Diagrams (gray curve) and fitted linear models (red thick line) for
dinucleotide odds-ratio skews (Pcps*®", Pcps® ¢, Pcps®®°C, Peps™ ™, Pcps”cCT
and Pcps®“™®) along the CDS concatenates of all bacteria chromosomes in
our collection. Each step-like breakpoint of the red thick line corresponds
to a statistically significant structural change of the skew pattern. In cases
where no significant structural changes are detected, the red line is
omitted. The vertical dotted blue line indicates the origin of replication (ori).
There are three distinct types of skew patterns; “sharp”: at least one step-
like breakpoint is located close to the ori, “vague”: at least one step-like
breakpoint is detected, but all breakpoints are far from the ori, and “flat”:
no step-like breakpoints are detected. The horizontal dashed black line is

drawn at the mean value of the skew.
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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

0.2
0.1
0.0— l o ‘ (i)cn 0.1+ ‘le‘l“hllk
&)
! I Il ! N | (DO . l
_o.1 I ) i ‘||U i ‘I‘ “x’ ” ’l' 1WI I F \“ ‘1’1 - o 0.0 . I
024 -0.1 :
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
0.10
0.05 0.1 -
o | |W" ‘H‘ "” 18 0.0 47 ‘m w 0 U”‘ 'IW
© 0—0.05 D_o w ' ” H' “ ’ l
-0.10 0.1 -
-0.15 ~
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
0.1 H
0.20 .
0.15 - o 097 | i
o 0.10 I ‘ 1 l l l o 01 -+ ‘ I L ll' I | l!lli‘ ] (UL “[l ‘i hl il
3 0.05 | ,, ! l‘“ I | |[ bt nr Rl 50_8 : | ‘ ;’ [ [
0.00 l \ —0.2 4
-0.05 ;
-0.10 - T T T T T 0.3 1 T T T T T T
0. 0e+00 1.0e+06  2.0e+06 0.0e+00 1.0e+06  2.0e+06

genome coordinates




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

h[‘li lln} ‘nn‘u‘ |

ARV

AG-CT
CDSs
|
o
=
|

-0.3 - T T T T T
0.0e+00 1.0e+06 2.0e+06

genome coordinates

0.15
0.10
g 0.05
‘90 0.00
0— -0.05
-0.10 :
=0.15 - T T T

!
0. 0e+00 1.0e+06 2.0e+06

genome coordinates

0.2 -
0.2 Utk Al L bl il AL
0.0 -
~0.1 1
-0.2 1

AC-GT
CDS

a

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

genome coordinates

0.2

0.1

GA-TC
CDSs
T

n OO ]

-0.1

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

genome coordinates

0.2
0.1

AA-TT
CDSs

0.0
—-0.1

_02_ T T T

!
0. 0e+00 1.0e+06 2.0e+06

genome coordinates

0.10

> g 000 f “n“““ n ll L h“m I

50_8:822 _' lilf"“lmllh ‘ ” I”W ! W’ ” I ['7H m _
-0.15
-0.20 -

!
0. 0e+00 1. 0e+06 2.0e+06

genome coordinates



AG-CT
CDS

GG-CC
CDS

AC-GT
CDS

Leifsonia xyli subsp. xyli str. CTCBO7

genome coordinates

1\ Hll LI l]
: il

!
0.0e+00

|
1.0e+06

genome coordinates

LA ) llll'
AN e

!
0.0e+00

|
1.0e+06

genome coordinates

GA-TC

[%2]
[a]
O
o

AA-TT
CDSs

O

To
<
(.)D

0_ —
—0.10
—-0.15

0.1
0.0
-0.1
—-0.2

,Ili
AT

—-0.3

0.0e+00

1.0e+06

genome coordinates

0.4
0.3
0.2
0.1

ll.i l WL Ll
ey

0.0

!
0.0e+00

|
1.0e+06

genome coordinates

0.15
0.10
0.05

0.00 +

0.05

!
0.0e+00

|
1.0e+06

genome coordinates




AG-CT

P GG-CC

AC-GT

Nocardia farcinica IFM 10152

0.0 :
-0.1
g -0.2 __ l !‘\‘J ML o ul “l HlM XMH m I “
-0.3 - W 1 H'\II 'u L "Hl! in i ||
-0.4
—0.5 - T T T T T
0e+00 2e+06 4e+06
genome coordinates
0.10 A .
0.05 __ I “M Il ﬂl I J HI ll il I|I“Jl] lmlllq E|‘|
2 0.00{ [ ’ Wl gt ” W
-0.05
_010 | I I I I I
0e+00 2e+06 4e+06
genome coordinates
0.4
0.3
0w 0.2 - ..m.l‘l.. 1 W\ I J \“| H L mmm \Iﬂ]“:I 'I"J
G 01 - 'M' ‘( w Ww ” Ulll
0.0
0e+00 | 2eJ|r06 | 4eJ|r06 |

genome coordinates

GA-TC
CDS

%
a)
O
o

AA-TT

CA-TG
CDS

0.4
0.3 :
0.2 ]
0-1 | \I’ ! 1[" ”iV‘ h}i w Nr'l | ’ || ” |I \ “ 1
0.0
-0.1
I I I I I
0e+00 2e+06 4e+06
genome coordinates
0.4 .
0.3 J "
0.2 | Ll 4 Il “ Mx UL e
0_1_ NG Al !\Illl'r
0.0 .
-0.1
-0.2
I I I I I
0e+00 2e+06 4e+06
genome coordinates
0.0
|
-0.1 |
Il A e L | \{\l il | l}d l I
-0.2 4 |l |[H “]‘\]‘!H'M
-0.3
-0.4
I I I I I
0e+00 2e+06 4e+06

genome coordinates




Corynebacterium glutamicum ATCC 13032
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Corynebacterium jeikeium K411
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Thermobifida fuscoa4YX
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Frankia sp. Ccl3
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Rubrobacter xylanophilus DSM 9941
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Rickettsia prowazekii str. Madrid E

0.05 -
0.00 -
G -0.05 -

25-0.10 1

G0,
~0.15 A
-0.20 1
0e+00

4e+05 8e+05

genome coordinates

0.6

0.4

GG-CC
CDS

0.2

0.0

|
0e+00 4e+05

genome coordinates

0.2

0.1

AC-GT
CDS

0.0

-0.1

| |
0e+00 4e+05 8e+05

genome coordinates

0.15
0.10

L 005-
$3 0.00
% _0.05 4
-0.10

0e+00 4e+05 8e+05

genome coordinates

0.06 -
0.04 -

'_
29 0.00
$°-0.02 -
-0.04 -
-0.06 -

| | |
0e+00 4e+05 8e+05

genome coordinates

0.10
0.05

CA-TG
CDS

0.00
o
—0.05

-0.10
!
O0e+00

|
4e+05 8e+05

genome coordinates
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Wolbachia endosymbiont of Drosophila melanogaster
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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 suis 1330
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Anaplasma marginale str. St. Maries

0.10

0.05
» 0.00
a)

<
©0-0.05 -
~0.10

G-CT

-0.15

0e+00

4e+05 8e+05

genome coordinates

| |
4e+05 8e+05

genome coordinates

|
4e+05

genome coordinates

|
8e+05

0.20 -
0.15 -
g 010
o 0.05
% 0.00 1
~0.05 -

GA-TC

-0.10

0e+00

4e+05 8e+05

genome coordinates

| |
4e+05 8e+05

genome coordinates

—-0.15

|
0e+00

| |
4e+05 8e+05

genome coordinates
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Bartonella quintana str. Toulouse
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Bartonella henselae str. Houston-1
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Rickettsia typhi str. Wilmington
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Zymomonas mobilis subsp. mobilis ZM4 = ATCC 31821
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Gluconobacter oxydans 621H
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Ehrlichia ruminantium str. Gardel
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Ehrlichia ruminantium str. Welgevonden
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Wolbachia endosymbiont strain TRS of Brugia malayi
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Brucella abortus bv. 1 Stg. 9-941
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Brucella abortus bv. 1 str. 9-941
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Rickettsia felis URRWXCal2
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Candidatus Pelagibacter ubique HTCC1062
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Ehrlichia canis str. Jake
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Rhodobacter sphaeroides 2.4.1

0.1 1
~0.2 -
-03-
~0.4 -
0.5 -

AL LR
“H'F” ,

Al i
AL

0.0e+00

1.0e+06

2.0e+06

genome coordinates

0.20
0.15
0.10 |
0.05
0.00
—0.05

KL

.”\ T ,H,uul LN |
T

!
0.0e+00

1.0e+06

2.0e+06

genome coordinates

0.4
0.3
0.2 I
0.1
0.0
-0.1

\l‘ll

i

. g
I MHr

!
0.0e+00

1.0e+06

2.0e+06

genome coordinates

0.3 1
0.2 1 l
o 01,
8 0041
& 01
-0.2

GA-TC

L LL“ | gl
'!!l VT 1T 1[’!

n“ [‘ m -

-0.3
0.0e+00

1.0e+06

2.0e+06

genome coordinates

0.6
0.4
0.2 1

AA-TT
CDSs

[l
& 0.0

-0.2

L

hhl

l”lﬂ V

!
0.0e+00

1.0e+06

2.0e+06

genome coordinates

0.1 A
0.0
-0.1

CA-TG
CDS

O 0.2
-0.3 -

IJHIN “ lull ln

il

Ul

!
0.0e+00

1.0e+06

2.0e+06

genome coordinates




AG-CT
CDS

Rhodobacter sphaeroides 2.4.1
0.25
0.20 -

o 0.15

Z‘B 0.10 4

©o 0.05
0.00

-0.05
-0.10

0e+00 2e+05 4e+05 6e+05 8e+05 0e+00 2e+05 4e+05 6e+05 8e+05

GG-CC
CDS

AC-GT
CDS

genome coordinates genome coordinates

___/xw-m-m ol &
A

| | | | |
0e+00 2e+05 4e+05 Ge+05 8e+05 0e+00 2e+05 4e+05 6e+05 8e+05

AA-TT
CDSs

genome coordinates genome coordinates

| | | | | | | | | |
0e+00 2e+05 4e+05 6e+05 8e+05 0e+00 2e+05 4e+05 6e+05 8e+05

genome coordinates genome coordinates



Brucella abortus 2308
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Brucella abortus 2308
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Magnetospirillum magneticum AMB-1
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Erythrobacter litoralis HTCC2594
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Rhizobium etli CFN 42
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Novosphingobium aromaticivoroans DSM 12444
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Anaplasma phagocytophilum str. HZ
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Neorickettsia sennetsu str. Miyayama
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Ehrlichia chaffeensis str. Arkansas
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Jannaschia sp. CCS1
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Rhodopseudomonas palustris BisB18
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Rickettsia bellii RML369-C
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Rhodopseudomonas palustris BisB5
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Nitrobacter hamburgensis X14
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Ruegeria sp. TM1040
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Roseobacter denitrificans OCh 114
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Chelativorans sp. BNC1
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Bacteroides fragilis NCTC 9343
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Bacteroides thetaiotaomicron VPI-5482

0.1 1
0.0
S :
011 bl m
08 A Wl il ol e O
o —0.2 4 M W L
-0.3
I I I I I I
Oe+00 2e+06 4e+06
genome coordinates
0.2 :
(@) 01 1
(I)(n [ L 1[4l il U L ld M | Hl “ WL il
80 0.0 T ‘\‘\‘\"""l“"‘\ﬂ‘”
0 ! | litWi '
-0.1
-0.2
I I I I I I
Oe+00 2e+06 4e+06
genome coordinates
0.4
0.3
= 0.2
Q 4 | y L l\ I I Il
éé 0.1 -tf Ll M | yh | l |H, A I b h 'I ]| -
o 0.0+
-0.1
—0.2 - T T T T T T
0e+00 2e+06 4e+06

genome coordinates

GA-TC

[%2]
[a]
O
(a

%
a)
O
o

AA-TT

CA-TG
CDS

0.2
0.1, A' ‘I I l‘l il '“. ‘1“ l\‘l w W ,‘i‘ ”[ JV “ W ‘ll
0.0 ‘
-0.1
I I I I I I
Oe+00 2e+06 4e+06
genome coordinates
0.2
0.1 |
L (L AL \ A L 1| Ul I ll 11/
0.0 - Wy Mr bl ’ Wi |
~0.1 1 :
-0.2
I I I I I I
0e+00 2e+06 4e+06
genome coordinates
0.0 .
-0.1 . h
. ] d. LA |\ ‘1]‘ I i \HJH 1“ ‘“ |l \“ “ ‘
-0.2 - \ ’I ! ’ AT i ‘ \‘l I ] ’
-0.3 1 .
-0.4 T T T T T
0e+00 2e+06 4e+06

genome coordinates




GG-CC
DS

O

AC-GT
CDS

Bacteroides fragilis YCH46
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Salinibacter ruber DSM 13855
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Cytophaga hutchinsonii ATCC 33406

0e+00 1le+06 2e+06 3e+06 4e+06

genome coordinates

0.4
0.3
0.2
0.1
0.0
-0.1

hul.l L |

| A b il “I I ‘M Il
‘ \ ” Hl | ]

| | | | |
0e+00 1l1le+06 2e+06 3e+06 4e+06

genome coordinates

0.3
0.2
0.1
0.0
—-0.1
—-0.2

Ll Ly ‘l ) | |\l .I\ I
LU AR M kLT R

| | | | |
0e+00 1le+06 2e+06 3e+06 4e+06

genome coordinates

0.2
0.1
0.0
O -0.1 A

GA-TC
CDS

—-0.2

|

I ‘ L

Il“ ““\ A Ll

Rl ”' M

0e+00 1le+06 2e+06 3e+06 4e+06

genome coordinates

0.10 -
0.05 -

- 0.00
; 8-0.05 1
©°-0.10
~-0.15
~0.20 -

\H.}

il IU ‘Ll.‘ Lt
L

| | | | |
0e+00 1l1le+06 2e+06 3e+06 4e+06

genome coordinates

0.3
0.2
0.1
0.0
—-0.1
-0.2

CA-TG
CDS

(a

i Wt 1\ ! l‘ ‘|l il

‘l'lJI\“‘\
T VIO

| | | | |
0e+00 1l1le+06 2e+06 3e+06 4e+06

genome coordinates
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Burkholderia cenocepacia AU 1054
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Chlamydia trachomatis D/UW-3/CX
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Chlamydophila pneumoniae AR39
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Chlamydophila pneumoniae J138
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Chlamydia muridarum str. Nigg
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Chlamydophila caviae GPIC
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Chlamydophila abortus S26/3
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Chlamydophila pneumoniae TW-183
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Candidatus Protochlamydia amoebophila UWE25
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Chlamydia trachomatis A/IHAR-13

0e+00 4e+05 8e+05

genome coordinates

GG-CC
CDS

| |
4e+05 8e+05

genome coordinates

| |
0e+00 4e+05 8e+05

genome coordinates

0.15
0.10
©  0.05 A
L8 i
59 0.00
@ -0.05 -+
-0.10
I I I I I
0e+00 4e+05 8e+05
genome coordinates
0.10 .
- 0.05 \ ‘
L0
5 0.00 ' ' ' === &r-
& -0.05 -
-0.10
I I I I I
0e+00 4e+05 8e+05
genome coordinates
0.10
o 0.05
ég 0.00
O
o —0.05
-0.10
-0.15
I I I I I
0e+00 4e+05 8e+05

genome coordinates




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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Synechococcus sp. WH 8102
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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 elongatus PCC 6301
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Prochlorococcus marinus str. NATL2A
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Synechococcus sp. gg:9902
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Prochlorococcus marinus str. MIT 9312
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Desulfovibrio vulgaris str. Hildenborough
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Desulfotalea psychrophila LSv54
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Pelobacter carbinolicus DSM 2380
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Desulfovibrio alaskensis G20
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Syntrophus aciditrophicus SB
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Anaeromyxobacter dehalogenans 2CP-C
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Lawsonia intracellularis PHE/MN1-00
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Myxococcus xanthus DK 1622
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Helicobacter pylori 26695
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Helicobacter pylori J99
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Campylobacter jejuni subsp. jejuni NCTC 11168 = ATCC 700819
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Campylobacter jejuni RM1221
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Helicobacter hepaticus ATCC 51449
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Sulfurimonas denitrificans DSM 1251
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Bacillus halodurans C-125
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Lactococcus lactis subsp. lactis 111403
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Streptococcus pyogenes M1 GAS

0.0
-0.1

AG-CT

(%)
@)
O

n° -0.2

-0.3

0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.2
0.1

GG-CC
CDS

1
a 00

\ l lJ]l‘l
H”‘\ l’”l[ ‘

-0.1

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.20
sl %ﬂﬁp/x{.m Ay
&8 0057/ W WW

iy ik
O 0.00 - (L
~0.05 - v
~0.10 - :

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

GA-TC
CDS

0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.15
0.10
= 0.05
X2 0.00
$°-0.05 -
—0.10
—-0.15 +
-0.20 T T T T
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.1 +
0.0
()] il . . " | ' -
8 -0 W ( |
Q L]
-0.2
0.3 T T T T
0.0e+00 5.0e+05 1.0e+06 1.5e+06

CA-TG

genome coordinates



Staphylococcus aureus subsp. aureus N315
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Listeria monocytogenes EGD-e

0.1

. 0.3
0.0
= L l\ AL H J “l _ 19) 0.2 1 “‘ l l
ey —01 - yu” ||| ‘ "o 01 - I ullll ml Ll
28 68 BRIV
o -0.2 : o 0.0+
0.3 : —0.117
T T T T T T —0.2 T T T T
0.0e+00 1.0e+06 2.0e+06 0.0e+00 1.0e+06 2.0e+06
genome coordinates genome coordinates
0.3 ) 0.1+
$(n gi: l" hh IHJ \“ ’ ‘ l h ll Fm 007 l | l L | ‘ [ ‘ |
88 ToF f“lm“iu“mk il M ‘]" !"'I i “W"i i 28 -01 T ;]‘ "'n alt H I air p T T 1
o’ 007" w'y ! " I l”l” o : '
-0.1 - -0.2
-0.2 T T T T T —0.3 - T T T T
0. 0e+00 1.0e+06 2.0e+06 0. 0e+00 1.0e+06 2.0e+06
genome coordinates genome coordinates
0.1
2;3 : _82 :_ Ll . l Ll l“l‘ ! ,l l N
LII)—U) ' (';_I)U'J —02 — ’ ’| ‘ ' . ‘ l
28 0.1+ 33 _0'3_
o o :
0.0 -0.4
-0.1 - -0.5
' 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



AG-CT

1%
a)
O
o

(@)
Q
[7p]
(O]
00
o

AC-GT
CDS

a

Listeria innocua Clip11262

0.1
0.0

-0.2

I.l ||‘| J ‘l“h |
’[I"H‘” |=!|,w|y

A

I
I

-0.3 1,
0.0e+00

1.0e+06

2.0e+06

genome coordinates

0.3
0.2
0.1

0.0 o T

-0.1 +
-0.2
-0.3

!
0.0e+00

|
1.0e+06

|
2.0e+06

genome coordinates

0.4
0.3
0.2
0.1
0.0
-0.1
-0.2

1"1

\l.Jll‘ll‘Jll‘lllll m
T T l|||l

0.0e+00

|
1.0e+06

|
2.0e+06

genome coordinates

GA-TC
CDS

AA-TT

CDS

CA-TG
CDS

0.3
0.2
0.1
0.0
-0.1

lJl“|yl.i|“
AR LU

WY

Hnil\ll
i

J

—-0.2
!
0.0e+00

1.0e+06

2.0e+06

genome coordinates

0.1
0.0
-0.1
-0.2
-0.3

TR } A
i i

|

L

!
0.0e+00

|
1.0e+06

|
2.0e+06

genome coordinates

I

L

-0.5 -

( T

T

il 1..|le lumlvli

!
0.0e+00

|
1.0e+06

|
2.0e+06

genome coordinates




AG-CT
CDS

GG-CC
CDS

AC-GT
CDS

0.0
-0.1
-0.2 +
-0.3

Clostridium perfringens str. 13

-0.4

0.0e+00

1.0e+06 2.0e+06

genome coordinates

0.0
-0.2

~0.4

-+ H “ H L L I‘. 4 4=

["IV I V ,Nl

-0.6

\Nl”“'kn\m |H; ml H

1l ’NH” Lt

!
0.0e+00

1.0e+06 2.0e+06

genome coordinates

0.3

0.2

0.1+

0.0

ihlli'l

I
[
|

NN
Rl ANAR R

!
0.0e+00

!
1.0e+06 2.0e+06

genome coordinates

0.3
0.2

GA-TC
CDS

o 0.1+

0.0

I
|

W LAl

g AR 0
ik y”wH bl ']

0.0e+00 1.0e+06

2.0e+06

genome coordinates

-0.20

0. 0e+00 1.0e+06

!
2.0e+06

genome coordinates

0.2
0.1
0.0
-0.1
-0.2

CA—TG
CDS

!
0.0e+00 1.0e+06

!
2.0e+06

genome coordinates




GG-CC
CDS

AC-GT
CDS

Streptococcus pyogenes MGAS8232

-0.3
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.2
0.1 - [

| l“nlll\.‘lv'l
HH" v'1|

—-0.1

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.2
o.1—_ M 4 (l ol
0.0 -
0.1 -
0.2 -

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.2
0.1
e
L0 0.0
00
o -0.1-
-0.2
-0.3 4 T T T
0.0e+00 5.0e+05 1.0e+06 1.5e+06
genome coordinates
0.2
[ Ol =
T
$8 0.0
D_ \
-0.1
-0.2
I I I I
0.0e+00 5.0e+05 1.0e+06 1.5e+06
genome coordinates
0.1
9 0.0 __ I I ‘ UL L ‘ i l J -
L e A [ I ’
38 0.1
o
-0.2

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates



AG-CT
CDS

GG-CC
CDS

AC-GT
CDS

Thermoanaerobacter tengcongensis MB4

0.0 -
~0.1-
024
0.3 -

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

genome coordinates

0.1
0.0

014 Ll H ul "H‘.ll‘

-0.3
_04_ T T T

02T ' ‘l\'“ ’l

!
0. 0e+00 1.0e+06 2.0e+06

genome coordinates

0.25

oo LML

0.10
0.05
0.00
—0.05

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

genome coordinates

0.35 -

0.30

0.25 ‘

0.20 +

o 0.15 1
0.10 -

GA-TC
CDS

l'HH,hM
H Ll

0.05 1,
0.0e+00

1.0e+06 2.0e+06

genome coordinates

AA-TT
CDSs
|
o
N
|

0. 0e+00

!
1.0e+06 2.0e+06

genome coordinates

0.10
0.05
» 0.00

=) CA-TG

-0.10 ' |
-0.15

‘ n Hn mlllm’ I 1‘ il

5-0.05 ||l hm‘i'” l’ l” W"H !‘ H"W “ N

0. 0e+00

!
1. Oe+06 2.0e+06

genome coordinates




AG-CT
CDS

GG-CC
CDS

AC-GT
CDS

Bacillus cereus ATCC 10987

0.3
0.2
|
0149 Il “ “\ ll lllh\‘ L
0.0 - [ U
-0.1
-0.2
-0.3
I I I I I
0e+00 2e+06 4e+06
genome coordinates
0.4 .
o2 Lkt ulil
R T T .'J h | } | I l‘.‘ _
0.0 + " ] [ | ”
-0.2
I I I I I
0e+00 2e+06 4e+06
genome coordinates
0.3
0.2
A, I i
0.1 w“”wull |l “ﬂMh”|”N|JWWM_
EREA A L I
-0.1
-0.2
I I I I I
0e+00 2e+06 4e+06

genome coordinates

0.2
0.1
0.0
-0.1
-0.2

GA-TC

[%2]
[a]
O
(a

L ’1 Hi L l Jilihi
IRl

il A b LR
H| ‘H\' “Wll"l

-0.3

0e+00

2e+06 4e+06

genome coordinates

0.3
0.2
0.1
0.0
—-0.1
—-0.2

AA-TT
CcDS

-0.3

|
0e+00

|
2e+06 4e+06

genome coordinates

0.3
0.2 1
0.1

CA-TG
CDS

-0.1

= -

-0.2 1,

|l il . IR
| "l” [V

0e+00

| |
2e+06 4e+06

genome coordinates




Staphylococcus aureus subsp. aureus MW2
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Oceanobacillus iheyensis HTE831
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Streptococcus mutans UA159
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Clostridium tetani E88
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Lactobacillus plantarum WCFS1
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Streptococcus pyogenes SSI-1
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Bacillus licheniformis DSM 13 = ATCC 14580
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Bacillus licheniformis DSM 13 = ATCC 14580
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Streptococcus thermophilus LMG 18311
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Streptococcus thermophilus CNRZ1066
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Lactobacillus acidophilus NCFM
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Staphylococcus aureus subsp. aureus USA300_FPR3757
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Lactobacillus salivarius UCC118
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Streptococcus pyogenes MGAS10750
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Lactobacillus delbrueckii subsp. bulgaricus ATCC 11842
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Haemophilus influenzae Rd KW20
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Escherichia coli str. K—=12 substr. MG1655
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Xylella fastidiosa 9a5c
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Vibrio cholerae O1 biovar El Tor str. N16961
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Vibrio cholerae O1 biovar El Tor str. N16961
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Pseudomonas aeruginosa PAO1
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Buchnera aphidicola str. APS (Acyrthosiphon pisum)
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Pasteurella multocida subsp. multocida str. Pm70
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Haemophilus ducreyi 35000HP
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Pseudomonas putida KT2440
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Coxiella burnetii RSA 493

Il il

)
‘H

|

0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

0.10 . 0.20
0.05 : 0.15
= . O
0, 0.00 - : l 2, 0.10 -
25 L LI 'L (A ‘ A \ 1 M- 38 005 - l
,l—o.os— ' e T o 0.05
010 - 0.00
~0.15 | | —0.05
0.0e+00 5.0e+05 1.0e+06 1.5e+06
genome coordinates
0.15 : i
0.10 - l : l 0.05
Q
O 0.05 ¢ e -
02 0.00 - '.l ‘ 11’1 '| A ;g 0.00 L
C-0.05 !l | ' ‘ | 0 -0.05 -
-0.10 A
-0.15 - -0.10
I I I I
0.0e+00 5.0e+05 1.0e+06 1.5e+06
genome coordinates
0.15 - 0.05 -
%0 Lyl e 000-
0) 0.05 T ™| I - ~ l
D 0 ! | , ©-0.05 +
[ONa) - S Ua |
28 0.00 58 10 4
Q -0.05 a -
-0.10 -0.15
-0.15 - -0.20

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates

! ! ! !
0.0e+00 5.0e+05 1.0e+06 1.5e+06

genome coordinates



AG-CT
CDS

GG-CC
CDS

AC-GT
CDS

0.1
0.0
—-0.1

-0.2 +

~0.3 -
~0.4 -

0.0e+00

0.20
0.15
0.10
0.05
0.00

0.0e+00

Methylococcus capsulatus str. Bath

(UL ]
R LA

GA-TC

1.0e+06 2.0e+06

genome coordinates

3.0e+06

”.L |
H'\IW

Hlil 1|4
ul I ‘ Al

AA-TT
CDSs

1.0e+06 2.0e+06

genome coordinates

!
3.0e+06

0.2
0.1
0.0
-0.1

-0.2

|“_ Iy
AT VIR

M.LJ Mlnhl_u
il

CA-TG

8 -0.1
(@)

!
0.0e+00

1.0e+06 2.0e+06

genome coordinates

!
3.0e+06

0.2
0.1
0.0
—-0.1
-0.2
—-0.3

0.0e+00

0.4
0.3
0.2
0.1

0.0

0.0e+00

Ui

LK

i J\\H.WIK HX
phak O i iy

1.0e+06 2.0e+06 3.0e+06

genome coordinates

it |

] w\l I[

!
1.0e+06 2.0e+06 3.0e+06

genome coordinates

0.1
0.0

-0.2
-0.3

l‘ il
!

il ,1”,1 L |
G ,ru,

!
0.0e+00

! !
1.0e+06 2.0e+06 3.0e+06

genome coordinates



AG-CT
CDS

GG-CC
CDS

o

AC-GT

(%)
o
(®)

Yersinia pestis CO92

0.0

-0.1 + |kl

~0.2 -
~0.3 -
~0.4 -

i FUA f yl‘l | ‘lh 1” Ih

ML

Lk

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

genome coordinates

0.2
0.1
0.0
-0.1
-0.2

L ,rll W‘Hl‘ﬁJ$[ ll
(AL

I | |

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

genome coordinates

0.2
0.1

0.0 1

-0.1
-0.2
—-0.3

LWL, b ‘h“‘
i i

! L\ T
l

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

genome coordinates

L I“ I[\I f jl ” ‘.l ]' " | \l”l i ‘\‘

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

genome coordinates

[ u\lﬁujm
1 (TN | "l“ ”]]

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

genome coordinates

0.2 -
o 014
"o
$8 0.0
o
0.1 -
0.2 1
0.4 -
0.3 -
Fn 0.2
[2) . —
0,
0.0 -
0.1 -
0.1 -
10 0.0
T
$8 -0.1
o 024
0.3

Ul

kil ‘H‘

IMY%

! !
O0e+00 1e+06 2€+06 3e+06

genome coordinates




AG-CT
CDS

AC-GT
CDS

Salmonella enterica subsp. enterica serovar Typhimurium str. LT2
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Xanthomonas campestris pv. campestris str. ATCC 33913

0.1 1
0.0 :
0y —0.11 ' L
é ‘éJ - L } J | J Il l\ I ]I.. | d 1|t || 1
N ’ y | p” [ I
o -0.2 | l T AT
-0.3
I I I I I
0e+00 2e+06 4e+06
genome coordinates
0.3
o 027
e 0.1 -
85 © -
o 0.0 =+ 4 yll h L 1 l" ‘I“\ ‘ ll“ ‘\l "I‘. |' L o hJ [. -
—0.117 T T T T T
0e+00 2e+06 4e+06

genome coordinates

AC-GT

|
4e+06

2e+06

genome coordinates

GA-TC

[%2]
[a]
O
(a

AA-TT
CcDS

CA-TG
CDS

0.4
0.3
0.2
0.1
0.0
-0.1
—-0.2

—-0.3
| | | | |
0e+00 2e+06

genome coordinates

0.4

7 | j AL
01)_L1J‘T]"l'"H”uﬁ#Wlﬂ'i1“F_

0.2

-0.2

! !
Oe+00 2e+06 4e+06

genome coordinates

0.1 +

0.0 1
0.1 __ ‘ “ Ik Il
-0.2 71 ‘, ‘[ MY
-0.3
-0.4 :
—0.5 - T T T

I \\ | I || \l‘ il L ” 0h_
it i

! !
O0e+00 2e+06 4e+06

genome coordinates



AG-CT
CDS

0
o)
O
o

GG-CC

AC-GT
CDS

o

Colwellia psychrerythraea 34H

ln l”Hlmm\lmle‘l
i M'” |

2e+06 4e+06

genome coordinates

0.2
0.1
0.0
—-0.1
-0.2

1.'M 000 R A |
T ﬂ"l””‘ ‘\N "

-0.3

|
0e+00

2e+06 4e+06

genome coordinates

0.1

00T

-0.1

bl ! Ml,
Ul||"1!"“

-0.2 L,

0e+00

2e+06 4e+06

genome coordinates

0.3
0.2
0.1+ i ‘n[ ,.ul
Q0.0+

-0.1

GA-TC
CDS

0e+00 2e+06

genome coordinates

4e+06

0.20
0.15

- 0.10
[B2] —
8 000 Ll
a v it el O AR
-0.05
-0.10

-0.15 T T T
Oe+00 2e+06

genome coordinates

4e+06

CA-TG

\MM‘
ML

!
0e+00 2e+06

genome coordinates

4e+06




Xanthomonas axonopodis pv. citri str. 306
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Buchnera aphidicola str. Sg (Schizaphis graminum)
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Yersinia pestis KIM10+
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Pseudomonas protegens Pf-5
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Wigglesworthia glossinidia endosymbiont of Glossina brevipalpis
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Escherichia coli CFT073
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Vibrio vulnificus CMCP6
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Vibrio vulnificus CMCP6
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Buchnera aphidicola str. Bp (Baizongia pistaciae)
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Pectobacterium atrosepticum SCRI11043
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Xylella fastidiosa Temeculal

0.05 -
0.00 -
~0.05 -
©-0.10
©-0.15
~0.20
~0.25

P AG-CT

-0.30 -

0.0e+00

1.0e+06 2.0e+06

genome coordinates

0.2
0.1
0.0 +
-0.1
-0.2

GG-CC
CDS

ML, “ 1l
”H v'm T

!
0.0e+00

!
1.0e+06 2.0e+06

genome coordinates

0.3
0.2
011
0.0
—-0.1
—-0.2

AC-GT
CDS

a

IV’A‘ll 1lAll‘lH||‘
" l 'H!H

!
0.0e+00

!
1.0e+06 2.0e+06

genome coordinates

0.3
0.2
0.1
0.0
—-0.1
-0.2

GA-TC
CDS

(a

i I

-

Hm, I
Ry

0.0e+00

1.0e+06 2.0e+06

genome coordinates

0.4
0.2
0.0

AA-TT
CDSs

o -0.2 4

-0.4

!
0.0e+00

!
1.0e+06 2.0e+06

genome coordinates

0.2

0.0

CA-TG
CDS

20 0.2 -

-0.4

R [T Xl““ U Lol L
I\ ‘ ' T

0.0e+00

! !
1.0e+06 2.0e+06

genome coordinates



Pseudomonas syringae pv. tomato str. DC3000
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Vibrio parahaemolyticus RIMD 2210633
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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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Photorhabdus luminescens subsp. laumondii TTO1
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Vibrio vulnificus YJO16
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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

0.0e+00 1.0e+06 2.0e+06 3.0e+06

genome coordinates

0.3
0.2
0.1
Q0.0+

-0.1

GG-CC
CDS

A L e L
Lkt le BRI

! !
0.0e+00 1.0e+06 2.0e+06 3.0e+06

genome coordinates

0.1

0.0 4 MW

ilmi r ' T T i

AC-GT
CDS

-0.1
-0.2

_0 3 -
! ! !
0. Oe+00 1. Oe+06 2. Oe+06 3. 0e+06

a

genome coordinates

GA-TC
CDS

(a

AA-TT
CDSs

CA-TG
CDS

(a

0.1
0.0 T

—-0.1
—-0.2

0.0e+00 1.0e+06 2.0e+06 3.0e+06

genome coordinates

0.4
0.3
0.2
0.1
0.0
—-0.1

! !
0.0e+00 1.0e+06 2.0e+06 3.0e+06

genome coordinates

0.2
0.1

0.0

I L1

I |

yr”'w

l‘"’

—-0.1

—-0.2
| | | | | | |
0.0e+00 1.0e+06 2.0e+06 3.0e+06

genome coordinates



AG-CT
CDS

GG-CC
CDS

AC-GT
CDS

Yersinia pseudotuberculosis IP 32953
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Mannheimia succiniciproducens MBEL55E
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Legionella pneumophila str. Paris
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Photobacterium profundum SS9
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Salmonella enterica subsp. enterica serovar Paratyphi A str. ATCC 9150
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Idiomarina loihiensis L2TR

o
5,-005- i n AL e, o 3
5,0 ‘ul \1] 1Myl Z‘é’ 02+ ¥ [l AR
26-0.10 | ,i‘ HM” 68 44 !1 noe o R
® _0.15 | - -
0'20 0.0 .
. T T T T T T 0.1 1 T T T T T T
0.0e+00 1.0e+06 2.0e+06 0.0e+00 1.0e+06 2.0e+06
genome coordinates genome coordinates
0.10
A
o 0.05 0
© , 0.00 " ‘ l | I
0g YV <2 0.0 bl IR Wy 4t b0 e
O O— . <O I TN T '
0 5-0.05 < ¢ | ' WNINTTT [ l
-0.10 -0.1 :
-0.15
T T T T T T -0.2 - T T T T T
0.0e+00 1.0e+06 2.0e+06 0. 0e+00 1.0e+06 2.0e+06
genome coordinates genome coordinates
0.05 S
0.2 0.00
-0.05 l :
= ] o
og 017 Zg-O-lo—_ ll“ [ H'h
<O OoOo_ i
5 oo oas T AT
-0.20
-0.1 -0.25
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



Francisella tularensis subsp. tuéa}lréansis SCHU S4
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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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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 haloplanktis TAC125
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Nitrosococcus oceani ATCC 19707
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Pseudomonas fluorescens Pf0-1
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Chromohalobacter salexigeon;s: DSM 3043
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Baumannia cicadellinicola str. Hc (Homalodisca coagulata)
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Yersinia pestis Nepal516
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Yersinia pestis Antiqua
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Treponema pallidum subsp. pallidum str. Nichols
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Borrelia burgdorferi B31
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Leptospira interrogans serovar Lai str. 56601
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Leptospira interrogans serovar Lai str. 56601
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Ureaplasma parvum serovar 3 gtsr. ATCC 700970
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Mycoplasma pulmonis UAB CTIP
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Mycoplasma penetrans HF-2
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Mycoplasma gallisepticum str. R(low)
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Onion yellows phytoplasma OY-M
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Mycoplasma mycoides subsp. mycoides SC str. PG1
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Mesoplasma florum L1
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Mycoplasma hyopneumoniae 232
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Mycoplasma mobile 163K
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Mycoplasma synoviae 53
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Mycoplasma hyopneumoniae J
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Mycoplasma hyopneumoniae 7448
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Mycoplasma capricolum subsp. capricolum ATCC 27343
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Aster yellows witches'-broom phytoplasma AYWB
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