Cumulative diagrams of dinucleotide odds ratio skews (Puus"®°", Ppus®* ™,
PoiusSCCC, Pos™ ™, Pows”© T and Py,,s* ™€) along the plus (published) strand of
all bacteria chromosomes in our collection. The vertical dotted blue line
indicates the origin of replication (ori). The coordinates of all circular
chromosomes are shifted so that the ori is placed at the middle of their

published sequence.



Mycobacterium leprae TN
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Mycobacterium tuberculosis CDC1551
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Corynebacterium diphtheriae NCTC 13129
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Mycobacterium avium subsp. paratuberculosis K-10
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Mycobacterium bovis AF2122/97
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Streptomyces avermitilis MA-4680 = NBRC 14893
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Corynebacterium glutamicum ATCC 13032
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Streptomyces coelicolor A3(2)
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Bifidobacterium longum NCC2705
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Corynebacterium efficiens YS-314
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Tropheryma whipplei TW08/27
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Tropheryma whipplei str. Twist
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Propionibacterium acnes KPA171202
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Leifsonia xyli subsp. xyli str. CTCBO7
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Nocardia farcinica IFM 10152

AG-CT
plus

2e+06 4e+06

genome coordinates

0e+00 6e+06

| | |
2e+06 4e+06 6e+06

genome coordinates

|
0e+00

| | |
2e+06 4e+06 6e+06

genome coordinates

|
0e+00

GA-TC
plus

AA-TT
plus

(ol

CA-TG
plus

2e+06 4e+06

genome coordinates

0e+00 6e+06

_10 —

| | |
2e+06 4e+06 6e+06

genome coordinates

|
0e+00

| | |
2e+06 4e+06 6e+06

genome coordinates

|
0e+00



Corynebacterium glutamicunl ATCC 13032
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Corynebacterium jeikeium K411
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Thermobifida fusca YX
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Frankia sp. Ccl3
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Mycobacterium sp. MCS
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Rubrobacter xylanophiluossDSM 9941
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Rickettsia prowazekii str. Madrid E
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Mesorhizobium loti MAFF303099
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Caulobacter crescentus CB15
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Wolbachia endosymbiont of Drosophila melanogaster
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Sinorhizobium meliloti 1021

0e+00 1le+06 2e+06 3e+06

genome coordinates

| | | |
0e+00 1le+06 2e+06 3e+06

genome coordinates

| | | |
0e+00 1le+06 2e+06 3e+06

genome coordinates

1.0
0.5 -

° 0.0
§2-0.5
o -1.0 o
-1.5
-2.0

0e+00

le+t06 2e+06 3e+06

genome coordinates

AA-TT
plus

|
0e+00

| | |
le+06 2e+06 3e+06

genome coordinates

0.4
0.2
0.0
n 0.2
-0.4

CA-TG
lus

|
0e+00

| | |
le+06 2e+06 3e+06

genome coordinates




Agrobacterium fabrum str. C58
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Rickettsia conorii str. Malish 7
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Brucella melitensis bv. 1 str. 16M
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Brucella melitensis bv. 1 str. 16M
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Ruegeria pomeroyi DSS-3
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Brucella suis 1330
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Brucella suis 1330
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Bradyrhizobium diazoefficiens USDA 110
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Candidatus Pelagibacter ubique HTCC1062
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Rhodopseudomonas palustris BisB18
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Rickettsia bellii RML369-C
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Chlamydia trachomatis D/UW-3/CX
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Chlamydia muridarum str. Nigg
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Chlamydia trachomatis A/IHAR-13
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Chlamydophila felis Fe/C-56
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Synechocystis sp. PCC 6803
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Nostoc sp. PCC 7120
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Thermosynechococcus elongatus BP-1
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Prochlorococcus marinus subsp. marinus str. CCMP1375
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Prochlorococcus marinus str. MIT 9313
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Prochlorococcus marinus subsp. pastoris str. CCMP1986
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Gloeobacter violaceus PCC 7421
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Synechococcus elongatgsé PCC 6301
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Anabaena variabilis ATCC 29413
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Synechococcus sp. CC9902
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Lactococcus lactis subsp. lactis 111403

AG-CT
plus

—2.5 T T T T

I I I I I
0.0e+00 1.0e+06 2.0e+06 0.0e+00 1.0e+06 2.0e+06
genome coordinates genome coordinates
2.0 1
1.5
£, 1.0+
<2 05
o
0.0
-0.5
I I I I I I I I I I
0.0e+00 1.0e+06 2.0e+06 0.0e+00 1.0e+06 2.0e+06
genome coordinates genome coordinates
o e
08 <8
<35 (ORro)
o o
I I I I I I I I I I
0.0e+00 1.0e+06 2.0e+06 0.0e+00 1.0e+06 2.0e+06

genome coordinates genome coordinates



Streptococcus pyogeneg M1 GAS

AG-CT

0.0e+00 1.0e+06

genome coordinates genome coordinates

3 -
T, 2
<3
<o
a1
0 -
I I I I I I I I
0.0e+00 1.0e+06 0.0e+00 1.0e+06
genome coordinates genome coordinates
05 _ 00 n
0.0 -0.5
= O]
§5-0-5 . gg_l_o 4
“-1.0 =
. & -15 1
-1.5
-2.0
-2.0 4 T T T T T T T
0.0e+00 1.0e+06 0.0e+00 1.0e+06

genome coordinates genome coordinates



Staphylococcus aureus subsp. aureus N315
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Staphylococcus aureus subsp. aureus Mu50
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Staphylococcus aureus subsp. aureus MSSA476
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Staphylococcus aureus subsp. aureus MW2

0.0e+00 1.0e+06 2.0e+06 0.0e+00 1.0e+06 2.0e+06

genome coordinates genome coordinates

;
<3
<o
o
I I I I I I I I I I I I
0.0e+00 1.0e+06 2.0e+06 0.0e+00 1.0e+06 2.0e+06
genome coordinates genome coordinates

—6 4 T
0.0e+00

! ! ! !
1.0e+06 2.0e+06 1.0e+06 2.0e+06

genome coordinates genome coordinates

!
0.0e+00



Bacillus anthracis str. Ames

T T T . T T T -12 B T T . T T
0e+00 2e+06 4e+06 0e+00 2e+06 4e+06

genome coordinates genome coordinates

| | | |
2e+06 4e+06 2e+06 4e+06

genome coordinates genome coordinates

|
0e+00

! ! ! !
2e+06 4e+06 0e+00 2e+06 4e+06

genome coordinates genome coordinates

|
0e+00



Streptococcus pyogenes MGAS315

0.0e+00 1.0e+06

genome coordinates

|
1.0e+06

genome coordinates

!
0.0e+00

|
1.0e+06

genome coordinates

!
0.0e+00

AA-TT
plus

CA-TG

0_

genome coordinates

|
1.0e+06

genome coordinates

!
0.0e+00

|
1.0e+06

genome coordinates

!
0.0e+00



Streptococcus agalactiae 2603V/R
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Staphylococcus saprophyticus subsp. saprophyticus ATCC 15305
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Xanthomonas campestris pv. campestris str. ATCC 33913

0 -
_1 -
5, o2
22 5 2 -3
o o -4
_5 -
_6 -
I I I I I I I I I I I I
0e+00 2e+06 4e+06 0e+00 2e+06 4e+06
genome coordinates genome coordinates
0.6
0.4
$ 0.2 = i
82 997 i3
a —0.2 o
-0.4
-0.6
T T T T T T —10 <4 T T T T T
0e+00 2e+06 4e+06 0e+00 2e+06 4e+06
genome coordinates genome coordinates
6 -
4
5, 7,
°2 27 52
o o
0 -
_2 B I I I I I I I I I I I I
0e+00 2e+06 4e+06 0e+00 2e+06 4e+06

genome coordinates genome coordinates



Colwellia psychrerythraea 34H
1 —

0e+00 2e+06 4e+06 0e+00 2e+06 4e+06

genome coordinates genome coordinates

1 —
Q
o -
O
03
o
_1 -
-2 4 T T T T T T T T T T T
0e+00 2e+06 4e+06 0e+00 2e+06 4e+06
genome coordinates genome coordinates
2.5
2.0 0.0
— | o
(P (%] 15 Z m—0.5 N
22 1.0+ Sa
O 0.5 0 _10-
0.0 r
-0.5 4 T T T T T ’ T T T T T T
0e+00 2e+06 4e+06 0e+00 2e+06 4e+06

genome coordinates genome coordinates



AC-GT
plus

Xanthomonas axonopodis pv. citri str. 306

0e+00 2e+06 4e+06

genome coordinates

AA-TT
plus

| |
2e+06 4e+06

genome coordinates

|
0e+00

CA-TG
plus

| |
2e+06 4e+06

genome coordinates

|
0e+00

-5 T T .| T T

0e+00 2e+06 4e+06

genome coordinates

! !
0e+00 2e+06 4e+06

genome coordinates

! !
0e+00 2e+06 4e+06

genome coordinates



Buchnera aphidicola str. Sg (Schizaphis graminum)
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Wigglesworthia glossinidia endosymbiont of Glossina brevipalpis
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Shewanella oneidensis MR-1
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Vibrio vulnificus CMCP6
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Pectobacterium atrosepticum SCRI11043
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Pseudomonas syringae pv. tomato str. DC3000
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Vibrio parahaemolyticus RIMD 2210633
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Salmonella enterica subsp. enterica serovar Typhi str. Ty2
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Shigella flexneri 2a str. 2457T
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Candidatus Blochmannia floridanus
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Vibrio vulnificus YJO16
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Pseudomonas syringae pv. phaseolicola 1448A
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Yersinia pestis biovar Microtus str. 91001
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Acinetobacter sp. ADP1
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Mannheimia succiniciproducens MBEL55E
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Legionella pneumophila str. Lens
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Photobacterium profundum SS9
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Photobacterium profundum SS9
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Salmonella enterica subsp. enterica serovar2Paratyphi A str. ATCC 9150
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Idiomarina loihiensis L2TR
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Francisella tularensis subsp. tularensis SCHU S4
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Vibrio fischeri ES114
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Vibrio fischeri ES114
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Salmonella enterica subsp. enterica serovar Choleraesuis str. SC-B67
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Pseudomonas syringae pv. syringae B728a
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Xanthomonas campestris pv. campestris str. 8004
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Haemophilus influenzae 86-028NP
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Psychrobacter arcticus 273-4
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Candidatus Blochmannia pennsylvanicus str. BPEN
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Shigella sonnei Ss046
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Pseudoalteromonas halop
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Nitrosococcus oceani ATCC 19707
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Pseudomonas fluorescens Pf0-1
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Xanthomonas campestris pv. vesicatoria str. 85-10
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Thiomicrospira crunogena XCL-2
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Shigella dysenteriae Sd197
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Shigella boydii Sb227
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Hahella chejuensis KCTC 2396
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Xanthomonas oryzae pv. oryzae MAFF 311018
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Sodalis glossinidius str. ‘'morsitans'
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Francisella tularensis subsp. holarctica LVS
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Saccharophagus degradans 2-40
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Escherichia coli UTI89
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Shewanella denitrificans OS217
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Chromohalobacter salexigens DSM 3043
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Psychrobacter cryohalolentis K5
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Baumannia cicadellinicola str. Hc (Homalodisca coagulata)
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Pseudomonas entomophila L48
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Yersinia pestis Nepal516
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Yersinia pestis Antiqua
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Pseudoalteromonas atlantica T6c
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Escherichia coli 536
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Treponema pallidum subsp. pallidum str. Nichols
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Borrelia burgdorf%ri5831
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Treponema denticola ATCC 35405
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Leptospira interrogans serovar Lai str. 56601

'_

?

08

<o

o

0e+00 2e+06 4e+06
genome coordinates

Q

O

U

03

o

AA-TT
plus

0e+00 2e+06 4e+06

genome coordinates

CA-TG
plus

!
0e+00 2e+06 4e+06

genome coordinates

0.0

0e+00 2e+06 4e+06

genome coordinates

|
2e+06 4e+06

genome coordinates

0e+00 2e+06 4e+06

genome coordinates



Leptospira interrogans serovar Lai str. 56601
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Leptospira interrogans serovar Copenhageni str. Fiocruz L1-130
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Mycoplasma genitalium G37
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Mycoplasma pneumoniae M129
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Ureaplasma parvum serovar 3 str. ATCC 700970
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Mycoplasma pulmonis UAB CTIP
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Mycoplasma penetrgr&s HF-2
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Onion yellows phytoplasma OY-M

0e+00 4e+05

genome coordinates

| |
4e+05 8e+05

genome coordinates

|
4e+05 8e+05

genome coordinates



AG-CT
plus

GG-CC

a 0.0+

Mycoplasma mycoides subsp. mycoides SC str. PG1
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Mesoplasma florum L1
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Mycoplasma hyopneuBngniae 232
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Mycoplasma hyopneumoniae J
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Mycoplasma capricolum subsp. capricolum ATCC 27343
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Aster yellows witches'-broom phytoplasma AYWB
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