi 20.4 2 96.13 BeIAeERZNe =N ER N oflavin biosynthesis protein RibD 11.9 0 1.71
{I1.7.\:137 Ml 2 M EAl Glycyl-tRNA synthetase, beta subunit 58.7 71 94.05 BWeVASERZNe == AN yI-tRNA synthetase, beta subunit 26 0 226
[1]:7.\:13 7] | 3 Bl Glycyl-tRNA synthetase, alpha subunit 19.7 5 95.32 BWeASERZNE=N SN/ - {RNA synthetase, alpha subunit NO DATA - 20.00

NO GENE - Sway_CG_94_GENE_21 transposase NO DATA - -
[1]:7.5%:7-3 7]\ -3 Bl Hypothetical, likely transposase NO DATA - NO GENE - -
{1]:7. 57372l | 37l Transposase, 1S4 [Thermoanaerobacter ethanolicu NO DATA - NO GENE - -
UU]:Y-\: 157 Ml | %<3l FOG: GGDEF domain 9.5 1 L e AeleRc VAEl= N[ DEF domain/EAL domain protein NO DATA - 20.00
{1]:7.58:73 72l | 37 3 Biotin synthase and related enzymes 31.8 1 Sway_CG_317_GENE_4 biotin synthetase 26.6 0 1.20
UBA_8692_GENE_24a 48.3 n L e AeleRc VAIEl= NI s - carboxyhexanoate-CoA ligase 19.1 1 2.53
UBA_8692 GENE 25 NAGLE:} i larg te synthet and relate 27.4 5 L elAelelcl VAEl= NS A 1 mino-7-oxononanoate synthase 12.9 0 212
(1757372l | 323 FOG: CBS domain 96.3 L eAeleRc VA= N|SWVAN: dehydrogenase (purine biosyn) 96.3 0 1.00
[1]:7.5:73 /el \| -3y Al Cell division protein Fisl/penicillin-binding protei 12 - Sway_CG_30_GENE_46 cell division protein Fisl 7.2 - -
[1]:7.5:7'3 72l | 31l Glycogen debranching enzyme NO DATA - e ACERcINE =N EMN glycogen debranching enzyme NO DATA - -
UBA_8692_GENE_29 [l d sh ind d protein 44 Sway_CG_30_GENE_44 c hypo 18.4 0 239
[1:7.58:7'3 72l \| 3Bl Uncharacterized protein conserved in bacteria 24.5 Sway_CG_30_GENE_43 c hypo 24.5 0 1.00
[1]:.7.58: 7372l | 31 Bl Guanylate kinase 35 Sway_CG_30_GENE_42 guanylate kinase 29.6 0 1.18
1]:7.58: 7372l | k7 Hypothetical 82.1 Sway_CG_30_GENE_41 c hypo 45.5 0 1.80
UBA_8692_GENE_33 LI toth: ylcysteine synthetase/decarb 37.6 Ll eAeeRcNEl=N[20M A and pantothenate metabolism 10.4 0 3.2
(I]:7.98: 7372l | 37 Bl hypothetical protein Pcar_2131 [Pelobacter carbin 61.5 Sway_CG_30_GENE_39 c hypo 24.4 1 2.52
UBA_8692_GENE_35 K ydroquinate dehy [} 68.5 Sway_CG_30_GENE_38 hypo unique 28.9 0 237
[1]:7.58:7:3 72l || 31" Translation elongation factor P (EF-P)/translation i 64.4 Sway_CG_30_GENE_37 translation elongation factor 61.8 0 1.04
{1]:7.98:7:3 72l || 37 A Biotin carboxyl carrier protein 622 L eAeleRcNEl=N|=k1M se /biotin carboxyl carrier protein 33.1 0 1.88
[1]:7.98: 7372l | k- B Biotin carboxylase 47.8 9 Sway_CG_30_GENE_35 biotin carboxylase 44.7 1 1.07
UBA_8692_GENE_39 Rhifelyll hosphate sy 46.7 13 LWl AeeRcINE=NSKYIN /nthase (pyrophosphorylase) ThiIE NO DATA - 20.00
[IL.7.N:T.3 70l |- [ Hy pothetical 30.4 13 Bl ACCRcINEl=\ | Ml box /EAL domain/GGDEF domain 18.4 0 1.65
L. \:717 M clS [Vl FOG: CheY-like receiver 42.6 2 Ll eAeeRcN e =N|=8cVA ponent response regulator CheY 33.8 0 1.26
[I1:7.\:737 212 \| VIl Signal fransduction histidine kinase 13.9 BWelAeeRcINel= NS M sory transduction histidine kinase NO DATA - 20.00
{1]:7.5:1.37 ]3| X Bl Hypothetical 100 Sway_CG_30_GENE_30 hypo unique 100 0 1.00
[I1.7.N:117 el | Bl Hypothetical 50 Sway_CG_30_GENE_29 hypo unique 41.4 0 1.21
[I1:7.N:117 el | L Hypothetical 76.8 Sway_CG_30_GENE_28 hypo unique 66.5 0 1.15
UBA_8692_GENE_45a 50 S 8K) Sway_CG_30_GENE_27 hypo unique 13.2 0 3.79
1]:7.5:7-3 7] | - T3 Hypothetical 78.2 CEAEY sway CG_30_GENE_26 hypo unique 50.9 0 1.54
UBA_8692_GENE_46a NO DATA - FARPA 5way_CG_30_GENE_25 dethiobiotin synthetase NO DATA - -
[UL.7-N:137 M1 | YAl Predicted redox protein, regulator of disulfide bon: 75.7 Cra SN sSway_CG_30_GENE_24 c hypo 40.5 0 1.87
[I1.7.N:137 Ml | Il Predicted pyridoxal phospt dependent enzym 53.2 pyARZAVY 5vway CG_30_GENE_23 pleiofropic regulatory protein 21.5 0 247
UBA_8692 GENE_ 49 [{eIciaidF{=T.I-L1] 69.6 174 97.26 BWeVASeRc el N =] c hypo 44.2 0 1.57

UBA_8692_GENE_50a NO DATA - 2473 Sway_CG_30_GENE_21 hypo unique NO DATA - -
[IL.7-N: 1372l N Wl Hy pothetical, split gene with below NO DATA - Vil Sway_CG_30_GENE_20 hypo unique NO DATA - -



57
58
59
60
61
62
63
64
65
66
67
68
69
70
71
72
73
74
75
76
77
78
79
80
81
82
83
84
85
86
87
88
89
90
91
92
93
94
95
96
97
98
99
100
101
102
103
104
105
106
107
108
109
110
m
112
13
114
15
116
17
118
119
120
121
122
123
124
125
126
127

IPL) UBA 8692 GENE_125q

UBA_8692_GENE_52
UBA_8692_GENE_53
UBA_8692_GENE_54
UBA_8692_GENE_55
UBA_8692_GENE_56
UBA_8692_GENE_57
UBA_8692_GENE_58
UBA_8692_GENE_60
UBA 8692 GENE 61
UBA 8692 GENE_62
UBA 8692 GENE 63
UBA 8692 GENE 66
UBA 8692 GENE 67
UBA 8692 GENE 68
UBA 8692 GENE_69
UBA 8692 GENE_70
UBA 8692 GENE_71
UBA 8692 GENE_72
UBA_8692_GENE_73
UBA_8692_GENE_75
UBA_8692_GENE_76
UBA_8692_GENE_77
UBA_8692_GENE_78
UBA_8692_GENE_79
UBA_8692_GENE_80
UBA_8692_GENE_81
UBA_8692_GENE_82
UBA_8692_GENE_83
UBA_8692_GENE_84
UBA_8692_GENE_85
UBA_8692_GENE_86
UBA_8692_GENE_87
UBA_8692_GENE_88
UBA_8692_GENE_89
UBA_8692_GENE_%0
UBA_8692_GENE_91
UBA_8692_GENE_92
UBA_8692_GENE_93
UBA_8692_GENE_94
UBA_8692_GENE_95
UBA_8692_GENE_96
UBA 8692 GENE_97
UBA 8692 GENE 98
UBA 8692 GENE_98a
UBA 8692 GENE_99
UBA _8692_GENE_100
UBA 8692 GENE_101
UBA 8692 GENE_102
UBA 8692 GENE_103
UBA _8692_GENE_104
UBA _8692_GENE_105
UBA_8692_GENE_106
UBA_8692_GENE_107
UBA_8692_GENE_108
UBA_8692_GENE_109
UBA_8692_GENE_110
UBA_8692 _GENE_111
UBA_8692_GENE_112
UBA_8692_GENE_113
UBA_8692_GENE_114
UBA_8692_GENE_115
UBA_8692_GENE_116
UBA_8692_GENE_117
UBA_8692_GENE_119
UBA_8692_GENE_120
UBA_8692_GENE_121
UBA_8692_GENE_122
UBA_8692_GENE_123
UBA_8692_GENE_124
UBA_8692_GENE_125

Hypothetical NO DATA -
3-hydroxyacyl-CoA dehydrogenase NO DATA -
Hypothetical 37
Hypothetical 54.5

ABC-type multidrug transport system, permease ¢ NO DATA -
ABC-type multidrug transport system, ATPase com NO DATA -

Hypothetical 31.9
Hypothetical NO DATA -
Outer membrane protein 46.4
Transcriptional regulator 432
Cation/multidrug efflux pump split 222
Membrane-fusion protein 70.2
Outer membrane protein 429
Hypothetical 8
Hypothetical 50.8
Uncharacterized protein conserved in bacteria NO DATA -
Phosphoribosylformylglycinamidine (FGAM) synth 63.1
Phosphoribosylformylgly idine (FGAM) synth: 4
Glutamine horibosylpyrophosphate amidotr 38.7
Lfe208p1 [Leptospirillum ferrooxidans] 63.3
Nucleoside-diphosphat il 64

phosp gar ep
77 Permeases of the major facilitator superfamily NO DATA -

77 Permeases of the major facilitator superfamily NO DATA -

Glycosyltransferase NO DATA -
Trehalose-6-phosphate synthase NO DATA -
Trehalose-4é-phosphatase 47.8
dTDP-4 y [{ 14.9
Hypothetical 50.3
Ribosomal protein L17 69.5
DNA-directed RNA poly , alpha subunit/40 | 87
Ribosomal protein $4 and related proteins 57.9
Ribosomal protein $11 53.9 -
Ribosomal protein $13 55.6
Translation initiation factor 1 (IF-1) 75
Methionine aminopeptidase 47.6
Adenylate kinase and related kinases 922
Preprotein translocase subunit SecY 48
Ribosomal protein L15 90.6
Hypothetical 92.1 -
Ribosomal protein S5 83.9
Ribosomal protein L18 70.9
Ribosomal protein L6P/L9E 89.4
Ribosomal protein S8 41.7
37.7 -
Ribosomal protein L5 83.2
Ribosomal protein L24 87.2 -
Ribosomal protein L14 79.5
Ribosomal protein $17 62.1
Hypothetical 69.7 -
Ribosomal protein L16/L10E 75.6
Ribosomal protein $3 87.2
Ribosomal protein L22 54.5
Ribosomal protein $19 60.6
Ribosomal protein L2 75.1
Ribosomal protein L23 93.7 -
Ribosomal protein L4 85.3
Ribosomal protein L3 86.5
Ribosomal protein $10 81.2
GTPases - franslation elongation factors 90.7
Translation elongation factors (GTPases) 88.3
Ribosomal protein §7 86.6
Ribosomal protein $12 43.5 -
DNA-directed RNA poly , beta' subunit/160 69.5 -
DNA-directed RNA poly , beta subunit/140 | 83.7
Ribosomal protein L7/L12 93.8
Ribosomal protein L10 87.4
Ribosomal protein L1 81
Ribosomal protein L11 73.8
Transcription antiterminator 95.1
Hypothetical 18.8
TRNA Trp CCA 120718..120794 (-) -
75.5

il 5Sway_CG_30_GENE_20
(Z®YY 5way_CG_30_GENE_19
L7800 5way_CG_30_GENE_18
PRRA Sway_CG_30_GENE_17
XA Sway_CG_30_GENE_16
PEKIN Sway _CG_30_GENE_15
27410 5way CG_30_GENE_14
PERY Sway_CG_30_GENE_13
38 Sway_CG_30_GENE_12

8 5way_CG_30_GENE_11
19 Sway_CG_30_GENE_10
88 Sway_CG_30_GENE_9
55 Sway_CG_30_GENE_8

2 Sway_CG_30_GENE_7
18 Sway_CG_30_GENE_é
Sway_CG_30_GENE_5
Sway_CG_30_GENE_4
Sway_CG_88_GENE_1
13 Sway_CG_88_GENE_2
94 Sway_CG_88_GENE_3

1 Sway_CG_88_GENE_4
Sway_CG_88_GENE_5
Sway_CG_88_GENE_é
Sway_CG_88_GENE_7
Sway_CG_88_GENE_8
Sway_CG_88 GENE_
3 Sway_CG_88_GENE_11

32
22

9 Sway_CG_88_GENE_12
0 Sway_CG_88_GENE_13
41 Sway_CG_88_GENE_14
0 Sway_CG_88 GENE_15
Sway_CG_88 _GENE_15a
86
0 Sway_CG_88_GENE_16a
10 Sway_CG_88_GENE_16
18 Sway_CG_88_GENE_17

0 Sway_CG_88_GENE_18
26 | 98.66 BWelNeleR: i el= =MbY
S VA7A S5way_CG_88_GENE_20
VLWL Sway_CG_349 GENE_1
$ZX74 S5way_CG_349_GENE_2
LRyl Sway_CG_349_GENE_3
0 Sway_CG_349_GENE_4

Sway_CG_349_GENE_4a
PREAN Sway CG_349_GENE_S
5way_CG_349_GENE_5a
0 Sway_CG_349_GENE_6
ZWZY S5way_CG_349_GENE_7
Sway_CG_349_GENE_7a
0 Sway_CG_349_GENE_8
Sway_CG_349_GENE_9
0 Sway_CG_349_GENE_10
VERZY Sway_CG_349_GENE_11
Sway_CG_349_GENE_12

PZXZY 5way_CG_349_GENE_13
Sway_CG_349_GENE_14

0 Sway_CG_713_GENE_1
UL sway CG_713_GENE_2
UL 5Sway CG_713_GENE_3

Sway_CG_713_GENE_4
UL 5Sway CG_137_GENE_8

Sway_CG_137_GENE_7
UL 5Sway CG_137_GENE_6
LR 5way_CG_137_GENE_5

Sway_CG_137_GENE_4
2 Sway_CG_137_GENE_3
Lyl sway_CG_137_GENE_2

173

0 Sway_CG_137_GENE_la

hypo unique
iroxybutyryl-coA dehydrogenase
hypo unique
phenol hydroxylase
BC transporter permease protein
C transporter ATP-binding protein
hypo unique

hypo unique

outer membrane efflux protein
transcriptional regulator
cation efflux protein

efflux transporter

outer membrane efflux protein
franscriptional regulator

hypo unique

c hypo

nylglycinamidine synthase PurM
'mylglycinamidine synthase, Purl
ophosphoribosyltransferase PurF
hypo unique
-D-r P 6-epi

macrolide efflux protein

macrolide efflux protein
glycosyltransferase
trehalose-phosphate synthase
hypo unique
>-4-dehydrorhamnose reductase
hypo unique
ribosomal protein L17
RNA polymerase
ribosomal protein S4P

methionine aminopeptidase
adenylate kinase

protein translocase, SecY subunit
ribosomal protein L15
hypo unique
ribosomal protein $5
ribosomal protein L18
ribosomal protein L6
ribosomal protein $8

ribosomal protein L5

ribosomal protein L14
ribosomal protein $17

ribosomal protein L16
ribosomal protein $3
ribosomal protein L22
ribosomal protein $19
ribosomal protein L2

ribosomal protein L4
ribosomal protein L3

hn elongation factor (duplicated)
ngation factor EF-G FusA GTPase
ribosomal protein §7
ribosomal protein $12
d RNA polymerase, beta' subunit
*d RNA polymerase, beta subunit
ribosomal protein L7/L12
ribosomal protein L10
ribosomal protein L1

508 ribosomal protein L11

ion antitermination protein, NusG

NO DATA
NO DATA
133

21

NO DATA
NO DATA
135

NO DATA
34

255

4

324

31.4

NO DATA
412

NO DATA
19.6

282

252

47.4

53.1

NO DATA
NO DATA
NO DATA
NO DATA
102

NO DATA
245

69.5

762

579

59

NO GENE
75

385

712

48

69.1

79.1

62.1

573

592

497

NO DATA
57.1

NO DATA
79.5

60

NO DATA
75.6

77

545

60.6

722

NO GENE
532

839

NO GENE
90.7

76.3

76.4

57.4

622

67.8

938

74.1

75.9

68.1

60.3

NO GENE

75.5

0 278
0 260

3.22
1.45
1.54
1.34
1.21

1 4.69
- 20.00
2.05
1.00
1.14
1.00

o o o o

- 35.00
1.00
1.24
1.29
1.00
1.31

o o o o o

1.35
1.24
1.51
1.00

o o o o

0 1.00
1.04

o

1.00
1.13
1.00
1.00
1.04

o o o o o

0 1.0
0 1.03
- 35.00
0 1.00

1.13

1.23
1.00
1.18
1.07
1.08
1.58
- 35.00



129 GTPases - translation elongation factors 90.7
130 TRNA Thr GGT 122293..122368 (-) =
131 TRNA Gly TCC 122392..122466 (-) -
132 TRNA Tyr GTA 122504..122589 (-) =
133 ULLM:I3 7l N M PX W Hypothetical 95
134 UL-N:13 73| MPAA Uncharacterized NAD(FAD)-dependent dehydrog: 90.2
135 TRNA Leu TAG 124846..124931 (-) =
136 (LM 7 Ml 2N MKl Hypothetical NO DATA -
137 UL 7 e 3N MKyl 2-methylthioadenine synthetase 42.4
138 (LLS:IT7 MM EKX N Hypothetical 59.6
139 ULLM:I7 Ml 2 MK N Hypothetical NO DATA -
140 ULLSEIT7 M- EKLN Hypothetical 66.2
141 LTS 7 el 3 KT Lipoproteins 31.6
142 LIS 7 e M EY A Hypothetical NO DATA -
JX] UBA 8692 _GENE_137d| 61.8
144 UNLVNEIS7Mel 3N MKW Single-stranded DNA-binding protein 69.3
145 (LLSEIE7 M- M ETA Hypothetical 648
146 NLENIS7 M S SMEVN Predicted GTPase, probable translation factor 74.5
147 WLLNCITZ M - EY M Peptidyl-tRNA hydrolase 81.3
148 ULLN:13 7 el P YH Ribosomal protein L25 (general stress protein Ctc) 88.9
149 (LIRS [IMEEN Phosphoribosylpyrophosp ynthet 73.9
150 TRNA GIn TTG 134768..134842 (-) -
151 LI Ml ST Hypothetical 46.1
152 ULENEIS 73 RPN Fe-S oxidoreductase, related to NifB/MoaA family 7.1
(7.7 7l M ET Phosphatidylglycerophosphate synthase NO DATA -
UBA_8692_GENE_147 LIW-Iai= (] 57.7
155 LIl T Hypothetical 16.6
{1]:7.\:73 7l 3V VAl ATP-dependent protease Clp, ATPase subunit 52.6
1]:7.\:737 ]3| 3 'l Protease subunit of ATP-dependent Clp proteases 43.3
UBA_8692 GENE_151 LI%IaLTi]] 73
UBA_8692_GENE_152 polyprenyl-é xyphenol hydroxylase and r 22
Jl:0] UBA_8692_GENE_152d| 49
161 BLECI 7 M N M EXE Gluc 6-ph: 1 Y 76.5
162 WLENI 7 S EZ N Transaldolase 752
163 WLLMCI 7] M ELN Transketolase 62.6
164 MLENEI T2l NI ET N 6-phosph 6-phc 70.8
165 (LLNE:I7 Ml 2 M EYA Glucokinase 68.3
166 ULNE:IS 7 3 IR EL N Transposase and inactivated derivatives, IS5 famil 41.6 -
QUESTIONALBE LINK THOUGH STILL ON Sc_53 =
168 (LLNE:IT7 Ml 2N M ETA Hypothetical 48.1
169 ULLM:I7 Ml MLV Hypothetical NO DATA -
170 (LM 7 M el 2N MVl Hypothetical NO DATA -
171 QLI 7 Ml SN MY W Hypothetical 153
172 UL 7 e 3 MR Hypothetical, likley tn NO DATA -
173 WL 7 e 3 MY M unknown [Bacillus halodurans], likley tn NO DATA -
QUESTIONALBE LINK -
Predicted signal transduction protein NO DATA -
Hypothetical NO DATA -
Transposase and inactivated derivatives NO DATA -
NO GENE -
Hypothetical 22.4
Transposase and inactivated derivatives NO DATA -
181 NO GENE -
NO GENE -
UBA_8692_GENE_170 [FlVeleligtSyitele] NO DATA -
[U:7.58: 737l VAl Transposase and inactivated derivatives NO DATA -
NO GENE -
Predicted Fe-S oxidoreductases 21.9
NADPH:quinone reductase and related Zn-depenc 69.4
Diadenosine tetraphosphatase and related serine NO DATA -
Protoporphyrinogen oxidase 52.4
Hypothetical NO DATA -
hypothetical protein AcCidDRAFT_5042 [Solibacter t NO DATA -
Chloride channel protein EriC NO DATA -
193 TRNA Arg CCG 174560..174637 (+) =
NO GENE -
195 ULENEI 7 el MK 7 Integrase NO DATA -
UV]:7- N1 37l KXW Uncharacterized protein conserved in bacteria NO DATA -
LYW 7 Ml E:E W Type |l secretory pathway, component PulF NO DATA -
UBA_8692_GENE_185q] NO DATA -

{1]:7. N7 72l KT L9 65 prophage protein [Pelodictyon phaeoclathre NO DATA -
200 ULT-N:1 577 MYl Hypothetical no match in Leptoll CG NO DATA -

0 Sway_CG_137_GENE_1

ARy sway CG_27 ENE_2
98.68 EWelAelevys ENE_3

GTPase elongation factor Tu

138
43

45.7
67.5

hypo unique
flavoprotein oxidoreductase

Sway_CG_271_GENE_5 hypo unique NO DATA
13 96.48 B elAeeANE =N =N /2-methylthioadenine synthetase 22.6
131 95.36 FWelAeelvyaiNel =\ =4 hypo unique 43
LI RY 5Sway_CG_271_GENE_8 hypo unique NO DATA
19 94.52 BWelAsevyae =\ = hypo unique 35.1
CRARY Sway CG_271_GENE_10 rare lipoprotein A 20.5
EZWRY 5way _CG_271_GENE_11 c hypo NO DATA

61.8
47.9
45.9
54.7
32.6
60.4
67.5

Sway_CG_271_GENE_12
&1 Sway_CG_271_GENE_13
787 Sway_CG_271_GENE_14
V7&:0) 5way_CG_53_GENE_4
Sway_CG_53_GENE_5
Sway_CG_53_GENE_é ribosomal protein L25
5way_CG_53_GENE_7 phosphate pyrophosphoki

ribosomal protein $18
ingle-strand DNA binding protein
ik (possible ribosomal protein $6)

GTP-binding protein
peptidyl RNA hydrolase

EVE VR RN El- [ dyI-2c-methyl-D-erythritol kinase 9.6
2 5way_CG_53_GENE_9

5way_CG_53_GENE_10
5way_CG_53_GENE_11
0 5way_CG_53_GENE_12
5way_CG_53 GENE_13
Sway_CG_53_GENE_14
5way_CG_53_GENE_15
5way_CG_53_GENE_16
Sway_CG_53_GENE_17

Sway_CG_53_GENE_18

Fe-S oxidoreductase
alcohol phosphatidyl transferase
29.6
hypo unique 16.6
'otease ATP-binding subunit ClpX 49.1
protease 39.9

hypo unique

'ptidyl-prolyl cis-trans isomerase) 41.3

FAD-binding monooxygenase 8.9
c hypo 8.9

:ose 6-phosphate deydrogenase 69.6

286 Sway_CG_53_GENE_19 transaldolase 31
106 Sway_CG_53_GENE_20 transketolase 30.1
47 SWeAeERENE =N SWARN: ose 6-phosphate deydrogenase 12
75 Sway_CG_53_GENE_22 glucokinase 8.1
NO GENE
13 Sway_CG_53_GENE_23 c hypo 10.3
93.51 EeAeleRRNE SN2 kely split with below hypo unique NO DATA
5way_CG_53_GENE_25 ¢ hypo NO DATA

6.6
NO GENE
NO GENE

21 Sway_CG_53_GENE_26 dextran sucrase

NO DATA
NO DATA
NO GENE
NO DATA
NO GENE
NO GENE
NO DATA
NO DATA
NO GENE
NO GENE
NO DATA

Sway_CG_53_GENE_27 ¢ hypo (contains HD domain)

Sway_CG_53_GENE_28 hypo unique

Sway_CG_682_GENE_2 fransposase

Sway_CG_682 GENE_3
Sway_CG_682_GENE_4

tor/mercury resistance regulator
mercuric reductase

Sway_CG_283_GENE_I

4 98.83 piWeVAeeiv il el=N AN eme d1 biosynthesis protein NirJ 17.5
PR Wl Sway CG_283_GENE_3 quinone oxidoreductase 22.2
89.43 Bl Ae v Nel=N = AN /threonine protein phosphatase NO DATA
PORRENZA Sway_CG_283_GENE_5 protoporphyrinogen oxidase 21
P2 Sway_CG_283_GENE_6 hypo unique NO DATA
b7l 5way_CG_283_GENE_7 c hypo NO DATA
Sway_CG_283_GENE_8 chloride channel protein NO DATA
Sway_CG_784_GENE_1 g (f no in) NO DATA
LAWY 5way CG_784_GENE_2 integrase NO DATA
NO GENE
Sway_CG_1145_GENE_1 pili biogenesis protein NO DATA
LRyl Sway_CG_784_GENE_S hypo NO DATA
ULy sSway_CG_784_GENE_6 protein  NO DATA
NO GENE

NO DATA -
NO DATA - -

0 208
0 134

0 188
0 139

1 1.89
0 1.54

1.00
1.45
1.41
1.36
2.49
1.47
1.09

O o o o o oo

0 480
20.00

1.95
1.00
1.07
1.09
1.77
1 2.47
1 5.51
1.10
2.43
2.08
5.90
8.43

o o o o o

o o o N o

1 232

- 35.00

0 125
3.13



PIOIN UBA_8692_GENE_188
UBA_8692_GENE_189
UBA_8692_GENE_190
UBA_8692_GENE_191

UBA_8692_GENE_191d|

UBA_8692_GENE_192
UBA_8692_GENE_193
UBA 8692 GENE_194

UBA 8692 GENE_195
UBA 8692 GENE 196
UBA 8692 GENE_197
UBA 8692 GENE_198

Hypothetical no match in Leptoll CG
Type Il secretory pathway, ATPase PUlE/Tfp pilus a:

NO DATA -
59

Flp pilus assembly protein, secretin CpaC no sig m NO DATA -

Hypothetical

Hypothetical

Tfp pilus assembly protein, pilus retraction ATPase

Hypothetical

Hypothetical

NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO GENE -
NO DATA -

sim antirepressor of bacteriophage P22 [Bacteriog NO DATA -

Hypothetical

Type IV secretory pathway, VirD4 comp

NO DATA -
NO DATA -

$ZRYY 5way_CG_582_GENE_8
kel sSway_CG_582_GENE_7
/A sway_CG_582_GENE_é
/&) 5way CG_582_GENE_4
$Z¥KY 5way CG_582_GENE_3

5way_CG_582_GENE_2

5way_CG_582_GENE_1
5way_CG_440_GENE_5

NO GENE -
NO GENE -
NO GENE -
hypo unique NO DATA -
hypo unique NO DATA -
hypo unique NO DATA -
protein/twitching motility protein NO DATA -

hypo unique NO DATA -
NO DATA -
NO GENE -
NO GENE -
NO DATA -
conjugal transfer protein TraG NO DATA -

hypo unique

hypo unique

35.00

UU]:7.58: 737l S A Flp pilus assembly protein, ATPase CpaF NO DATA - Sway_CG_440_GENE_3 conjugal transfer protein TrbB 15 0.06
UU]:7.5%: 737l | 31l Hypothetical low match to sc_44-15 NO DATA - NO GENE -
[V]:7.8%: 7372l | B[l Hypothetical NO DATA - Sway_CG_259_GENE_]1 hypo unique NO DATA -
[1:7.58: 737l | W7l Type |V secretory pathway, VirB4 components NO DATA - Sway_CG_259_GENE_2 conjugal transfer protein TrbE NO DATA -
(1758137l | W7l Type |V secretory pathway, VirB4 components NO DATA - Sway_CG_259_GENE_3 conjugal fransfer protein TrbE NO DATA -
[V]:7.N%: 7372l | A<l Hypothetical NO DATA - Sway_CG_259_GENE_4 conjugal fransfer protein TrbJ NO DATA -
7.8 737l |00 Type |V secretory pathway, TroL components NO DATA - Sway_CG_259_GENE_5 conjugal fransfer protein TroL NO DATA -
221 UL 3 7MW I Ll Type |V secretory pathway, TrbF components NO DATA - Sway_CG_259_GENE_6 conjugal fransfer protein TroF NO DATA -
[1]:7.58: 737l |yl Type |V secretory pathway, VirB9 components NO DATA - Sway_CG_259_GENE_7 conjugal transfer protein TG NO DATA -
(1]:7.58: 737l B0l Type |V secretory pathway, VirB10 components  NO DATA - Sway_CG_259_GENE_8 conjugal fransfer protein Trbl NO DATA -
UBA_8692_GENE_209 [\elalislsjilelel] NO DATA - Sway_CG_259_GENE_9 hypo unique NO DATA -
NO GENE - Sway_CG_259_GENE_10 hypo unique NO DATA -
NO GENE - Sway_CG_259_GENE_11 hypo unique NO DATA -
NO GENE - Y elAeelvsPAE =N Main protein/response regulator NO DATA -
(V.79 737l | AVl Uncharacterized conserved protein NO DATA - NO GENE -
[V]:7.9: 7372l || A Rl Hypothetical NO DATA - NO GENE -
NO GENE - Sway_CG_751_GENE_é c hypo NO DATA -
NO GENE - Sway_CG_751_GENE_5 c hypo NO DATA -
[UL.7-N:737 Ml | AVA Type |V secretory pathway, VirD2 components (rel NO DATA - Sway_CG_751_GENE_4 relaxase/mobilization protein NO DATA -
[1]:7.\:7-3 7l | WA KB DNA repair proteins NO DATA - Sway_CG_751_GENE_3 DNA repair protein RadC NO DATA -
UBA_8692_GENE_214 [z\Velejigtsiitelel] NO DATA - Sway_CG_751_GENE_2 hypo unique NO DATA -
UBA_8692_GENE_215 [z\elejistsiitelel] NO DATA - NO GENE -
NO GENE - Sway_CG_751_GENE_1 ssDNA binding protein NO DATA -
[V]:7. 5737l | WA VW Single-stranded DNA-binding protein NO DATA - NO GENE -
1:.YNE- 137X N WAVA Hy pothetical NO DATA - 5way_CG_1147_GENE_1 hypo unique NO DATA -
UBA_8692_GENE_218 [l¥seleligtotiletel] NO DATA - Sway_CG_1147_GENE_2 ssDNA binding protein NO DATA -
[1]:7. 58737l | A LAl Topoisomerase |1A 5.4 Sway_CG_1147_GENE_3 topoisomerase TraE 5.4 0 1.00
PZAN UBA 8692 GENE 220 [l¥%eleliateyilelel] NO DATA - Sway_CG_1147_GENE_3d| NO DATA - -
[I].7-\: 157 el |72l FOG: EAL domain NO DATA - L eAeevZENE = \[SMI DEF domain/EAL domain protein NO DATA - -
[U:7. 5137l | W77 Type |V secretory pathway, protease TraF NO DATA - L eAeeRvZENE =N, below plasmid tran protein TraF NO DATA - -
[V]:7.5:7'3 /el | B 7%l probable conjugal frans split? See 222 NO DATA - Sway_CG_245_GENE_3 conjugal transfer protein TraB NO DATA - -

[V:7. 5137l | W2 |-acyl-sn-glycerol-3-phosphate acyltransferase NO DATA - L eAeeivZ BN E = \|38 hoethanolamine acyltransferase NO DATA - -

PRIl UBA 8692 GENE 225
UBA_8692_GENE_226
UBA_8692_GENE_227
UBA_8692_GENE_228
UBA_8692_GENE_229

UBA_8692_GENE_229q|

UBA_8692_GENE_230
UBA_8692_GENE_231
UBA_8692_GENE_232
UBA_8692_GENE_233
PIJN UBA 8692 GENE_234
UBA_8692_GENE_235
UBA_8692_GENE_236
UBA_8692_GENE_237
UBA_8692_GENE_238

A UBA_7931_GENE 2
] UBA_7931_GENE 3

hypothetical protein MhunDRAFT_1604 [Methanos
unnamed protein product [Photorhabdus lumines:
Type Il restriction enzyme, methylase subunits

Hypothetical
Hypothetical

NADPH:quinone reductase and related Zn-depen:
Predicted transcriptional regulators

Predicted transcriptional regulators

ATPases involved in chromosome partitioning

Hypothetical
Hypothetical
Hypothetical
Hypothetical
Hypothetical

p
Hypothetical
Hypothetical

related to

NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -

21.4
NO DATA -
NO DATA -

Sway_CG_245_GENE_5
Sway_CG_245_GENE_6
Sway_CG_245_GENE_7
Sway_CG_245_GENE_8
Sway_CG_245_GENE_9

Sway_CG_245_GENE_10

Sway_CG_245_GENE_11
Sway_CG_245_GENE_12
Sway_CG_245_GENE_14

short-chain dehydrogenase NO DATA -
hypo unique NO DATA -

isonitrile hydratase NO DATA -

type Il restriction endonuclease NO DATA -
NO DATA -
NO GENE -
NO GENE -
NO GENE -
hypo unique NO DATA
NO GENE -
hypo unique NO DATA -
alcohol dehydrogenase NO DATA -
franscriptional regulator NO DATA -

DNA methyltransferase

P elAe ez NeEl = NSl nosome partitioning protein ParB NO DATA -

Sway_CG_245_GENE_16

5way_CG_274_GENE_10
5way_CG_274_GENE_9
5way_CG_274_GENE_8

plasmid replication protein, ParA NO DATA -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE

hypo - lipoprotein 21.4
hypo unique NO DATA -
ribonuclease HIl NO DATA -

1.00



UBA_7931_t
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_t
UBA_7931

UBA_7931

UBA 7931

UBA _7931_
UBA _7931_
UBA _7931_
UBA _7931_
UBA_7931_
UBA _7931_
UBA _7931_
UBA_7931_
UBA_7931_
UBA _7931_
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_t
UBA_7931_¢
UBA_7931_¢
UBA_7931_t
UBA_7931_t
UBA_7931_¢
UBA_7931_t
UBA_7931_t
UBA_7931_t
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931

UBA_7931

UBA_7931

UBA _7931_
UBA _7931_
UBA _7931_
UBA _7931_
UBA_7931_
UBA _7931_
UBA _7931_
UBA_7931_
UBA_7931_

UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢

UBA_7931_¢
[l UBA_7931_¢
UBA_7931_t
UBA_7931_t
UBA_7931_t
UBA_7931_t
UBA_7931_t
UBA_7931_t
UBA_7931_t
UBA_7931_t
UBA_7931_¢
YAl UBA 7931 _¢
UBA_7931_¢
UBA_7931_¢
UBA_7931_¢
UBA_7931

GENE_4
GENE_5
GENE_6
GENE_7
GENE_8
GENE_9
GENE_9a
GENE_10
GENE_11
GENE_12
GENE_13
GENE_14
GENE_15
GENE_16
GENE_17
GENE_19
GENE_20
GENE_21
GENE_22
GENE_23
GENE_24
GENE_25a
GENE_26
GENE_27
GENE_28
GENE_29
GENE_30
GENE_31
GENE_32
GENE_33
GENE_34
GENE_35
GENE_36
GENE_37
GENE_38
GENE_39
GENE_40
GENE_41
GENE_42
GENE_43
GENE_44
GENE_45
GENE_46
GENE_47
GENE_48
GENE_49
GENE_50
GENE_51
GENE_52
GENE_54

GENE_55
GENE_56
GENE_57
GENE_59

GENE_60
GENE_61
GENE_62
GENE_63
GENE_64
GENE_65
GENE_66
GENE_67
GENE_68
GENE_69
GENE_70
GENE_71
GENE_72
GENE_73
GENE_74
GENE_75

Ribosomal protein L19 74.6
tRNA-(g N1)-methy 33.6
Hypothetical NO DATA -
Predicted RNA-binding protein (contains KH doma 48.7
Ribosomal protein $16 55.6
Signal recognition particle GTPase 69.8
62.2
Periplasmic serine proteases (CIpP class) 49.5
Ribosomal protein S1 70.5 -
Hypothetical NO DATA -
Uncharacterized conserved protein 38.7
Hypothetical 43.5
Fe2+/In2+ uptake regulation proteins NO DATA -
Hypothetical 77.7
Cation/multidrug efflux pump 26.5 -
Hypothetical 53.6
tRNA nucleotidyltransferase/poly(A) polymerase  NO DATA -
Sulfotransferase:TPR repeat [Trichodesmium erythr¢ 18.1
Exopolyphosphatase 40.6
Hypothetical 21
RecG-like helicase 3.4
429
Putative translation initiation inhibitor, yjgF fami 72.7
Hypothetical NO DATA -
P and thiored.
Cytochrome b subunit of the bc complex 4.4
Rieske Fe-S protein 34
Enoyl-[acyl-carrier-protein] reductase (NADH) 81.1
Hypothetical 38.5
Hypothetical 30.4
Mismatch repair ATPase (MutS family) 12.1
Hypothetical NO DATA -
Uracil-DNA glycosylase 17.3
Predicted sugar kinase 471
Ph h heinyl f (holo-ACP synth¢ 56.4
Pyridoxal phosphate biosynthesis protein 66.7
Predicted Zn-dependent peptid 53.8
Hypothetical NO DATA -
Polyrib leotid leotidylir (polynu: 69.3
Ribosomal protein S15P/S13E 70.8
Pseudouridine synthase 28.3
Hypothetical 68.7
Hypothetical NO DATA -
Translation initiation factor 2 (IF-2; GTPase) 60
Transcription elongation factor 69.7
Uncharacterized protein conserved in bacteria 88 -
Hypothetical -likelly transposase NO DATA -
Hypothetical 55.4
PROBABLE TRANSMEMBRANE PROTEIN [Ralstonia so 29
Chemotaxis signal transduction protein 59.8
TRNA Thr TGT 50180..50255 (-) -
: Protein-di: i [Nostoc p 91.3
Uncharacterized conserved protein 47.8
Hypothetical 82.9
Hypothetical split with above?2? NO DATA -
NO GENE -
universal stress protein UspA-like protein [Thermus 64.6
Ph starvation-i protein PhoH, prec 30.2

Predicted membrane-associated HD superfamily | NO DATA -

Predicted metal-dependent hy 50.9
Signal recognition particle GTPase (many copies) 69.6
Shikimate 5-dehydrogenase 34.5
Hypothetical NO DATA -
Nuclease subunit of the excinuclease complex ~ NO DATA -
ATPases with chaperone activity, ATP-binding subt 4.7
Thiamine biosynthesis protein ThiC 59.2
Lfe176p1 [Leptospirillum ferrooxidans] 46.1
Methi synthase I, cobalamin-binding domair 55.7
Metal-dependent hydrolases of the beta-lactama 43.9
Peptidyl-prolyl cis-trans isomerase (rotamase) - ¢y 32.6
Predicted b GTPase involved in stress res 57.5
Predicted SAM-dependent methyltransferases 17.6

89.2 [0

0 Sway_CG_274_GENE_7
0 Sway_CG_274_GENE_6
Sway_CG_274_GENE_5a
Sway_CG_274_GENE_5
Sway_CG_274_GENE_4
5way_CG_274_GENE 3
5way_CG_274_GENE 2a
5way_CG_274_GENE 2
Sway_CG_274_GENE_1
Sway_CG_428 GENE_1
0 Sway_CG_428_GENE_2
0 Sway_CG_428_GENE_3
Sway_CG_428_GENE_5
0 Sway_CG_428_GENE_6
V274 5way_CG_428_GENE_7
[ 2R RS Sway_CG_71_GENE_2
85.06 e AeleANE]=\=K)
R WEY Sway_CG_71_GENE_4
VAN Sway_CG_71_GENE_5
(WPl 5Sway CG_71_GENE_6
I EWAA 5way CG_71_GENE_7
0 Sway_CG_71_GENE_7a
tLWL) sSway CG_71_GENE_8
Sway_CG_71_GENE _8a
VR sway_CG_71_GENE_
e 740 5Sway_CG_71_GENE_11
[ 244 sway_CG_71_GENE_12
EEIER YA 5way_CG_71_GENE_13
12 Sway_CG_71_GENE_14
PARCARYY 5Sway_CG_71_GENE_15
[IAAR 5way_CG_71_GENE_16
Sway_CG_71_GENE_17
R sway CG_71_GENE_18
CARCIN 5way_CG_71_GENE_19
CRRVRY 5way CG_71_GENE_20
Sway_CG_71_GENE_21
Sway_CG_71_GENE_22
Sway_CG_71_GENE_23
Sway_CG_71_GENE_24
0 Sway_CG_71_GENE_25
Sway_CG_467_GENE_1
18 Sway_CG_467_GENE_2
Sway_CG_467_GENE_3
81 Sway_CG_467_GENE_4
40 Sway_CG_467_GENE_5
Sway_CG_467_GENE_5a

O O O O O

4 Sway_CG_410_GENE_8
VAL R 0) Sway CG_410_GENE_7
ARV ZY 5way_CG_410_GENE_6

[E LA Sway_CG_410_GENE_5
VAR 70 5way_CG_410_GENE_4
ZATRE] Sway_CG_410_GENE_3
PZX) 5way CG_410_GENE_2
Sway_CG_410_GENE_1
IR WY 5way_CG_134_GENE_11
Sway_CG_134_GENE_10
FPRXY 5way_CG_134_GENE_9
Wb Sway_CG_134_GENE_8
IRIR 7o) 5way_CG_134_GENE_7
88.15 e A el e K7 el=N =]
LZX0 5way_CG_134_GENE_5
Sway_CG_134_GENE_4
700} 5Sway CG_134_GENE_3
Sway_CG_134_GENE_2
VAL LY Sway CG_66_GENE_3
VLR Sway_CG_66_GENE_4
CLREY Sway_CG_66_GENE_5
VLNYA Sway_CG_66_GENE_6
Sway_CG_66_GENE_7

PEREY 5way CG_66_GENE_8

ribosomal protein L19
tRNA methytransferase

RNA-binding protein
Ribosomal protein $16

ignal recognition particle protein

signal peptidase

ribosomal protein $1

hypo unique

c hypo

hypo unique

ferric uptake regulation protein
hypo unique

acriflavin resistance protein

c hypo

polyA polymerase

exopolyphosphatase
hypo unique
DNA helicase

translational inhibitor

thioredoxin

chrome b subunit of bc complex
e cyt b/bé complex, Fe-$S subunit

enoyl acyl carrier protein
hypo unique

hypo unique

DNA mismatch repair protein
hypo unique

INA glycosylase/DNA polymerase

c hypo

acyl-carrier protein synthase

1l phosphate biosynthetic protein

zinc protease

hypo unique
nucleotidyltransferase
ribsomal protein $15
tRNA-pseudouridine synthase B
ribosome binding factor A

c hypo

translation initiation factor

en utilization substance protein A

hypo unique
c hypo
chemotaxis protein CheV

protein disulfide isomerase

lipid carrier
hypo unique
prepilin peptidase
probable transposase
universal stress protein

al dependant phosphohydrolase

c hypo

cell division protein FisY
shikimate 5-dehydrogenase
hypo unique

exonuclease ABC subunit C

c hypo

1se I, cobalamin binding domain

netal-dependant hydrolase PhnP

GTP-binding protein
methyltransferase

74.6

33.6

NO DATA
48.7

55.6

69.8

622

49.5

70.9

NO DATA
38.7

43.5

NO DATA
777

18.7

53.6

NO DATA
55

30.2

21

NO DATA
42.9

14.8

NO DATA
89.2

26

21.4

49.1

49

18.6

4.3

NO DATA
37

14.5

48.9

30.2

28.2

NO DATA
633

708

9.5

35.9

NO DATA
34.7

56.4

82.4

NO GENE
28.4

21.5

49.4

768

24.7

40

NO DATA
NO DATA
15.2

starvation inducible protein phoB 30.2

NO DATA
NO DATA
48.9

NO DATA
NO DATA
NO DATA

Clp protease ATP-binding subunit 4.7
rthesis protein ThiC (66-1, 134-2) 51.3

33.3
43.6
37

eptidyl-prolyl cis-trans isomerase 32.6

57.5
5.1

=}

©o o o o o

o o o o o o o o o o

o

0

0

©O o o o o o o o

1.00
1.00

1.00
1.00
1.00
1.00
1.00

1.00
1.00

1.00

1.00

3.29
1.34
1.00
20.00
1.00
491

1.00
1.69
1.59
1.65
7.86
1.63
281

4.68
3.25
1.15
221
1.91

1.09
1.00
298
1.91

1.73
1.24

1.95
1.35
1.21

1.19
1.94
2.07

4.25
1.00

20.00
1.42
20.00

1.00
1.15
1.38
1.28
1.19
1.00
1.00
3.45



UBA_7931_GENE_76
UBA_7931_GENE_77
UBA_7931_GENE_78
UBA_7931_GENE_79
UBA_7931_GENE_80
UBA_7931_GENE_81
UBA_7931_GENE_82
UBA_7931_GENE_83
UBA _7931_GENE_84
UBA _7931_GENE_85
UBA _7931_GENE 86
UBA _7931_GENE 87
UBA _7931_GENE_88
UBA _7931_GENE _88a
UBA _7931_GENE_89
UBA_7931_GENE_91
UBA_7931_GENE_92
UBA _7931_GENE_93
UBA_7931_GENE_94
UBA_7931_GENE_95
UBA_7931_GENE_%96
UBA_7931_GENE_97
UBA_7931_GENE_98

UBA_7931_GENE_99

UBA_7931_GENE_100
UBA_7931_GENE_101
UBA_7931_GENE_102
UBA_7931_GENE_103
UBA_7931_GENE_104

UBA_7931_GENE_104d|

UBA_7931_GENE_105
UBA_7931_GENE_106
UBA_7931_GENE_107
UBA_7931_GENE_108
UBA_7931_GENE_109
UBA_7931_GENE_110
UBA_7931_GENE_111
UBA_7931_GENE_112
UBA_7931_GENE_113
UBA _7931_GENE_114
UBA_7931_GENE_115
UBA_7931_GENE_116
UBA _7931_GENE_117
UBA _7931_GENE 118

UBA_7931_GENE_119q

UBA_7931_GENE_120
UBA_7931_GENE_121
UBA_7931_GENE 122
UBA_7931_GENE_123
UBA_7931_GENE_124
UBA_7931_GENE_125

UBA_7931_GENE_126
UBA_7931_GENE_127
UBA_7931_GENE_128
UBA_7931_GENE_129
UBA_7931_GENE_130
UBA_7931_GENE_131
UBA_7931_GENE_133
UBA_7931_GENE_134
UBA_7931_GENE_135
UBA_7931_GENE_136
UBA_7931_GENE_137
UBA_7931_GENE_138
UBA_7931_GENE_139
UBA_7931_GENE_140
UBA_7931_GENE_141
UBA_7931_GENE_142
UBA_7931_GENE_143
UBA_7931_GENE_144

hypothetical protein TC0668 [Chlamydia muridaru
Hypothetical

Hypothetical

GTPase

8 Dehydrogenases with different specificities (relat
Hypothetical

Hypothetical

1-phosphate g yly

Phosphomannomutase

Hemoglobin-like flavoprotein

Hypothetical

Hypothetical

Flavodoxin reductases (ferredoxin-NADPH reductc

Predicted

Hypothetical

Long-chain acyl-CoA synthetases (AMP-forming)
Predicted of the beta-lact
High-affinity Fe2+/Pb2+ permease

hypothetical protein Rick02000674 [Rickettsia ricke
: Uncharacterized protein conserved in bacteria [E

folc

Hypothetical
Hypothetical

Protein-tyrosine-phosphatase - or arsenate reduct
Na+/H+ antiporter NhaD and related arsenite pert
Hypothetical

Hypothetical

Hypothetical

Cation/multidrug efflux pump

: Predicted hydrolase (HAD superfamily) [Burkhold

Fcohate
Glucose-6 iso

SOS-response transcriptional repressors (RecA-me
Hypothetical

Hypothetical

DNA polymerase elongation subunit (family B)
Cytochrome ¢

Cytochrome c553

Glycosyltransferases, probably involved in cell wal
Cellulose synthase, subunit B [Ralstonia metallidurc
putative cellulose synthase operon protein C [Xan
Hypothetical

Hypothetical

Phytoene dehydrogenase and related proteins

Predicted signal transduction protein containing ¢
Cytochrome c¢553

Cytochrome ¢

Cytochrome ¢

Hypothetical

Hypothetical

TRNA Gly CCC 131845..131919 (-)

Sulfur fransfer protein involved in thiamine biosynt
secretion pathway protein C [Bdellovibrio bacteric
Type Il y pathway, comp t PulD

Type Il secretory pathway, ATPase PUlE/Tfp pilus a:

Type Il secretory pathway, component PulF
Type Il secretory pathway, pseudopilin PuIG
Hypothetical

Hypothetical

Hypothetical

Type Il secretory pathway, component PulK
FOG: TPR repeat
FOG: GGDEF domain
Hypothetical
Hypothetical
Hypothetical
Hypothetical

Predicted signal protein ining a

Hypothetical

12 PZE) Sway_CG_66_GENE_9
NO DATA - LWLy 5way CG_66_GENE_10
NO DATA - LIRS Sway CG_66_GENE_11
16.7 /TS 5way_CG_66_GENE_12
NO DATA - SN Sway CG_66_GENE_13
12.2 EZXRY 5way CG_66_GENE_14
NO DATA - 0l 5way CG_66_GENE_15
26.7 LWEY Sway CG_66_GENE_17
49.5 CLWps sway_CG_66_GENE_18
27.1 Sway_CG_66_GENE_19
54.7 Sway_CG_66_GENE_20
46.7 Sway_CG_66_GENE_21

2] 5way_CG_66_GENE_22

25 Sway_CG_66_GENE_23
17.8 Sway_CG_66_GENE_24
NO DATA - Sway_CG_66_GENE_26
8.4 Sway_CG_66_GENE_27
58 Sway_CG_66_GENE_28
NO DATA - Sway_CG_297_GENE_8
NO DATA - Sway_CG_297_GENE_7
58.7 Sway_CG_297_GENE_é
67.5 Sway_CG_297_GENE_5
34.5 Sway_CG_297_GENE_4
NO GENE - Sway_CG_297_GENE_3
73.2 Sway_CG_46_GENE_2
NO DATA - Sway_CG_46_GENE_3
67 Sway_CG_46_GENE_4
52 Sway_CG_46_GENE_5
51.7 Sway_CG_46_GENE_é
263 - Sway_CG_46_GENE_7
NO DATA - Sway_CG_46_GENE_7a
37 Sway_CG_46_GENE_10
46.7 Sway_CG_46_GENE_11
28.8 Sway_CG_46_GENE_12
NO DATA - Sway_CG_46_GENE_13
NO DATA - Sway_CG_46_GENE_14
NO DATA - Sway_CG_46_GENE_15
65.1 Sway_CG_46_GENE_16
57.4 Sway_CG_46_GENE_17
NO DATA - Sway_CG_46_GENE_18
NO DATA - Sway_CG_46_GENE_19
NO DATA - Sway_CG_46_GENE_20
NO DATA - Sway_CG_46_GENE_21
NO DATA - Sway_CG_46_GENE_22
6.2 Sway_CG_46_GENE_23
19.1 Sway_CG_46_GENE_24
NO DATA - Sway_CG_46_GENE_25
NO DATA - Sway_CG_46_GENE_26
48 Sway_CG_46_GENE_27
26.4 Sway_CG_46_GENE_28
NO DATA - Sway_CG_46_GENE_29
NO DATA - Sway_CG_46_GENE_30
58.6 Sway_CG_186_GENE_2
6.5 Sway_CG_186_GENE_3
41.3 Sway_CG_186_GENE_4
16.1 Sway_CG_186_GENE_5
24 Sway_CG_186_GENE_6
60.4 Sway_CG_186_GENE_7
37.6 Sway_CG_186_GENE_8
7.7 Sway_CG_186_GENE_9
NO DATA - Sway_CG_186_GENE_10
NO DATA - Sway_CG_186_GENE_11
48 Sway_CG_186_GENE_13
12.5 - LIl 5way_CG_2_GENE_1
51.2 Sway_CG_2_GENE_2
NO DATA - Sway_CG_2_GENE_3
67 KERANCK] 5\way CG_2 GENE_4
79.7 PERRIOWEY 5way CG_2 _GENE_5
1.9 ERAWZY 5way CG_2 _GENE_6
NO DATA - Sway_CG_2_GENE_7
NO GENE - Sway_CG_2_GENE_8

c hypo 12
hypo unique NO DATA
DNA repair protein, RecO NO DATA
GTP-binding protein, ERA 8
tase/short chain dehydrogenase NO DATA
hypo unique NO DATA
hypo unique NO DATA
DP-mannose pyrophosphorylase 9.6
phosphomannomutase 21.6
flavohemoglobin 27.1
c hypo 54.7
Fe/Pb permease, cytochrome c) 46.7
lene-1.2-dioxygenase reductase 21
25
17.8
NO DATA
8.4
58
NO DATA
NO DATA
58.7
67.5
34.5
NO DATA
73.2
NO DATA
67
52
c hypo 51.7

c hypo

transcriptional regulator

hypo unique

long chain fatty-acid CoA ligase
holyadenylation specificity factor
high affinity Fe permease

hypo

hypo - kelch-like protein

hypo unique

hypo unique

transposase

arsenate reductase

arsenite efflux pump, ArsB

hypo unique

c hypo

cation efflux protein 26.5

NO DATA
c hypo 37

gl 6-pt h i 46.7

28.8
NO DATA
NO DATA
NO DATA

65.1

LexA transcriptional repressor
hypo unique
hypo unique

DNA polymerase B2
cytochrome ¢
ytochrome cB/cytochrome c553 57.4
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
6.2
19.1
NO DATA
NO DATA
4.8
26.4
NO DATA
NO DATA

cellulose synthase, subunit A
cellulose synthase, subunit B
cellulose synthase, subunit C
hypo unique

c hypo

erase/phytoene dehydrogenase
c hypo

DEF domain/EAL domain protein
cytochrome ¢

cytochrome ¢

cytochrome ¢

hypo unique

hypo unique

thiamine biosynthesis, ThiS 58.6
6.5
general secretion pathway GspD 41.3

general secretion pathway GspC

general secretion pathway, GspE 16.1
general secretion pathway GspF 24
|eneral secretion pathway, GspG 60.4
c hypo 37.6
Gspl-like 7.7
hypo unique NO DATA
yeneral secretion pathway, GspK NO DATA
N-acetylg i f 48
hypo unique NO DATA
c hypo 51.2
c hypo NO DATA
hypo unique NO DATA

ak (possible chemotaxis protein) 38.4

DEF domain/EAL domain protein 3.2

hypo unique NO DATA
fransposase (one of two copies) 1.7

O 0o 0o oo o o o

278
229
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00

1.00
1.00
1.00

1.00

1.00
1.00
1.00

1.00
1.00
1.00

1.00
1.00

1.00
1.00

1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00

1.00

20.00

2.08
3.72



148 UL-NWAXI M 3 MM Fe-S cluster protector protein 66.2 0 Sway_CG_2_GENE_9 c hypo 66.2 0 1.00
149 ULLNvA K] Mcl2 LT Proline dehydrogenase 25.6 0 Sway_CG_2_GENE_10 proline dehydrogenase 25.6 0 1.00
150 ULL.NvA k) el M E YA Superfamily I| DNA/RNA helicases, SNF2 family NO DATA - Sway_CG_2_GENE_11 DNA/RNA helicase, Snf2 NO DATA

151 ULL:NvAk) lel2 NN Nitrogen regulatory protein Pll 70.5 8 Sway_CG_2_GENE_12 nitrogen regulator protein Pl 58 0 1.22
152 UL-NA X e 3 RP YA Ammonia permease 7.3 8 Sway_CG_2_GENE_13 ammonia transporter NO DATA - 20.00
153 (LY NWAZI 3N ELN Hy pothetical 1.5 0 5way_CG_2 GENE_14 hypo unique 11.5 0 1.00

154 ULE-NAXI M 3 RNl SOS-response transcriptional repressors (RecA-mec NO DATA - Sway_CG_2_GENE_15 Lex A transcriptional repressor NO DATA
155 ULT:-WA X ) e 3 SR EYR NADH:ubiquinone oxidoreductase subunit 2 (chait NO DATA - Lo AeEVAE =N\ ADH dehydrogenase, subunit N NO DATA - -
156 ULT-NA X e 3 MEXM NADH:ubiquinone oxidoreductase subunit 4 (chait NO DATA - Lo Aelelv e =NZMVAIN ADH dehydrogenase, subunit M NO DATA
157 UL-NAX e 3 SR EZ N NADH: idoreduct subunit 5 (chait 4.1 0 Sway_CG_2_GENE_18 NADH dehydrogenase, subunit L 4.1 0 1.00

IEL] UBA_7931_GENE_1554]| NO DATA - Sway_CG_2_GENE_19 NADH degydrogenase, subunit K NO DATA - -

159 ULT-NvAX) el 3 M ETH NADH:ubiquinone oxidoreductase subunit 6 (chait NO DATA - Sway_CG_2_GENE_20 NADH dehydrogenase, subunit J NO DATA - -

160 ULT-NvA %] el M EYA Formate hydrogenlyase subunit 6/NADH:ubiquinol 68.3 40 Sway_CG_2_GENE_21 NADH dehydrogenase, subunit | 49.5 0 1.38
IF30 UBA_7931_GENE_158 L.Loli} idoreduct subunit 1 (chait 17.5 0 Sway_CG_2_GENE_22 NADH dehydrogenase, subunitH 17.5 0 1.00
Il74 UBA_7931_GENE_159 [\; dehyd typically sel yste 65.3 92 Bl eAeelvAel=NIIVEBINADH dehydrogenase, subunit G 45.4 0 1.44
163 (LNvAK) el 2NN NADH id NADH-binding 60.9 24 Sway_CG_2_GENE_24 NADH dehydrogenase, subunit F 41.3 0 1.47
164 (LTNAK) el 2NNV NADH id 24 kD subunit 93.5 16 Sway_CG_2_GENE_25 NADH dehydrogenase, subunit E 76.2 0 1.23
IE-RY UBA_7931_GENE_163 L\F\ol;} i id 49 kD subunit 7 53 20 BWeVAe eV Cl =N =W B NADH dehydrogenase, subunit D 36.4 0 1.46
) UBA_7931_GENE_164 L.Lli) i id 27 kD subunit 86.4 29 BWeVAe eV el=N=7/ARRNADH dehydrogenase, subunit C 64.7 0 1.34
167 ULLNAXI el 3 SR ETH NADH:ubiquil id 20 kD subunit a 59 21 Sway_CG_2_GENE_28 NADH dehydrogenase, subunit B 58.4 1 1.01
168 ULLNAX) el MW NADH:ubiquinone oxidoreductase subunit 3 (chait NO DATA - BWelAe eV C =N =P AINADH dehydrogenase, subunit A NO DATA - -

169 ULLNAXI Ml ME-YA Preprotein translocase subunit SecA (ATPase, RNA 61.7 64 Sway_CG_2_GENE_30 preprotein franslocase 49.6 - 1.24
\V{0] UBA_7931_GENE_148 LU p! ins related to metall dopeptid 49.4 16 Sway_CG_2_GENE_31 nbrane-bound metallopeptidase 26.6 0 1.86
VAN UBA 7931 _GENE_168q] 25.7 3 Sway_CG_2 GENE 32 ~ation tolerance protein, chain A NO DATA - 20.00
172 BLLNA X el RS Nucleoside-diphosp g pi 50.8 15 Sway_CG_2_GENE_33 UDP-glucose 4-epimerase 27.8 0 1.83
173 LA M\ MVl Predicted rRNA methylase NO DATA - Sway_CG_2 _GENE_34 hemolysin/rRNA methylase NO DATA - -

[RZ] UBA 7931_GENE_171 DIYeLs] 5-phosp ynth 698 72 5way_CG_2_GENE_35 5-phosp ynthase 43.5 0 1.0
(V&) UBA_7931_GENE_172 [¢] ylg yl pyrophosphate sy 49.2 56 Ll elAeelv e = \SNcI-MN anylgeranyl phosphate synthase 26.4 0 1.86
176 ULL.NrA k) el M PAN Hypothetical 82.5 6 LWelAel el el =N SIcVAIN weak (possible exonuclease VII) 48.5 0 1.70
177 BLLNA X el V2N Hypothetical 4.6 2 LWl Ao el Al =N S oxyribonuclease VIl large subunit NO DATA - 20.00
178 NLT: WA X1 Ml | MVL M Uncharacterized protein conserved in bacteria 39.1 9 Sway_CG_2_GENE_39 c hypo 14.8 0 2.64
179 ULLNvA K] <l b/ W Predicted HD superfamily hydrolase 52.4 20 Sway_CG_2_GENE_40 hydrolase (HAD superfamily) 45.3 2 1.16
180 ULY- WA X1 M3\ | IMP#Ml ATPase related to the helicase subunit of the Hollic 6.8 2 Sway_CG_2_GENE_41 TPase related to helicase subunit NO DATA - 20.00
181 [T NLEAME: [ MELH Hypothetical 3.7 [0 5way_CG_2_GENE_42 hypo unique 38.7 e o0
182 ILL.NvA k) Mcl2 N MLVl Hypothetical NO DATA - Sway_CG_2_GENE_43 hypo unique 26.4 7 0.06
183 IILL.NvA k) el MKl Soluble lytic murein transglycosylase and related | 59.3 78 Sway_CG_2_GENE_44 soluble lytic transglycosylase 24.2 0 245
184 LYW %] M| IMF:7H Periplasmic protein TonB, links inner and outer mel 35.4 2 Sway_CG_2_GENE_45 weak (TonB-like protein) 32.4 0 1.09
185 LY-WvA %] el RF:-X W Dimethylad i (TRNA hylation’ 9 4 Sway_CG_2_GENE_46 dimethyladenosine transferase NO DATA - 20.00
186 UL WA XM | ME:2 W Predicted hydrol of the tallo-beta-lactamas 50.4 7 Sway_CG_2_GENE_47 In-dependent hydrolase 38.6 0 1.31
187 UL WA X1 Ml IMFE-Ll DNA segregation ATPase FisK/SpolllE and related | 33 8 Sway_CG_2_GENE_48 (DNA translocation) protein, FtsK 12 0 275
[EE  uBA 7931 _GENE_186 [Yuiie] 39.9 0 5way_CG_2_GENE_49 ¢ hypo 39.9 0 1.00
189 ULY:-Wraz el 3N E:YA Excinuclease ATPase subunit 25.8 4 Sway_CG_2_GENE_50 excinuclease ABC, subunit A 23.5 0 1.10
190 ULLNvA k) Mel2 N M LW Predicted Co/Zn/Cd cation transporters NO DATA - Sway_CG_2_GENE_51 cation efflux system protein NO DATA - -

191 ULLNvAK) Mel2 M ETA Pyridoxal phosphate biosynthesis protein 85.8 0 Sway_CG_2_GENE_52 | phosphate biosynthesis 85.8 0 1.00
192 UL:-NA X e 3N MEL N FOG: GGDEF domain 12.9 14 Sway_CG_2_GENE_53 DEF domain/EAL domain protein NO DATA - 20.00
193 UL WA X el M EAl Hypothetical 27.4 n Sway_CG_2_GENE_54 hypo unique 17.7 0 1.55
194 UL-NvA X M3 MLV Predicted phosphohydrolases 10.4 1 Sway_CG_2_GENE_55 DNA repair exonuclease NO DATA - 20.00
IS UBA_7931_GENE_193 [F.\:[eg, %1%/ port system involved in resist t 72.3 12 Bl e Aeelv el = \ISCM s porter, periplasmic component 63.4 0 1.14
196 ULLNAX e 3 SMEZ M ABC-type h port system involved in resist t 52.5 8 L AeelV e =\SVAIN transporter, ATP-binding protein 37.1 0 1.42
197 ULLSA X e S MELM ABC-type transport system involved in resistance t NO DATA - EWeVAG eV C] =N =ICEIIN C fransporter, permease protein NO DATA - -

198 ULY:-NrAx] e 3\ MET W Endonuclease IV NO DATA - Sway_CG_2_GENE_59 Endonuclease IV NO DATA - -

199 ULLWA X e 3 SMEZAl UDP-glucose 4-epimerase 62.5 3 Sway_CG_2_GENE_60 UDP-glucose-4-epimerase 56.7 - 1.10
200 ULT-Nva %] el | L7 W Signal transduction histidine kinase 35 9 Sway_CG_2_GENE_61 nal transduction histidine kinase 20.1 0 1.74
PN UBA_7931_GENE_199 LTHJ isting of a CheY-like rece 51.9 21 Ll eAeelvael= = YA ulon transcription regulator, PhoB 33.8 0 1.54
202 ULY A X el | 1Vl Lfe139p2 [Leptospirillum ferrooxidans] 89.4 22 L eAelelv e = NSkl 1se of the PAD1/JAB1 superfamily 58.5 0 1.53
203 UL7.Nra %) el 1 1l Dinucleotide-utilizing enzymes involved in molybd 28.8 9 L elAlelelv el = NSV B pterin biosynthesis protein MoeB 6.4 0 450
PIOZY UBA_7931_GENE 202 [%-linTEILe]] 68.8 3 Sway_CG_2_GENE_é5 ferredoxin 61.2 0 1.12
205 LTSN x] el | I <l Molybdopterin converting factor, small subunit 50.5 12 Sway_CG_2_GENE_66 molybdopterin converting factor 28 0 1.80
206 ULT.NwA X el | B [iZ ] Threonine synthase 84.5 0 Sway_CG_2_GENE_é67 threonine synthase 84.5 0 1.00
207 ULLWwAK) M7=\ 1 Ll Dinucleotide-utilizing enzymes involved in molybd 23.7 3 Lol Aol el N=- B thiamine biosynthesis protein ThiF 18.5 0 1.28
208 ULL.NWAK) M- \| 1 W Cysteine synthase 73.1 36 Sway_CG_2_GENE_¢9 cysteine synthase 45.2 1 1.62
209 ULL.SvA %3 el 307l thiamine biosynthesis protein ThiS [Pelobacter cart 18.4 0 Sway_CG_2_GENE_70 c hypo (This-like) 34.2 1 0.54
210 ULY:- WA %3 M3\ 3] S-adenosylhomocysteine hydrolase 64.4 37 Sway_CG_2_GENE_71 adenosylhomocyteine hydrolase 62 - 1.04
PARN UBA _7931_GENE_209 B ionil y 68.1 2 Sway_CG_2_GENE_72 5-adenosinemethionine synthase 63.9 0 1.07
212 TRNA Ala GGC 225668..225743 (-) - -

213 ULLSvA X el 372 Rl Hypothetical 76.2 21 96.83 BWeVAsevA el =N e hypo unique 60.3 0 1.26
214 (LTS A kIl A VAl Coproporphyrinogen Ill oxidase and related Fe-S « 52.7 PRI TE VA Sway_CG_2_GENE_75 independent coporphyrii I 35.7 0 1.48
PAERY UBA 7931_GENE 213 porphyri nd k lase 37.6 9 98.03 B IAeeV A =N 2N roporphyrinogen decarboxylase 29.2 0 1.29
216 ULLSvAKI el | AN c hypothetical 56.5 [(ILNE] 5way _CG_2_GENE_77 cobalt chetalase, cbiX 31.5 0 1.79
217 ULLSAXI M3\ ALl membrane protein, putative [Syntrophobacter fur NO DATA - FANOZA 5way CG_2_GENE_78 c hypo NO DATA - -

pAR] UBA_7931_GENE_215d]| NO DATA - Sway_CG_2_GENE_79 c hypo NO DATA - -

219 ULLSAKI M3\ AT Glycosyltransferases, probably involved in cell wa 9.2 0 95.15 B \AseavAel=N Rzl ceramide glycosyltransferase 9.2 0 1.00



[1]:7. WA % el | IAVAl Fe-S oxidoreductase 56.8
221 ULY-Nva X3 M3\ AW Penicillin tolerance protein 47.7
222 (LT NvA X Ml 32 Rl Nucleoside-diph -sugar epil 37.2
223 (L7 NvA X el 3v»1/ll Hypothetical 45.7
UBA_7931_GENE_221 [iis}e]e in, putative [Geob sulfurreducens P¢ 242

UBA_7931_GENE_222
UBA_7931_GENE_223

Hypothetical
Squalene cyclase

UBA_7931_GENE_224
UBA_7931_GENE_225
UBA_7931_GENE_225q]|
[1]:7. N4 %3 el | 371 W Hypothetical
UBA_7931_GENE_226d]|

Hypothetical
Hypothetical

.Y\ LE W\ WPY A Pyrroline-5-carboxylate reduct 562
[1]:7.5A %3 el | 71 W Predicted enzyme with a TIM-barrel fold 12.6
[1:7. 54 %3 el | 72 B Uncharacterized conserved protein NO DATA -
LY. Sv4%) lcl- | VX Cell division GTPase 48.5
(LY. Sv4%) el (| VX1l Actin-like ATPase involved in cell division 53.7
UBA_7931_GENE_232 LIVJIiT L] 25.5
{I].7.94 %<1 lcl- | Xk D-alanine-D-alanine ligase and related ATP-grasp 89.4
241 ULTNwAXI el | W XZ W UDP-N-acetylmuramate dehydrogenase 13.8
-7 W 4] l(cl- | X1 8 UDP-N-acetylmuramate-alanine ligase 21.8
(1.7 W4 %) lcl- | XT3 UDP-N-acetylgl :LPS N Yy i 34
[U:7.NA%3 el | XYl Bacterial cell division membrane protein NO DATA -
(.7 Nv4%) lcl- | -x1- 8 UDP-N-acety y D- ligas 48
[1:7. 54 %3 <l |3 X 8 UDP-N-acetylmuramyl pentapeptide phosphotrar NO DATA -
(7. NvA%) el |- Z Ul UDP-N-acety yl t tide synth 50.9
UI]:7.5A% 1<l |32l UDP-N-acety yl tripeptide synth 64.4
UBA_7931_GENE_242 n protein Fisl/penicillin-binding protei 9.5
UBA_7931_GENE_242q| NO DATA -
251 ULLSAK) el 325l Predicted S-adenosy! ionine-dependent mett 37.5
[1]:7. N A%3 ]3| 32" W Uncharacterized protein conserved in bacteria 81.1
UBA_7931_GENE_244q| NO DATA -
UBA_7931_GENE_245 LIWJOL (S]] 30
U1:7-\ A% el | 2l Peroxiredoxin 96.1
[1]:7. N4 %3¢l |32 YA Succinyl-CoA synthetase, alpha subunit 52.8
[1]:7. N4 %3 ]3| 321 W Succinyl-CoA synthetase, beta subunit 73.2
UBA_7931_GENE_249 i dehydi f red flu 65
{1]:7. N4 %3 el \| 3LVl Ferredoxin:4Fe-4S ferredoxin, iron-sulfur binding [$ 38.6

{1]:7. N4 %3 el L3l hypothetical protein GSU1100 [Geobacter sulfurre NO DATA -

261 ULI-Nva X el | WLy Citrate synthase 64.7
Aconitase A 90

Hypothetical NO DATA -
Succinyl-CoA synthetase, alpha subunit 90.2

Succinyl-CoA synthetase, beta subunit 75.5 -

NO GENE -

Succinyl-CoA synthetase, beta subunit 75.5 -

268 TRNA Glu TTC 277801..277878 (+) -

269 NO GENE -

270 -

NO GENE -

[V:7. 54 %3 el | LYl Hypothetical NO DATA -

{1].7.9A %3 el | L1l Predicted signal transduction protein containing ¢ NO DATA -

[I]:7.5A %) el |- LY A Protein-tyrosine-phosphatase NO DATA -
UBA_7931_GENE_260 ipti | an AAA-type 35.6
(-7 x3 W2 PYSl Nucleoside-diphosphate-sugar epil 73.1

UBA_7931_GENE_262 LWeleiglsjilelel] NO DATA -
(7.4 %1l | 31X B UDP-N-acetyl-D-mannosaminuronate dehydroger 70
UBA_7931_GENE_264 [¢ll ine 6 y tains ai 12.8
UBA_7931_GENE_265 [ CheY-like receiver 17

U1:7-Wr4 k) Ml |21 Transposase and inactivated derivatives, IS5 famil' 253 -
LY. NAk) el | LYl Predicted ATPase 42
UBA_7931_GENE_268 LN R[] -sugar epi 15.8
[1]:7.9A%1 <l | 338 UDP-galactopyranose mutase 61.3
[V]:7- A %3 el | Wy (1l Site-specific DNA methylase 2.5

UBA_7931_GENE_271 [g\slejigtsjitelel] NO DATA -

[N A k) el | ¥yl FOG: GGDEF domain NO DATA -

[V]:7-N A% <13\ | 72 W Small-conductance mechanosensitive channel  NO DATA -
[11.7.N4k) el | ¥/l Predicted franscripti | 28.4

(] UBA 7931_GENE 276
pRAll UBA 7931_GENE 277

Pyruvate/2-oxoglutarate dehydrogenase comple: NO DATA -
Pyruvate/2-oxoglutarate dehydrogenase comple; NO DATA -

3 Sway_CG_2_GENE_81 Fe-S oxidoreductase 54.1
RIS Sway CG_2 GENE_82 penicillin tolerance protein, LytB 38.1
B RN Sway CG_2_ GENE_83 dihydroflavonol 4-reductase 23.2
PORRARKEY Sway CG_2_GENE_84 hypo unique 10.8
[2 RS 5Sway_CG_2_GENE_85 c hypo 24.2
BPRREE] Sway CG_2_GENE_86 hypo unique 16.8
VA 74 Sway_CG_2_GENE_87 squalene-hopene cyclase 5.7
Sway_CG_2_GENE_88 transposase (single) NO DATA
Sway_CG_717_GENE_]1 hypo unique NO DATA
Sway_CG_717_GENE_2 transposase NO DATA
0 Sway_CG_2_GENE_89 ribosomal protein $12 42.7
Sway_CG_2_GENE_90 hypo unique NO DATA
51 95.43 BWelAscivael =N =1 cell division initiation protein 40
0 97.22 pWeVASEwAe =N =PRI po - suspect cell division related 20.8
17 94.44 RCIYREERVRE=NSKIN /rroline-5-carboxylate r 312
PR Sway_CG_2_GENE_94 potassium uptake protein NO DATA
AW 5way CG_2_GENE_95 c hypo NO DATA
B4R 5Sway_CG_2_GENE_96 tubulin-like, FisZ 43.6
131 97.96 BWe\Asevel= N =V cell division protein, FisA 41.4
P PR Sway_CG_2_GENE_98 hypo unique NO DATA
[T kTS Sway_CG_2_GENE_99 D-ala D-ala ligase 53.1
1 97.04 BWCVACEAE =N =R pyruvoylgl i 9.2
[ LKA 5Sway_CG_2_GENE_101 y y 6.9
9 92.72 peVAe e el=N =R 7ANmine-N-acetylmuramyl-(penta... 13.5
CLR74 Sway CG_2 GENE_103 cell division protein FisW NO DATA
20 92.6] pelAeeAE =N =R 2N moylalanine-D-glutamate ligase 13.3
BWeAeeva el NSRS amoyl-pentapeptide transferase NO DATA
35 91.72 B AeE A =N ZRIIN >imelate-D-alanyl-D-alanyl ligase NO DATA
70 94.11 EeiAeeiva el =N =RI7AN anyl-D-glutamate-2,6-diamino... 18.7
(LRl Sway CG_2_GENE_108 cell division protein Ftsl 4
Sway_CG_2_GENE_109 hypo unique NO DATA

93.81 EWeIAe e AE SNSRI denosyl-methyltransferase MraW NO DATA

EAUER) Sway_CG_2 GENE_111 c hypo 73
Sway_CG_2_GENE_111a NO DATA
CIRCIARNE 5way CG_2_GENE_113 hypo unique 24.4

4 Sway_CG_2_GENE_114
Sway_CG_2_GENE_115
Sway_CG_2_GENE_116

ZAK) S5way CG_2_GENE_117

93.5
46.9
69.7
succinate dehydrogenase 48.4

proxiredoxin - antioxidant protein
succinyl-coA synthetase

succinyl-coA synthetase

22 97.81 WA e A= =R drogenase/acetyl-CoA synthase 7.9
(7] 5way CG_2 GENE_119 ¢ hypo NO DATA
pA iGN Sway_CG_2_GENE_120 citrate synthase 63.2
42 Sway_CG_2_GENE_121 aconitase 76.6
LN Sway_CG_2_GENE_122 hypo unique NO DATA

76.8
66.8
transposase 35.6

5way_CG_2_GENE_123
5way_CG_2 GENE_124
Sway_CG_2_GENE_125
Sway_CG_2_GENE_126

Sway_CG_2_GENE_127

Sway_CG_2 _GENE_128
LWLy 5way CG_7_GENE_1
VAR 5way CG_7_GENE_2
96.26 BiWeAecavae]= =]

:inyl co-A ligase, AbMem protein
succinyl-coA ligase

succinyl-coA synthase 75.6
integrase (partial) NO DATA

NO DATA

NO DATA

NO DATA
NO DATA

transposase
hypo unique
x protein/ GGDEF domain protein
cytoplasmic phosphatase

IREL WA Sway_CG_7_GENE_4 | DNA binding response regulator 12.6
R YA Sway_CG_7_GENE_S UDP-glucose 4-epimerase 64.6
PREXY Sway_CG_7_GENE_6 hypo unique NO DATA
AR Sway_CG_7_GENE_7 dehydi 58.9
ERRZXAN 5way_CG_7_GENE_8 8.1
R LK) 5Sway_CG_7_GENE_9 14.1
NO GENE
Sway_CG_7_GENE_10 2 adenylate/guanylate cyclase 1.5
PARCRWIY 5way CG_7_GENE_11 nucleotide sugar epimerase 8.2
PERRRIY Y 5way CG_7_GENE_12 UDP-galactopyranose mutase 47.1
1 95.10 BWelAe e SNSRI --specific DNA methyltransferase NO DATA
CERYA 5way_CG_7_GENE_14 hypo unique NO DATA
CEAKY sway _CG_7_GENE_15 x protein/ GGDEF domain protein NO DATA
LZWed 5way CG_7_GENE_16 e mechanosensitive ion channel NO DATA

PARAWAD 5\way CG_7_GENE_17
CRWAY 5way_CG_7_GENE_18

transcriptional regulator NO DATA
mercuric iron reductase, MerA NO DATA
NO DATA

5way_CG_7_GENE_18

o o o o o

0

0
1

4

0

1.05
1.25
1.60
4.23
1.00
2.41
2.42

1.00

2.04
1.00
1.80
20.00

1.1
1.30
20.00
1.68
1.50
3.16
2.52

3.61

20.00
3.44
2.38

20.00
1.1

1.23
1.03
1.13
1.05
1.34
4.89

1.02
117

117

2.83
1.13

1.19
1.58
1.21

2.80
1.93
1.30
20.00



292 (LL.NA k] el 3\ Byl Hypothetical NO DATA -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
[1]:7. N4 %3 el | ¥A M ATPases involved in chromosome partitioning 23 8
{1]:7. N4 %3 el | WXl Sugar transferases involved in lipopolysaccharide | NO DATA -

UBA_7931_GENE_281 [ 2341 protein i d in poly: ide ex 593 22
UBA_7931_GENE_282 [ZWelejistsjilelel] NO DATA -
[1]:7.5A %3 el \| WLk Predicted xylanase/chitin deacetylase NO DATA -

(7.4 % el | 3L 2 glycosyltransferase [Vibrio fischeri ES114]gi| 59482 8.9
UBA_7931_GENE_285
UBA_7931_GENE_286
UBA_7931_GENE_287
UBA_7931_GENE_288

Glycosyltransferase 7.6
Glycosyltransferase 7.4

w o N

Glycosyltransferase 26.7
O-antigen polymerase [Geobacter metallireduce NO DATA -

UBA_7931_GENE_289 [ZWelelislsjilelel] NO DATA -
(1.7 54 % el |2l Glycosyltransferases involved in cell wall biogenes NO DATA -
311 UL %) el W22l Predicted glycosyltransferases NO DATA -

U:7. 54 %3 el |27 Signal fransduction histidine kinase 4 -
[I]:7.9 A% <l |2k UDP-glucose pyrophosphorylase 64.8 5
(I]:7.9A%3 el |22 hypothetical protein RPEDRAFT_0901 [Rhodopseuc NO DATA -
(I]:7.9A %3 lcl- |2l hypothetical protein Gmet_1503 [Geobacter metc NO DATA -
UBA_7931_GENE_296 LY lat CheY-like receiver 23.6

UBA_7931_GENE_298 LI-IauS (L] 18.9 10

[1]:.7.9A% 3 el | 3208 Predicted glycosyliransferases NO DATA -
(VLYW A kx) lelS [Vl Glycosyltransferases involved in cell wall biogenes NO DATA -
(L7 Nva k) el |kl Hypothetical NO DATA -
[1]:7- N A%3 el |37l Transposase and inactivated derivatives NO DATA -
U7 NrA k) el i<l Transposase and inactivated derivatives NO DATA -
UBA_7931_GENE_305 LIJIL ] 16.9 -

UBA_7931_GENE_306
UBA_7931_GENE_307

Glycosyltransferases involved in cell wall biogenes NO DATA -
NO DATA -
NO GENE -
UBA_7931_GENE_308 NO DATA -
[1]:7. N4 %3 el | 3Bl ABC-type multidrug transport system, ATPase and 10.3 6

Glycosyltransferase

Hypothetical

U]:7- WA %3 el B [l SAM-dependent methyltransferases NO DATA -
UBA_7931_GENE_311 LWL (]] 81.5 386
331 ULLSAK] el B Pl Hypothetical NO DATA -
UBA_7931_GENE_313 [g\Velelistsjitelel] NO DATA -
UBA_7931_GENE_314 [Z\Velejistsiitelel] NO DATA -

UBA _7931_GENE 315 P
UBA_7931_GENE 316

a CheY-like receiv: 32.4 7

Signal transduction histidine kinase 9 -

[1]:7. N4 %3 el | B VAl Enoyl-CoA hydratase/carnithine racemase NO DATA -
[I1.7.W 2 %) lcl- (| I E- B FOG: GGDEF domain 122 1
UBA_7931_GENE_319 [glslelistEliletel] NO DATA -
.7 W4 k) lcl- | V1l 7n-dependent alcohol dehyd 965 117

UBA_7931_GENE_321
UBA_7931_GENE_322

Uncharacterized protein, probably involved in tret
Glycosidases . 46

UBA_7931_GENE_323
UBA_7931_GENE_324
UBA_7931_GENE_325

NO DATA -
NO DATA -
NO DATA -
NO GENE -
Response regulator containing a CheY-like receive NO DATA -

Hypothetical
Hypothetical
Hypothetical

UBA_7931_GENE_326

UBA_7931_GENE_327 LWeleaiglsjilelel] NO DATA -
1.7 W4 %) el | 3 V2 B FOG: GGDEF domain 42.1 21
[V1Y-NvA %) el | k[l Fatty acid desaturase family [Rhodopseudomona: NO DATA -

UBA_7931_GENE_331
UBA_7931_GENE_332

Glycosidases 22.4 2
Glycosidases 31.1 3

UBA_7931_GENE_333
UBA_7931_GENE_334
UBA_7931_GENE_335
UBA_7931_GENE_336
UBA_7931_GENE_337

Maltooli | frehal ynth 1.9 4
1,4-alpha-glucan branching enzyme 29.2 15
Glutamate decarboxylase and related PLP-depen 42.5 32
NO DATA -

Predicted signal fransduction protein containing ¢ NO DATA -

[L.7-NrA k) el | k]l FOG: TPR repeat, SEL1 subfamily 57.6 52
[1]:7. WA X3 el Bk A 77 Permeases of the major facilitator superfamily  NO DATA -

[I1.7-Nv4 k) el \| 2Vl dTDP-4-dehydrort 35 and rele 33.9 7
[1]:7.NvA%3 ]2 \| 37l dTDP-glucose pyrophosphorylase 48.8 7
[1]:7. N A% el \| 37V dTDP-D-glucose 4,6-dehydratase 23.5 6

Phosphohistidine phosphatase SixA

Sway_CG_7_GENE_19
Sway_CG_7_GENE_20
Sway_CG_7_GENE_21
Sway_CG_7_GENE_21a
Sway_CG_7_GENE_23
5way_CG_7_GENE_24
5way_CG_7_GENE_25

/YA 5way_CG_7_GENE_26

5way_CG_7_GENE_27
Sway_CG_7_GENE_28
Sway_CG_7_GENE_29
Sway_CG_7_GENE_30
5way_CG_7_GENE_31
Sway_CG_7_GENE_32
Sway_CG_7_GENE_33
Sway_CG_7_GENE_34
Sway_CG_7_GENE_35
Sway_CG_7_GENE_36
Sway_CG_7_GENE_37
Sway_CG_7_GENE_38
Sway_CG_7_GENE_39
Sway_CG_7_GENE_41
Sway_CG_7_GENE_42
Sway_CG_7_GENE_43
Sway_CG_7_GENE_44
Sway_CG_7_GENE_45
Sway_CG_7_GENE_46
Sway_CG_7_GENE_47

Sway_CG_7_GENE_48
Sway_CG_7_GENE_49
Sway_CG_7_GENE_50
Sway_CG_7_GENE_51
Sway_CG_7_GENE_52
Sway_CG_7_GENE_53
Sway_CG_7_GENE_54
Sway_CG_7_GENE_56
Sway_CG_7_GENE_57
5way_CG_7_GENE_58
5way_CG_7_GENE_59
Sway_CG_7_GENE_é1
5way_CG_7_GENE_62
5way_CG_206_GENE_1
Sway_CG_206_GENE_2
Sway_CG_206_GENE_3
Sway_CG_206_GENE_4
Sway_CG_206_GENE_5
Sway_CG_206_GENE_6
Sway_CG_206_GENE_7
Sway_CG_206_GENE_8

Sway_CG_213_GENE_1
Sway_CG_213_GENE_3
Sway_CG_213_GENE_4
Sway_CG_213_GENE_5
Sway_CG_213_GENE_é
Sway_CG_213_GENE_7
Sway_CG_213_GENE_8
Sway_CG_86_GENE_1
Sway_CG_86_GENE_2
5way_CG_86_GENE_3
Sway_CG_86_GENE_4
5way_CG_86_GENE_5
5way_CG_86_GENE_6
Sway_CG_86_GENE_7
Sway_CG_86_GENE_8
Sway_CG_86_GENE_9
5way_CG_86_GENE_10
Sway_CG_86_GENE_11

hypo unique NO DATA
RNA polymerase sigma factor NO DATA
c hypo NO DATA
NO DATA
hypo unique NO DATA
c hypo NO DATA
c hypo NO DATA
ATPase 15
sugar transferase NO DATA
polysaccharide transport 49.5
MmcA-like NO DATA
polysaccharide deacetylase NO DATA
glycosyltransferase NO DATA
glycosyltransferase NO DATA
glycosyltransferase NO DATA
glycosyltransferase 8
ted polysaccharide polymerase NO DATA
hypo unique NO DATA
glycosyltransferase NO DATA
rhamnosyl fransferase NO DATA
sensor histidine kinase NO DATA
idyly 51.8
c hypo NO DATA
c hypo NO DATA
| DNA binding response regulator 5.7

c hypo 3.4

c hypo NO DATA
glycosyltransferase NO DATA
NO GENE
NO GENE
NO GENE
sugar fransferase NO DATA
glycosyltransferase NO DATA
glycosyltransferase NO DATA
\M-dependent methyltransferase NO DATA
chitinase NO DATA
_ transporter, ATP binding protein NO DATA
c hypo NO DATA

22 343
(faint similarity to glucoamylase 1) NO DATA
c hypo NO DATA
hypo unique NO DATA

t lator 14.1

o

ynal transduction histidine kinase 5.5
tor of pathogenicity factors, RpfF NO DATA
=nsory box/GGDEF family protein 3.4
hypo unique NO DATA
alcohol dehydrogenase 66.9
glycosidase 9.2
glycosidase 27.3
hypo unique NO DATA
hypo unique NO DATA
NO GENE
NO GENE
hypo unique NO DATA
> component response regulator NO DATA
hypo unique NO DATA
2nsory box/GGDEF family protein 13
fatty acid desaturase NO DATA
trehalose synthase 16.6
trehalose synthase 22.7
hypo unique NO DATA
maltoligosylirehalose synthase 8.8
alpha amylase 11.1
tamate decarboxylase isozyme | 13.3
phosphohistidine phosphatase NO DATA -
DEF domain/EAL domain protein NO DATA -
c hypo 26.6
facilitator superfamily fransporter NO DATA -
iehydrorhamnose 3,5-epimerase 5.5
1-phosphate thymidyliransferase 27.8
dTDP-glucose 4,6-dehydratase 11.8

olo o o o o o — o o — [Se o o o o

o o o

1.53

1.20

20.00
20.00
20.00

3.34

1.25

414
5.56

20.00

238

2.30

3.59

1.44
5.65
1.44

3.24

1.35
1.37

1.35
2.63
3.20

217

6.16

1.76
1.99



UBA_7931_GENE_343
UBA_7931_GENE_344

UBA_7931_GENE_345

UBA_7931_GENE_346
UBA_7931_GENE_347
UBA_7931_GENE_348
UBA_7931_GENE_349
UBA_7931_GENE_350

UBA_7931_GENE_351
UBA_7931_GENE_352
UBA _7931_GENE_353
UBA_7931_GENE_354
UBA_7931_GENE_355
UBA_7931_GENE_356

UBA_7931_GENE_357

UBA_7931_GENE_358
UBA_7931_GENE_359
UBA_7931_GENE_360
UBA_7931_GENE_362
UBA_7931_GENE_362d|
UBA_7931_GENE_363
UBA_7931_GENE_364
UBA_7931_GENE_365
UBA_7931_GENE_366
UBA_7931_GENE_367
UBA_7931_GENE_368
UBA_7931_GENE_370
UBA_7931_GENE_371
UBA_7931_GENE_372
UBA_7931_GENE_373
UBA_7931_GENE_374
UBA_7931_GENE_375
UBA_7931_GENE_377
UBA_7931_GENE_378
UBA_7931_GENE_379
UBA_7931_GENE_380
UBA_7931_GENE_381
UBA_7931_GENE_382
UBA_7931_GENE_382q
UBA_7931_GENE_383
UBA_7931_GENE_384
UBA _7931_GENE_385
UBA _7931_GENE_385q
UBA _7931_GENE_386
UBA_7931_GENE_387
UBA_7931_GENE_389
UBA_7931_GENE_390
UBA_7931_GENE_391
UBA_7931_GENE_392
UBA_7931_GENE_393
UBA_7931_GENE_394
UBA_7931_GENE_395
UBA_7931_GENE_396
UBA_7931_GENE_397
UBA_7931_GENE_398
UBA_7931_GENE_399
UBA_7931_GENE_400
UBA_7931_GENE_401
UBA_7931_GENE_402
UBA_7931_GENE_404
UBA_7931_GENE_405
UBA_7931_GENE_406
UBA_7931_GENE_407
UBA_7931_GENE_408

UBA_7931_GENE_409
UBA_7931_GENE_410
UBA_7931_GENE_411

3-isopropylmalate dehydratase large subunit 68.8
3-isopropylmalate dehydratase small subunit 72.1
Predicted permease NO DATA -
TRNA Lys TTT 400895..400970 (+) -
Hypothetical 53.5
Hypothetical 56.6
conserved hypothetical protein [Nitrosospira multiit NO DATA -
Hypothetical NO DATA -
Predicted signal protein ining a 6.1
Peptide methi reduct 45.4
hypothetical protein SfumDRAFT_0193 [Syntrophob 72.3
Hypothetical NO DATA -
Hypothetical 19.3
Glutaredoxin and related p [Thermr | 422
Hypothetical NO DATA -
TRNA Arg TCT 412236..412312 (+) -
TRNA Leu CAG 412446..412531 (+) -
Predicted leoside-diph gar epi 76.3
Cysteine sulfinate desulfi ysteil 47.7
1 [LLfe161peptospirillum ferrooxidans] 80.7
Fe-S oxidoreductase 12.6
Predicted CoA-binding protein 65.5
NO DATA -
Peroxiredoxin 44.5
butyrate dehydi and related 75.9
Hypothetical 65.7
Hypothetical NO DATA -
(e} itive K+ ch. | histidine kinase 5
Hypothetical 28
Hypothetical NO DATA -
Hypothetical NO DATA -
Hypothetical NO DATA -
High-affinity K+ transport system, ATPase chain B 11.8
K+-transporting ATPase, A chain NO DATA -
K+-transporting ATPase, ¢ chain NO DATA -
Lfe107p1 [Leptospirillum ferrooxidans] 228
Amino acid transporters 16.4
Signal transduction histidine kinase 53
Resp I a CheY-like receiv: 44.1
ADP-h :LPS h { f 7.8
Hypothetical NO DATA -
NO DATA -
[Lept m ferr i162195094 |ref| YP_2 447
DNA repair photolyase 12.8
Uncharacterized NAD(FAD)-dependent dehydrog: 328
NO DATA -
Cytochrome bd-type quinol oxidase, subunit 2 NO DATA -
Cytochrome bd-type quinol oxidase, subunit 1 NO DATA -
T | lat GAF, AAA-typ 57
Hypothetical 46.6
Transposase and inactivated derivatives NO DATA -
Transposase and inactivated derivatives NO DATA -
Hypothetical 6.3
Hypothetical NO DATA -
Superfamily | DNA and RNA helicases and helicase 3.2
Transposase and inactivated derivatives NO DATA -
Transposase and inactivated derivatives 37 -

Superfamily | DNA and RNA helicases and helicase NO DATA -

Transposase and inactivated derivatives NO DATA -
Transposase and inactivated derivatives NO DATA -
Transposase and inactivated derivatives NO DATA -
Transposase and inactivated derivatives NO DATA -
Transposase 1S3/1S911 [Moorella thermoacetica AT NO DATA -
Integrase NO DATA -
shufflon-specific recombinase [Xanthomonas canr NO DATA -
Hypothetical NO DATA -
Integrase NO DATA -
NO GENE -
NO GENE -
Hypothetical NO DATA -
Hypothetical 81.2
Hypothetical NO DATA -

[y rA%K) Sway_CG_86_GENE_12 aconitase
20 97.12 ey Mol Nel= N EM isopropy dehydr
CrveY sway CG_86_GENE_14 permease
Sway_CG_86_GENE_16 hypo unique
Sway_CG_86_GENE_17 hypo unique
Sway_CG_86_GENE_18 c hypo
Sway_CG_86_GENE_19 hypo unique

Bl Aeelvzylel= |3 DEF domain/EAL domain protein

20 L elAelelv yael= NIl > methionine sulfoxide reductase
51 Sway_CG_287_GENE_4 hypo unique
Sway_CG_287_GENE_5 protoporphyrinogen oxidase

6 Sway_CG_287_GENE_6 hypo unique
0 5way_CG_287_GENE_7 8 i )
Sway_CG_287_GENE_8 chloride channel protein

KIARNKWLEA Sway_CG_41_GENE_36 NADH dehydrogenase
prARCVAK) Sway_CG_41_GENE_35 cysteine desulfhydrase
IEPL Y Sway CG_41_GENE_34 c hypo

2 92.86 peASER AN El=N SN rol-3-phosphate dehydrogenase
FREWYY 5way CG_41_GENE 31 [BY /acyl-CoA sy
- BWelAeeR l lEl=N K endent peroxidase, tyrA protein

KRR VYA 5way CG_41_GENE_29 igl y protein/p d
66 91.53 peAEER M€=\ =W ta-hydroxyacid dehydrogenase
102 93.53 BWeAeleR el N vy hypo unique
PLx:) Sway CG_41_GENE_26 hypo unique

1 9541 BWeAeeR NN SEM e D chain/sensor histidine kinase

FIRCEWAA Sway CG_41_GENE_24 hypo unique
Sway_CG_41_GENE_22 hypo unique
Sway_CG_41_GENE_21 hypo unique

PAR] Sway CG_41_GENE_20 hypo unique

PARCTRTY 5way_CG_41_GENE_19
SL¥RY Sway_CG_41_GENE_18
Sway_CG_41_GENE_17
3 Sway_CG_41_GENE_16
7 Sway_CG_41_GENE_15
1 Sway_CG_41_GENE_14
Sway_CG_41_GENE_13
1 Sway_CG_41_GENE_12
Sway_CG_41_GENE_11
Sway_CG_41_GENE_10
0 5way_CG_41_GENE_9
2 5way_CG_41_GENE_8
1 Sway_CG_41_GENE_7
5way_CG_41_GENE_6
Sway_CG_41_GENE_5
Sway_CG_41_GENE_4
LN Sway CG_41_GENE_2
PZAVA 5way_CG_41_GENE_1

K+-transporting ATPase B chain
K+-transporting ATPase A chain
K+-transporting ATPase C chain
hypo

ic amino acid transporter (cat-1)
sensor histidine kinase
>-component response regulator
-heptose-LPS heptosyltransferase
multidrug efflux permease
hypo unique

hypo unique
transporter/DNA photolyase
sulfide:quinone reductase
hypo unique

lome bd quinol oxidase, subunit Il
rome bd quinol oxidase, subunit |
chemotaxis protein CheY
hypo unique

Sway_CG_798_GENE_7 c hypo

Sway_CG_798_GENE_6 integrase, P4-like, partial
Sway_CG_798_GENE_5 c hypo
Sway_CG_798_GENE_4 c hypo

5way_CG_798_GENE_3

hypo unique

45.6
61.5
NO DATA

NO DATA
219

NO DATA
NO DATA
NO DATA
NO DATA
15.5

NO DATA
8.2

41.9

NO DATA

29.2

27.9

52.8

NO DATA
19.6

NO DATA
37.7

228

40.1

NO DATA
3.6

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
15.1

1.3

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
44.7

NO DATA
32.8

NO DATA
NO DATA
NO DATA
11
18.1
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA
81.2

NO DATA

0 1.51
o 117
20.00
5 258
20.00
20.00
0 4.66
0 235
0 101

2.61

o 171
0 1.53
20.00

0 334
0 1.8
0 333
0 1.64
0 139
20.00
20.00

0 151
0 145
20.00
20.00
20.00

0 1.00
20.00

0 1.00
2 052
0 257
35.00
35.00

0 1.00



UBA_7931_GENE_411 [zl¥%slejigtstiletel] NO DATA - CRWIA 5Sway CG_798_GENE_2 hypo unique

NO GENE - Sway_CG_706_GENE_5 integrase P4
NO GENE - Sway_CG_706_GENE_4 hypo unique
[V]:7- A% el | S P Hypothetical NO DATA - Sway_CG_51_GENE_2 ¢ hypo

[V]:7- WA %3 el | WKW Uncharacterized protein conserved in bacteria NO DATA - Sway_CG_706_GENE_2 DNA primase
441 ULYNwAKI e WAV N Hypothetical Membrane Spanning Protein [Brucell NO DATA - Sway_CG_706_GENE_1 ¢ hypo
[V]:7. N4 %3 el Al Transposase and inactivated derivatives NO DATA -
UBA_7931_GENE_416 [g\elelists}itelel] NO DATA -
{1]:7. A% el A VAl conserved hypothetical membrane spanning prot NO DATA -
[1]:7. N A% el A Transposase and inactivated derivatives NO DATA -
UBA_7931_GENE_419 [g\Veleliats}ilelel] NO DATA -
UBA_7931_GENE_420 [F\Veleolists}iletel] NO DATA -
UBA_7931_GENE_421 NO DATA -
UBA_7931_GENE_421d| NO DATA - Sway_CG_27_GENE_45

UBA_7931_GENE_422q| NO DATA - Sway_CG_27_GENE_45a

[V:7. S A%3 el | Y7 Hypothetical NO DATA - Sway_CG_27_GENE_46 hypo unique
[I].7. 94 %3 el | VXl Predicted helicase 34.6 - Sway_CG_27_GENE_47 methyltransferase/helicase
[U]:7. N4 %3 el | V2 Predicted helicase 26.1 - Sway_CG_27_GENE_47 methyliransferase/helicase
UBA_7931_GENE_424q NO DATA - 5way_CG_27_GENE_48 hypo
UBA_7931_GENE_425q| NO DATA - Sway_CG_27_GENE_49 c hypo
[V:7. S A% 3 el | V1 Hypothetical NO DATA - Sway_CG_27_GENE_50 hypo unique
U754 %3 el | Y@l Hypothetical 77.8 Sway_CG_27_GENE_51 hypo unique
[V:7. N4 %3 el V2l Hypothetical NO DATA - Llpek) Sway_CG_27_GENE_52 hypo unique

L7 WA k) el |-Vl Transposase and inactivated derivatives, 1S5 family NO DATA -
(7.5 % el | &l Transposase and inactivated derivatives, 1S5 famil' 10.6 -

461 ULLSAKI el KT Predicted ATPase NO DATA - EZRSY S5way_CG_539_GENE_2 c hypo
UBA_7931_GENE_431 [gClellafSlolNiZel:] NO DATA - PERKY S5way_CG_539_GENE_3 DNA primase
UBA_7931_GENE 432 [zlVsle]igttiletel| NO DATA - L) 5Sway CG_539_GENE_4 hypo unique
[V:7. 54X el | XKW Hypothetical NO DATA -
[U1:7-WrA k) el \| K2 B Transposase and inactivated derivatives 73.3 -
[V:7.NvA% ) el Xl Hypothetical NO DATA -

NO GENE - Sway_CG_539_GENE_6 hypo unique
[V]:7- WA %3 el | KT Hypothetical NO DATA - CER0) 5Sway CG_539_GENE_7 hypo unique
[V]:7- WA %3 el | -yl Hypothetical NO DATA - Crayl 5Sway_CG_539_GENE_8 hypo unique

470 TRNA Met CAT 489424..489499 (-) =

471 ULLSAK]) el 3\ XM Hypothetical NO DATA -
UBA_7931_GENE_439 [zlsleligtsYiletel] NO DATA - UL sway _CG_539_GENE_9 hypo unique

NO GENE - Sway_CG_303_GENE_10 transposase

TRNA Met CAT 491019..491094 (-) -

NO GENE - Sway_CG_303_GENE_9 hypo unique
{1]:7. A% el 2Ll 77 Permeases of the major facilitator superfamily  NO DATA - Sway_CG_303_GENE_7 drug resistance fransporter
UU:Y-NA %] el | %l Fe-S oxidoreductase 30.1 Sway_CG_303_GENE_6 Fe-S oxidoreductase
[V:7. N4 %3 el 2Vl Hypothetical NO DATA - Sway_CG_303_GENE_5 hypo unique
[1]:7. N4 %3 el | %k Hypothetical 36.4 Sway_CG_303_GENE_4 transcriptional regulator
(7. N A X el ATP sulfurylase (sulfate adenylyltransferase) 47.3 Sway_CG_303_GENE_3 sulfate adenylyl transferase

481 ULT-NvA X el | YLl Ferredoxin NO DATA - L AeleRciiclel= NS =nylylsulfate reductase, subunit B
UBA_7931_GENE_446 29.4 Sway_CG_303_GENE_1 adenylylsulfate reductase A

Sway_CG_234_GENE_I DNA binding protein
BWelAeeavRr e = \[=Blnthesis protein/methyliransferase
Sway_CG_234_GENE_3 ¢ hypo
L eAleelv kel =NS 8 ~tolactate synthase small subunit
Sway_CG_234_GENE_5 acetolactate synth, large s/unit
Sway_CG_234_GENE_6 hypo unique
Sway_CG_234 _GENE_7 fransposase (single)
EeAeevX Y NeE SN IS romophore precursor synthetase
Sway_CG_234_GENE_9 transposase
Probably inserts as strain variant, above

- short hits only, e.g., 6 kb o
NO GENE - Sway_CG_443_GENE_11 transposase
NO GENE - Sway_CG_443_GENE_10 hypo unique
NO GENE - Sway_CG_443_GENE_9 transposase
NO GENE - Sway_CG_443_GENE_8 transposase
NO GENE - Sway_CG_443_GENE_7 hypo unique
NO GENE - Sway_CG_443_GENE_é hypo unique
NO GENE - Sway_CG_443_GENE_5 hypo unique
NO GENE - Sway_CG_443_GENE_4 hypo unique
NO GENE - Sway_CG_443_GENE_3 integrase Rci fragment
NO GENE - Sway_CG_443_GENE_2 fransposition helper protein, IstB
NO GENE - Sway_CG_443_GENE_1 transposase

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA
35.1

35.1

NO DATA
NO DATA
NO DATA
91.7

18.5

NO GENE
NO GENE
NO DATA
NO DATA
NO DATA
NO GENE
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA

NO GENE
NO DATA
NO DATA

NO DATA
NO DATA
25.4
NO DATA
36.4
55.2
NO DATA
42

NO DATA
NO DATA
NO DATA
NO DATA
12.4

NO DATA
NO DATA
NO DATA
NO DATA

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA

N o

0.85
0.06

1.19

1.00
0.86

0.03



- 443-1/0=tRNA Met -

8524

UBA_8524_GENE_1 Restriction endonuclease NO DATA - NO GENE - -
UBA_8524_GENE_2 putative adhesin precursor [Cupriavidus necator]¢ NO DATA - NO GENE - -
UBA_8524 GENE_3 Hypothetical NO DATA - NO GENE - -
UBA_8524 GENE_4 Response regulator containing a CheY-like receive NO DATA - NO GENE - -
UBA_8524_GENE_5 Predicted signal transduction protein 59.7 136 NO GENE - 35.00
UBA_8524_GENE_é Transposase and inactivated derivatives, 1S5 famil' 38.5 - NO GENE - -
UBA_8524_GENE_7 Transposase and inactivated derivatives, 1S5 famil' 9.6 - NO GENE - -
UBA_8524_GENE_8 Predicted nuclease (RecB family) no significant m 27 1 NO GENE - 35.00
UBA_8524_GENE_9 Hypothetical no sign matchin CG NO DATA - NO GENE - -
[V]:7. %Ly 2 el M VIl Hypothetical NO DATA - Sway_CG_684_GENE_]1 hypo unique NO DATA - -
[V]:7.%%: Y2 el SR NIl Hypothetical NO DATA - Sway_CG_684_GENE_2 c hypo NO DATA - -
NO GENE - Sway_CG_684_GENE_3 c hypo 22.7 4 003
NO GENE - Sway_CG_684_GENE_4 c hypo NO DATA - -
NO GENE - Sway_CG_684_GENE_5 c hypo NO DATA - -
NO GENE - Sway_CG_684_GENE_6 c hypo 48.3 25 0.03
UBA_8524 GENE 12 [giVelelislcyiletel} NO DATA - NO GENE - -
[1L79:LyZ 8l | Rl Hy pothetical no matchin CG NO DATA - NO GENE - -
UBA_8524 GENE_14 [iVelelisleyiletel} NO DATA - NO GENE - -
[1L.7.\:1yZ el (Ml Hypothetical | NO DATA - NO GENE - -
[1].7.9: 12 <l | I -l Restriction endonuclease no sig match in CG NO DATA - NO GENE - -
[1]:7.98: 1723l || 3 VAl Restriction endonuclease no sig match in CG NO DATA - NO GENE - -
(L7 W1y Z el [N E: Il Hypothetical no matchin CG NO DATA - NO GENE - -
(L7 W1y Z el M Pl Hypothetical no sig. match in CG NO DATA - NO GENE - -
[1L.7.W:1y2Z el | [l Hypothetical no sig matchin CG NO DATA - NO GENE - -
[V]:7.9%: 1.2 el | 32 Bl Hypothetical NO DATA - NO GENE - -
[V].7.W:EyZ el | 7l Type |l secretory pathway, component PulF NO DATA - NO GENE - -
[IL.Y.N:1y2 Wl |2 Bl Type |l secretory pathway, ATPase PUIE/Tfp pilus as NO DATA - NO GENE - -
[V]:7.9%: 1.2 el | 3 Hypothetical NO DATA - NO GENE - -
UBA_8524 GENE_26 [ZWVsleligtsiitelel] NO DATA - NO GENE - -
UIL.Y.N:LyZ el | Y Al type |V pilus biogenesis protein PilN, putative [Burk NO DATA - NO GENE - -
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UBA_8524 GENE_28 [ZWVelejigtsiitelel] NO DATA - NO GENE - -
NO GENE - Sway_CG_958_GENE_1 NO DATA - -
{1]:7. %2 Wl | 322 hypothetical protein Noc_0623 [Nitrosococcus oct NO DATA - olele)l sSway_CG_958_GENE_2 NO DATA - -

[I1.7-N: 12 el |l Hy pothetical NO DATA - Sway_CG_958_GENE_3 NO DATA - -
{1]:7.5:LyZ el B Ml Tfo pilus assembly protein, pilus retraction ATPase  NO DATA - Sway_CG_958_GENE_4 NO DATA - -
[11.7.N: 12 el | 7 Il Hypothetical NO DATA - NO GENE - -
[11.7-N: 12 el | Il Hy pothetical NO DATA - NO GENE - -
(1]:7.5:yZ el | 37 B hypothetical protein MaquDRAFT_3643 [Marinoba NO DATA - Sway_CG_569_GENE_4 NO DATA - -
[11.7.N:Ly2 el | I Hypothetical NO DATA - NO GENE - -
{11.7.N8: 172 (el | T3l FOG: EAL domain NO DATA - Sway_CG_569_GENE_3 NO DATA - -
{1]:7.58:yZ el | Byl conserved hypothetical protein [Marinobacter ag NO DATA - NO GENE - -
{17,582 el | 313l conserved hypothetical protein [Marinobacter ag NO DATA - NO GENE - -
UBA_8524 GENE_39 [gVeleliatsjilelel]] NO DATA - NO GENE - -
{1]:7.5: 1y 2 el | VIl conserved hypothetical protein [Marinobacter ag NO DATA - NO GENE - -
UBA_8524 GENE_41 [WVeleliatsjilelel] NO DATA - NO GENE - -
{1].7.5:1yZ el | VIl Phage integrase [Burkholderia vietnamiensis G4]gi NO DATA - NO GENE - -
UBA_8524 GENE_43 [Weleliglsjilelel]] NO DATA - NO GENE - -
{1]:7.9%: 12 el |7 B hypothetical protein Mbar_A1563 [Methanosarcin NO DATA - NO GENE - -
[1]:7.5%:1.yZ el | LIl Phage integrase (or fragment) NO DATA - NO GENE - -
[1]:7.58:1.yZ el | "9l Phage integrase (or fragment) NO DATA - NO GENE - -
(117582 el | YAl Reverse gyrase NO DATA - NO GENE - -
[1].7.9:1.yZ el || 3l Phage integrase (or fragment) NO DATA - Sway_CG_569_GENE_2 53.2 15 0.06
NO GENE - Sway_CG_569_GENE_1 NO DATA - -
NO DATA - NO GENE - -

IS

[1].7.9%: 1.2 el || VAl Phage integrase (or fragment)
(1]:7.9%: 1.2 el | -Vl IcO protein (secretion) [Coxiella burnetii RSA 492 NO DATA - NO GENE - -
(1.7 W:1yZ el - Bl Phage integrase (or fragment) NO DATA - NO GENE - -
[1]:7.9%:1.yZ el || -7l Predicted franscriptional regulator NO DATA - NO GENE - -
{1]:7.\: 77 el 3 | HEE I hypothetical protein MburDRAFT_1148 [Methanoc NO DATA - NO GENE - -
UBA_8524_GENE_54 |[laiCle](ely<] NO DATA - NO GENE - -
UBA_8524 GENE_55 [laiCle](ely<] NO DATA - NO GENE - -
(.71 el - Hy pothetical NO DATA - NO GENE - -
UBA_8524 GENE_57 [g\sleligtsiitelel] NO DATA - NO GENE - -
{117\ 1yZ el | Il hypothetical protein Haso02002010 [Haemophilus NO DATA - NO GENE - -
UBA_8524 GENE_59 [gNsleliglsiitetel] NO DATA - NO GENE - -
UBA_8524 GENE_60 [z\slejigtsiitelel] NO DATA - NO GENE - -
UBA_8524 GENE_61 [FWslejistciitelel] NO DATA - Sway_CG_1068_GENE_3 NO DATA - -
UBA_8524 GENE_62 [zWelejistsiitelel] NO DATA - Sway_CG_1068_GENE_2 NO DATA - -
UBA_8524 GENE_63 [gNeleligtciitelel] NO DATA - NO GENE - -




UBA_8524 GENE 64 [lVeleligteyilelel] NO DATA -

UBA_8524 GENE_65 [Z\Veleligtsiitelel] NO DATA -
71 RLLS:EyZ el Y3 Hy pothetical NO DATA -
UBA_8524 GENE_67 [g\slejistsiitelel] NO DATA -
[1]:7.%: L7 M]3\ Y- Bl Transposase and inactivated derivatives 32.2 -
[1]:7.5:yZ Wel 2\ -T2 Transposase and inactivated derivatives NO DATA -
[11.7.N: 12 el | v Bl Hypothetical NO DATA -
[11.7.N: 12 el | VA W Hypothetical NO DATA -
[11.7.N:1y2 el | v/l Hypothetical NO DATA -

UBA 8524 GENE 73 NO DATA -
NO GENE -

NO DATA -

Transposase and inactivated derivatives

{1]:7.5:LyZ el | 32 3l conserved hypothetical protein [Pelodictyon lutec

{1:7.5%: L2 el 2 | 3yl Uncharacterized protein conserved in bacteria NO DATA -
[V]:7.N%: Ly 2. el /- Hypothetical NO DATA -
[V:7.N%: Ly 2. el | By /Al Hypothetical NO DATA -

UBA_8524 GENE_78 [LICTe[{-1{ 17.4 -
NO GENE -
NO GENE -
NO GENE -
[1]:7.58: 172 el || 3y Uncharacterized protein conserved in bacteria 18 -
UBA_8524_GENE_80 [l¥/eleligtcyilele] NO DATA -
NO GENE -
91 ULLW:LyZ el [ : Yl Membrane protfeins related to metalloendopeptic NO DATA -
(I]:7.98: 12 el |7 ATPases with chaperone activity, ATP-binding subt 65.3
UBA_8524 GENE_83 [U=IGINC] dent prot with ible chap: 31
U7 EyZ el -7 3l Hypothetical, probably a Tn NO DATA -
U7 EyZ el | - Il Hypothetical, probably a Tn NO DATA -
[1]:7.%: 1.2 el | 3T 9 unknown Bacillus halodurans] Transposase NO DATA -
(LY. LyZ el N .7 Arginyl-tRNA synthetase 56.3
[1]:7. %77 Weld | H:: 3l Quevuine/archaeosine tRNA-ribosyltransferase 21.2
[11:7-N:172. W1 | 3% : LA Preprotein translocase subunit YajC 58.3
U]:7-\:LyZ el 3Bl Preprotein translocase subunit SecD 39.5
[1]:7.\:1¥Z W13 AN Preprotein translocase subunit SecF 27.7
UBA_8524_GENE_91a NO DATA -
(1]:7.\:Ly7 Wel3 | 37 Single-stranded DNA-specific exonuclease 16
UBA_8524 GENE 93 [¢ poly, pyr drolase 26.4
UBA_8524 GENE_95 [g\slejistsiitelel] 36.1
UBA_8524 GENE_96 [gNslelistciitelel] NO DATA -
UBA_8524 GENE_97 [gNslelistsiitelel] 26
1]:7.5: 17 Wl | 302 B similar o Uncharacterized conserved protein [Syni 31.5
[V]:7. 9Ly Z el 2 LA Multidrug resistance efflux pump 67.5
{1]:7.58:LyZ el MO 77 Permeases of the major facilitator superfamily NO DATA -
111 ULEELYZ M SRl Outer membrane protein 53.7
[V:7.5:LyZ el S M 17 Multidrug resistance efflux pump 62.1
[1]:7.5:LyZ W€l | [l unknown [Bacillus halodurans] NO DATA -
[IL.7.N:LyZ el M2 Hypothetical NO DATA -
{1].7.58:LyZ el S MR 77 Permeases of the major facilitator superfamily NO DATA -
[1]:7.5: 2 el M Transcriptional regulator of heat shock gene NO DATA -
[1].7.5:LyZ 3elS MY Molecular chaperone GrpE (heat shock protein) 89.4
[1]:7.58:yZ el [l Molecular chaperone 83.6
[I[7.N:LyZ (el | M Dnal-class molecular chap with C-terminal 489
[V:7.5:LyZ el AVl Hypothetical 25.5
UBA_8524_GENE_111 LIVJInTilL]] 6.1
(1.7 W1y Z el [ MRV SAM-dependent ir Yy 56.2
UBA_8524 GENE_113 [.X.! | cobil ide kinase/ yl i i 441
(L7 W1y Z el MR LN NaMN:DMB phosphoribosyltransferase 34.2

L7 W:1yZ el (MRl Cobalamin-5-phosphate synthase CobS [Bradyrhi: NO DATA -

UBA_8524_GENE_116 LVeleaiglsjilelel] NO DATA -
UBA_8524_GENE_117 LVdleailsjilelel] NO DATA -
UBA_8524 GENE_118 LI-Iaqua (L] 18.8
UBA_8524 GENE_119 LlVdeailsileel] NO DATA -
UBA_8524_GENE_120 LWelaiglsilelel] NO DATA -
UUL.7-\:1y2 W12\ M PAl Predicted oxidoreductases (related to aryl-alcohc 87.2
UBA_8524 GENE_122 {4 H-EVX isphosphatase 19
[1]:7.\:¥Z Wel3 | 3 PX W Cobyrinic acid a,c-diamide synthase 13.4
[1]:7.\:LyZ W13 |3 P2 W Precorrin isomerase 50
ULY.N:LyZ Ml 2 SR PLN Isocitrate/isopropylmalate dehydrogenase 78.6
[V]:7.\:LyZ el I PI W Lfe195p 1 [Leptospirillum ferrooxidans] 69.8
137 TRNA Phe GAA 114387..114462 (-) =
138 ULLN:EyZ Ml 2| M PYA Outer b protein/pi ive antigen OMA 43.5
139 ULLW:EyZMel2 N M PL W Hypothetical 70.5
140 (1YY WS\ PLHM UDP-3-O-[3-hydroxymyristoyl] gl N-acy 78

NO GENE

NO GENE
NO DATA
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO DATA

Sway_CG_1068_GENE_1

Sway_CG_1153_GENE_1

Sway_CG_1153_GENE_2 37.3

Sway_CG_527_GENE_7 NO DATA
Sway_CG_527_GENE_6 [eRieNelSNR-TolleNll] hypo unique NO DATA
Sway_CG_527_GENE_5a NO DATA
Sway_CG_527_GENE_4a NO DATA

Sway_CG_527_GENE_4 possiblle integrase 17.4
Sway_CG_527_GENE_3 transposase NO DATA
Sway_CG_527_GENE_2 infegrase fragment, INT 22C NO DATA
Sway_CG_527_GENE_I hypo unique 88.8
IR Sway_CG_6_GENE_66 NO DATA
NO GENE
Sway_CG_6_GENE_65 ATP-dependant Clp protease NO DATA
R 5way_CG_6_GENE_64 NO DATA
e Ae el Nel= NI ialoglycoproteil dopep 65.3
12 95.35 B\WelAoleN- N el =N = arginyl iRNA synthetase 7.5
NO GENE
NO GENE
NO GENE
EEARZRYY Sway_CG_6_GENE_60 tRNA-ribosy 257
IR 5way_CG_6_GENE_59 22 NO DATA
9 Sway_CG_6_GENE_58 protein franslocase, YajC subunit 27.1
69 | 98.09 B e ASEN-NE=N=RYAN - export membrane protein, SecD 26
8 98.75 e IACENNE =N SN export membrane protein, SecF 22.7
Sway_CG_6_GENE_55 hypo unique NO DATA
pACERES Sway CG_6_GENE_54 ssDNA exonuclease 8.4
PN Sway_CG_6_GENE_53 GTP pyrophosphokinase 18.4
Sway_CG_6_GENE_52 rogenase formation protein, FdhE 36.1
CZEA 5Sway_CG_6_GENE_51 hypo unique NO DATA
I EW2E Sway_CG_6_GENE_50 transcriptional regulator NO DATA
BRIl Sway CG_6_GENE_49 ble cytochrome c-554 precursor) 13.5
VR LX) Sway CG_6_GENE_48 nulti-drug resistance efflux pump 40.7
RNl Sway_CG_6_GENE_47 drug resistance fransporter NO DATA
EZIRT R Sway CG_6_GENE_46 efflux protein 39.7
PYARRT X XY Sway CG_6_GENE_45 efflux transporter 30
NO GENE
NO GENE
PERRY Sway_CG_6_GENE_44 drug resistance fransporter NO DATA
98.58 E\e AN NE = NS ERN ~ible franscription repressor, HrcA NO DATA
20| 97.87 BWe\AsCRNel= N =] chaperone grpE 63
IAVA V6N Sway_CG_6_GENE_41 haperone dnaK, AbMem protein 76.6
AR A Sway_CG_6_GENE_40 heat shock protein dnaJ 29.8
RS Sway_CG_6_GENE_39 c hypo 9.1
pA Rl Sway_CG_6_GENE_38 hypo unique NO DATA
[P 787%) Sway_CG_6_GENE_37 methyl chloride transferase 50.2
30 88.83 Bl Nel= N =KE) cobinamide kinase NO DATA
97.80 EeAelel-NeEl= NSk iazole phosphoribosyltransferase 21.8
CPRyA Sway_CG_6_GENE_34 cobalamin synthase NO DATA
EZX:L) 5way CG_6_GENE_33 c hypo NO DATA
PZX0Y S5way CG_6_GENE_32 hypo unique NO DATA
EXyA 5Sway_CG_6_GENE_31 hypo unique NO DATA
CARSA Sway CG_6_GENE_30 cobalamin synthase NO DATA
LX) 5way CG_6_GENE_29 hypo unique NO DATA
EQ0k) S5way_CG_6_GENE_27 aldo/keto reductase 70.6
Sway_CG_6_GENE_26 phosphoglycerate mutase NO DATA
LyAR Sway_CG_6_GENE_25 cobyrinic acid 5.3
CZRRN 5way CG_6_GENE_24 precorrin isomerase 29.3
Sway_CG_6_GENE_23 isocitrate dehydrogenase 71.1
Sway_CG_6_GENE_22 isocitrate dehydrogenase 69.8
VA Rk Sway_CG_6_GENE_20 c hypo 42.8
LT R0) Sway CG_6_GENE_19 c hypo 59.5
PRI 0] 5Sway CG_6_GENE_18 N-acetyliransferase 45.4

0 0.03
0 1.00
0 413
1 2.19
- 20.00
0 215
0 1.22
0 1.90
0 1.43
0 1.00
- 20.00
0 2.33
0 1.66
0 1.35
0 2.07
0 1.42
65 1.09
0 1.64
0 2.80
- 20.00
0 1.12
- 20.00
0 1.57
- 20.00
- 20.00
1 2.53
1 1.71
0 1.1
0 1.00
1 1.02
0 1.72



UBA_8524_GENE_130
UBA_8524 GENE_131

3-hydroxymyristoyl/3-hydroxydecanoyl-(acyl can 48
Acyl-[acyl carrier protein]--UDP-N-acetylglucosar 78

UV]:7.\:LyZ Mel3 M kYl Uncharacterized protein conserved in bacteria NO DATA -
(1]:7.%: 72 Weld | I k&M Predicted dehydrogenases and related proteins 41.1
[1]:7.%:LyZ Wl K7W Lipid A disaccharide synthetase 21.3
UBA_8524 GENE_135 [gWVelelistsiitelel] NO DATA -
UBA_8524 GENE_136 [e%H% ases involved in cell wall bi 15.6

NO GENE -
Transposase and inactivated derivatives, 1S5 famil' 28.6 -
Transposase, 1S4 [Moorella thermoacetica ATCC 3' NO DATA -
Glycosyltransferases involved in cell wall biogenes NO DATA -

UBA_8524 GENE_137
UBA 8524 GENE 138
UBA 8524 GENE 139

UBA_8524 GENE_140 [Z\elejists}iletel] NO DATA -
{1:7.5:LyZ MelJ Pl Transposase and inactivated derivatives 733 -
[1]:7.58:LyZ el | PVl Glycosyltransferase NO DATA -
[V:7.%: Ly 2 el Pl Hypothetical NO DATA -
[1]:.7.98:LyZ el %l ABC-type multidrug transport system, ATPase and 27.8
UBA_8524 _GENE_145 KX y-D-manno-octuls ic-acid 19.3
[1].7.5:LyZ el S\ M VT Tetraacyldisaccharide-1-P 4'-kinase 10.3
[1]:7.9%: 2 el S YA | auroyl/myristoyl acyltransferase NO DATA -
(1].7.98:LyZ el PN Glycosyltransferases involved in cell wall biogenes NO DATA -
161 ULLS:EyZEel SN MEVE Hy pothetical 9.2

U.7.58:LyZ8elS SR ENN : Glycosyltransferases involved in cell wall biogen: 32.3
NO GENE -
UBA_8524 GENE_151 8.5
UBA_8524 GENE_152 28.8
NO GENE -
U].7.98:LyZ el [ S EXN : Glycosyltransferases involved in cell wall biogen: 24.4
NO GENE -
NO GENE -
UBA_8524 GENE_154 [el\/L.1% lved in cell wall bi 18.8
VAN UBA_8524 GENE_155 F\J & :LPS f 32.8
UBA_8524 GENE_156 [INil-IhI-IN], and related 75.4
ULY-W:LyZMel2 M EYAl conserved hypothetical protein [Desulfovibrio vulg 72.1
UBA_8524_GENE_158 P.Lld :LPS ferase 9
UBA_8524_GENE_159 L.LId :LPS ferase 16.3
UBA_8524_GENE_160 {3 led xylanase/chitin deacetylase 11.7
[V]:7.\:LyZ el M- W Glycosyltransferase 20.3
UBA_8524 GENE_162 LWJILE (] 78.9
UBA_8524 GENE_163 [gWVeleligtciitelel] NO DATA -
UBA_8524 GENE_165 LWL 74
Il UBA 8524 GENE_ 166 [l yl hionine-8 ino-7: al 22.3
{1]:7.58:LyZ el M I-YA Predicted esterase of the alpha-beta hydrolase su NO DATA -
UBA_8524 GENE_168 [z elelists}iletel] NO DATA -
{1]:7.5:LyZ Wl S | YA Integral membrane protein (PIN domain superfam 30.2
(1]:7.58:LyZ el | V(B 2C-methyl-D-erythritol 2,4-cyclodiphosphate synti 48.9
{1]:7.5:LyZ el VAW Serine acetyltransferase 26.1
{1]:.7.58:LyZ el S\ M7l Membrane-associated phospholipid phosphatase NO DATA -
{1]:7.58:LyZ el | VAN 4-amino-4-deoxy-L-arabinose transferase and rel 6.4
(17N:LyZ el [ MVZ W ADP-heptose:LPS heptosy 50.7
UBA_8524 GENE 175 [\ involved in cell wall bi 58.5
(]:7.58:LyZ el | /W 4-amino-4-deoxy-L-arabinose transferase and rel 9.1
UBA_8524_GENE_177 LX[ef.\3 ylase/IMP cyclohy PurH (o 72.4
[1]:7.58: 2 el |3 b4l Phosphoribosylamine-glycine ligase 72.5
[.7.5:LyZ el VA M Putative franslation factor (SUAS) NO DATA -
UBA_8524 GENE_180 LiV-Ilililete]] 78.3 -
UBA_8524 GENE_181 LRI pecifi thyl 36
UBA_8524_GENE_182 phopantetheine adenyly 62
UBA_8524 GENE_183 rtate/tyrosine/ 65.8
UBA_8524 GENE_184d| 77.7
LYW EyZ el M E:El ABC-type antimicrobial peptide transport system, 62.1
UBA 8524 GENE 186 [-\:{e\V- 1%/ port system, involved in lipop in 6.3
[I1.7.N: 172 Wl [ RE: YA Lysyl-tRNA synthetase (class I1) 54.4
[1]:7.\:Ly7 Weld |3 F:1: W Predicted franslation initiation factor 2B subunit, 79.7
[I1.7.\:1y2 Wel2 MK TA Glycogen debranching enzyme 6.3
UBA_8524_GENE_190 [g; ferro-lyase (ferr ) 37.6
[1]:7.\:LyZ Wel3 I EAM Predicted permeases NO DATA -
[1]:7.\:LyZ Weld MLV Predicted permeases NO DATA -
[1]:7.\:LyZ el U ML 2-methylthioadenine synthetase NO DATA -
UBA_8524 GENE_194 LIWJOL (<] 41.4
UBA_8524 GENE_195 BY.VY ] dent hyl f 62.8
UBA_8524 GENE_196 LWLl 52.9
212 UYLy Z e N BV cytochrome c-552 Ks_3357 [Candidatus Kuenenia 43.6

V24 sway_CG_6_GENE_17
44 95.47 BWe NN e e el = N=
PR Sway_CG_6_GENE_15
L@ 5way_CG_6_GENE_14
o) sSway_CG_6_GENE_13

byl N-acetylglucosamine deac... 41.6
acetyl transferase 35.2
c hypo 10.5
oxidoreductase 26.5
lipid A disaccharide synthase 7.9
NO GENE
NO GENE
NO DATA
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
ATP-binding protein, MsbA family 5.8
NO DATA
NO DATA
NO DATA
NO GENE
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA

Sway_CG_6_GENE_12 glycosyltransferase

22 Sway_CG_6_GENE_11
Sway_CG_6_GENE_10
Sway_CG_6_GENE_9
Sway_CG_é_GENE_8

nno-octulosonic acid transferase
tetraacyldisaccharide 4'-kinase
osynthesis lauroyl acyltransferase

Sway_CG_6_GENE_7
Sway_CG_6_GENE_6
Sway_CG_6_GENE_5

hypo unique
lysaccharide heptosyltransferase
lysaccharide heptosyltransferase

Sway_CG_6_GENE_4 glycosyliransferase NO DATA
Sway_CG_6_GENE_3 c hypo NO DATA
Sway_CG_68_GENE_28 transposase NO DATA
Sway_CG_68_GENE_27 c hypo NO DATA
Sway_CG_68_GENE_26 glycosyltransferase NO DATA
Sway_CG_68_GENE_25 heptosyltransferase NO DATA

Sway_CG_68_GENE_24 histidinol phosphatase NO DATA

2| 86.89 B eVAeeNNeEl=N eI raacyldisaccharide-1-P 4'-kinase NO DATA
A RvA sway_CG_68_GENE_22 NO DATA
4 Lo AeENCNE SN SPARN -heptose:LPS heptosyltransferase NO DATA
pA i) Sway CG_68_GENE_20 polysaccharide deacetylase NO DATA
BY el 5way_CG_68_GENE_19 glycosyltransferase 12.3
PRRVN 5way CG_68 GENE_18 c hypo 34.7
Sway_CG_68 _GENE_17 diacylglycerol kinase NO DATA

KYIE¥i 5oy CG_68_GENE_16
PRRI¥:74 5y CG_68_GENE_15
(7RI 5\way_CG_68_GENE_14
5way_CG_68_GENE_12
5way_CG_68 GENE_11

hypo unique 59.9
oxononanoate aminotransferase 8.6

NO DATA
NO DATA
pili retraction protein PilT 27.6

serine protease
c hypo

CARIN S5way CG_68_GENE_10 IspD/IspF bifunctional enzyme 13.6
(O VX0 Sway_CG_68_GENE_9 serine acetyliransferase 26.1
92.90 EeASlERNE =N[R2 superfamily protein/permease NO DATA
py il Sway CG_68_GENE_7 glycosyltransferase NO DATA

IERRZRTY Sway CG_68_GENE_6 pt LPS hept Il 28.5
IR ERCR] Sway CG_68_GENE_S
14 90.87 W e\ASCR N el= =
VCRRZX:RY Sway_CG_68_GENE_3 b nid!
PAR V) Sway_CG_68_GENE_2
JOAVA 5way_CG_68_GENE_1
Sway_CG_8_GENE_I
VR 5way_CG_8_GENE_2
Sway_CG_8 GENE_3
Sway_CG_8 GENE_4
FARZY 5way_CG_8_GENE_6
20 95.83 BWeVASCR-Nel=\ =4
LA Sway_CG_8_GENE_8
bR LY Sway_CG_8_GENE_9
Sway_CG_8 GENE_10
Sway_CG_8_GENE_11
EZAl0) 5way CG_8 _GENE_12
CLNord 5Sway_CG_8 GENE_13
PLRTY 5way_CG_8_GENE_14
PR 5way CG_8_GENE_15

glycosyltransferase 7.4
c hypo 1.8
48.5
)sphoribosylamine-glycine ligase 18.6
translation factor suas-like NO DATA
78.3
methyltransferase NO DATA
phosp denyly 62

aspartate aminotransferase 62

formy

=/peptidoglycan binding protein

c hypo 37.5

> transporter, ATP-binding protein 30.4

3C transporter, permease protein NO DATA
lysyl iRNA synthetase 37.5

translation initiation factor 66.6

NO DATA

NO DATA

NO DATA

NO DATA

NO DATA

glycogen debranching enzyme
ferrochelatase
permease-like
permease-like

2-methylthioadenine synthetase

1 91.67 BeAeeR:Nel= N =T hypo unique NO DATA
VAR VY 5way CG_8_GENE_17 M-d d methyl trai 51.8
IERZ WY 5way CG_8_GENE_18 hypo unique 13.9

8| 87.88 BiWe AR Nel=N 0] hypo unique 28.6

0 1.15
222
1 0.06
0 1.55
0 270

35.00

0 479
20.00
20.00

35.00
35.00

20.00
20.00

20.00

20.00
20.00
20.00
20.00
20.00
20.00
20.00
1 1.65
0 227

1.24
0 259

0 1.09
0 3.60
0 1.00

20.00
1.78
7.91
5.06

1 1.49

1 390

o o o

20.00
1.00
1.06
2.07
2.04

20.00

0 1.45

0 1.20

20.00
20.00

o o o o

20.00

g o

0 381
0 152



UBA_8524_GENE_198
UBA_8524 GENE_199

NO DATA -
NO DATA -
NO GENE -

unknown [Bacillus halodurans], prob Tn

Hypothetical, prob Tn

[V]:7.\:LyZ Weld | WLl Aspartate/tyrosine/aromatic aminotransferase 51.1
[11.7.N:LyZ el | [l Hypothetical 77.2
[1]:7.5%:L 72 M]3 | 317l Homoserine dehydrogenase 56.4
[1]:7.5: L2 Wl \| 31k W Threonine synthase 57.2
[1]:7.5: 2 W€l J | B O Ll Predicted phosphoglycerate mutase, AP superfar 6.5
221 ULTN:LyZ e Il Aspartokinases 51
(1]:7.5:LyZ W€l d | 3yl Isopropylmalate/homocitrate/citramalate synthas 39

{1:7.58:LyZ W€l 2 | Bl Acyl-[acy| carrier protein]--UDP-N-acetylglucosam NO DATA -

(1]:7.5%: 12 W€l J | 3\ A Bacterial nucleoid DNA-binding protein 85.7
1]:7.5:LyZ el | ARl Hypothetical 61.9

226 TRNA Pro GGG 196837..196913 (+) -
[1]:7.5:1.yZ el | A VA Predicted acid phosphatase 38.7
1].7.5:1yZ el | 3vA Kl Hypothetical 39.2
[1].7.58:.yZ el | JpA LW Cysteinyl-tRNA synthetase 48.2
U758 LyZ el | Al rRNA methylases 64.1
[1]:7.%: 1y 2 el | 3pA W Thiol-disulfide i and thi d 55.6
[1]:7.58: 72 el 2 |3Vl NAD synthase 37.7
[U:7.5:yZ el | 3vA Ll GTP cyclohydrolase Il 44.8
[U]:7.5:LyZ el | 3A LA Riboflavin synthase beta-chain 63.4
[U:7.5: 172 el | 37 ll Transcription termination factor 43.5
UBA_8524 GENE_221 [Weleaiglsjilelel] 39.2
U7 W:LyZ. Wl | 77l Adenylosuccinate lyase 48.5
UBA_8524 GENE_223 [l horibosylaminoimi boxami 65.3
UBA_8524_GENE_224 ! horibosylformylglycir (FGAM) synthi 87.8
[I.7.W:1yZ el | 718 Hypothetical 39.2
241 (ULLNK:LyZ el 3| 31 W Asparaginase 37.7
[1]:7.\: 77 Weld | 37y Ml Acetate kinase 25

U]:7-\:EyZ Weld | W71l SAM-dependent methyltransferases NO DATA -

[V]:7.5: .y 2 el | 372l Hypothetical NO DATA -

NO GENE -

NO GENE -

NO GENE -

{1]:7.\:LyZ Wl 3 | W<l ABC-type multidrug transport system, permease ¢ NO DATA -

UBA_8524 GENE_231
UBA_8524 GENE_232

ABC-type multidrug transport system, permease ¢ NO DATA -
ABC-type multidrug transport system, ATPase com NO DATA -

251 ULT-N:LyZ el | W XXM Membrane-fusion protein 40.9
[1]:7.5: 172 Wl | 3% 7. W Outer membrane protein 47.4
{1]:7.5%:LyZ Wl d | B Xl Cytochrome c551/c552 73.6
[1]:7.5:yZ W€l | 3% W Phosphoketolase 40
[IL.7.\:LyZ Wl | XYl DhnA-type fructose-1,6-bisphosphate aldolase an 83.9
UBA_8524 GENE_238 [gV{NV.i-yp2 ate dehydi le: 54.8
[IL.7.N:1y2 el | X T A Hypothetical 78.9
[1]:7.5:Ly2 el | 32l Glucan phosphorylase 22.5
[1]:7.5:LyZ el | 32 ) Wl Phosphoglucomutase 49.2
[1]:7.5: Ly 2 el | 302Vl Transposase and inactivated derivatives NO DATA -

261 ULLN:LyZ el | 2 Cbb3-type cytochrome oxidase, subunit 1 1.3
{1].7.58:LyZ el | B2 Ll 77 Permeases of the major facilitator superfamily  NO DATA -

NO GENE -
UBA_8524 GENE_246 FALLH-NIo1)Ts) ts of ABC # porters with dupli 64.5
[1]:7.58: 12 el | 32 Yl conserved hypothetical protein [D < 86.3
[I].7.58: 2 el | 32l conserved hypothetical protein [Nit: oc 64.4
(I].7.98: 12 el | 32 Al Outer membrane protein and related peptidoglyc 87.9

[1L.7.W:1y 2 el 2| LVl SAM-dependent methyliransferases NO DATA -
UBA_8524 GENE_251 [JCLISETRL1l1], like phosph [Azoc 40.2

(V].7.W: Ly Weld | Lyl Transposase and inactivated derivatives NO DATA -

P74l UBA 8524 GENE_2524] NO DATA -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

NO GENE -

[1]:7.\:LyZ el 2 | W Lx W hypothetical protein [Bacillus sp. JF8] NO DATA -

281 ULLN:LyZ Ml 3\ WL W Hypothetical NO DATA -
UBA_8524 GENE_255 [z\elelistciitelel] NO DATA -

NO GENE -
NO GENE -

Sway_CG_8_GENE_21
Sway_CG_8_GENE_22
Sway_CG_8_GENE_23
Sway_CG_8_GENE_24
Sway_CG_8 GENE_25
Sway_CG_8 GENE_26
Sway_CG_8 GENE_27
Sway_CG_8_GENE_28
Sway_CG_8_GENE_29
Sway_CG_8_GENE_30
4 5way_CG_8_GENE_31

transposase
aminotransferase

hypo unique

homoserine dehydrogenase
threonine synthase
bsphonopyruvate decarboxylase
aspartate kinase

setylglucosamine acyltransferase
ion host factor HimA/histone-like
hypo unique

4 Sway_CG_8_GENE_32
7 Sway_CG_8_GENE_33
50 Sway_CG_8_GENE_34

acid phosphatase
hypo unique
cytsteinyl tRNA synthetase

5 5way_CG_8_GENE_35 tRNA/rRNA methyliransferase
49 Sway_CG_8 GENE_36 thiol disulfide isomerae
8 e A eel: ez Sy (3)-dependent NAD+ synthet

0 Sway_CG_8 GENE_38
21 Sway_CG_8 _GENE_39
1 Sway_CG_8_GENE_40

GTP cyclohydrolase Il
riboflavin synthase
N utilization substance protein B

10 Sway_CG_8 GENE_41 hypo unique
29 Sway_CG_8 GENE_42 adenylosuccinate lyase
40 Sway_CG_8_GENE_43 [3 il b i ynth

44 Sway_CG_8_GENE_44
34 Sway_CG_8_GENE_45
27 Sway_CG_8_GENE_46
7 Sway_CG_8_GENE_47
Sway_CG_8 GENE_48
Sway_CG_8_GENE_49
Sway_CG_8_GENE_50
Sway_CG_8_GENE_51
Sway_CG_8_GENE_52
Sway_CG_8_GENE_53
Sway_CG_8_GENE_54
5way_CG_8_GENE_55

6 Sway_CG_8_GENE_56
47 Sway_CG_8_GENE_57
31 Sway_CG_8_GENE_58
38 Sway_CG_8_GENE_59
64 Sway_CG_8_GENE_60

rmylglycinamidine synthase, PurS
hypo unique
L-aspariginase
acetate kinase
he biosynthesis methyltransferase
ferrichrome-iron receptor
TonB protein

B system transport protein, ExoD
iopolymer transport protein, ExoB
3C transporter, permease protein
_ transporter, ATP binding protein
sporter, ATP binding protein, YohF
HlyD family secretion protein
outer membrane efflux protein
cytochrome c-551
phosphoketolase
fructose bisphophate aldolase

75 5way_CG_8 GENE_61 | lipoamide dehyd
65 Sway_CG_8 GENE_62 e diphosphate sugar epimerase)
15 Sway_CG_8 GENE_63 maltodextrin phosphorylase

59 Sway_CG_8_GENE_64
Sway_CG_8_GENE_65

0 Sway_CG_8_GENE_66
Sway_CG_8_GENE_é7
Sway_CG_8_GENE_68

phosphoglucomutase
fransposase

'chrome oxidase, subunit I/CcoN
drug resistance fransporter
hypo unique

46 L eAeeR:NEl= NSV transporter, ATP binding subunit
37 Sway_CG_8_GENE_70 c hypo
12 Sway_CG_141_GENE_2 c hypo

66 L eAeel FANEl=N|=NcAN outer membrane protein OmpA)

Sway_CG_141_GENE_5 c hypo
5 Sway_CG_141_GENE_6 ¢ hypo
Sway_CG_141_GENE_7 c hypo
Sway_CG_141_GENE_8 DNA repair exonuclease
Sway_CG_141_GENE_10 ¢ hypo
Sway_CG_141_GENE_11 c hypo
Sway_CG_141_GENE_12 c hypo
Sway_CG_141_GENE_13 c hypo
Sway_CG_141_GENE_14 serine protease
Sway_CG_141_GENE_15 hypo unique
Sway_CG_69_GENE_29 hypo unique
Sway_CG_69_GENE_28 hypo unique

2-isopropylmalate synthase 1

NO GENE
NO GENE
NO DATA
51.1

53

40

56.7

NO DATA
36.4

1.9

NO DATA
85.7

41.6

25.6

9.5

16.3

13.5

25.2

30.9

44.8

37.9

NO DATA
NO DATA
20.8

40.6

NO DATA
21.5

NO DATA
7.5

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
282

30.4

427

213

58

18

4.6

3.5

19.4

NO DATA
1.3

NO DATA
NO DATA
38.2

89.5

33.3

77.4

NO DATA
NO DATA
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO GENE
NO GENE
NO GENE
NO DATA
NO DATA

o o N O o

o

o o ol@ o

1.00
1.46
1.41
1.01
20.00
1.40
3.28

1.00
1.49

413
296
4.75
221
1.22
1.00
1.67
20.00
20.00
233
1.61
20.00
1.82
20.00
3.33

1.45
1.56
1.72
1.88
1.45
3.04
17.15
6.43
2.54

1.00

1.69

0.96

1.93

1.14

20.00



O v ® N O A W N

UBA_8524 GENE_256

UBA _8524 GENE 257

UBA_8524 GENE_258

UBA_8524 GENE_258q|

UBA_8524 GENE_259
UBA_8524_GENE_260
UBA_8524 GENE_261

UBA_8524 GENE_262

UBA_8524 GENE_263
UBA_8524 GENE_264
UBA_8524 GENE_265
UBA_8524 GENE_266

UBA_8524 GENE_267
UBA 8524 GENE 268
UBA_8524 GENE 269
UBA_8524 GENE 270
UBA 8524 GENE 271
UBA 8524 GENE 272
UBA_8524 GENE 273
UBA 8524 GENE 274
UBA_8524 GENE 275
UBA 8524 GENE 276

8062
UBA_8062_GENE_1
UBA_8062_GENE_2
UBA_8062_GENE_3
UBA_8062_GENE_4
UBA_8062_GENE_5
UBA_8062_GENE_6
UBA_8062_GENE_7
UBA_8062_GENE_8
UBA_8062_GENE_9
UBA_8062_GENE_10
UBA_8062_GENE_11
UBA_8062_GENE_12
UBA_8062_GENE_13
UBA_8062_GENE_14
UBA_8062_GENE_15a
UBA_8062_GENE_16
UBA_8062_GENE_17
UBA_8062_GENE_18

UBA_8062_GENE_19

NO GENE - Sway_CG_69_GENE_27 transposase NO DATA -
NO GENE - Sway_CG_69_GENE_26 hypo unique NO DATA -
Hypothetical NO DATA - Sway_CG_69_GENE_25 hypo unique NO DATA -
NO GENE - Sway_CG_69_GENE_24 c hypo NO DATA -
NO GENE - 5way_CG_69_GENE_21 c hypo NO DATA -
NO GENE - Sway_CG_69_GENE_20 transposase NO DATA -
NO GENE - Sway_CG_69_GENE_19 transposase NO DATA -
hypothetical protein [Nitrosomonas europaea ATC NO DATA - Sway_CG_69_GENE_18 c hypo NO DATA -
NO GENE - 5way_CG_69_GENE_17 hypo unique NO DATA -
NO GENE - 5way_CG_69_GENE_15 c hypo NO DATA -
NO GENE - 5way_CG_69_GENE_14 c hypo NO DATA -
NO GENE - Sway_CG_69_GENE_13 universal stress protein NO DATA -
NO GENE - Sway_CG_69_GENE_12 sulfate permease NO DATA -
NO GENE - Sway_CG_69_GENE_11 hypo unique NO DATA -
NO GENE - Sway_CG_69_GENE_10 c hypo NO DATA -
NO GENE - Sway_CG_69_GENE_9 fransposase NO DATA -
NO GENE - Sway_CG_69_GENE_8 restriction endonuclease NO DATA -
NO GENE - Sway_CG_69_GENE_7 RNA helicase NO DATA -
NO GENE - Sway_CG_69_GENE_é DeaD/DeaH box helicase NO DATA -
NO GENE - Sway_CG_69_GENE_5 hypo unique NO DATA -
NO GENE - Sway_CG_69_GENE_4 fransposase NO DATA -
NO GENE - Sway_CG_69_GENE_3 hypo unique NO DATA -
NO GENE - Sway_CG_69_GENE_2 c hypo NO DATA -
NO GENE - Sway_CG_69_GENE_1 buperfamily Il DNA/RNA helicases NO DATA -
NO GENE - (S[a[e [l oTe el Mlelelifelle ZYPA Ction enzyme, methylase subunit NO DATA -
Integrase 43.1 - NO GENE

20.2 NO GENE -
Hypothetical NO DATA - NO GENE -
3-oxoacyl-(acyl carrier protein) synthase [Vibrio sp NO DATA - NO GENE -
Hypothetical NO DATA - NO GENE
NO GENE - Sway_CG_869_GENE_5 hypo unique NO DATA -
NO GENE - Sway_CG_869_GENE_4 hypo unique NO DATA -
Hypothetical NO DATA - EPRLY S5way_CG_869_GENE_2 hypo unique NO DATA -
NO GENE - Sway_CG_869_GENE_1 c hypo NO DATA -

Transposase and inactivated derivatives 9.1 - NO GENE -
Hypothetical NO DATA - NO GENE -
Putative secretion activating protein NO DATA - NO GENE -
Hypothetical NO DATA - NO DATA -

TRNA Arg CCT 252819..252895 (-) - -
Hypothetical NO DATA - LK) Sway _CG_167_GENE_11 hypo unique NO DATA -
N-acetylmuramoyl-L-alanine amidase 11.5 - CZAKY 5way CG_167_GENE_10 N-acetyl amidase 10.1 -
Hypothetical 46.8 - CN0lY 5Sway _CG_167_GENE_10 N-acetyl amidase 10.1 -
Uncharacterized conserved protein 28 LI Sway_CG_167_GENE_8 c hypo NO DATA -
Hypothetical 67.3 97 91.46 eV SERIEYAE SN SWARhain amino acid fransport protein 20.3

In-dependent proteases NO DATA - Sway_CG_167_GENE_6 In-dependant protease NO DATA -

Tryptophanyl-tRNA synthet 27.9 [IRZRXY Sway_CG_167_GENE_5 tryptophanyl tRNA synthetase 18
Acetyl-CoA carboxylase alpha subunit 46.3 96.62 EVe Al yAE = N2 88 arboxyl transferase alpha subunit 20.3
DNA polymerase lll, alpha subunit 1.1 5 97.17 B eVASEREYAE=N SN ONA polymerase Il alpha subunit 3.4
Superfamily | DNA and RNA helicases 19.4 EANLRVA Sway_CG_167_GENE_2 DNA helicase 14.8

Uncharacterized membrane protein VAN Sway CG_76_GENE_22 membrane protein NO DATA -
Ferredoxin LyaeyA Sway CG_76_GENE_21 ferredoxin 42.9
Homoserine kinase PZAEY Sway CG_76_GENE_20 homoserine kinase 23
Dihydi te dehyd LR 5way_CG_76_GENE_19 ihyd tase dehyd 45.7
hypothetical protein BlinB01000018 [Brevibacteri 96.81 EeAeleyNE =N suspect proteosome component 35.5
Hypothetical EyX0e) Sway CG_76_GENE_17 proteosome, alpha subunit 27.5
20S proteasome, alpha and beta subunits CERYA Sway CG_76_GENE_16 proteosome, beta subunit 18.9
Hypothetical Lyl 5Sway CG_76_GENE_15 hypo unique NO DATA -
putative prot it [TI i SZWPA 5waoy_CG_76_GENE_14 t prot 17
ATPases of the AAA+ class ELX00) Sway CG_76_GENE_13 AAA-type ATPase 18.8
Deoxycytidine deaminase 97.54 BRI NE NP cytidine friphosphate deaminase 12
Nitroreductase Ciekd sway CG_76_GENE_11 nitroreductase 38.6
Lysine 2,3-aminomutase LZAKY 5way CG_76_GENE_10 lysine 2,3-aminomutase 17
Hypothetical PRR ) 5way_CG_76_GENE_9 c hypo NO DATA -
Sway_CG_76_GENE_8 ‘otein/ABC-type transport system NO DATA -
GlutamylI-tRNA reductase LYAKY 5way CG_76_GENE_7 glutamyl-tRNA reductase 8.6

Porphol ogen deaminase CERE) Sway_CG_76_GENE_6 porphobilinogen deaminase 27.7
hyri 1l methyl (YPH] 5way CG_76_GENE.5 1l c-methy 16

porphy Y

Delta-aminolevulinic acid dehydratase LX) sSway_CG_76_GENE_4 aminolevulinic acid dehydratase 24.8

0

o o o o

o o o o o o o o o

o o o

35.00

20.00
3.32

1.55
228
3.26
1.31

1.71
213
1.49
1.31
2.69
1.99

215
1.93
292
1.23
1.76

1.85
2.60
3.63
212



[1:7.9%:11 /- el || 3B FAD synthase 54.5
UBA_8062_GENE_21a 5.4
UBA_8062 GENE 22 L% ine-guanine ibosyltrans 75.6
[1]:7.5%:11/-7 (]2 \| 3% Bl ATP-dependent In proteases 75.1
[1]:7.5%:11/-7 (]3| 37 B Dihydropteroate synthase and related enz 57.6
{1]:7.5%:11/:V (]3| 33 Uncharacterized conserved protein 8.9
{1]:7.5%:11 /-] | 323 Hypothetical 323
TRNA Asn GTT 28401..28476 (+) a
(1]:7.N%:11/-Y el | By Al Putative ammonia monooxygenase NO DATA -
UBA_8062_GENE_28 [.Xyile] related to nicotil i 35.1
[1]:7.N%:10 /-yl | 322 Transcriptional regulator NO DATA -
{11.7.N8: /'y (e} | T Bl NhaP-type Na+/H+ and K+/H+ antiporters NO DATA -
{1]:7.9%:10 /-yl ' ) Il Hy pothetical 50
{1]:7.5%:10 /-y (el | k7 Hy pothetical 57.8
{1]:7.9%:10 -yl | 37 B Hy pothetical 67.1
(1]:7.5%:11 /-y (el | 30 Predicted membrane protein 1.1
(117N /-y (el | T3 Hypothetical NO DATA -
[1:7.8%: 0 'y el S\ By A Multidrug resistance efflux pump 22.4
[IL.7.W: /'y (el | k1 Bl Hypothetical, LLNL: in plex 200 kda+, poss wit 49.3
[1]:7.N%:10 'yl S | VIl Deoxyribodipyrimidine photolyase NO DATA -
(1]:7.8: 10y el S Y Bl Kef-type K+ transport systems, check ORF22 1.7 -
[1]:7.%: 10yl | X Pirin-related protein 41.7
1]:7.9%: 10yl | .7 B Hy pothetical 57 -
TRNA Gly GCC 45239..45313 (+)

[I1.7.N: /'y (el | Hypothetical

1]:7.5%:1/-Y (el 3 | . T3 Transposase and inactivated derivatives NO DATA -
{1]:7.5%:11/- (]2 | - YA Transposase and inactivated derivatives 25.5 -
[1]:7.N%:10/-Y el S\ W I Predicted transcriptional regulators NO DATA -
[IL.7.N: [y el | VAl Co/Zn/Cd efflux system component NO DATA -

UBA_8062_GENE_4%9a NO DATA -
UBA_8062_GENE_50 [z\elelistsiitelel] NO DATA -
UBA_8062_GENE_51 LIV Jnlilet]] 50.3
UBA_8062_GENE_53 LIV Jinlilet]] 46.5
{1]:7.%:10 /-y el | L7 B conserved hypothetical protein [Bradyrhizobium s NO DATA -
UBA_8062_GENE_55 [ZVelelistsjilelel] NO DATA -
[1]:7.5%: 11y el S | BT Cation transport ATPase NO DATA -
[11.7.\8: [y (el | -yl HD-GYP domain NO DATA -
[11-7.N: /'y (el | -1 Hy pothetical 69.1
[1]:7.N%: 10y el S | LA Uncharacterized conserved protein NO DATA -
{1]:7.5%: 'y el | -Vl Transposase and inactivated derivatives 36.5 -
71 NLLCI YAl S Y Bl Transposase and inactivated derivatives NO DATA -
[1]:7.5%: 'yl || 'Yl conserved hypothetical protein [Cl ium phae 78
[IL.7.N8: 1"y (el | - Hy pothetical 72.6
UBA_8062_GENE_64 [laiCle](el] NO DATA -
UBA_8062_GENE_65 |GG 37.1 -

[1:7.%: 10yl | Y-l Uncharacterized conserved protein NO DATA -

(117N [y el YAl ATP-dependent exoDNAse (exonuclease V), NO DATA -
(1]:7.\:11/- (]3| -1: B Type IV secretory pathway, VirD4 compone 31.4 -
UBA_8062_GENE_69 [zNsleligtsiitelel] NO DATA -
UBA_8062_GENE_70 [z\sleligtsiitelel] NO DATA -
[I1.7.N%: /'yl | AN Hypothetical 13

NO GENE -
NO GENE -

91 ULLN: Yl 2l MobD mobilisation protein [Pseudomonas aerugin 85.6

IEARCEX) Sway_CG_76_GENE_3
pl AL sway CG_76_GENE_2
[} 244) sway_CG_76_GENE_1

Sway_CG_98_GENE_1
IERRTRRN 5way_CG_98_GENE_2
11 98.29 BWe\AeleR el =\ =)
CARZYY4 5way CG_98_GENE_4

LZRVA 5way_CG_98_GENE_é
YARAREA Sway CG_98_GENE_7
ERKY Sway CG_98_GENE_8
PRERY Sway CG_98_GENE_9
EYARRZETY 5way CG_98_GENE_10
71 93.52 GWelNeleRz: el \=nhl
LY VA Sway CG_98_GENE_12
3 91.35 BWelAelcRz: N el \|=NK]
FARE:) Sway CG_98_GENE_14
EIKRS) Sway CG_98_GENE_15
(YRR EWIN 5way CG_98_GENE_16
Sway_CG_98 GENE_17
Sway_CG_98 GENE_18

10 Sway_CG_98 GENE_19
Sway_CG_219_GENE_6

Sway_CG_219_GENE_7

Sway_CG_219_GENE_8

Sway_CG_219_GENE_9

Sway_CG_219_GENE_10
Sway_CG_219_GENE_12
Sway_CG_219_GENE_13
Sway_CG_219_GENE_14
Sway_CG_219_GENE_15
Sway_CG_219_GENE_16
Sway_CG_219_GENE_17
Sway_CG_219_GENE_18

Sway_CG_768 GENE_1
Sway_CG_768 GENE_3
Sway_CG_768 GENE_4
Sway_CG_768_GENE_5
Sway_CG_6_GENE_I

26 Sway_CG_219_GENE_3
61 Sway_CG_219_GENE_4
Sway_CG_219_GENE_5

Sway_CG_637_GENE_4
Sway_CG_637_GENE_3
S5way_CG_637_GENE_2
Sway_CG_637_GENE_1
Sway_CG_81_GENE_25
Sway_CG_81_GENE_26
Sway_CG_81_GENE_27
Sway_CG_829_GENE_é
Sway_CG_829_GENE_4
Sway_CG_829_GENE_3
Sway_CG_232 _GENE_14
Sway_CG_232_GENE_13
Sway_CG_232_GENE_12
Sway_CG_232_GENE_11

189

riboflavin kinase/FAD synthase 26

ATPase, cell cycle protein Mes)J

division protein/metalloprotease
dihydropteroate synthase

c hypo

hypo

ty to ammonia monooxygenase)

isochorismatase
transcriptional regulator

Na+/H+ antiporter

hypo unique

hypo unique

hypo unique

c hypo

c hypo

HlyD family secretion protein
hypo unique

leoxyribodipyrimidine photolyase
ith above?22 K+ channel protein

pirin-related protein

integrase

hypo unique

hypo unique

hypo unique

hypo unique

hypo unique

c hypo

mobilization protein, MobD
mobilization protein, MobE
hypo unique

mobilization protein, TraA

Cation transport ATPases
Response regulator containing a
Hypothetical

Uncharacterized BCR

hypo
c hypo
integrase frag.(Rci type)

hypo unique
conjugal fransfer protein TraA
hypo unique
hypo unique

TraC

gene with above hypo unique
hypo unique

hypo unique

mobilization protein MobE

c hypo

transposase

NO DATA

lanine phosphoribosyliransferase 49.4

71.3

NO DATA
8.9

20.4

NO DATA
NO DATA
NO DATA
NO DATA
32.7

32.9

48.3

53

NO DATA
1

25

NO DATA
NO DATA
15.6

12.7

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
16

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO DATA
NO DATA
69.1

NO DATA
34.7

NO GENE
24

NO DATA
NO DATA
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
8.2

NO DATA
NO DATA
NO DATA
NO DATA
13

NO DATA
NO DATA
NO GENE

0

1
0

o o|e o

o

2.10
20.00
1.53
1.05
20.00
1.00
1.58

20.00

1.53
1.76
1.39
2.09

2.04
1.97

2.67

0.03

35.00

35.00
35.00

1.00

3.25
20.00

0.03

1.00

35.00



UBA_8062_GENE_73 [z\Vsleligtslitelel] NO DATA - NO GENE
UBA_8062_GENE_74 [Z\Vsleligtsiitelel] NO DATA - NO GENE
[IL.7-N: [y el | vl Hypothetical NO DATA - NO GENE
[1]:7.5%:11/- (]2 \| -3/ 3 Uncharacterized protein conserved in bac 21.4 7 94.90 BelAseavcyRe =N = 32.7
[1]:7.5%:11/- el | By /Al Predicted transcriptional regulator NO DATA - Sway_CG_232_GENE_8 c hypo NO DATA
[11.7.N: /'y (el | v/ Bl Hypothetical 53.1 28 NO GENE
[I1.7.\: /'y (el | VA2 Hypothetical 16.2 4 NO GENE
NO GENE - Sway_CG_232_GENE_éa NO DATA
NO GENE - Sway_CG_232_GENE_6 hypo unique NO DATA
NO GENE - Sway_CG_232_GENE_5 hypo unique NO DATA
NO GENE - Sway_CG_232_GENE_4 ABC transporter ATP-binding 12.1
NO GENE - Sway_CG_232_GENE_3 hypo unique NO DATA
NO GENE - Sway_CG_232_GENE_2 c hypo NO DATA
NO GENE - L eAeelvkyME=\SMIN  fransporter ATP-binding protein NO DATA
(1]:7.5%: 10y el A Bl Transposase and inactivated derivatives, NO DATA - NO GENE
[1:7.%: 11y el | -7 Transposase and inactivated derivatives, 342 - NO GENE
{1]:7.5%: vy el | - Xl Predicted P-loop ATPase and inactivated NO DATA - NO GENE
(1179102l | -2 Hypothetical 17.5 NO GENE
{1.7.%: 10y el S | -l hypothetical protein [Bacteroides fragilis] NO DATA - NO GENE
111 ULLNED Yy e 3 V3l fransposase [Klebsiella pneumoniae] NO DATA - NO GENE
{1]:7.9%: 10y el | - YA Transposase, IS4 [Thermoanaerobacter ethanolicu NO DATA - NO GENE
{1]:7.9%:10 -y el | - Transposase, 1S4 [Thermoanaerobacter ethanolicu NO DATA - NO GENE
[1]:7.9%: 10y el |- DA Transposase and inactivated derivatives NO DATA - NO GENE
[V:7.8%: 10y el 0B Transposase 25 - NO GENE
{1]:7.9%:10 /-yl || 302 Bl Outer membrane protein [Hahella chejuensis KCT¢ 10.2 NO GENE
L7 N[0y el | 7l Membrane-fusion protein NO DATA - NO GENE
U700y el | K Bl Putative silver efflux pump 4.5 NO GENE
(1]:7-: 01y el | 2. Bl hypothetical protein BoroDRAFT_0958 [Polaromonc 222 NO GENE
(7N 1y el Ll Hy pothetical NO DATA - NO GENE
121 ULTNE:0 Yl S 7l Hypothetical NO DATA - NO GENE
LY.\ [y el N[NVl Cation transport ATPase NO DATA - NO GENE
[V:7.9%: 0 -y el 30 Il Hypothetical NO DATA - NO GENE
[1]:7.\:11 /-l | LA Predicted transcriptional regulators NO DATA - NO GENE
LY.\ [y Ml MOl Cation transport ATPase NO DATA - NO GENE
[1]:7.5:10/-7 el N M)l Te frahydromethanopterin S-methyltransfer NO DATA - NO GENE
UBA_8062_GENE_101q] NO DATA - NO GENE
{1]:7.5%:10/- ]S\ '/l Rhodopirellula transposase [Chlorobium phaeoba NO DATA - NO GENE
UBA_8062_GENE_103d| NO DATA - NO GENE
UBA_8062_GENE_104 [z\elelists}itelel] NO DATA - NO GENE
131 ULy M 3 RO El 7n-dependent hydrolases, including glyox NO DATA - NO GENE
UBA_8062_GENE_106d| NO DATA - NO GENE
(1]:7.5%: 0.yl MYl 77 Permeases of the major facilitator su NO DATA - NO GENE
UBA_8062_GENE_108 [z\elelists}ilelel] NO DATA - NO GENE
{1]:7.5%: 0¥ el M LA Phage integrase [Pelobacter propionicus DSM 237 NO DATA - NO GENE
[1]:7.9%: 10y el MRVl Uncharacterized conserved protein NO DATA - NO GENE
[1]:7.8%: 10y el S MR Al DNA-damage-inducible protein J NO DATA - NO GENE
(1]:7.5: 1y el S (| MRV Uncharacterized protein conserved in bac NO DATA - NO GENE
NO GENE - Sway_CG_51_GENE_27 hypo unique NO DATA

(1]:7.5:10 -yl MR KB hypothetical protein [Magnetospirillum magneticu 68.1 78 Sway_CG_51_GENE_26 c hypo NO DATA
[1]:7.8%:10 Y el | MR Tl Outer membrane receptor for Fe3+-dicitra 12 51 98.25 piWVeVAeeR M el=N =28 on(lll) dicitrate transport protein) 3
[1:7.%: 10y el S (MR W Biopolymer transport proteins NO DATA - 97.86 EVeASERCINE=NSVERN biopolymer export protein, ExoB NO DATA

[1]:7.8%: 10y el IR VW Biopolymer transport protein NO DATA - 97.84 e A SleREI M E =N »ARB system transport protein, ExoD NO DATA
UBA_8062_GENE_117 [giVelelislcyiletel} NO DATA - L2X34 5way CG_51_GENE_21 TonB NO DATA
UBA_8062_GENE_118 [giVelelisleyiletel} NO DATA - IRk Sway_CG_51_GENE_20 hypo unique NO DATA
{17981y el (IR R A Response regulators consisting of a Che NO DATA - e Alelell e =N = PA = g ulator/transcriptional regulator NO DATA
(.7 W'y el 2\ -MPIl Uncharacterized conserved protfein NO DATA - Sway_CG_51_GENE_18 c hypo NO DATA
[I].7.58: 1yl [ PAl ATP-dependent exoDNAse (exonuclease V), 6.6 21 99.65 EeVAS eI N E=N SRV Oxyribonuclease V, alpha subunit 4.7
[1].7.5:11 .yl || 3 b7l ATP-dependent exoDNAse (exonuclease V) b NO DATA - e Aelelc] e =N SR IEAN: oxyribonuclease V, beta subunit NO DATA
[1]:7.9%:11 'y el || Xl Exonuclease V gamma subunit 6.5 LS eAeElc e =N =M jclease V, gamma subunit/RecC 6.5

I UBA 8062 _GENE_124 p4B! dent alcohol dehydi 37.7 L eAelell el =N F A cendent alcohol dehydrogenase 37.7
[1]:7.9:1 'y el || 3 LW Transcriptional regulators 72.9 L eaelelcl el =Nl kM tibiotic resistance MarR regulator 72.9
UBA_8062_GENE_125q| NO DATA - Sway_CG_51_GENE_12 hypo unique NO DATA
[1]:7.9: 10yl | S P21 Outer membrane protein NO DATA - Sway_CG_51_GENE_11 outer membrane efflux protein NO DATA
LY.\ [yl \[-MPYA Cation/multidrug efflux pump NO DATA - Sway_CG_51_GENE_10 multidrug efflux transporter NO DATA
{1].7.\: /'y (el \| M PI: B Membrane-fusion protein 8.6 PARARES Sway_CG_51_GENE_9 multidrug efflux transporter NO DATA
UBA_8062_GENE_129 LWL 12.4 PR ) Ssway_CG_51_GENE_8 hypo unique NO DATA
(1]:7.\:11/- el | MKVl Uncharacterized membrane-anchored protei NO DATA - LWl Sway_CG_51_GENE_7 c hypo NO DATA
[1]:7.5: /- el MKl FOG: GAF domain 31.4 VARCEY Y 5way CG_14_GENE_2 >DEF domain/EAL domain protein 7.1

160 TRNA Lys CTT 136136..136211 (-) =

161 ULy M 3N I EYH NADH:ubiquinone oxidoreductase, NADH-bin 52 IVARRZ Y0l 5Sway CG_14_GENE_3 subunit C/NADH dehydrogenase 35.5

NO GENE - Sway_CG_51_GENE_4 transposase NO DATA
NO GENE - 5way_CG_51_GENE_2 c hypo NO DATA

0.65

35.00
35.00

0.03

35.00

35.00

35.00
35.00

20.00
4.00

1.40

1.00

1.00
1.00

20.00
20.00

4.42

1.46



UBA_8062_GENE_133
UBA_8062_GENE_134
UBA_8062_GENE_135
UBA_8062_GENE_136
UBA_8062_GENE_137
UBA_8062_GENE_137d|
UBA_8062_GENE_138
UBA _8062_GENE_139
UBA _8062_GENE_140
UBA 8062 GENE_141
UBA 8062 GENE_142
UBA _8062_GENE_143
UBA 8062 GENE_144
UBA _8062_GENE_145
UBA 8062 GENE 146
UBA _8062_GENE_147

Hypothetical

Hypothetical

Adenine specific DNA methylase Mod
Predicted membrane metal-binding protein
Phosphomannomutase CHECK ORFS

NADH:flavin oxidoreductases, Old Yellow
Hypothetical
Outer membrane protein and related pepti

Hypothetical
Predicted double-glycine peptidase
Hypothetical

Hypothetical

Response regulator containing CheY-like
Cytoch

conserved hypothetical protein [Pelobacter propi

i 1s C

¢, class | [Ralst

UBA_8062_GENE_148
UBA_8062_GENE_148d]|
UBA_8062_GENE_149
UBA_8062_GENE_150
UBA_8062_GENE_151
UBA_8062_GENE_152
UBA_8062_GENE_153
UBA_8062_GENE_154
UBA_8062_GENE_155
UBA_8062_GENE_156
UBA_8062_GENE_157
UBA_8062_GENE_158
UBA_8062_GENE_159
UBA_8062_GENE_160
UBA_8062_GENE_161
UBA_8062_GENE_162
UBA_8062_GENE_162dq|
UBA_8062_GENE_163
UBA_8062_GENE_164
UBA_8062_GENE_165
UBA_8062_GENE_166
UBA_8062_GENE_167
UBA_8062_GENE_168
UBA_8062_GENE_169
UBA _8062_GENE_170
UBA 8062 GENE_171
UBA 8062 GENE 172
UBA 8062 GENE 173
UBA _8062_GENE_174
UBA 8062 GENE 175
UBA 8062 GENE 176
UBA 8062 GENE_177
UBA_8062_GENE_178
UBA_8062_GENE_179
UBA_8062_GENE_180
UBA_8062_GENE_181
UBA_8062_GENE_182
UBA_8062_GENE_183
UBA_8062_GENE_184

Hypothetical

Enolase

Hypothetical

Asp-tRNAAsn/Glu-tRNAGIn amidotransferase
Asp-tRNAAsn/Glu-tRNAGIn amidotransferase
Aspartate 1-decarboxylase
Asp-tRNAAsn/Glu-tRNAGIn amidotransferase
Superfamily | DNA and RNA helicases
Hypothetical

G ine 6 sy cont

-1-phosphat

N-acetylgl uridylir
Uncharacterized conserved protein
Hypothetical

Lactoylglutathione lyase and related lya

Hypothetical
NAD-dependent protein deacetylases, SIR2
Lfe142p3 [Leptospirillum ferrooxidans]

Predicted membrane protein

Transcriptional regulators
Ribulose-5-phosphate 4-epimerase and rel
Uncharacterized conserved protein, possi
Ribulose 1,5-bisphosphate carboxylase, |
Uncharacterized conserved protein, conta
Peroxiredoxin

Cytochrome c peroxidase

Fe2+/In2+ uptake regulation proteins
Hypothetical
Thymidylate kinase
DNA poly I, g
Uncharacterized homolog of PSP1
Methionyl-tRNA synthetase
Mg-dependent DNase

/tau

Hypothetical
Hypothetical
Amino acid transporters
Hypothetical

UBA_8062_GENE_186
UBA 8062 GENE_187
UBA_8062_GENE_188
UBA 8062 GENE_189
UBA_8062_GENE_190
UBA 8062 GENE_191
(YN PNMEPN Hypothetical

UBA 8062 GENE_193 icted GTPases
UBA_8062_GENE_194 [JFSI- Yy ynit
UBA_8062_GENE_195

UBA_8062_GENE_196
UBA_8062_GENE_197
UBA_8062_GENE_198
UBA_8062_GENE_199

Hypothetical
Hypothetical
Amino acid transporters
NADH dehyd FAD-:
Purine-cytosine permease and related pro

Hypothetical

pyruvate ph
Transcriptional regulator containing PA
Hypothetical

Acetylglutamate kinase

Methyl-accepting chemotaxis protein
SAM-d dent methy

cytochrome ¢, NapC/NirT family [Carboxydothern

subun

NO GENE -
40.1
NO DATA -
NO DATA -
NO DATA -
46.8
36.5
85.8
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
100
59.6
NO DATA -
747
NO DATA -
63.9
61.4
47.6
60.3
30.3
9.9
83.1
60.8
47.3
41
NO DATA -
822
90.5
NO DATA -
NO DATA -
69.7
NO DATA -
NO DATA -
NO DATA -
32.4
28
45.2
54
51.5
NO DATA -
NO DATA -
62.3
12
30
54.5
20.9
19.5
NO DATA -
NO DATA -
NO DATA -
NO GENE -
NO GENE -
NO DATA -
NO DATA -
12.5
7.6
NO DATA -
NO DATA -
35.8
33
78.1
NO DATA -
NO DATA -
29.7
69.2
433

2

10

59

25
19

Sway_CG_51_GENE_1
FLk¥4 5way_CG_14_GENE_4
LPAKY Sway_CG_14_GENE_5
(ZXIN S5way_CG_14_GENE_6
Llets) Sway_CG_14_GENE_7

5way_CG_14_GENE_8

Sway_CG_14_GENE_10

Sway_CG_14 GENE_11

Sway_CG_14_GENE_12

Sway_CG_14_GENE_13

Sway_CG_14_GENE_14

Sway_CG_14_GENE_15

Sway_CG_14_GENE_16

Sway_CG_14_GENE_17

Sway_CG_14_GENE_18
PRR) Sway_CG_14_GENE_19
VRPN Sway_CG_14_GENE_20

Sway_CG_14_GENE_22
bZRYA S5way_CG_14_GENE_23
VLakk] Sway_CG_14_GENE_24
IR2A Sway_CG_14_GENE_25
VERZY Sway_CG_14_GENE_26
&%) Sway_CG_14_GENE_27
4k Sway_CG_14_GENE_28

Sway_CG_14_GENE_29
PZREY Sway CG_14_GENE
PREC) S5way_CG_14_GENE_31
CLYY Sway CG_14_GENE_32
bZELY S5way_CG_14_GENE_33
LYY 5way CG_14_GENE_34

Sway_CG_14_GENE_35
EZRXY S5way_CG_14_GENE_36
CAWAY S5way_CG_14_GENE_37
AN 5way_CG_14_GENE_38
LR S5way CG_14_GENE_39
VX4 5way_CG_14_GENE_41
VLR Sway_CG_14_GENE_42
L274ck) Ssway_CG_14_GENE_43

Sway_CG_14_GENE_44

Sway_CG_14_GENE_45

Sway_CG_14_GENE_46

Sway_CG_14_GENE_47

Sway_CG_14_GENE_48

Sway_CG_14_GENE_49

Sway_CG_14_GENE_50

Sway_CG_14_GENE_51

Sway_CG_14_GENE_52

Sway_CG_14_GENE_53

Sway_CG_14_GENE_54

Sway_CG_14_GENE_55

Sway_CG_14_GENE_56

Sway_CG_14_GENE_57

Sway_CG_14_GENE_58

Sway_CG_14_GENE_59

Sway_CG_14_GENE_é0

Sway_CG_14_GENE_é1

Sway_CG_14_GENE_é2

Sway_CG_14_GENE_63
LEAVY Sway CG_14_GENE_64
PLRtY S5way_CG_14_GENE_65

Sway_CG_14_GENE_66
VARKY S5way_CG_14_GENE_é67
Pyl Sway_CG_14_GENE_68

Sway_CG_135_GENE_1
Ly sway CG_135_GENE_2
Sway_CG_135_GENE_3
k¥W2Y 5way_CG_135_GENE_4
Sway_CG_135_GENE_5
$ZWie) 5way_CG_135_GENE_6
¥ Sway_CG_135_GENE_8
PRX74 S5way CG_135_GENE_9

hypo unique
hypo unique
hypo unique
n modification system methylase
competence factor ComA
phosphoglucosamine mutase
ind 2 up transcriptional regulator
NADH:flavin oxidoreductase
hypo unique
idoglycan associated lipoprotein
c hypo
c hypo
C transporter ATP-binding protein
hypo unique
c hypo
o P t resp 1at
'rmeases, cytochrome c) cty579
hypo unique
hypo unique
enolase
cytochrome c nitrite reductase
hypo unique
myl tRNA (GIn) amidotransferase
lutamyl tRNA
aspartate decarboxylase
yI-tRNA
ATP-dependent DNA helicase
hypo unique
. " "
el Py ylase
transporter
hypo unique
lactoylglutathione lyase
ator in arsenic resistance operon
hypo unique
transcriptional regulator
similarity to glutamate synthase)
c hypo
franscriptional regulator MarR
fuculose-1-phosphate aldolase
methylthioribose phosphatase
RuBisCO
oxidase
peroxiredoxin
cytochrome c peroxidase
transcriptional regulator
hypo unique
thymidylate kinase
DNA polymerase Il
signal peptidase Il
methionyl tRNA synthetase
DNase TatD
c hypo
c hypo
amino acid permease
glycoprotein
hypo unique
hypo unique
hypo unique

pili-associated adhesion protein
amino acid transporter

ADH dehydrogenase FAD subunit
cytosine permease

hypo unique

GTP-binding protein
phosphoenolpyruvate synthase
\-type ATPase/response regulator
hypo unique

amino-acid acetyltransferase
yl-accepting chemotaxis protein
2ak (similar to methyliransferase)

NO DATA
30

NO DATA
NO DATA
NO DATA
38.9

36.5

57.5

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
3.9

87.7

59.6

NO DATA
48.9

NO DATA
52

38.6

37.8

60.3

30.3

59

69.5

38.7

29.9

21.6

NO DATA
15.8

51.3

NO DATA
NO DATA
553

NO DATA
NO DATA
NO DATA
7.9

NO DATA
13.4

40.5

33.7

NO DATA
NO DATA
18.6

9

30

35.2

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
8.1

7.5

NO DATA
NO GENE
NO DATA
30.5

70.7

NO DATA
NO DATA
14.3

51

18.3

1.34

1.20
1.00
1.49

0.06
1.14
1.00

1.53

1.23
1.59
1.26
1.00
1.00
1.68
1.20
1.57
1.58
1.90

520
11 1.76

0 410
- 20.00
0 337
0 133
0 1.53

1 335
1.33
0 1.00
1 1.55
- 20.00
- 20.00

o

1.54
1.01

o

- 20.00
1.08
1.10

o o

1 2.08
0 136
0 237



{1]:7.\:11/-¥ (]3| 3Vl Short-chain alcohol dehydrogenase of unk 19.4 6 93.03 BelAeemELNEEN=RI0N dehyd 10.5 0 1.85
UBA_8062_GENE_201 [l 6 1 Yy 71.2 40 92.52 WA eemELNEEN =M se-6-phosphate dehydrogenase 37 - 1.92
UBA _8062 GENE_202 [J{=Il=(=I- K} ate y 67 ERAIGIN 5way CG_135_GENE_12 33.9 (o] 1.98
UBA_8062_GENE_203 [z\elejistsiitelel] NO DATA - NO GENE - -
UBA_8062_GENE_204 [z\elejistsiitelel] NO DATA - NO GENE - -
UBA_8062_GENE_205 [zWeleligtsiitelel] NO DATA - NO GENE - -
UBA_8062_GENE_206 [z\elelistsiitelel] NO DATA - NO GENE - -
(117N /'y el | Wyl Hypothetical NO DATA - NO GENE - -
UBA_8062_GENE_208 [z\elelistsjitelel] NO DATA - NO GENE - -
UBA_8062_GENE_209 [z\ele}ists}iletel] NO DATA - NO GENE - -
{1]:7.5%:1 /- el 2\ WAVl Predicted P-loop ATPase and inactivated NO DATA - NO GENE - -
UBA_8062_GENE_211 [gWVeleliatsjiletel] NO DATA - NO GENE - -
UBA_8062_GENE_212 [FWelelistsjilelel] NO DATA - NO GENE - -
UBA_8062_GENE_213 [gWVelelists}ilelel] NO DATA - NO GENE - -
UBA_8062_GENE_214 [ZWVelelists}ilelel] NO DATA - NO GENE - -
{1:7.58:11 .y el S | AW Predicted P-loop ATPase and inactivated NO DATA - NO GENE - -
UBA_8062_GENE 216 [giVelelislcyiletel} NO DATA - ub scaffold 1114: 3.18 kb NO GENE - -
UBA_8062_GENE_217 [[iCI]{-H- 41.8 - NO GENE - -

NO GENE - Sway_CG_295_GENE_3 hypo unique NO DATA - -

TRNA Ala CGC 226925..227000 (-) - -
[1]:7.5%:10 -yl | 3A LW Folate-dependent phosphoribosylglycinami 60.4 0 Ll eAe el LN E =N 28 sylglycinamide formyliransferase 18.4 0 328
1791/l | WAL Phosphoribosylaminoimi (AIR) synth 47.7 7 Sway_CG_295_GENE_5 ylglyci cyclo-ligs 18 0 265
[V]:7.%: 10y el | A7l Hypothetical NO DATA - Sway_CG_295_GENE_6 cell wall surface anchor NO DATA - -
{1]:7.9%:1v .yl | 372l hypothetical protein predicted by Glimmer/Critic NO DATA - Sway_CG_295_GENE_7 c hypo NO DATA - -
UULY-W:[0 -y el | 77l dsRNA-specific ribonuclease 38.9 0 Sway_CG_295_GENE_8 ribonuclease Il 23.5 0 1.66
[1].7.98: 1.yl | 37X 3-oxoacyl-(acyl-carrier-protein) syntha 57.8 0 Lol AeeRvENE 2N ISPAN: y| carrier protein synthase Il fabF 50.6 0 1.14
Y- : [0y el | ¥ 2] Acyl carrier protein 47 .4 0 Sway_CG_295_GENE_10 acyl-carrier protein 47.4 0 1.00
[I1.7.\:i/y M]3 | 3718 8 Dehydrogenases with different specific 64.5 0 Sway_CG_27_GENE_1 acyl carrier protein 45 0 1.43
UBA_8062_GENE_226 [(-Ie%Etleli({=Ig] in) S y fi 723 0 Sway_CG_27_GENE_2 carrier proteintransacylase fabD 41.1 0 1.76
[IL.7.\:[//'y (el \| 7Y@ 3-oxoacyl-[acyl-carrier-protein] synthas 58.1 0 B eVAe e 7A€l NS toacyl-[ACP] synthase Ill fabHA? 5.3 0 10.96
{1]:7.\:11/. 13 \| 371 W Fatty acid/phospholipid biosynthesis enz 55.9 0 Sway_CG_27_GENE_4 ohosholipid synthesis protein PIsX 30.8 1 1.81
UBA_8062_GENE_228d]| 50 0 Sway_CG_27_GENE_5 < (possible ribosomal protein L32) 50 0 1.00
UBA_8062_GENE_229 [z\slejigtsiitelel] NO DATA - Sway_CG_27_GENE_é c hypo NO DATA - -
U7yl | X/l Prolyl-tRNA synthetase 57.6 0 Sway_CG_27_GENE_7 prolyl tRNA synthetase 27.3 4 2.1
[1]:7.5%:11/-7 (]3| 3% 1l Enzyme involved in the deoxyxylulose pat 64.2 0 Sway_CG_27_GENE_8 peptidoglycan acylation 61.8 1 1.04
UBA_8062 GENE_232 [d{Y.Il=(=F] iated Zn- 31.6 0 Sway_CG_27_GENE_9 zinc metallopeptidase 18.6 1 1.70
[1]:7.5%:11/-7 ]3| 37Xk M 1-deoxy-D-xylulose 5-phosphate reductois 38.2 0 Bl eAeeivy el =N ZMI0N-> 5-phosphate reductoisomerase 16.8 0 2.27
[V]:7.N%:10)- (el 3 | WX W CDP-diglyceride synthetase NO DATA - L eAeeivy e =\ SRR osphatidate cytidylyltransferase NO DATA - -
(1]:7.5%:1 /- el 3 | WXl Undecaprenyl pyrophosphate synthase NO DATA - L eAeedvyae=\EMPAN aprenyl pyrophosphate synthase NO DATA - -
UBA_8062_GENE 236 LMol 75.2 0 5way_CG_27_GENE_13 hypo unique 52.8 0 142
UBA_8062_GENE_237 [ yl hy ynth 50.8 0 Sway_CG_27_GENE_14 formate-tetrahydrofolate ligase 32.9 1 1.54
[V]:7.N%: 11/l 3 | WXl Uncharacterized bacitracin resistance pr NO DATA - Sway_CG_27_GENE_15 undecaprenyl kinase NO DATA - -
[1]:7.5%:11 /-y el | WXL 8 Sec-independent protein secretion pathwa NO DATA - L e Aeelv e =\l independent protein translocase NO DATA - -
1]:7.5%:10 /-y el | 302 Bl Hypothetical 323 0 Sway_CG_27_GENE_17 hypo unique NO DATA - 20.00
1]:7.5%:10 /-y el | 32 )l Hypothetical 76.9 0 Sway_CG_27_GENE_18 hypo unique 35.9 0 214
[1]:7.N%: 10y el | 2.Vl Acetyltransferases NO DATA - L eAeelvy e =\ SN rotein-alanine acetyltransferase NO DATA - -
UBA_8062_GENE_243 tive h log of metal-dependent prot NO DATA - Sway_CG_27_GENE_20 glycoprotein endopeptidase NO DATA - -
[1]:7.5%:11 'y el | 3027 W Predicted ATP-dependent serine prot 25.4 0 Sway_CG_27_GENE_21 DNA repair protein RadA 14.3 1 1.78
1]:7.%:10 .y el | 302 Ll Hypothetical 4.5 0 Sway_CG_27_GENE_22 hypo unique 4.5 0 1.00
UBA_8062_GENE 246 [{ELI-ELEY fold leotide-bindi 51.4 0 S elAeelvyae =N =k lase/nucleotide binding protein) 32.7 1 1.57
(17912l | 327 Predicted Zn-dependent prots and the 74.8 0 Sway_CG_27_GENE_24 [JGH /DNA gyrase modulator 44 7 170
(1]:7.58:11 .y el \| 302 W Predicted Zn-dependent proteases and the 62.7 0 Sway_CG_27_GENE_25 [ol{af /DNA gyrase dulator 45.2 0 1.39
[U]:7.N%: 10y el | B2 VAl Beta-lactamase class C and other penicil NO DATA - Sway_CG_27_GENE_26 beta-lactamase NO DATA - -
[1]:7.5: vy el S | Ll Phytoene/squalene synthetase NO DATA - Sway_CG_27_GENE_27 phytoene synthase NO DATA - -
[I]:7.5:1 'y el2 |3 L W Predicted NAD/FAD-binding protein 10 0 Sway_CG_27_GENE_28 phytoene dehydrogenase NO DATA - 20.00
UBA_8062_GENE_252q 17.5 3 Sway_CG_27_GENE_29 phytoene synthetase 10.9 1161
(11.7.%: /'y (el | LXMW Uncharacterized protein, putative amidas 39 0 Sway_CG_27_GENE_30 creatinase 31.9 0 1.22
UU7-N: [0y el | LT ATPases involved in chromosome partition 66.3 0 L elAeelvy el =\ chromosome partitioning ATPase 61.5 0 1.08
(.7 Y el | Ll Hypothetical NO DATA - Sway_CG_27_GENE_32 hypo unique NO DATA - -
(1]:7.98: 11y el || 3 LT- W Uncharacterized proteins, homologs of mi NO DATA - e eelvyalel = NSk /Itetrapeptide carboxy 12.2 4 0.06
{1]:7.5:10/. el | 3Ly Ml Hypothetical 53 0 Sway_CG_27_GENE_34 hypo unique 71.1 79 0.75
U701y el | L1l Hypothetical check ORF with above 31.1 0 BWelAe e yAel= NS yene with above??2 hypo unique 54.3 9 0.57
(L7 y el Il Hypothetical NO DATA - Sway_CG_27_GENE_36 hypo unique 78.4 38 0.06
TRNA Glu CTC 267614..267689 (+) o o

[11.7.\: /Y el 2 | 2\l Predicted phosphatases NO DATA - Y elAe ey AEl=\SVAN phosphoglycolate phosphatase NO DATA - -
{1]:7.5:10/. (]3| 323 W Hypothetical 34.6 0 L eAeleivy el =Nk ible outer membrane lipoprotein 55.9 8 0.62
{1]:7.5%:11/. (e} \| 31l Hypothetical 54.1 0 L eAelelvyalel=\ | ble phage-shock operon protein 73.9 36 0.73
{1]:7.\:11/-¥ (]3| 31X W Phage shock protein A (IM30), suppresse 56 0 Sway_CG_27_GENE_40 phage shock protein 84.4 72 0.66
{1]:7.5:11 /- (]3| 317 W 2 [Leptospirillum ferrooxidans] 15 0 Bl eAeeivy el =\ S AN ble phage-shock operon protein 41.8 95 036
[1]:7.5%:1/- el 3\ W21 Predicted glycosyl transferase NO DATA - L eAeleivyael=\ |3 YA ble phage-shock operon protein 54 37 0.06
{1]:7.5%:10 /- (]2 | 321 W Hypothetical 20.7 0 L eAelelvy el =\ |3k ble phage-shock operon protein 50.3 18 0.41

TRNA Leu TAA 273529..273615 (+)




UBA _8062_GENE 267
UBA _8062_GENE 268
UBA _8062_GENE_269
UBA _8062_GENE_270
UBA _8062_GENE_270q
UBA 8062 GENE_271
UBA 8062 GENE 272
UBA _8062_GENE 273
UBA 8062 GENE 274
UBA 8062 _GENE_274q
UBA 8062 _GENE 275
UBA _8062_GENE 276
UBA _8062_GENE 277
UBA _8062_GENE 278
UBA 8062 GENE 280
UBA _8062_GENE_281
UBA _8062_GENE_282
UBA 8062 GENE 283
UBA 8062 GENE 284
UBA _8062_GENE_285
UBA 8062 GENE 286
UBA_8062_GENE_287
UBA_8062_GENE_288

Integrase

Hypothetical

Hypothetical
probable conjugal transfer protein TraB [Rhizobi

Hypothetical

Transposase and inactivated derivatives
Hypothetical

ATP-dependent exoDNAse (exonuclease V),

Type IV secretory pathway, VirD4 compone

Hypothetical

Hypothetical

Hypothetical

Hypothetical

Hypothetical

Predicted P-loop ATPase

fical protein CUPA0102 [Campylobacter ups
e DNA helicase [Nitrosomonas eutropha C71
Hypothetical

Hypothetical

Hypothetical

to ATP-dependent endonuclease of the OLD

UBA_8062_GENE_289
UBA_8062_GENE_289q|
UBA_8062_GENE_290
UBA_8062_GENE_291
UBA_8062_GENE_293
UBA_8062_GENE_294
UBA_8062_GENE_295
UBA_8062_GENE_296
UBA_8062_GENE_297
UBA_8062_GENE_298
UBA_8062_GENE_299
UBA_8062_GENE_300
UBA_8062_GENE_301
UBA _8062_GENE_302
UBA 8062 _GENE_303
UBA 8062 GENE_304
UBA _8062_GENE_305
UBA 8062 GENE 306
UBA _8062_GENE_307
UBA 8062 _GENE_308
UBA _8062_GENE_309
UBA 8062 _GENE 310
UBA 8062 GENE 311
UBA 8062 GENE 312
UBA _8062_GENE 314
UBA _8062_GENE 315
UBA 8062 GENE 316
UBA _8062_GENE 317
UBA _8062_GENE 318
UBA_8062_GENE_319
UBA_8062_GENE_320
UBA_8062_GENE_321
UBA_8062_GENE_322

Integrase

Hypothetical

Hypothetical

Transposase and inactivated derivatives
Transposase and inactivated derivatives
Transposase and inactivated derivatives
transposase [Vibrio splendidus 12B01]gi|
Transposase and inactivated derivatives
Transposase and inactivated derivatives
Hypothetical

Transposase and inactivated derivatives,
Transposase and inactivated derivatives,
DNA-damage-inducible protein J
Uncharacterized protein conserved in bac
Type | restriction-modification system m
Uncharacterized conserved protein
Restriction endonuclease S subunits
Transposase and inactivated derivatives,
Hypothetical

Transposase and inactivated derivatives,
Hypothetical

Hypothetical

Hypothetical

Type | site-specific restriction-modific
Uncharacterized conserved protein
Restriction endonuclease S subunits
Transposase and inactivated derivatives,
Hypothetical

Transposase and inactivated derivatives,
Uncharacterized protein conserved in bac
Predicted transcriptional regulator
Hypothetical

UBA_8062_GENE_323
UBA_8062_GENE_324

Hypothetical
Hypothetical

UBA_8062_GENE_326
UBA_8062_GENE_327
UBA_8062_GENE_328
UBA_8062_GENE_329
UBA_8062_GENE_331
UBA_8062_GENE_333
UBA_8062_GENE_334
UBA_8062_GENE_335
UBA_8062_GENE_336
UBA _8062_GENE_337

In-dependent hydrolases, including glyox
77 Permeases of the major facilitator su
Hypothetical

Type Il secretory pathway, pullulanase P
HD-GYP domain

Lipoate synthase

Phosphoglycerate mutase 1

Hypothetical

Predicted membrane protein
Hypothetical

NO GENE - Sway_CG_27_GENE_44 hypo unique

NO DATA -
752
NO DATA -
NO DATA -
NO DATA - 5way_CG_170_GENE_1 ¢ hypo
NO DATA - Sway_CG_170_GENE_la
NO DATA - Sway_CG_170_GENE_2 transposase
NO DATA - Sway_CG_170_GENE_4 hypo unique
3.3 Lo Aeelm VONEI =N,/ C plasmid protein/DNA helicase
NO DATA - Sway_CG_170_GENE_6 hypo unique
6.4 Sway_CG_170_GENE_7 TrwB plasmid protein
NO DATA - Sway_CG_170_GENE_8 hypo unique
NO DATA - Sway_CG_170_GENE_9 hypo unique
1.3 Sway_CG_170_GENE_10 hypo unique
NO DATA - Sway_CG_170_GENE_12 hypo unique
NO DATA - Sway_CG_170_GENE_13 hypo unique
NO DATA - Sway_CG_170_GENE_14 phage protein?
NO DATA - Sway_CG_170_GENE_15 hypo unique
NO DATA - Sway_CG_294_GENE_6 replication protein A/helicase
NO DATA - Sway_CG_294 _GENE_5 hypo unique
NO DATA - Sway_CG_294 _GENE_4 hypo unique
61.6 Sway_CG_294 GENE_3 hypo unique
54.6 Sway_CG_294_GENE_2 c hypo
NO GENE - Sway_CG_294_GENE_1
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
27.1 -
NO DATA -
NO DATA -
39.6 -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
34 -
NO DATA -
NO DATA -
79.8
2.2
NO DATA -
NO DATA -
417 -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO DATA -
NO GENE - Sway_CG_175_GENE_14
NO DATA - Sway_CG_175_GENE_13 hypo unique
NO DATA -
NO GENE - Sway_CG_175_GENE_12 hypo unique
NO DATA - e AsemVENE 2N SRR - tallo-beta-lactamase hydrolase
NO DATA - 97.14 BRI EmVENE N RN facilitator superfamily transporter
21 (- WAN 5way_CG_175_GENE_9 hypo unique
7.1 [JIZ XA Sway CG_175_GENE_8 glycogen debranching enzyme
9.7 - 96.37 B eAeeMVEANE =N S main protein/response regulator
NO DATA - PRXEY sway CG_175_GENE_5 lipoate synthase
41.7 24 Sway_CG_175_GENE_4 phosphoglycerate mutase
NO DATA - LYY 5Sway CG_175_GENE_3 hypo unique
29.7 Sway_CG_175_GENE_2 c hypo
NO DATA - Sway_CG_175_GENE_1 hypo unique

NO DATA
NO GENE
NO GENE
NO GENE
NO GENE
NO DATA
NO DATA
NO DATA
NO DATA
3.3

NO DATA
6.4

NO DATA
NO DATA
1.3

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
61.6

54.6

NO DATA
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
NO GENE
40.4
40.2
NO GENE
NO DATA
NO DATA
NO DATA
30.8

7.1

13.6

NO DATA
84.3

NO DATA
29.7

NO DATA

o o

38

31

35.00

1.00

1.00

1.00
1.00

35.00
35.00

0.03
0.06

0.68

1.00

0.49

1.00



380 LULT-W:11- 713 | BkX1:- W 3 Superfamily Il DNA and RNA helicases 57.2 Sway_CG_288_GENE_1 helicase 60.1 1 0.95

381 ULLSK: Y2l 3\ BT Predicted glutamine amidotransferases NO DATA - Sway_CG_288_GENE_2 il synthase, P t 11 30.1 5 0.06
382 ULT-W:1 .y el | 37Vl Glutamate racemase 22 Sway_CG_288_GENE_3 glutamate racemase 53.8 19 0.41
383 ULLK: 1Yl 3\ 37l Beta-gl id lated glycosid: 22.5 Sway_CG_288_GENE_4 beta-hexosaminidase 70.2 27 0.32
384 LLY-NE:0 .yl | BTVl Xanthosine triphosphate pyrophosphatase 8.6 Sway_CG_288_GENE_5 iphosph pyrophosph 63.1 32 014

Sway_CG_288_GENE_6 ribonuclease 53.1 24 0.86
Sway_CG_288_GENE_7 phosphohydrolase-like 38.9 10 0.60
L eAelev i NElS NS T transporter ATP-binding protein 45.3 23 0.61

iR UBA 8062 GENE 343 LUGHNZ)] 45.7
386 LTI Yl | B 2L Y Predicted phosphohydrol; (DHH superfam 23.4
K4 UBA 8062 GENE 345 PN P ts of ABC h porters wi 27.8

©o o o o o o

388 LLL-NE:0 .yl 7V Molecular chaperone (small heat shock pr 59.9 - Sway_CG_288_GENE_9 heat shock protein 59.9 - -
389 ULT-NE:D Iyl Y Hypothetical NO DATA - L elAelevy e =N[SRI0N1 6S rRNA pseudouridine synthase 10.2 - -
KI%0] UBA 8062 GENE_3474| NO DATA - Sway_CG_224_GENE_9 lytic transglycosylase 14.5 4  0.06

391 ULLNE:D YA el W Hypothetical NO DATA - Sway_CG_224 _GENE_8 hypo unique 17.3 1 0.06
392 ULY-NE:D YR el B2 PM HD superfamily phosphohydrolases NO DATA - Sway_CG_224_GENE_7 HD domain phosphohydrolase 13.5 4  0.06
EiX] UBA_8062_GENE_3494]| 26.9 0 Sway_CG_224 GENE_6 RnaseH 76.1 22 035
394 ULLSK:0IYHe S BN Zn-ribbon protein, possibly nucleic acid 52.7 1 Sway_CG_224_GENE_5 c hypo 65.6 38 0.80
395 TRNA Met CAT 346472..346546 (-) - -
[1:7.%: 1y el S | B3l DNA-directed RNA polymerase, sigma subun 52.8 Sway_CG_224_GENE_4 RNA polym. sigma factor rpoD 58.2 5 091
(1]:7.5%:1 .y el | 3Lyl DNA primase (bacterial type) 13.9 Sway_CG_224 _GENE_3 DNA primase 22.8 1 0.61
33.8 Sway_CG_224 GENE_1 c hypo 48.9 45  0.69
NO GENE - Sway_CG_174_GENE_17 fransposase NO DATA - -
UBA_8062_GENE_356 LU 49.2 NO GENE - 35.00
LN UBA 8062 GENE_357 i leoid DNA-binding protein 83.3 Sway_CG_174_GENE_16 nucleoid DNA-binding protein 83.3 0 1.00
UBA_8062_GENE_357| 14.4 Sway_CG_174_GENE_15 HIT family hydrolase 89 34 0.16
(V:7.%: 0y el | Bkl Phosphoribosyl-AMP cyclohydrolase NO DATA - Ll eAeelm V2 NeE=N =P ibosyl-AMP cyclohydrolase, HislE 28.8 10  0.06
UBA_8062_GENE_359 i lycerol-phosp ynth 37.3 Sway_CG_174_GENE_13 HisF cyclase 48.2 2 077
UBA_8062_GENE_360 phorib. lormimino-5 inoimis 51.8 \ZA7A S5way_CG_174_GENE_12 [T idoimi i 66.4 13 078
{1]:7.\:11/- (]3| 3T I W Glutamine amidotransferase 10.4 Sway_CG_174_GENE_11 amidotransferase HisH 36 25 0.29
UBA_8062_GENE_362 i lycerol-phosp dehy 49 BWeVAeembZNel= =R B cerol phosphate dehydrogenase 62.9 13 078
UBA_8062_GENE_343 [GISifell aromatic 17.8 Sway_CG_174_GENE_9 histidinol aminotransferase 46 21 0.39
{1].7.N:1//.y (el \| 7Y W Histidinol dehydrogenase 14.4 Sway_CG_174_GENE_8 histidinol dehydrogenase 30.8 13 0.47
UBA_8062_GENE_365q] 62.9 Sway_CG_174_GENE_7 f (histidine biosy is) 67.8 1 0.93
e Aeem V2N eS NS amine 1-carboxyvinyltransferase 43.9 15 0.53

{1].7.5%: 1.y el S || 310 Uncharacterized conserved protein

o

o o o o o

411 ULLSE:0 Yl 3\ 31Tl UDP-N-acetylglucosamine enolpyruvyl tran 233 0
{1]:7.\:10/-7 el | BT Y A Methylase of polypeptide chain release f NO DATA - Sway_CG_174_GENE_5 modification methylase, HemK NO DATA - -

35.2 Sway_CG_174_GENE_4 peptide chain release factor | 42.4 4 0.83

70.6 Sway_CG_174_GENE_3 ribosomal protein L31 70.6 0 1.00

{1]:7.5:11/-¥ (e} \| 3T3 M Protein chain release factor A
1]:7.%:1/- (]3| 31l Ribosomal protein L31
[V]:7.5:10/- el | B YAl Transcription termination factor 85.8 Sway_CG_174_GENE_2 transcription termination factor 88.9 20 0.97
UBA_8062 _GENE_372 [edfi{la)] c, class | [Ral i i c 100 NO GENE - 35.00
UBA_8062_GENE_374q| NO DATA -

8027

[ UBA 8027 GENE_1 Rl i and thioredoxi 86.4 Sway_CG_222_GENE_9 thioredoxin; 86.4 0 1.00
pJ UBA_8027_GENE_3 ATPase involved in DNA repair 38.7 17 Sway_CG_222_GENE_7 DNA repair protein RecN 24.8 0 1.56
K] UBA_8027_GENE_4 Uncharacterized conserved protein 6.2 2 Sway_CG_222_GENE_6 c hypo 2.2 0 282
] UBA_8027_GENE_5 Arginine/lysine/ornithine decarboxylases 17 3 Sway_CG_222_GENE_5 argenine/lysine decarboxylase 11.5 0 1.48
] UBA_8027_GENE_é Spermidine synthase 51.3 14 Sway_CG_222_GENE_4 spermidine synthase 44.4 0 1.16
[J UBA 8027 GENE_7  RRGLI ine d boxyl 539 12 Sway_CG_222 GENE_3 |Bl ! boxyl 40.3 0 134
V4 UBA_8027_GENE_8 FOG: GGDEF domain 12.4 LWl elvryiel= =Bl =nsory box/GGDEF family protein NO DATA - 20.00
i3] UBA_8027_GENE_9 Hypothetical 46.1 Sway_CG_222_GENE_I hypo unique 45.4 - -

FA UBA_8027 GENE_11 [IVeIJ T IeL]] 17 Sway_CG_44 _GENE_I hypo unique NO DATA - 20.00
O ULL.S:[v7yaelS |- VIl Phosphatidylglycerophosphatase A and related p NO DATA - R elAeleR Y N eE =\ S osphatidylglycerophosphatase A NO DATA - -

11 QLS [rrael S SR Kl RecA/RadA recombinase 81.4 Sway_CG_44 _GENE_3 RecA 54.4 1 1.50
[1]:7.%: 1077l || SR VB Alanyl-tRNA synthetase 62.6 Sway_CG_44 _GENE_4 alanyl tRNA synthetase 43.7 0 1.43
UBA_8027_GENE_16 LIl ]] 73.4 Sway_CG_44 _GENE_5 hypo unique 51.1 1 1.44
UBA_8027_GENE_17 [{CLISEY] involved in inati 18.1 1 e AeeR Y N eE =\l fegration recombination protein NO DATA - 20.00
[1]:7.5: 177l | R kI Predicted peri i lute-binding protein 43.7 25 Sway_CG_44_GENE_7 amino-4-deoxychorismate lyase 14.7 0 297
[1]:7.9: 177l [ S LA Valyl-tRNA synthetase 42.4 - Sway_CG_44_GENE_8 valyl tRNA synthetase 27.1 - -
UBA_8027_GENE_21 QUi leotide pyrophosphorylase 253 2 Sway_CG_44_GENE_9 e-nucleotide pyrophosphorylase 20.9 - 1.21
[V:7.8%: 107y el- | 37 Hypothetical NO DATA - Sway_CG_44_GENE_10 biotin operon repressor BirA NO DATA - -
L7177 c7- | X Bl Putative transcriptional regulator, homolog of Bvg 10.4 1 Sway_CG_44_GENE_11 c hypo NO DATA - 20.00
1]:7.\:v7¥el3 | 32 Bl Transposase and inactivated derivatives NO DATA - NO GENE - -
[1]:7.\:v7¥]3\| 33 Transposase and inactivated derivatives 36.7 - Tranposase NO GENE - -
[V]:7-N: 107l N 3 2- 3 Hypothetical NO DATA - Sway_CG_44 GENE_12 hypo unique NO DATA - -
[1]:7.\:{17¥ ]3| 37l FOG: GGDEF domain 1.7 - e Aol Nel=NSMEMN DEF domain/EAL domain protein 3.9 - -
UBA_8027_GENE_27a NO DATA - Sway_CG_44_GENE_13 3.9 - -

NO GENE - Sway_CG_44_GENE_14 hypo unique NO DATA - -
1.7\ 0yl | /22 Multidrug resistance efflux pump 59 BWelAeeR VN el N SN M nulti-drug resistance efflux pump 42.9 0 1.38
{1]:7.5%:1v 7yl \| 3 Il Outer membrane protein 46.8 58 Sway_CG_44 GENE_16 outer membrane protein TolC 19.2 0 2.44
[V]:7.5%: 1077l | 31 B Malate/lactate dehydrogenases 61.2 Sway_CG_44 GENE_17 malate dehydrogenase 53.1 0 1.15
UBA_8027_GENE 32 LMo 333 5way_CG_44_GENE_18 hypo unique 17.9 0 186
UBA_8027_GENE 33 LMot 10 5way_CG_44_GENE_19 c hypo 10 0 1.00




31 ULy Aeld |2l ABC-type (unclassified) fransport system, ATPase ¢ 19 )] 2/ Sway_CG_44_GENE_20
{1]:7.5:17¥c]3 | 3 DNA-directed RNA polymerase specialized sigma 40.9 YARRZ®:1 Sway CG_44_GENE_21
{1]:7.5%:10 77l \| 31l Ribosome-associated protein Y (PSrp-1) 85.8 [YARTANS Sway CG_44_GENE_22
[1]:7.5%:1v 7yl | 3yl Predicted P-loop-containing kinase NO DATA - CEYAN Sway_CG_44_GENE_23
[11.7.N: 7yl | 1 Bl Hypothetical 37.9 ERIREKCE] Sway CG_44_GENE_24
[1]:7.5%:1v7¥el3\| -3k Chorismate synthase 70.1 KEICLRIN Sway_CG_44_GENE_25
UBA_8027_GENE 40 R IINuTIERNGEES 53 VAN ZEAR 5Sway_CG_44_GENE_26
{1]:7.5%:10 /¥ cl2 | - I 3-dehydroquinate synthetase 522 13 Sway_CG_44_GENE_27

ABC fransporter 19

RNA polymerase sigma-54 factor 28
ribosomal protein $30 58

o (contains ATP-binding domain) NO DATA

iine and tryptophan biosynthesis 21.5

chorismate synthase 36.4
shikimate kinase 32.2
3-dehydroquinate synthetase 27.7

[V]:7-N: vy el | VIl FOG: GAF domain 56.3 11 Sway_CG_44_GENE_28 sigma factor regulatory protein 43.2
[V]:7.N%: 10/l S\ X Il Hy pothetical NO DATA - Sway_CG_44_GENE_29 hypo unique NO DATA
1]:7.5%:1v 7yl | % B Hypothetical 58 2 Sway_CG_44_GENE_30 c hypo NO DATA
NO GENE - Sway_CG_44_GENE_31 acetyl fransferase NO DATA
(1]:7.5%:1v /¥l \| -0 Enzyme related to GTP cyclohydrolase | 88.6 57 Sway_CG_44_GENE_32 GTP cyclohydrolase | 48.3
NO GENE - Sway_CG_44_GENE_33 fransposase NO DATA
45 TRNA Val TAC 45544..45619 (-) -
[1]:7.5%: 107yl | T 9 Predicted thioesterase NO DATA - Lo Aelel el =NV y droxybenzoyl-coA-thioesterase NO DATA
NO GENE - Sway_CG_44_GENE_35 fransposase NO DATA
NO GENE - Sway_CG_96_GENE_1 probable transposase NO DATA
TRNA Asp GTC 46216..46292 (+) -
([1]:7.%:1v 7yl | - YA Biopolymer transport proteins 30 e Aeel N el =N iopolymer fransport protein, ExbB 30
[1]:7.8%: 1077l || 1 B Biopolymer transport protein 34.5 0 LS el N el =\|= 8 ymer transport protein TolR, ExbD 34.5
UBA_8027_GENE_48a 42.4 16 Sway_CG_96_GENE_5 c hypo (faint similarity to TonB) 22.3
UBA_8027_GENE_49 LUl P t of the Tol biopoly tran 85 40 Sway_CG_96_GENE_é periplasmic TolB protein 71.1
[1]:7.5%:1v7¥<l2 || --VBl Uncharacterized protein conserved in bacteria 79.6 32 Sway_CG_96_GENE_7 c hypo 59.5
UBA_8027_GENE_51 LWyt h repair y (predicted ATPase) 224 8 Sway_CG_96_GENE_8 NA mismatch repair protein MutL 5
{117,980 7¥ <l | 37 tRNA delta(2)-isopentenylpyrophosphate fransferc NO DATA - e Ae el N E =N fenylpyrophosphate transferase NO DATA
[1]:7.9%:1v 77l || X M Purine nucleoside phosphorylase 53.7 16 e Aeel N e =\ thylthioadenosine phosphorylase 32
[1]:7.5%: 1077l || -7 0 Sugar kinases, ribokinase family 30 15 Sway_CG_96_GENE_11 carbohydrate kinase NO DATA
ULV [yl | -0 FOG: TPR repeat 56.7 9 Lo Aeel N e =\ cell division cycle protein Cdc57 58.3
[1]:7.\:17¥A<]3\| 39 Uncharacterized protein conserved in bacteria 59.7 82 Sway_CG_96_GENE_13 c hypo 28.4
1]:7.5:1v7¥cl3 | 3y Al Hypothetical 743 31 Sway_CG_96_GENE_14 hypo unique 58.8

TRNA Thr CGT 58596..58670 (+) -
UBA_8027_GENE_58 [z\sleligtsiitelel] NO DATA -
{1]:7.5%: 117y el3 | LA Predicted hydrolases of HD superfamily NO DATA -
{11.7.N: 7yl | Bl DNA modification methylase NO DATA - NO GENE
NO GENE - Sway_CG_96_GENE_15 hypo unique NO DATA
NO GENE - Sway_CG_96_GENE_16 sim. to Holliday jxn. resolvases NO DATA
NO GENE - Sway_CG_96_GENE_17 hypo unique NO DATA
NO GENE - 5way_CG_96_GENE_18 hypo unique NO DATA
NO GENE - Sway_CG_96_GENE_19 mobilization protein, MobD NO DATA
NO GENE - Sway_CG_96_GENE_20 hypo unique NO DATA
NO GENE - Sway_CG_96_GENE_21 hypo unique NO DATA
NO GENE - Sway_CG_96_GENE_22 hypo unique NO DATA
NO GENE - Sway_CG_96_GENE_23 TrwC plasmid protein NO DATA

NO GENE
NO GENE

Unass_bact_scaffold_104] c hypo 80.9
Unass_bact_scaffold_104] finy hypo NO DATA
Sway_CG_898_GENE_I hypo unique NO DATA
Sway_CG_898_GENE_2 mobilization protein, MobC NO DATA
Sway_CG_898 GENE_3 mobilization protein, MobD NO DATA
Sway_CG_898 GENE_4 hypo unique NO DATA
Sway_CG_898 _GENE_5 mobilization protein MobE NO DATA
Sway_CG_898 GENE_6 hypo unique NO DATA
Sway_CG_898 GENE_7 DNA helicase/TrwC NO DATA
matches on multiple scaffolds

Sway_CG_429_GENE_1 hypo unique NO DATA
Sway_CG_429_GENE_2 NO DATA
Sway_CG_429_GENE_4 NO DATA
Sway_CG_429_GENE_5 9.3

Sway_CG_429_GENE_é NO DATA
Sway_CG_429_GENE_7 NO DATA
Sway_CG_429_GENE_8 NO DATA
Sway_CG_435_GENE_1 integrase NO DATA
Sway_CG_435_GENE_2 hypo unique NO DATA
Sway_CG_435_GENE_3 hypo unique NO DATA
Sway_CG_435_GENE_4 franscriptional activator NO DATA
Sway_CG_435_GENE_5 transposase NO DATA
Sway_CG_435_GENE_6 franscriptional activator NO DATA
LS KN E =N [SWVAN xI-type quorum sensing regulator NO DATA
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0

1

#N/A

1.00
1.46
1.48

1.76
1.93
1.65
1.88
1.30

20.00

1.00
1.00
1.90
1.20
1.34
4.48

1.68
20.00
0.97
2.10
1.26

0.03



NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -
NO GENE -

Sway_CG_435_GENE_8 c hypo
BWelAe e KNel= S ARIADH dehydrogenase |, F subunit
UBA in over scaffold_73?7

may link to end of 6 by m

Sway_CG_888_GENE_6 c hypo
Sway_CG_888_GENE_5 c hypo
Sway_CG_888_GENE_4 hypo unique
Sway_CG_888_GENE_3 hypo unique
Sway_CG_888_GENE_2 hypo unique
Sway_CG_888_GENE_1 hypo unique
Sway_CG_865_GENE_4 permease
Sway_CG_865_GENE_3 hypo unique
Sway_CG_865_GENE_2 hypo unique
Sway_CG_865_GENE_1 hypo unique
Sway_CG_830_GENE_5 helicase
Sway_CG_830_GENE_4 hypo unique
Sway_CG_830_GENE_3 hypo unique
Sway_CG_830_GENE_2 ¢ hypo
Sway_CG_830_GENE_1 hypo unique
Sway_CG_824 _GENE_4 c hypo
L eAleleR: v N el=N|SAN ccepting chemotaxis transducer
Sway_CG_824 GENE_I probable transposase
Sway_CG_759_GENE_5 RNA helicase
Sway_CG_759_GENE_4 hypo unique
Sway_CG_759_GENE_2 hypo unique
Sway_CG_759_GENE_1 ATP-dependent protease La
L elAeelyy N e = NS c /restriction modification system
L elAeelyyr N el = NS ulfide interchange protein, DsbG
Sway_CG_728_GENE_5 hypo unique
Sway_CG_728_GENE_4 hypo unique
Sway_CG_728_GENE_3 hypo unique
Sway_CG_728_GENE_2 c hypo
Sway_CG_728_GENE_1 c hypo
Sway_CG_710_GENE_8

Sway_CG_710_GENE_7

Sway_CG_710_GENE_é hypo unique
Sway_CG_710_GENE_5 DNA helicase
Sway_CG_710_GENE_4 hypo unique
Sway_CG_710_GENE_3 replication protein A
Sway_CG_710_GENE_2 replication protein C
Sway_CG_710_GENE_1 hypo unique
Sway_CG_708_GENE_5 hypo unique
Sway_CG_708_GENE_4 glycosyltransferase
Sway_CG_708_GENE_3 hypo unique
Sway_CG_708_GENE_2 transposase
Sway_CG_708_GENE_]1 hypo unique
Sway_CG_645_GENE_4 cellulose synthase, subunit C
Sway_CG_645_GENE_3 cellulose synthase, subunit C
Sway_CG_645_GENE_2 cellulase
Sway_CG_645_GENE_]1 cellulose synthase CelB
Sway_CG_569_GENE_5 DotB (type Il secretion)
Sway_CG_569_GENE_4 Tral
L AeleRCT-PAEl=N|=ICBl DEF domain/EAL domain protein
Sway_CG_569_GENE_2 hypo unique
Sway_CG_569_GENE_1 chemotaxis motB protein
Sway_CG_402_GENE_5 hypo unique
Sway_CG_402_GENE_4 DNA primase
L eAeeR oyl el=\|SAase involved in ABC transporters
Sway_CG_402_GENE_1 hypo unique
Sway_CG_1153_GENE_2 c hypo (possible helicase)
Sway_CG_1153_GENE_1 transposase
Sway_CG_183_GENE_1

NO DATA
34.1

ends

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
49.7

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
12.5

NO DATA
NO DATA
NO DATA
NO DATA
3.7

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
58.6

NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
NO DATA
53.2

NO DATA
NO DATA
NO DATA
13.6

NO DATA
37.3

NO DATA
48.8

0.03

0.03

0.03

0.03

0.03

0.03

0.03



