Supplemental Material

Table S1. Growth of WT and ABC_2216-17 mutant in various stressful conditions

Stress tested Stress condition Growth Time to reach Conclusion for
condition stationary phase for the 2 strains
both strains
high temperature 42°C microplate  OD>1in 3.5h similar growth
45°C microplate  OD>1in 4.5h similar growth
acid (HCl pH 5.5 microplate  OD>1in 7h similar growth
supplementation)
pH 5.0 microplate  OD>1in 12h similar growth
pH 4.7 microplate  OD>1in 32h similar growth
basic (NaOH pH 8.5 microplate  OD>1in 12h similar growth
supplementation)
pH 8.6 microplate  OD>1in 13h similar growth
Oxydative agent 100uM paraquat microplate  OD>1.5in 16h similar growth
150uM paraquat microplate  OD>1.3in 14h similar growth
AAPH 100mM microplate  0OD>1.2in 12h similar growth
AAPH 150mM microplate  0OD>1.0in 12h similar growth
0.020% H,0, microplate  OD>1in 12h similar growth
0.025% H,0, microplate  OD>1in 12h similar growth
high osmolarity 4 % NaCl microplate  OD>1in 18h similar growth
6 % NaCl microplate  OD>0.8 in 36h similar growth
low osmolarity 0 % NaCl flask OD>1in 4h similar growth
Ethanol 4% flask OD>1in 3h similar growth
6% flask 0OD>0.1in%h similar growth
lons chelators EDTA 0.1mM flask OD>1in7h similar growth
EGTA0.1mM flask 0OD>0.5in 8h similar growth
2,2'-bipyridyl 100uM  flask 0OD>0.2in 5h similar growth
2,2'-bipyridyl 500uM  flask 0OD>0.1in 5h similar growth

Growth in Erlenmeyer flasks was performed in 50ml LB at 37°C with shaking at 200rpm, after
inoculation to an ODgg, of 0.01 by an overnight grown culture. ODgyy Was measured in microcuves.
Growth in microplates was performed in 250 ul LB at 37°C with shaking, after inoculation by 10ul of
an overnight grown culture in an automatic turbidimeter (see material & methods section). ODggo
was measured every 15 min.

Temperature was set at 37°C, pH at 7.0, and NaCl concentration at 1%, unless stated differently.



Fig. S2 Survival of B. cereus WT and AcasKkR strains at 37°C
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Bc WT (squares) and AcasKR (triangles) bacterial suspension were incubated in LB at 37°C. Cfu numeration was performed regularly over
time. Black and grey represent data from replicates 1 and 2, respectively.



Fig. S3. The ABC_5411-12 mutant can grow at low temperature
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A. The ABC_5411-12 mutant can grow at Tmin. One colony of overnight grown culture of B. cereus WT, ABC_5411-12
and AcasKR was struck on LB agar and incubated at 10°C for 14 days. Three independent replicates are shown.

B. The ABC_5411-12 mutant can grow at 12°C, similarly as the WT strain. Growth of WT (black) and ABC_5411-12
(grey) strains was performed in an automated turbidimeter with shaking at 12°C. Mean values +/- SD of three

biological replicates are shown.



Fig. S4. Graphic display of caskR Orthologs and Neighborhood genes in the B. cereus Group (sensu lato).
Orthologs of caskR genes (bc2216-17) and their neighborhoods in all available genomes are shown below, using
Conserved Neighborhood Viewer of Integrated Microbial Genomes (Markowitz et al., 2012). Genes of the same color
(except light yellow) are from the same cluster of orthologous gene (COG). Light yellow: no COG assignment;

Red/Blue: caskR orthologs.

Bacillus cereus ATCC 14579: NC_004722

2135747 2140747 2145747 2150747 2155747 2160747 2165747 2170747 2175747 2180747
POEPPD PP P COND PP DR D COPEDOED DD
d d ad <Ja ad
Bacillus cereus BDRD-ST24, unfinished sequence: NZ_ACMB01000048
36227 41227 46227 $1227 56227 51227 66227 71227 76227 81227
DOEPPD PP W O PP PP COPOPOE N O
d a ad a4a ad
Bacillus cereus BORD-Cerd, unfinished sequence: NZ_ACME01000046
35542 43542 48542 53542 55542 63542 63542 73542 78542 53542
PDOEEPPD PP I O PP PPN COPIOE N L
d a adq a4a ad
Bacillus cereus F65185, unfinished sequence NZ_ FICH001000036
-10849 -5849 -549 9151 24151 29151 34151
. I:>DI>DDD.E> DB»I.’DDD COWRDDOED D,
ad a4a d
Bacillus t.hur'mglensm serouar paklstam str T13001, um’-‘mlshed sequence NZ ﬂCNCOlOOOO?B
34952 69952 74952 79952
D&-Dl ED. P DE»IDD.D D&I.DDDD D (P DO
d d adq a4a ad ad

Baclllus cereus 172560“, unl-‘:mshed sequence : NZ_ACLY01000044
85581 90581

'‘DIESBR BI5 b N> POBIDBEBIODD - s Db o IO
= a a4 aa =

Bacillus cereus Rockd-2, unfinished sequence NZ_ HCHH01000146
-7269 -2269 273 22731 27731 32731 37731

c DM M DDD..DIDDDB*...DDD oo,
d 4a <4 aa ’




Bacillus thuringiensis BMB171 chr‘omosome NC 014171
2094040 2099040 2104040 2119040 2124040 2129040 2134040 2139040

PP P b I:>l> ..DDD Db--’DDD OBD OO N >
a a ad 4a ad 4

Bacillus cereus m1550, unfinished sequence: NZ_ACMA01000043
38697 43697 48697 53697 58697 63697 68697 73697 78697 83697

EOEDSPD D I COWD PO DD D D COOPOEEIE O
a a ad a4a ad

Bacillus thur‘mglenmS serouar kurstakl str. T03a001, unP1mshed sequence. NZ ﬁCND01000061
19260 54260 64260

m-» DDD 4 I:>I>i>»DDD[>£>[> bl-DDDD (-, B DDDDDD--DDD
<3 ad a 4d a4a d
Bacillus cereus RCH_BCZ2 (Abyss contigs Sep "10) : bcerd769_4272G_16094_60
-2252 1753748 6753745 11733745 758 5758 10758
)DD DDD PP b
4 d '
Bac1l lus cereus \fDiQG ﬁHFLOiOOOOOG
BO00GS B30063 635068 640065 645065
D&-DD DD’ 02 DDDD.DDD Dbl-.DDD D OO >
4a a a 4 <Ja ad
Bacillus cereus VD154 ﬂFFGOiOOOOOtl
38758 B3758 73758 78758 B3758
DB-DD iDD. [ DDDDDD.D Dbl.’DDD D o PP
4a a a 4 q <Ja a <d
Bacillus cereus VD166 am—‘101oooo1s
83710 73710 58710 53710 45710 43710
[ b I ] )DD. 02 DDDD-D.D D bl-DDDD (-, B DDD.DD--DDD
4a a a 4 q <Ja ad
Bacillus cereus B4264: NC_011725
2120106 2125106 2130106 2135106 2150106 2155106 2160106 2165106
EOEEPD PP i O DD.D [> bl.’ DD DPD D oD

r— | a a 4 aa J

Bacillus cereus ﬂHG?G, unfinished sequence: NZ_ACMO01000078
-22150 -17150 -12150 -7150 -2150 17850 22850

b--’DDD F> m COPIOPDED B O >
X aa a




Bacillus sp. 7_6_55CFAA CT2 NZ_ FICME01000035

-7436 -2436 22564 27564 32564 37564
. DDD 02 DDDDDD.D D&I-DDDD [ BN
ad a 4 q <a i
Bacillus cereus BAG4X12-1 : AHDGO1000022
52564 57564 62564 67564 72564 77564 52564 87564 92564 97564
COEEPD PP P COMPPOR DO D DD
4a a a 4 4 <a

Bacillus cereus BAGSX12-1 : AHDKO1000019

S0858 75858 70858 65858 60558 55858 50858 45858 40858 358
EOEEPRD PP P COMPPOLRP D PP P PO L >
4a a a 4 q <a
Bacillus cereus ATCC 10876, unfinished sequence: NZ_ACLT01000051
37971 42971 47971 52971 57971 62971 67971 72971 77971 52971
COEPP P> P PP PP COBD O POED I o
<) ad a 4 aqa
Bacillus cereus Y0045 ﬁHET01000016
167664 157664 152664 147664 142664 137
DB‘DD )DD. [ DDD.DD.D D &I-DDDD P OO o >
4a a a 4 q <Ja ad
Bacillus cereus YD133 : AHFBO1000032
44524 49524 54524 59524 64524 69524 74524 79524 84524 59524
COEPPD D P OO PP i
<) ad a 4 q <a

Bacillus cereus RCH_BC1 (Abyss contigs Sep “10) bceri?ﬁ? 2270L_16145_157
19291 14291 9291 5338291 118858 £

I > DDWIDD [ |
a

ad
Bacillus thuringiensis serovar berli mer ATCC 10?92, unhmshed sequence NZ_ACNF0O1000056
-7716 -2716 2264 22284 27284 32284 37284
. DD P I:>I>I>I>DDN>[> lIDDDD .
) a4 4 a -’

Bacillus cereus BAG3X2-2 : HHDE01000025
44443 49445 S4445 74445 79448 34448 59445
i

EOrEDPD P> P I:>I>I>D.D.[> D&...DDD OBD MDD
< 4d a 4 4 aa ad



Bacillus cereus BAG40-1 : AHDFO1000026

50981 55961 50981 65981 70961 75981 8098 85981
EOEPPD I P O PR DD RO ‘-DDDD-DD--DI:)D
a a a 4 q <a
Bacillus cereus BAG30-2 : ﬁHDC01000029
143154 123154 115164 113154 105154 107
D&-DD wre b DDDIDDDD Dbl.’DDD D oD >
a a a 4 q <a
Bacillus cereus ISF’2954 : AHEJ01000042
BEO20 ?6 20 81020 B6020 91020 96020 101020 106020 111020
B&-» e p LAy, vy | IR D o >
< a a4 q <a d
Bacillus cereus \o‘DiGQ ﬂH—'JOiOOOOZO
43844 3044 78644 33544 Bo044
H-Dl ibbl D [ 2% IDDDD E> »DDIDDDD COMERPOER I
a a 4 4 4a 4
Baculus cereus HD?3 N-iEHJ01000043
79006 94006 39006 104006 109006
B&-» DDD p I:>I>i>l.lDD[> Dbl-DDDD D oo >
< a a4 q <a d

Bacillus cereus BMG1.7 : HHDQO:LOO 5?
34 145334 143334

138334

133334 12¢

B&ﬂ» )DD. 4 DW»'D’[} Db--.DDD D O (I

DD
< a a4 q <a d
Bacillus thuringiensis sv. kurstaki HD73 CPOO4069
2359232 2364232 2369232 2374232 2389232 2394232 2399232 2404232
(4 | — DDD [>i>|> D --D DD | DI IO
< a a4 <a ad
Bacillus cereus HuB13-1 : AHEC01000057
64603 69603 74603 79603 54603 89603 94603 39603 104603 109603
PP PP P MR PO DO O OO >
a4 a a4 q <a d
Bacillus cereus Rockl-15, unfinished sequence: NZ_ACMHO1000053
37980 429810 47980 529580 57950 62950 67980 72980 77980 52950
PPEEPP i P PP PP oo B
a a a 4 a4a ad



Bacillus cereus VD184 ﬁFFK0100003?

58126 63126 88126 93126 95126 103126
[ b I ] DD’ 02 DDDDDD.D Dbl-.DDD —e
4a a a 4 q <Ja 4
Bacillus cereus YD200 : ﬂFFMOiOOOOBO
123732 128732 153732 158732 163732 168732
— DD’ [ DDDD.DDDD&DI’DDD D P PPN
4a a a4 q <Ja ad a
Bacillus cereus MSX-AL : FlHE001000031
164050 159080 39080 134080 129080 124080 114
P DEDPPD WP P I:>1>I>IIDN> D l-DDD D PEED PEDCED
a a ad 4 <a a
Bacillus cereus HuB1-1 FlHE801000024
83137 137 53137 45137 43137 38:
COCOoPD )DDD D I:>[>I>D DDD [> DP IIDDD D PEED [
<) ad a 4 q <a d
Bac1llus cereus \fD:L40 ma-‘nomoooao
4878 94675 99678 104578 109878
B&-» DDD 4 I:>I>I>IDDD[> Dbl-.DDD
<) ad a 4 q <a
Bacillus cereus BAGIX1-2 : AHCRO1000018
22000 27000 32000 37000 42000 47000 52000 57000 62000 67000
PP P b COWPDPOPD DO D I—D
<) ad a 4 q <a d
Bacillus cereus BAGL0-3 : AHCPO1000020
53163 75163 73163 65163 63163 58163 53163 45163 43163
P EPEPPRD WD P CONMPPLPD D PEBRLCL D> PEED LD
<d d a4 4 <a d
Bacillus thur ingiensis serovar israelensis ATCC 35646, unleshed sequence. NZ_AARJMO1000131
6309 21509 16509 11509 =-3191 -5191 -13191 -
) DD I-. DD D =
4 a

Bacillus thuringiensis IBL 4222, unfinished sequence: NZ_ACNL0O1000070
36642 41642 46642 51642 56642 61642 66642 71642

P DHEDPED P W COMDDPUOPPD PBRODD (- B
a a ad 4 aa ad

76642 81642
PP B O >



Bacillus thuringiensis Bt407 : CP003859

2176247 2181247 2186247 2191247 2196247 2201247 2206247 2211247 2216247 2221247
EPEDPRD P> P O POPD D PEBRLCDL D D
4 a a4 4 b ] q d
Bacillus thuringiensis sv. thuringiensis 1S5056 : CP004123
2175481 2180451 2185481 2190481 2200481 2205481 2210481 2215481 2220481
EPEPRD D D I:>I>I>IDD)[>I>[> PR Lo D
a a a 4 4 <M d
Bacillus thuringiensis T01-328 : ARXZ02000003
270790 275790 280790 285790 290790 295790 300790 305790 310790 315790
b EPEDPP P> P CONDPOPD D PEBRLCD D —>
4 a a4 4 b ] ad
Bacillus thuringiensis Bt407, unl-‘lmshed sequence' NZ ﬂCﬂZOiOOOOtIS
-7655 -2655 22345 27345 32345 37345
. DDD ;o I:>I>I>IDD)[> D DIDDDD .
d a4 4 <d
Bacillus thuringiensis serouar thurmglensm str. T01001, un{-‘lmshed sequence: NZ_ RCNFIO1000049
-7656 -2656 22344 32344 37344
. Dbl > DM-D)DD DIDDDD .
d a4 4 <d
Bacillus thuringiensis serovar chmensm CT-43' CP0O01907
2170285 2175285 2180285 2190285 2200285 2205235 2210285 2215285
b DOOPEEPD N P I:>I>I>IDD)[> D DIDDDD
4 a a4 4 <M d
Bacillus thuringiensis HD-789 : CP003763
1643374 1645374 1653374 1658374 1663374 1673374 1676374 1683374 1688374
2P P O PORDID DIDDDD oo 1 B g g I
a a a4 4 a ad
Bacillus cereus Y0022 : AHCKO01000017
" 334567 329567 324567 319567 314567 309567 304567 299567 29¢
| 4 DB*-» D P PP D DD D PED [ I g iy I I
a a a4 4 <Ja d
Bacillus thuringiensis HD-771 : CP003752
1706316 1701316 16¢

1741316 1736316 1731516 1726316 1721316 1716316 1711316
(-, B

D DOEDPD WD P COWPPRORID DROD D
a a ! 4 d ad



Bacillus cereus Schrouff : HHCI()1000014
177233 172233 157233 152233 147233 142233 137233 132
P DOEEPPD WD P I:>DI>IIDD[>D PR Lo PO [ D S
a a ad 4 <Ja «
Bacillus cereus TIAC219 : AHCJ01000031
40105 45105 50105 55105 60105 65105 70105 75105 30105 85105
P DEPD P> P COWEPPORI D PR D [, B PO B >
a a ad 4 <Ja d
Bacillus cereus K-5975c ﬁHELOiOOOOZE
86471 81471 471 56471 51471 46471 41¢
P DOEEPPD WD P I:>DI>IIDD[>D I-DDDD P
a a ad 4 <Ja «
Bacillus cereus G9842: NC_011772
2081365 2086365 2091365 2111365 2116365 2121365 2126365
P DOEOPD P D I:>1>I>IIDDEDD DIDDDD B I g I, N
a a ad 4 <Ja ad
Baécsulus thur‘mgmnsm serouar sotto str T04001, unl?lmshed sequence NZ_ ﬁCNB(;lOOOO?G o — m—
> D&-» »DI | 4 I:>DI>I>DDN>D I-DDD D ED [(CCOMOoPOED IO
4 a M 4 4 HKaAd d
Bacillus thuringiensis serovar huazhongensxs BGSC 4801, unFlmshed sequence : NZ_ACNI01000045
-7304 -2304 27696 32696 37696
. DDI " DDDDID.DDD bl.’DDD COPOOD i >
d a4 a4a 4
Bacillus thuringiensis IBL 200, unleshed sequence' NZ ﬁCNK01000048
-7067 -2067 2933 22933 27933 32933 37933
. DD P I:)DDIDDD.H}D bI-DDDD (-, B :
ad adq 4 a4a d
Bacillus cereus HuB4-4 : AHEF01000048
118954 123984 128984 133984 138984 143954 145984 153954 158984 163984
P DEPD P> P COMPPORI D PR [, e W i ) D
a a ad 4 <Ja d
Bacillus cereus BAGLXZ-1 : AHCTO01000027
85958 30958 95958 100958 105958 110958 115958 120958 125958 130958
PPEDPRD WM P O PP D PR B
o a a4 4 <Ja d



Bacillus cereus BAGIX2-3 : AHCY01000043

45909 50909 55909 6509309 65909 70909 75909 50909 85909 30909
PPEDPRD WD P ORI D PEBRLLD [, Rl g,
a4 a a4 4 <Ja d
Bacillus cereus BAGLX2-2 : HHCU01000022
171922 161922 151922 146922 141922 136922 13:
Db-l»’ wriee b I:>I>I>IDD)[> D IIDDDD D B
a4 a a4 4 <Ja d
Bacillus cereus BAG20-1 : AHCWO1000024
45909 50909 55909 650309 65909 70909 75909 50909 85909 30909
PPEDPRD WD P ORI D PR [, el e
a4 a a4 4 <Ja d
Bacillus cereus 396121-1 HHC001000035
176814 161514 151814 146814 141514 136514 13:
EPED PP )DDI D I:>I>I>IDD)[> D IIDDDD
a4 a a4 4 <Ja d
Bac1llus cereus vno14 ﬁHER01000028
0618 55618 70615 75618 80613 85618
-» Dbl | DDDD.D.D Dbl-’DDD D oD DI >
<) d a4 q <a ad
Bacillus cereus VD156 ﬂHFHOiOOOOZ?
157551 152551 147551 142551 137551 132
D&-DD )DDI D I:>[>I>IDDN> OB D DD
@) a a 4 q <Ja ad
Bacillus thuringiensis HCZB CP003687
1370336 1375336 1400336 1405336 1410336 1415336
oD DDD D DM.D’DD --DDD P Db o D
<) a a4 4 aa q 4
Bacillus cereus Rock3-29, unP1nashed sequence NZ_| HDMJ01000039
-7505 -2505 27495 32495 37495
. DDI P I:>l>l>l.Dl[>[> DIDDD [> DD (w, SR
; a4 4 ada d

Bacillus cereus BAGS50-1 : AHDIO1000010
37838

42638 47638 52838 57638 62638 67838 72838 77838 82638
DOEDPD > P CONMPPOPDD DD POEEED BWOPOED BN >
a a a 4 4 aa ad



Bacillus cereus BAG4X2-1 : AHDHO1000032

207990 202990 19799 157990 182990 177990 172990 167990 162
b WP P I:>I»DDDDI> D PR B | D I W,
a a a4 4 a d
Bacillus cereus HuB2-9 . ﬁl-iEDOiOOOOZQ
208071 193071 186071 183071 176071 173071 166071 167
COC oD DDDI P I:>l>I>IDDD[> D P [ PO >
a a a4 4 a d
Bacillus cereus 89610-2 ﬁHCOOiOOOOZtl
29282 19262 14282 9262 4282 -718 -5718 -10718 -
COCoDPD DDDD PO PLOPD PRI PE .
a a a4 4 a
Bacillus cereus Y0214 : AHFNO1000040
165075 173078 176078 183078 196078 203078 208078 213078
e P I:>l>l>llDl[>[> DIDDD
a a a4 4 a d
Bacillus cereus HuB4-10 : ﬂHEEOiOOOOO?
184391 159391 194391 209391 214391 219391 224391 229391
0 P DMDD’D [> (0] D] POEEED OO N>
a a a4 4 a d
Bacillus cereus HuA2-3 : AHDWO1000034
164333 169333 174333 179333 184333 189333 194333 199333 204333 209333
e b P> D Pl Py oM oD >
a a a4 4 a d
Bacillus cereus VD148 ﬁHFF01000025
29230 4230 =770 =S770 -10770 -
EPED PP Wbl P DMDD’D D -.DDD PE .
a a a4 4 a
Bacillus cereus VD131 : AHFA01000025
58378 63375 68378 73378 78378 83378 88378 93378 95376 103378
PP P> P oM P> PR D P OO )
a a a4 4 a <X d

Bacillus cereus 39060-1 ﬁHEH‘IOiOOOOZE
197931 187931 182931 177931
B

DD-D’ WDI D DDD.-DDDD (] . B
a a a 4 4 aa

172951 167931 162
oD [



Bacillus cereus HuB5-5 : AHEG01000020

158133 163133 165133 173133 178133 183133 188133 193133 198133 203133
PP PP P oD D PR P B B P
a a a4 4 aa K d
Bacillus cereus 39620-2 : AHCX01000025
33317 "43317 48317 53317 58317 63317 68317 73317 78317
D&-» e P oD DD PE .
a a a4 4 aa q
Bacillus cereus Rockl-3, unf1n1shed sequence NZ_ HCH001000035
-7467 -2467 27533 32533 37533
. DDI P I:>I>I>DDDD[>[> .-DDD l> DDD
a a4 4 aa

Bacillus cereus Y0102 : AHEWO1000010
535656 505656 500656 495656 4

530656 525656 520656 515656 510656
CODPEDPRD WD b CONMPPOID D DB DO B

d adq 4 <Ja d
Bacillus cereus MSX-D12 : AHEQ01000022
54837 79837 74837 69837 64837 59837 54837 49837 44637 39¢
COoDEDPD WP P CON PP D PPN PP DO o D
a adq 4 <Ja ad
Bacillus cereus m1293, unfinished sequence' NZ_| HCL801000062
-7797 -2797 2203 22203 27203 32203 37203
D P I:>DI>DDDDI>!>[> bl.’bl}D P P Or >
adq 4 q4a d
Bacillus cereus AND1407 ﬁHCﬂ01000013
54112 59112 69112 74112 79112 d4112 89112 94112 99112
[ 24 DD P O BPPORD D DIDERD O B DO LD
4a a 4 q aa q 4
Bacillus cereus ATCC 4342, unfinished sequence: NZ ﬂCL201000032
-19504 -14504 -9504 -4504 10496 15496 20496 25496
.I>£[> blI’DD P » PO oD
4 a4 d

Bacillus thuringiensis serovar tochlglen31s BGSC 4?1, unP1nlshed sequence. NZ_ ﬁCHYOiOOOOS?
-16455 -11455 -6455 135 18545 23545 28545
| oo

D.D’I}D} b--.EDD DDDDIP_
4 aa d




Bacillus cereus MSX-Al2 : AHEP01000020

130368 125368 120368 115368 110368 10536 100368 90368 &8s
DEPEDPPD WP P CONPPORIPD DRI DD bDDD-DD--DI:}:>D
a a4 4 a 4
Bacillus cereus IS845/00 : AHEI01000047
181140 176140 171140 166140 161140 156140 151140 146140 141140 13¢
—— O DD P PERIDD B b
aE 4 d 4 a 4
Bacillus cereus IS195 : AHEH01000047
54303 793 74303 64303 59303 54303 49303 44303 397
> DD DD PR P P> D
aE 4 ‘e 4 a 4
Bacillus cereus IS075 : AHCHO2000004
180186 175186 170186 165186 160186 155186 150186 145186 140186 138
[y 0 PO PO POERIDD
aE 4 d 4 a 4
Bac1llus thur‘mgmnsm serovar konkukian str. 9?-2? NC 005957
2114792 2119792 2129792 2134792 2139792 2144792 2149792
DD&‘PD» er» P I:>I>£>DDDI>I>[> DB D
a a 4 4 a 4
Bacillus cereus BDRD-ST26, unfinished sequence' NZ ﬁCHCOiOOOOSO
-68582 -1882 3118 15118 23118 28118 33118 38118
, DM P DDDD.D’D[D PR D a
a 4 a4
Bacillus cereus 95/8201, unhmshed sequence NZ_ HCI'IF01000045
-8157 =-3157 21843 26843 31843 36543
. BD. D DDDD.DDI}DD &DIDEDD P B M A OPOE BN OL D
a 4 4 ia 4
Bacillus thuringiensis serovar nonterr'ey BGSC 4F|J1, unhmshed sequence NZ ﬂCNE01000046
-7129 -2129 2871 27871 32871 37871
, D> P DDDDDD.DDD &DIDEDD P DD PP O oD
a a4 4 {4 4
Bacillus cereus ISP3191 : AHEK01000015
52904 47904 42904 37¢

52904 77904 72904 67904 62904 57904
CODPEDPD WP P CONPOPIND bR P DD
a ad 4 <a 4




Bacillus thuringiensis str. Al Hakam: NC_008600
2149097 2154097 2159097 2164097 2169097 2174097 2179097 2184097 2189097 2194097
| e b PO

DPOPD D DR BE P>

ad a4 4 <xa ad
Bacillus cereus BGSC 6E1, unP1nashed sequence NZ_| ﬁtLUOiOOOOSi
-5389 29611 34611 39611

» DDD D DI»DDD.DDD &DI’DD P QD&DDDD

a a4 4 d4
Bacillus cereus Rock3-42, unPlnlshed sequence: NZ_ RBHK01000064
-20242 -15242 -1024 -5242 9758 14758 19758 24758

I>{>[> D D-.DD P oo oL D
q 4@ 4
Bacillus thurlnglen31s serovar puls1ensxs BGSC 4001, unF1nlshed sequence° NZ_ACNJ 01000044
-16429 -11429 -6429 13571 18571 23571 28571
D.D’ I>!>[> P -m B> .
4 a4
Bac1llus anthracis H9401 : NC_017729
5450 2080450 20 5450 2090450 2095450 2100450 2105450 2110450 2115450 2120450
> COW BLPOPD D DD PP R O M P
a4 a a 4 4 Ja 4
Bacillus anthracis str. A2012, unfinished sequence: NZ_AARACOZ2000001
2565425 2570425 2575425 2580425 2555425 2590425 2595425 2600425 2605425 2610425
POOEPRD PP P COMWMBRDE PP PR PP > D P

<aa&aE ad a4 4 Ja 4

Bacillus thuringiensis serovar andalousxens1s BGSC 49“1, un$1n1shed sequence NZ _ACNGO1000061
-7205 -2205 2795 27795 32795 37795

L DD P DDDDDDDI}DD &D-DEDD P BD PO MO oD
a4 4 ia ad
Bacillus thuringiensis serovar pondxcherzens;s BGSC 4BAl, unfinished sequence: NZ_ACNHO1000040
-5054 -3084 11916 16916 21916 26916 31916 36916
c BDD D I:>[>[> POPDD D DR :
ad a 4 4 4@

Bacillus cereus RCH_BC3 (Rbyss cont1gs Sep 10) bcer1?68 21290 15225 56
-16465 -11465 13535 18535 23535 28535

: -D.I}DD &..’DD B
: 4 aa




Bacillus cereus RCH_BC3 (Abyss contigs Sep “10) : bcerl768_2063A_14894_59
26263 21263 16263 11263 6263 263 =-3737 -8737 -13737 -
. POPID D PDIDPC D,
4 a
Bacillus cereus RCH_BC3 (ﬁbyss contlgs Sep “10) : bcer1?68_21036_42612_76
53981 43981 23981 13981

38981 33981
POPID b DR

QD »EOb DDD--D DDD

L
[

4 a 4
Bacillus cereus RCH BC3 (Rbyss cont1gs Sep 710) : bcerd768_2094C_14893_60
-16465 -11465 3535 8535 13535 18535 23535 28535
. BOPD D PR D,
4 a
Bacillus cereus BAGSX2- 1 HHDL01000023
175308 160308 155308 150308 145308 141
D&-DD )DDD P DDDIIDI»D D l.DDD i I,
a&aEa a ad 4 4
Bacillus cereus W, unleshed sequence: NZ_ 980201000004
247771 24277 237771 222771 217771 212771 207771 202
PDDDD Dy I:>I>£>DDDDDI>[> &l.’ B ML
a a a4 4 aaq 4 4
Bacillus cereus AHL187: NC_011658
2189901 2194901 2199901 2214901 2219901 2224901 2229901 2234901
DEPPED PP D DDDDDDDDID PRI P Moo N D
a a4 4 aa 4
Bacillus cereus AHB20: NC_011773
2149060 2154060 2159060 2164060 2169060 2174060 2179060 2184060 2189060 2194060
P OO DID DR O
4 a a 4 4 Ja 4
Bacillus cereus F837/76 : NC_016779
2117161 2122161 2127161 2132161 2137161 2142161 2147161 2152161 2157161 2162161
[ PP DB [ )
a a4 4 a 4
Bacillus cereus NVH0597-99, unfinished sequence: NZ HBDK01000009
219342 214342 209342 342 189342 184342 179342 17¢
. B DDDD.DDDDD&I..DD b D
44d 4 Ja « 4 4



Bacillus cereus 0388108, unfinished sequence: NZ_i HBDH01000021

27571 37571 42571 57571 62571 67571 72571
DW‘» erp» P DDDDDDDI}DD &I-DDD P PP D
a a4 4 a 4
Bacillus cereus 03BB102: NC_012472
2156098 2161098 2166098 2171098 2181098 2186098 2191098 2196098 2201098
=P P P DDDDDDDI}DD PN | D
a a4 4 a 4
Bacillus anthracis CI chromosome: NC_014335
2068173 2073173 2078173 2083173 2088173 2093173 2098173 2103173 2108173 2113173
PR Do > [ 0> D P 4 P
4 3a d
Bacillus cereus MM3, un{-‘xmshed sequence° NZ_| RCL001000054
-8666 -3666 21334 __ 26334 31334 36334
. IDDD D DDDDDDDDD lIDDD — [ ]
a4 4 q4a
Bac1llus anthracls UR-1 ﬁLNYOiOOOOiE
5311 45311 50311 60311 65311 70311
m-» BDD D DDDDIDDDDD P> DDDDWDDDD-DD D
S | ad 4 4 Ja 4
Bacillus anthracis str. Sterne: NC_005945
2085166 2090166 2095166 2100166 2105166 2110166 2115166 2120166 2125166 2130166
PR P P COMBODRDD DRI PO o> D
S | a a 4 4 Ja 4
Bacillus anthracis Tsiankovskii-I, unfinished sequence: NZ_ABDNO1000002
587531 582531 577531 572531 567531 562531 557531 552531 547531 S4:
L PR P COMEBRLRUP> D DI
a a 4 4 aa 4 4
Bacillus anthracis str. A0193, un{-‘mlshed sequence. NZ _ABKF01000011
-15869 -10869 -5869 9131 14131 19131 24131 29131
DDD.DDI}D PP PP
Ja 4
Bacillus anthracls str. A04d2, unfinished sequence: NZ_ABKGO1000002
167269 162269 157269 152269 147269 142269 137269 132269 127269 122
EOEDPRD WD P CON PRI DRID =
a4 a a 4 Ja 4



Bacillus anthracis str. A0389, unfinished sequence: NZ_ABLE0O1000008

167115 162115 157115 152115 147115 142115 137115 132115 127115 122
PR D COMNMPRORY PP O = B D
a 4 Ja 4
Bacillus anthracis str. A0465, unfinished sequence. NZ _ABLHO1000007
221229 216229 211229 201229 196229 191229 186229 181229 17¢
. OPD P I:>[>DI>DDDI>I> PN O D o PPN D
a a 4 Ja 4
Bacillus anthracis str. ﬁ0174, un{-‘mlshed sequence. NZ _ABLT01000001
-7743 -2743 17257 22257 27257 32257 37257
c DD’ D DDDDDDI}D PN O
a a 4 Ja 4
Bacillus anthracis str. A0248: NC_012659
2085162 2090162 2095162 2100162 2105162 2110162 2115162 2120162 2125162 2130162
2 P CONIBDDRDD
S | a a 4 Ja 4
Bac1llus anthracis str. CNEVAR-9066: NZ ﬁﬁENOiOOOOiS
389035 394035 399035 414035 419035 424035 429035
B PP P DDDDID’I}DD &lmD PP IO oD
S | a a 4 4 Ja 4

Bacillus anthracis str. AL055: NZ_AAED01000022

N

1102259 10¢
D

227808

43096 45096 53096 56096 63096 65096 73096 78096 83096
PP PP P COMMPDORPPP DD D DDDWDDDDDD--N:}DD
a4a a a 4 4 Ja
Bacillus anthracis str. Kruger B: NZ_AREQ01000035
1142259 1137259 1132259 1127259 1122259 1117259 1112259 1107259
EOEDPD PP P O PR ) DD D B> WL
a4 a a 4 4 Ja
Bacillus anthracis str. Western North America USAG6153 sequence: NZ_ARER01000039
182808 187808 192808 197808 202608 207808 212808 217808 222808
P P ORI DD PLLOPRI>
a4a a a 4 4 Ja

Bacillus anthracis str. Australia 94: NZ 995801000035
-14438 -9438 -4438

4 aa

30562

15562 20562 25562
DDDD.D’I}DD &...I»D _ PP ROPOEEN 1 D




Bacillus cereus VD115 : AHEY01000021

226046 221046 216046 211046 201046 196046 191046 156046 15:
EPEDPD WoPPD P O PLPID .-DDD Db B0 D PP D
a a a4 4 <a
Bacillus cereus AH1271, unfinished sequence. NZ_| acmomooogs
-16653 -11683 -6683 13317 18317 23317 28317
DDDD’[) DDIDDD DD DD,
v 4 i

Bacillus cereus R309803, unfinished sequence NZ_ACLY01000040
114239 124239 134239 144239 149239 154239 159239

D&-DD w0 b I:)DD-DDDD mDDmDDDD--DDDD B D
a4 a a 4 4 N 4

Bacillus cereus BAGZX1-2 : AHDAOL1000026

56034 51034 76034 71034 66034 6 51034 46034 411
CoDPEPRD WP P CONPPLR DD PR D B
a a4 4 4
Bac1llus cereus 3966:41-1 HHD001000013 _—_— —
I:/Db-b. DDI P DDDDIDDDD DIDDD PO D B
a a4 4 4
Bacillus cereus E33L: NC_006274
2140172 2145172 2150172 2155172 2160172 2165172 2170172 2175172 2180172 2185172
P D O PLPDID DRI
a a4 4 Ja a 4
Bacillus anthracis str. 90438, un{-‘lmshed sequence° NZ ﬁBJCOiOOOOO?
-7346 -2346 22654 27654 32654 37654
. Dml P DDDDD’I}D bl.. D > PPN D
a a 4 aa 4
Bacillus anthracis str. COC 684: NC_012581
2148990 2143990 2138990 2133990 2128990 2123990 2118990 2113990 2108990 21
PP WP P COMNMPRDRID D D DR O PP RO Bt D
a4 a a 4 4 Ja 4

Bacillus anthracls str. Yollum: NZ_AAREP01000025
183106 193106 198106 203106 213106 218106 223106 228106
PO

D&-» P D COMBDDRIDP b--.DD PPDOP
aa a a 4 4 <a 4




Bacillus cereus Rock3-28, unfinished sequence NZ_ RBH10100012?

-11082 -6082 -1082 18918
. DMID’D D .-DDD P D
19
a4 4 aa
Bacillus thuringiensis serovar finitimus YBT-020: CP002508
2265949 2270949 2275949 2280949 2255949 2290949 2295949
DOEDPD D> P CON BOrPDID PR O
ad a4 4 <a

Bacillus cereus FRI-35 : CP003747
4621462 4616462 4611462 4606462 4601462 4596462

CODPEDPD WD b COMPDDRPD DD O

a a 4 4 aa 4
Bacillus cereus BAGZ20-3 ﬂHCY01000026
155927 15 27 130927 125927 120927

CODDEDPD WD P I:)DDDDDDD D DIDDD . >

a a4 4
Bacillus cereus BAG30-1 ﬂHFv01000023
103452 108452 1 13452 133452 138452 143452
COoDESHR DD b COLSBORL D PEBSDD [

a a4 4 aa
Bacillus cereus B5-2 : AHFW01000027
122337 127337 132337 137337 142337 147337 152337 157337 162337
CODDEDPD B b CONHPPOPOD PDBRDD B

a a4 4 aa
Bacillus cereus HuAd4-10 : AHEA01000025

330905 325908 320908 315905 310905 305905 300905 295905
Db DIEDPP WID D CONMPORID DIRD D I A e
a a a4 aa
Bacillus cereus 01: NC_011969
2147736 2152736 2157736 2162736 2167736 2177736 2182736 2187736
DOEDPD DD P CONDORD D DDIDDDD Py O

a a 4 4 <a K¢
Bacillus cereus NC7401 : NC_016771
2148717 2153717 2158717 2163717 2168717 2173717 2178717 2183717 2188717
COEPEDPRD W PP b COMBPDDPDD DRDRD D P> OO

<X a4 4 aa

33918

D PP D)

23918 28918
d
2300949 2305943
DEOCED

4591462 4586462
D

2310943
=
4
4581462 451
115927 1
d
148452
4
167337
D
4
290905 28¢
4
2192736
D
4
2193717




Bacillus cer‘eus BﬂGZXi-S HHDBO1000024

123927 115927 113927 108927 103927 95927 93¢
» D&-I. DDI D D»DDD[) PR PO o D o —
<J&EE d a 4 4 4 4
Bacillus cereus BAGZX1-1 : AHCZ01000025
186070 151070 176070 171070 166070 161070 156070 151070 146070 14:
» COED PR WP P COWPCOR DRI D oD O b D
<J&EE d a 4 4 4 4
Bacillus anthracis str. Ames: NC_003997
2085145 2090148 2095145 2100145 2105148 2110148 2115148 2120145 2125148 2130145
P COWDDRPY DD O E
K= 4 a 4 4 <a 4
Bacillus anthracis str. “Ames Ancestor’: NC_007530
2085272 2090272 2095272 2100272 2105272 2110272 2115272 2120272 2125272 2130272
EOEDPP D P COMDRD)> DD
K= 4 a 4 4 <a 4
Bacillus cereus ﬂHGOS, m{-‘lmshed sequence. NZ_ HCHP01000064
-5049 =304 21951 26951 31951 36951
. DDD 2 I:>l> DDDDD DDIDD C PP O oD
a ad <a4a 4
Bacillus cereus 3906:(1-2 HHDP01000020
55960 85960 90960 100960
P> D&-DD DD. [ D{»IDDDDDDIDDDI-D»D--DDDD e
a a ad 4 4d 4 4
Bacillus cereus VD107 : AHEX01000014
65248 70245 75248 100245 105248 110248
WD DD'-DD-_-D_>D B D
d a a 4 4 d 4 4
Bacillus cereus 69241, unfinished sequence: NZ_ ﬂﬁEKOiOOOOOG
170054 165054 160054 145054 140054 135054 130054 12¢
D P W DDDDD DI.DDD P P o DO D
a4 aa ad 4

Bacillus cereus BAGSX1-1 : AHDJ01000026
51472 46472 41472 36<

81472 76472 71472 66472 61472 56472
DOED PR WP P COWD PP D PERD O PO D B
a 4 a4 4 aa 4a




Bacillus cereus vomMoz2z : FlHFPOiOOOOZO

209434 199454 189484 154484 179454 174454 16¢
b D&-» wre  p I:» PDPrPD DI-DDD PE B> >0 PP
«= 4 ad 4 4 <a 4
Bacillus cereus YDO78 ﬂl-E?OiOOOOiQ
" 185106 170106 165106 160106 155106 150106 14¢
b D&-» wrer b I:>l> IIDDD DD F D D
«= 4 a4 4 <a 4
Bacillus cereus YDMO19 : FlHF001000023
49459 54459 59459 54459 94459
» PP PP P I:>I> IDDDD DDIDDD D-DD-DD-
A a ad 4 4 <a 4
Bacillus cereus vDo21 ﬂl-ESOiOOOOBO
53469 58469 53469 45469 43469 38¢
P PP FDDD P I:>£> IIDDD DIIDDD D P IEODE N O CoC D
d&E ad a d N <a
Bac1llus cereus VD:L46 ﬂle01000041
9207 64207 69207 74207 84207 89207 94207
l D&-DD w0 l>l PO PP D PR D-DD-DD--DI:)DD
a a ad 4 4 ga 4
Bacillus cereus CERO74 : AHDTO1000022
197094 192094 187094 152094 177094 172094 167094 162094 157094 152
D DPOEEPPD WP P O PP D PR D F
A a a 4 4 <a 4
Bacillus cereus CER0S57 : AHDS01000024
56560 91560 96560 101560 106560 111560 116560 121560 126560 131560
» PoEDPPh P P O PPLPDD PRl D Cipi_— > D PP
A a ad 4 4 <a 4
Bacillus cereus BtB2-4 : AHDRO1000022
56470 31470 96470 101470 111470 116470 121470 126470 131470
POEDPPD P> b O IIDDD DD I D
A a ad 4 4 <a 4
Bacillus cereus BDRD-ST196, unfinished sequence NZ_i HCHDO1000078
-22157 -17157 -12157 -715 -2157 2843 7843 12843 17843 22843

'— - |

L q 4



Bacillus mycmdes DSM 2048, unl?lmshed sequence NZ HCHU01000044
-11585 -1585 13415

. P I:» -.DDD DD

a 4

Bacillus cereus ATCC 10987: NC_003909
2170080 21?508.0. 2160060 2155080 2190080 2195080

oD b EONPORDD DREED D

a a 4 4 4

Bacillus cereus AH1272, unleshed sequence. NZ_ acnso1000103
-11584 -6584 584

. DDD..DDI)D .-.DD

R 4

Bacillus cereus AH1273, unhmshed sequence° NZ_| acnro1oo<:-110
-11581 -6581 581

. DMDDDD D .-.DD

R 4

Bac1llus cereus \fDiiB ﬂI-E201000044
54344 74344

D&-’. DD' P I:)DD.-DDDD --.DD

a a ad 4

Bacillus weihenstephanensis KBAB4: NC_ 010184
2121439 2126439 2131439 2141439

0 b DDD.-D.DDD --’DD

a a ad 4

Bacillus cereus HumR2-9 : MDY01000018
184148 179145 16914 164145

| 4 BOED PP WD P I:>[> -.DDD D> O

«&=3 d a4 4

Bacillus cereus HuA3-9 . FHDZO:LOOOOOi
134218 119218 114218

B BDHEDSPP )Db. 4 DD PEPORD D PO O

a 4d a 4 4

Bacillus cereus MC118 ﬂl'EHOiOOOOBS
66328 56328 51323 46328

POD EBRD D

4

18415 23415 28415 33415
aa d
2200080 2205080 2210080 2215080
aa 4 a «
18416 23416 28416 33416
-, b PO WO >D DD
aa d
18419 23419 28419 33419
S 5
aa ’
34344 89344 34344 39344
[, L S gy S, Y b
Ja 4
2151439 2156439 2161439 2166439
D D -,
a 4
159143 154143 149143 144145 13¢
PEPOED N O >D B
Ja g
109218 104218 99218 94218 89
PO IO >0 B
Ja g
1328 36328 313 212
.-DD--)“D B
Ja 4d



Bacillus cer‘eus 39660-2 ﬁHDN01000033

131537 121537 116537 111537 101537 96537 91537 365
EPED PP )DDD P COMDCLPLOD DD D‘.D..DD--DDDD e
<4 a a4 4 4 q
Bacillus cereus MC67 : AHENO1000003
200557 195557 190557 150557 175557 170557 165557 160557 15¢€
POEPPD WoPPD P OB IDD P O oD [ I Y D
a a4 4 <a a
Bacillus cereus 3961X1-3 HHCS()1000023
B17673 BO7673 597673 592673 587673 552673 577673 57
» POE=PbPp FDDD P DDD.'DDDDD ] . 4% [ i
a 4a a4 KKK aa
Bacillus cereus YDo48 ﬂl-EUOiOOOOiB
" 187524 167524 162524 157524 152524 147
P D&- PR WD P I:>£> IIDDD D I.DDD
< a a 4 4 4

Bacillus cereus VDI‘IO53 MFR01000039

540544 555544 560544 S65544 570544 575544 580544 585544
-» DDD ) COMPPLDP DD DEPD D i > D [P
| a a4 a4 a 4
Bacillus cereus BAGL0-1 : ﬂHCNOiOOOOZi
57461 62461 67461 52461 87461 92461 97461 102461
P DEPP P> P DM'D.I)DD P DD N >
a a a 4 KKK aa
Bacillus cereus HuA2-1 : AHDV01000009
111919 116919 121919 126919 131919 136919 141919 146919 151919 156919
O PPLPD D PR (-, [ ] )
4 4 <da 4
Bacillus cereus AHG21, m{-‘lmshed sequence. NZ_| ﬂtlx01000056
-7966 U] 2203 27034 37034
. Dbl D I:» IDDDD D DIDDD D-DDDDD--DDDD —
a ad q d4a 4
Bacillus cereus \fD:L42 ﬁI-E:LOZOOOOOQ
56842 B6642 91642 6542 101842
D&-DD DDD D — DDDDD I> DDDIDD [ [ I,
d a4 4 a a



Bacillus cereus YDMO62 : AHFS01000031

120248 115248 110243 100248 95245 90248 55245
EOED PP WP P b IIDDD DB D R PD »M»mwm
a4 a a 4 Ja K
Bacillus cereus VYOMO34 : AHFQO1000013
51725 56725 61725 66725 71725 76725 81725 86725 91725 96725
COEDPPD PP P O PP D PRl D P ELOEE T D B
a4 a a 4 Ja a
Bacillus cereus HumR2-4 : nﬂnxomooozs
28127 33127 38127 58127 63127 65127 73127
PP B> P I:» IIDDD DDIDDD D P OCE T I >
a4a a ad 4 Ja a
Bacillus cereus BAG3X2-1 : AHDDO1000023
68532 63532 58532 43532 38532 33532 28532 23%
WP PP D IR D DD D DIDDD
4 a 4

Bac1llus mycoides Rock3-1?, ml?lmshed sequence NZ nCﬂlOO1000051
47162 77162 82162 57162

DD D&ﬁbl DDI [ I:>1> IDDDDDI}D-D DD Dl DDD--DDD » 3
4 d a 4 A N

Bacillus cereus VYOMOOE : AHFTO1000037

343119 348119 353119 356119 363119 365119 373119 376119 363119 386119

Db OOEDDPD DM P CONDOS DDD BIDPD DPOEEMWC X HSDEB B D b
a a a4 q AN N 4 4 @ad

Bacillus cereus YDMO21 : FlHFUOiOOOOSB

145869 150869 155869 175869 180869 185869 190869

w
< a a4 4 AN N 4 4 a4

Bacillus sp. 95MFCvi2.1 : CS568DRAFT_scaffold00011.11
70443 75448 B0445 85448 0448 95448 100448 105445 110448 115448

Db OOEDPED DM b CONMD PO ODOBNDSD DOEEN O O BrD Db
< a a 4 X 4 4 4 aa

Bacillus cereus VD136 : AHFCO1000047
354724 359724 364724 384724 389724 394724 399724

Db DOEDPED PP DDDD-D.DDD -.DI PO S>> B O b
a a a4 4 Ui \ 4 Jd aa



Bacillus pseudomycmdes DSN 12442, Lmnmshed sequence NZ_| HCI'IX01000036

43501 78501 33501 88501
DD D&-DD DDI D I:>l> IIDN)DD-N»D IDD--DDDD- Br b
S| d ad A 4 4 d a4
Bacillus sp. LNC43?CL?2CU1329 : H014DRF|FT _scaffold00017.17
20283 40283 50283 55283 60283 65283
DD M-” Bblv D I:>I>I>D.E>N>l> ml s, [ e medy;, J Nl
S| a a4 4 N 4 4 Jd &aa
Bacillus cereus Rock3-44, unfinished sequence: NZ_| RCML01000120
-22913 -17913 -12913 -7913 2913 7087 12087 17087 22087
[> -D» PO oD B > .
4 « q 4 4 da
Bacillus cereus AH1134, unfinished sequence: NZ_ ﬁBDﬁOiOOOOZO
-16885 -11885 -6885 -1885 13115 18115 23115 28115
DDDD DDD&..’DDD
a
Bac1llus mycmdes Rockl-d, unFlmshed sequence NZ ﬁCW01000133 — 55760
DI> D&-DD Db’ 4 I:>l> IID.DDDDDDDDDDDD [ l’ PO .
< ad a4 44
Bacillus cereus ATCC 14579: NC_004722
2135747 2140747 2145747 2150747 2155747 2160747 2165747 2170747 2175747 2180747
PP PP P OB PP DR

a d a4 <Ja ad

Bacillus cereus H3081.97, unfinished sequence: NZ_ABDL0O1000001
638813 633818 628313 623318 603813 598518 592
%D.DDDDW. P D Por
g q

Bacillus cereus subsp. cytotoxis NVH 391- 98. NC_009674
1731659 1736659 1741659 174665 1751659 1761659 1766659 _ 1771659 1776659

P DERCD> BPDD B&l.’ wie P -I»DDDDD DI D DD

4 « s a a4
Bacillus subtilis subsp. subtilis str. 168: NC_000964
954239 989239 994239 999239 1004239 1009239 1014239 1019239 1024239 1029239
O IO NS> PDED P _ DN ) B P DD D

{aEa J 4 ad Gl & a acue ad






Table S5a. Genome affiliation to phylogenetic groups and identification of bc2216 orthologs among B. cereus group (sensu lato )

Genome Name Phélr:ie;((:)tlc Scaffold ID S:::fg::‘d Gc ?|Locus Tag Product Name I::;::;(tz) Length E-value |Bit Score|
|(B::;E:’:n°:e' eus ATCL14579 v |Nc ooar2 sazzossbp | F [Bc2216 sensorhistdine Kinase NA® | 37422 | N | ma
Bacillus cereus BDRD-ST24 v NZ_ACMB01000048 151278bp D |bcere0012_20160 Two-component sensor protein yhcY 100.00% 374aa 1.2e-211 741
Bacillus cereus BDRD-Cer4 v NZ_ACME01000046 194316bp D |bcere0015_21090 Two-component sensor protein yhcY 100.00% 374aa 1.2e-211 741
Bacillus cereus F65185 v NZ_ACMO001000036 35373bp D |bcere0025_19920 Two-component sensor protein yhcY 99.70% 374aa 6.0e-211 739
Bacillus thuringiensis sv pakistani t13001 v NZ_ACNC01000078 109636bp D |bthur0005_20360 Two-component sensor protein yhcY 99.70% 374aa 6.0e-211 739
Bacillus cereus 172560W v NZ_ACLV01000044 203905bp D |bcere0005_19890 Two-component sensor protein yhcY 99.50% 374aa 1.3e-210 738
Bacillus cereus Rock4-2 v NZ_ACMMO01000146 28838bp D |bcere0023_20870 Two-component sensor protein yhcY 99.50% 374aa 1.3e-210 738
Bacillus thuringiensis BMB171 v NC_014171 5330088bp F |BMB171_C1993 two-component sensor protein yhcY 100.00% 372aa 1.8e-210 737
Bacillus cereus mm1550 v NZ_ACMA01000043 126214bp D |bcere0011_20370 Two-component sensor protein yhcY 99.50% 374aa 3.9e-210 736
Bacillus thuringiensis sv kurstaki T03a001 v NZ_ACND01000061 99414bp D |bthur0006_20020 Two-component sensor protein yhcY 99.20% 374aa 3.9e-210 736
Bacillus cereus RCH_BC2 (Abyss contigs Sep '10) v b23'1769—42726—16°94 15995bp | D [bcer_00025110 [ettdine Knase Histidine nase, ONAgyrase & and SO0 lie | 99 70% | 372aa | 87210 | 735
Bacillus cereus VD196 v AHFL01000006 907882bp D |IKE_01195 two-component sensor protein yhcY 99.70% 372aa 8.0e-210 735
Bacillus cereus VD154 v AHFG01000004 113576bp D |[IK5_00160 hypothetical protein 99.70% 372aa 8.0e-210 735
Bacillus cereus VD166 v AHFI01000016 199438bp D |IK9_02661 hypothetical protein 99.70% 372aa 8.0e-210 735
Bacillus cereus B4264 v NC_011725 5419036bp | F |BCB4264_A2244 sensor histidine kinase 99.70% 372aa 8.7e-210 735
Bacillus cereus AH676 v NZ_ACMQ01000078 51755bp D |bcere0027_20460 Two-component sensor protein yhcY 99.70% 372aa 8.7e-210 735
Bacillus cereus BAG4X12-1 v AHDG01000022 138381bp D |[IE9_01903 hypothetical protein 99.50% 372aa 1.9e-209 734
Bacillus cereus BAG5X12-1 v AHDK01000019 138549bp D |IEG_02652 two-component sensor protein yhcY 99.50% 372aa 1.8e-209 734
Bacillus cereus ATCC 10876 v NZ_ACLT01000051 124434bp D |bcere0002_20140 Two-component sensor protein yhcY 98.70% 374aa 1.9e-209 734
Bacillus cereus VD045 v AHET01000016 251981bp D |lIE_02716 hypothetical protein 99.50% 372aa 2.5e-209 733
Bacillus cereus VD133 v AHFB01000032 75389bp D [Iu_01732 two-component sensor protein yhcY 99.50% 372aa 2.3e-209 733
Bacillus cereus RCH_BC1 (Abyss contigs Sep '10) v bi:;1767_2270L_16145 16047bp | D |bcer_00006760 fotdine Kinase Hitidine nase:, ONAgyrase 8 andHSPOTe | 99 909 | 372aa | 43e209 | 733
Bacillus thuringiensis sv berliner ATCC 10792 v NZ_ACNF01000056 23738bp D |bthur0008_20550 Two-component sensor protein yhcY 98.40% 374aa 4.3e-209 733
Bacillus cereus BAG3X2-2 v AHDE01000025 131584bp D |IE5_02002 hypothetical protein 99.20% 372aa 5.6e-209 732
Bacillus cereus BAG40-1 v AHDF01000026 136920bp D |IE7_01952 hypothetical protein 99.20% 372aa 5.6e-209 732
Bacillus cereus BAG30-2 v AHDC01000029 204250bp D |lE1_03383 hypothetical protein 99.20% 372aa 5.6e-209 732
Bacillus cereus ISP2954 v AHEJ01000042 196971bp D [IGU_04172 two-component sensor protein yhcY 99.20% 372aa 5.2e-209 732
Bacillus cereus VD169 v AHFJ01000020 132507bp D |IKA_01948 hypothetical protein 99.50% 372aa 5.2e-209 732
Bacillus cereus HD73 v AHDU01000043 153296bp D [IG1_03387 hypothetical protein 99.20% 372aa 5.2e-209 732
Bacillus cereus BMG1.7 v AHDQO01000057 245541bp D |IES_04543 two-component sensor protein yhcY 99.20% 372aa 5.2e-209 732
Bacillus thuringiensis sv. kurstaki HD73 v CP004069 564679%p | F [HD73_2503 Two-component sensor protein yhcY 99.20% 372aa 5.2e-209 732
Bacillus cereus HuB13-1 v AHEC01000057 147352bp D [IGG_04651 two-component sensor protein yhcY 99.20% 372aa 5.2e-209 732
Bacillus cereus Rock1-15 v NZ_ACMHO01000053 126604bp D |bcere0018_19640 Two-component sensor protein yhcY 99.50% 372aa 5.6e-209 732
Bacillus cereus VD184 v AHFK01000037 145615bp D |[IKC_03223 two-component sensor protein yhcY 99.20% 372aa 2.0e-208 730
Bacillus cereus VD200 v AHFMO01000030 215702bp D [IKG_02034 hypothetical protein 99.20% 372aa 2.0e-208 730
Bacillus cereus MSX-A1 v AHE001000031 220851bp D |lI5_02767 hypothetical protein 98.70% 372aa 2.8e-208 730
Bacillus cereus HuB1-1 v AHEB01000024 113213bp D |IGE_03450 hypothetical protein 98.70% 372aa 2.8e-208 730
Bacillus cereus VD140 v AHFD01000030 151399bp D |lY_03177 two-component sensor protein yhcY 98.90% 372aa 2.6e-208 730
Bacillus cereus BAG1X1-2 v AHCR01000018 110115bp D [ICE_01401 hypothetical protein 98.70% 372aa 2.6e-208 730
Bacillus cereus BAG10-3 v AHCP01000020 112813bp D |[ICA_02677 two-component sensor protein yhcY 98.70% 372aa 2.6e-208 730
Bacillus thuringiensis sv israelensis ATCC 35646 v NZ_AAJM01000131 11252bp D |RBTH_04913 Two-component sensor protein yhcY 98.10% 376aa 4.8e-208 729
Bacillus thuringiensis 1BL4222 v NZ_ACNL01000070 125086bp D |bthur0014_20550 Two-component sensor protein yhcY 98.10% 374aa 4.8e-208 729
Bacillus thuringiensis Bt407 v CP003889 5500501bp | F |BTB_c22920 sensor histidine kinase YhcY 98.40% 372aa 6.2e-208 729
Bacillus thuringiensis sv. thuringiensis 1S5056 v CP004123 5491935bp | F |H175_ch2214 Nitrate/nitrite sensor protein 98.40% 372aa 5.7e-208 729
Bacillus thuringiensis T01-328 v ARXZ02000003 577520bp D |BTCBT_002054 Oxygen sensor histidine kinase nreB 98.40% 372aa 5.7e-208 729
Bacillus thuringiensis Bt407 v NZ_ACMZ01000048 23795bp D |bthur0002_20900 Two-component sensor protein yhcY 98.40% 372aa 6.2e-208 729
Bacillus thuringiensis sv thuringiensis T01001 v NZ_ACNA01000049 23795bp D |bthur0003_20490 Two-component sensor protein yhcY 98.40% 372aa 6.2e-208 729
Bacillus thuringiensis sv chinensis CT-43 v CP001907 5486830bp F |CT43_CH2180 two-component sensor protein yhcY 98.40% 372aa 6.2e-208 729
Bacillus thuringiensis HD-789 v CP003763 5495278bp | F |BTF1_08590 sensor histidine kinase 98.10% 372aa 6.8e-207 725
Bacillus cereus VD022 v AHCK01000017 384667bp D [IC1_02730 hypothetical protein 98.10% 372aa 6.8e-207 725
Bacillus thuringiensis HD-771 v CP003752 5886036bp | F |BTG_08795 sensor histidine kinase 98.10% 372aa 6.8e-207 725
Bacillus cereus Schrouff v AHCI01000014 233045bp D [IAW_02772 two-component sensor protein yhcY 98.10% 372aa 6.3e-207 725
Bacillus cereus TIAC219 v AHCJ01000031 206847bp D |IAY_03108 two-component sensor protein yhcY 98.10% 372aa 6.3e-207 725
Bacillus cereus K-5975¢ v AHEL01000026 142331bp D |IGY_03387 two-component sensor protein yhcY 98.10% 372aa 6.3e-207 725
Bacillus cereus G9842 v NC_011772 5387334bp | F |BCG9842_B3079 sensor histidine kinase 98.10% 372aa 6.9e-207 725
Bacillus thuringiensis sv sotto T04001 v NZ_ACNB01000076 108111bp D |bthur0004_20720 Two-component sensor protein yhcY 98.10% 372aa 6.9e-207 725
Bacillus thuringiensis sv huazhongensis BGSC 4BD1 v NZ_ACNI01000045 55583bp D |bthur0011_19860 Two-component sensor protein yhcY 97.60% 374aa 6.9e-207 725
Bacillus thuringiensis IBL200 v NZ_ACNK01000048 34437bp D |bthur0013_21900 Two-component sensor protein yhcY 97.60% 374aa 6.9e-207 725
Bacillus cereus HuB4-4 v AHEF01000048 212111bp D [IGM_02642 two-component sensor protein yhcY 97.80% 372aa 1.4e-206 724
Bacillus cereus BAG1X2-1 v AHCT01000027 397641bp D [ICI_02064 two-component sensor protein yhcY 97.60% 372aa 2.6e-206 723
Bacillus cereus BAG1X2-3 v AHCV01000043 227718bp D [ICM_01502 two-component sensor protein yhcY 97.60% 372aa 2.6e-206 723
Bacillus cereus BAG1X2-2 v AHCU01000022 346857bp D [ICK_03288 two-component sensor protein yhcY 97.60% 372aa 2.6e-206 723
Bacillus cereus BAG20-1 v AHCW01000024 321089bp D [ICO_02064 two-component sensor protein yhcY 97.60% 372aa 2.6e-206 723
Bacillus cereus BAG1X1-1 v AHCQ01000035 227718bp D |ICC_03316 two-component sensor protein yhcY 97.60% 372aa 2.4e-206 723
Bacillus cereus VD014 v AHER01000028 222533bp D |[IIA_02023 hypothetical protein 97.80% 372aa 4.4e-206 723
Bacillus cereus VD156 v AHFH01000027 318846bp D |IK7_03413 hypothetical protein 97.80% 372aa 4.4e-206 723
Bacillus cereus AH1134 v NZ_ABDA01000020 86615bp D |BcerAH1_010100015473 |Two-component sensor protein yhcY 99.00% 313aa 2.0e-174 617
Bacillus thuringiensis MC28 \% CP003687 5414494bp F |MC28_1436 Two-component sensor protein yhcY 96.80% 374aa 6.4e-205 719
Bacillus cereus Rock3-29 \ NZ_ACMJ01000039 97142bp D |bcere0020_20060 Two-component sensor protein yhcY 96.80% 374aa 6.4e-205 719
Bacillus cereus BAG50-1 \% AHDI01000010 130701bp D |IEC_01440 hypothetical protein 96.80% 372aa 9.3e-204 715
Bacillus cereus BAG4X2-1 \ AHDH01000032 330562bp D |IEA_03297 hypothetical protein 96.80% 372aa 9.3e-204 715
Bacillus cereus HuB2-9 \% AHED01000029 246371bp D [IGI_03215 hypothetical protein 96.80% 372aa 9.3e-204 715
Bacillus cereus BAG10-2 \ AHC001000024 152083bp D |[IC9_03286 hypothetical protein 96.80% 372aa 9.3e-204 715
Bacillus cereus VD214 \% AHFN01000040 381629bp D |IKI_01462 two-component sensor protein yhcY 96.80% 372aa 8.5e-204 715
Bacillus cereus HuB4-10 \ AHEE01000007 439990bp D [IGK_01461 hypothetical protein 96.80% 372aa 8.5e-204 715
Bacillus cereus HuA2-3 \% AHDW01000034 545065bp D |IG5_01447 two-component sensor protein yhcY 96.80% 372aa 8.5e-204 715
Bacillus cereus VD148 \ AHFF01000025 190720bp D [IK3_03300 hypothetical protein 96.80% 372aa 8.5e-204 715
Bacillus cereus VD131 \% AHFA01000025 142105bp D |lIS_01432 two-component sensor protein yhcY 96.80% 372aa 8.5e-204 715
Bacillus cereus BAG60-1 \ AHDMO01000026 317235bp D |[IEK_03254 hypothetical protein 96.80% 372aa 8.5e-204 715
Bacillus cereus HuB5-5 \% AHEG01000020 369993bp D [IGO_02023 hypothetical protein 96.80% 372aa 8.5e-204 715
Bacillus cereus BAG20-2 \ AHCX01000025 67731bp D [ICQ_02027 hypothetical protein 96.80% 372aa 8.5e-204 715
Bacillus cereus Rock1-3 \Y NZ_ACMG01000035 26669bp D |bcere0017_20310 Two-component sensor protein yhcY 96.80% 372aa 9.3e-204 715
Bacillus cereus VD115 \ AHEY01000021 276254bp D [I0_02810 hypothetical protein 92.70% 372aa 3.4e-198 696
Bacillus cereus Rock3-28 \Y NZ_ACMI01000127 59467bp D |bcere0019_20120 Two-component sensor protein yhcY 93.00% 372aa 1.0e-197 695
Bacillus cereus VD102 1 AHEW01000010 609057bp D |IIK_02552 hypothetical protein 94.40% 376aa 1.1e-201 708
Bacillus cereus MSX-D12 i AHEQ01000022 113765bp D |l19_03246 hypothetical protein 94.40% 376aa 1.1e-201 708
Bacillus cereus m1293 1 NZ_ACLS01000062 182414bp D |bcere0001_20470 Two-component sensor protein yhcY 94.40% 376aa 1.1e-201 708




Bacillus cereus AND1407 1 AHCM01000013 143725bp D [IC5_01271 hypothetical protein 94.10% 376aa 4.0e-201 706
Bacillus cereus ATCC 4342 i NZ_ACLZ01000032 174174bp D |bcere0010_20400 Two-component sensor protein yhcY 93.90% 376aa 2.1e-200 704
Bacillus thuringiensis sv tochigiensis BGSC 4Y1 1 NZ_ACMY01000057 79659bp D |bthur0001_20510 Two-component sensor protein yhcY 93.90% 376aa 3.7e-200 703
Bacillus cereus MSX-A12 i AHEP01000020 181700bp D |I17_02030 hypothetical protein 93.30% 376aa 1.4e-199 701
Bacillus cereus 1S845/00 1 AHEI01000047 256667bp D [IGS_04100 two-component sensor protein yhcY 93.30% 376aa 1.3e-199 701
Bacillus cereus 15195 i AHEH01000047 159830bp D [IGQ_03857 two-component sensor protein yhcY 93.30% 376aa 1.3e-199 701
Bacillus cereus 1S075 1 AHCH02000004 262520bp D [IAU_0O0161 two-component sensor protein yhcY 93.30% 376aa 1.3e-199 701
Bacillus thuringiensis sv konkukian 97-27 i NC_005957 5237682bp | F |BT9727_2047 sensor histidine kinase 94.40% 372aa 1.4e-199 701
Bacillus cereus BDRD-ST26 1 NZ_ACMC01000050 24793bp D |bcere0013_20810 Two-component sensor protein yhcY 93.30% 376aa 1.4e-199 701
Bacillus cereus 95/8201 i NZ_ACMF01000045 63991bp D |bcere0016_21180 Two-component sensor protein yhcY 93.90% 376aa 1.4e-199 701
Bacillus thuringiensis sv monterrey BGSC 4AJ1 1 NZ_ACNE01000046 68163bp D |bthur0007_20370 Two-component sensor protein yhcY 93.90% 376aa 1.4e-199 701
Bacillus cereus I1SP3191 i AHEK01000015 169039bp D [IGW_02590 hypothetical protein 93.60% 376aa 1.8e-199 701
Bacillus thuringiensis Al Hakam 1 NC_008600 5257091bp | F |BALH_2024 sensor histidine kinase 93.60% 376aa 1.8e-199 701
Bacillus cereus BGSC 6E1 i NZ_ACLU01000051 33946bp D |bcere0004_20540 Two-component sensor protein yhcY 93.60% 376aa 1.8e-199 701
Bacillus cereus Rock3-42 1 NZ_ACMK01000064 65761bp D |bcere0021_20710 Two-component sensor protein yhcY 93.60% 376aa 1.8e-199 701
Bacillus thuringiensis sv pulsiensis BGSC 4CC1 i NZ_ACNJ01000044 14351bp D |bthur0012_20940 Two-component sensor protein yhcY 93.60% 376aa 1.8e-199 701
Bacillus anthracis H9401 11 NC_017729 5218947bp | F |H9401_2149 Sensor histidine kinase 93.30% 376aa 4.0e-199 699
Bacillus anthracis A2012 (Florida isolate) 1 NZ_AAAC02000001 5093554bp | D |Bant_01002886 COG458S: Signal transduction histidine kinase 93.30% 376aa 4.0e-199 699
Bacillus thuringiensis sv andalousiensis BGSC 4AW1 1 NZ_ACNG01000061 98499bp D |bthur0009_20350 Two-component sensor protein yhcY 93.30% 376aa 4.0e-199 699
Bacillus thuringiensis sv pondicheriensis BGSC 4BA1 i NZ_ACNH01000040 22690bp D |bthur0010_20430 Two-component sensor protein yhcY 93.30% 376aa 4.0e-199 699
Bacillus cereus RCH_BC3 (Abyss contigs Sep '10) n b;Z'UGS—ZlosG—AZGu 42513bp | D |bcer_00010160 [ettdine knase Histidine nase:, ONAgyrase & and SO0 lie | 93309 | 376aa | 5.3e-199 | 699
Bacillus cereus W i NZ_ABCZ01000004 365325bp D |BcerWw_010100010597 sensor histidine kinase 94.10% 372aa 9.0e-199 698
Bacillus cereus AH187 (F4810/72) " NC_011658 5269030bp | F |BCAH187_A2374 sensor histidine kinase 93.50% 372aa 9.0e-199 698
Bacillus cereus AH820 i NC_011773 5302683bp | F |BCAH820_2289 sensor histidine kinase 94.10% 372aa 9.0e-199 698
Bacillus cereus F837/76 1 NC_016779 5222906bp | F |bcf_11350 Nitrate/nitrite sensor protein 93.80% 372aa 1.2e-198 698
Bacillus cereus NVH0597-99 i NZ_ABDK01000009 213404bp D |BcerN_010100015353 sensor histidine kinase 93.80% 372aa 1.2e-198 698
Bacillus cereus 03BB108 1 NZ_ABDM01000021 89774bp D |Bcer0_010100025924 sensor histidine kinase 93.80% 372aa 1.2e-198 698
Bacillus cereus 03BB102 i NC_012472 5269628bp | F |BCA_2347 sensor histidine kinase 93.80% 372aa 1.2e-198 698
Bacillus anthracis Cl 1 NC_014335 5196054bp | F |BACI_c22280 sensor histidine kinase 93.80% 372aa 1.2e-198 698
Bacillus anthracis UR-1 i ALNY01000016 99008bp D |B353_15448 Sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis Sterne 1 NC_005945 5228663bp | F |BAS2108 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis Tsiankovskii-I i NZ_ABDN01000002 584883bp D |BantT_010100007320 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis A0193 1 NZ_ABKF01000011 156048bp D [BAQ_2309 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis A0442 i NZ_ABKG01000002 460661bp D |BAH_2314 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis AO389 1 NZ_ABLB01000008 163817bp D |BAK_2345 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis A0465 i NZ_ABLH01000007 218708bp D |BAM_2308 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis A0174 1 NZ_ABLT01000001 672784bp D |[BAO_2258 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis A0248 i NC_012659 5227419bp | F |[BAA_2326 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis CNEVA-9066 1 NZ_AAEN01000016 1053408bp | D |BantC_010100013450 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis A1055 i NZ_AAE001000022 1320955bp | D |BantA1_010100007279 sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis Kruger B 11 NZ_AAEQ01000035 1294190bp | D |[BantKB_010100021387 |[sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis WesternNA USA6153 i NZ_AAER01000039 367030bp D |BantWNA_010100019234 |sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus anthracis Australia 94 1 NZ_AAES01000035 1143198bp | D [BantA9_010100017586 [sensor histidine kinase 93.50% 372aa 2.6e-198 697
Bacillus cereus E33L (zK) i NC_006274 5300915bp | F |BCZK2045 sensor histidine kinase 93.50% 372aa 7.6e-198 695
Bacillus anthracis A0488 1 NZ_ABJC01000007 164396bp D |[BAC_2283 sensor histidine kinase 93.30% 372aa 7.6e-198 695
Bacillus anthracis CDC 684 i NC_012581 5230115bp | F |BAMEG_2332 sensor histidine kinase 93.30% 372aa 7.6e-198 695
Bacillus anthracis Vollum 1 NZ_AAEP01000025 812727bp D [BantV_010100004031 sensor histidine kinase 93.30% 372aa 7.6e-198 695
Bacillus thuringiensis sv. finitimus YBT-020 i CP002508 5355490bp | F |YBT020_11600 sensor histidine kinase 93.30% 372aa 1.0e-197 695
Bacillus cereus FRI-35 1 CP003747 5083176bp | F |BCK_23520 sensor histidine kinase 93.30% 372aa 1.2e-197 694
Bacillus cereus Q1 i NC_011969 5214195bp | F |BCQ_2199 sensor histidine kinase 94.00% 365aa 2.1e-195 687
Bacillus cereus NC7401 1 NC_016771 5221581bp| F |BCN_2192 sensor histidine kinase 93.40% 365aa 1.7e-194 684
Bacillus anthracis Ames i NC_003997 5227293bp | F |BA2264 sensor histidine kinase 93.40% 365aa 5.1e-194 682
Bacillus anthracis Ames Ancestor A2084 11 NC_007530 5227419bp | F |GBAA2264 sensor histidine kinase 93.40% 365aa 5.1e-194 682
Bacillus cereus G9241 i NZ_AAEK01000006 163640bp D |BCE_G9241_2226 sensor histidine kinase, putative 94.00% 365aa 1.9e-193 681
Bacillus cereus ATCC 10987 1 NC_003909 5224283bp | F |BCE_2292 sensor histidine kinase 92.90% 365aa 7.4e-193 679
Bacillus cereus H3081.97 i NZ_ABDL01000001 619721bp D |BcerH_010100003400 Absent NA NA NA NA
Bacillus cereus BAG5X2-1 1 AHDL01000023 238523bp D |IEI_02861 hypothetical protein 93.80% 372aa 6.9e-199 699
Bacillus cereus MM3 1 NZ_ACLW01000054 76810bp D |bcere0006_20650 Two-component sensor protein yhcY 93.30% 376aa 1.5e-198 698
Bacillus cereus AH1271 1 NZ_ACMR01000093 24635bp D |bcere0028_20620 Two-component sensor protein yhcY 92.80% 374aa 3.4e-198 696
Bacillus cereus BAG2X1-2 1 AHDA01000026 141630bp D |[ICw_03516 hypothetical protein 93.30% 372aa 7.6e-198 695
Bacillus cereus BAG6X1-1 1 AHD001000013 147985bp D |[IEO_01693 hypothetical protein 93.30% 372aa 7.0e-198 695
Bacillus cereus BAG20-3 1 AHCY01000026 280303bp D [ICS_03406 two-component sensor protein yhcY 92.70% 372aa 4.2e-196 689
Bacillus cereus BAG30-1 1 AHFV01000023 196299bp D |KQ1_02170 two-component sensor protein yhcY 92.70% 372aa 3.8e-196 689
Bacillus cereus B5-2 1 AHFW01000027 319887bp D |KQ3_01488 two-component sensor protein yhcY 92.70% 372aa 3.8e-196 689
Bacillus cereus R309803 unclustered  |NZ_ACLY01000040 178172bp D |bcere0009_20280 Two-component sensor protein yhcY 92.00% 374aa 4.5e-198 696
Bacillus cereus BAG2X1-3 unclustered |AHDB01000024 344606bp D |[ICY_02622 hypothetical protein 91.40% 372aa 1.7e-194 684
Bacillus cereus BAG2X1-1 unclustered  |AHCZ01000025 240792bp D [ICU_02793 hypothetical protein 91.40% 372aa 1.7e-194 684
Bacillus cereus AH1272 ] NZ_ACMS01000103 52288bp D |bcere0029_21250 Two-component sensor protein yhcY 90.40% 374aa 9.7e-193 678
Bacillus cereus AH1273 4 NZ_ACMT01000110 23861bp D |bcere0030_21270 Two-component sensor protein yhcY 90.40% 374aa 9.7e-193 678
Bacillus cereus VDM022 ] AHFP01000020 337261bp D [IKM_03291 hypothetical protein 91.40% 372aa 4.0e-193 679
Bacillus cereus VD078 4 AHEV01000019 252815bp D |In_03207 hypothetical protein 91.10% 372aa 5.6e-193 679
Bacillus cereus VDM019 ] AHFO01000023 267709bp D |IKK_01962 two-component sensor protein yhcY 91.10% 372aa 5.2e-193 679
Bacillus cereus VD021 4 AHES01000030 145584bp D |IC_03351 two-component sensor protein yhcY 91.10% 372aa 5.2e-193 679
Bacillus cereus VD146 ] AHFE01000041 267154bp D |IK1_01448 two-component sensor protein yhcY 91.10% 372aa 5.2e-193 679
Bacillus cereus CER074 4 AHDT01000022 288640bp D |IEY_03320 hypothetical protein 91.10% 372aa 5.2e-193 679
Bacillus cereus CER057 ] AHDS01000024 245438bp D [IEW_02012 hypothetical protein 91.10% 372aa 5.2e-193 679
Bacillus cereus BtB2-4 4 AHDR01000022 286458bp D |IEU_02015 hypothetical protein 91.10% 372aa 5.2e-193 679
Bacillus cereus BDRD-ST196 ] NZ_ACMD01000078 4187bp D |bcere0014_20170 Two-component sensor protein yhcY 91.10% 372aa 5.7e-193 679
Bacillus mycoides DSM 2048 Vi NZ_ACMU01000044 68004bp D |bmyco0001_19850 Two-component sensor protein yhcY 91.10% 372aa 5.7e-193 679
Bacillus weihenstephanensis KBAB4 Vi NC_010184 5262775bp | F |BcerKBAB4_2086 GAF sensor signal transduction histidine kinase 90.90% 372aa 1.3e-192 678
Bacillus cereus HuA2-9 4 AHDY01000018 295569bp D |[IG9_02845 two-component sensor protein yhcY 90.90% 372aa 1.5e-192 677
Bacillus cereus HuA3-9 ] AHDZ01000001 188645bp D |IGA_00108 two-component sensor protein yhcY 90.90% 372aa 1.5e-192 677
Bacillus cereus VD048 4 AHEU01000018 243114bp D [IIG_02690 hypothetical protein 90.90% 372aa 2.8e-192 677
Bacillus cereus HuA2-1 ] AHDV01000009 199286bp D |[IG3_01726 hypothetical protein 90.60% 372aa 2.6e-192 677
Bacillus cereus AH621 4 NZ_ACLX01000056 70672bp D |bcere0007_20660 Two-component sensor protein yhcY 90.90% 372aa 2.8e-192 677
Bacillus cereus VD142 ] AHCL02000009 142780bp D [IC3_01100 two-component sensor protein yhcY 90.90% 372aa 4.4e-192 676
Bacillus cereus VDM062 Vi AHFS01000031 185835bp D [IKS_03542 hypothetical protein 90.30% 372aa 9.8e-192 675
Bacillus cereus VDM034 ] AHFQ01000013 137918bp D [IKO_01630 hypothetical protein 90.30% 372aa 9.8e-192 675
Bacillus cereus HuA2-4 4 AHDX01000025 223414bp D [IG7_02075 hypothetical protein 90.30% 372aa 9.8e-192 675
Bacillus cereus HuA4-10 ] AHEA01000025 365516bp D [IGC_03258 hypothetical protein 91.40% 372aa 1.5e-195 688
Bacillus cereus AH603 Vi NZ_ACMP01000064 73473bp D |bcere0026_20390 Two-component sensor protein yhcY 90.90% 374aa 1.1e-193 681
Bacillus cereus BAG6X1-2 ] AHDP01000020 123263bp D [IEQ_01892 hypothetical protein 90.60% 374aa 1.4e-193 681




Bacillus cereus VD107 4 AHEX01000014 145386bp D |IM_01397 hypothetical protein 90.30% 372aa 1.9e-193 681
Bacillus cereus BAG5X1-1 ] AHDJ01000028 167843bp D |IEE_03023 hypothetical protein 91.10% 372aa 2.5e-193 680
Bacillus cereus VD118 4 AHEZ01000044 257274bp D [IQ_01180 two-component sensor protein yhcY 90.90% 372aa 1.2e-192 678
Bacillus cereus MC118 ] AHEMO01000036 50635bp D |11_03385 two-component sensor protein yhcY 90.60% 372aa 2.0e-192 677
Bacillus cereus BAG60-2 Vi AHDN01000033 230347bp D [IEM_03141 hypothetical protein 90.90% 372aa 2.0e-192 677
Bacillus cereus MC67 ] AHEN01000003 229617bp D |l13_00196 hypothetical protein 90.60% 372aa 2.0e-192 677
Bacillus cereus BAG1X1-3 4 AHCS01000023 1262248bp | D [ICG_03309 hypothetical protein 90.60% 372aa 2.8e-192 677
Bacillus cereus VDM053 ] AHFR01000039 621715bp D [IKQ_01731 two-component sensor protein yhcY 90.60% 372aa 2.6e-192 677
Bacillus cereus BAG10-1 Vi AHCN01000021 162560bp D [IC7_01508 two-component sensor protein yhcY 90.60% 372aa 2.6e-192 677
Bacillus cereus BAG3X2-1 ] AHDD01000023 113935bp D [IE3_03212 hypothetical protein 90.10% 372aa 1.4e-191 674
Bacillus mycoides Rock3-17 1 NZ_ACMWO01000051 87918bp D |bmyco0003_19320 Two-component sensor protein yhcY 84.80% 374aa 6.3e-184 649
Bacillus cereus VDM006 1 AHFT01000037 802420bp D |KOW_00626 two-component sensor protein yhcY 84.70% 372aa 2.9e-183 647
Bacillus cereus VDM021 1 AHFU01000038 209010bp D |KOY_03298 two-component sensor protein yhcY 84.70% 372aa 2.9e-183 647
Bacillus cereus VD136 1 AHFC01000047 594013bp D |llw_01264 two-component sensor protein yhcY 84.40% 372aa 8.3e-183 645
Bacillus pseudomycoides DSM 12442 1 NZ_ACMX01000036 125315bp D |bpmyx0001_20100 Two-component sensor protein yhcY 84.40% 372aa 2.0e-182 644
Bacillus cereus Rock3-44 1 NZ_ACML01000120 22469bp D |bcere0022_18280 Two-component sensor protein yhcY 83.60% 372aa 6.5e-181 639
Bacillus mycoides Rock1-4 | NZ_ACMV01000133 85498bp D |bmyco0002_19200 Two-component sensor protein yhcY 84.30% 313aa 4.8e-152 543

All data, except data from the second column, came from Integrated Microbial Genomes data base (Markowitz et al., 2012) ; homologs for caskR genes were first determined through BLASTp hits between caskR genes from ATCC14579
genome (bc2216-17) and genes in all other genomes, and orthologs were computed as bidirectional best hits between genomes; percent identity, length of sequence, E-value and bit score are displayed for each ortholog. The C2S was
absent on NVH391-98 genome (phylogenetic group VII)

@ affiliation to phylogenetic groups using panC gene sequence, as previously described (Guinebretiere etal., 2010) ; @ Genome completion, D : draft, F : finished ; e percent identity for translated proteins ; “NA : not applicable



Table S5b. Genome affiliation to phylogenetic groups and identification of bc2217 orthologs among B. cereus group (sensu lato ).

Genome Name Ph:r:iepn:)uc Scaffold ID s:::;:‘d GC @ |Locus Tag Product Name \ ::;:;:(tz) Length E-value |Bit Score|
|(ReferEnce gemmecl I\ NC_004722 5427083bp | F |BC2217 two-component system response regulator yhcZ NA® 213aa NA NA
Bacillus cereus BDRD-ST24 v NZ_ACMB01000048 151278bp D |bcere0012_20170 DNA-binding response regulator 100.00% 213aa 1.5e-113 414
Bacillus cereus BDRD-Cer4 v NZ_ACME01000046 194316bp D |bcere0015_21100 DNA-binding response regulator 99.50% 192aa 4.9e-101 373
Bacillus cereus F65185 v NZ_ACMO001000036 35373bp D |bcere0025_19930 DNA-binding response regulator 99.50% 213aa 4.3e-113 413
Bacillus thuringiensis sv pakistani t13001 v NZ_ACNC01000078 109636bp D |bthur0005_20370 DNA-binding response regulator 99.50% 192aa 4.9e-101 373
Bacillus cereus 172560W v NZ_ACLV01000044 203905bp D |bcere0005_19900 DNA-binding response regulator 99.00% 192aa 1.4e-100 371
Bacillus cereus Rock4-2 v NZ_ACMMO01000146 28838bp D |bcere0023_20880 DNA-binding response regulator 99.50% 213aa 4.3e-113 413
Bacillus thuringiensis BMB171 v NC_014171 5330088bp | F [BMB171_C1994 two-component response regulator yhcZ 99.50% 192aa 4.9e-101 373
Bacillus cereus mm1550 v NZ_ACMA01000043 126214bp D |bcere0011_20380 DNA-binding response regulator 99.50% 213aa 4.3e-113 413
Bacillus thuringiensis sv kurstaki T03a001 v NZ_ACND01000061 99414bp D |bthur0006_20030 DNA-binding response regulator 99.50% 213aa 4.3e-113 413
Bacillus cereus RCH_BC2 (Abyss contigs Sep '10) v b23'1769—42726—16°94 15995bp | D [bcer_00025120 e o i 187 Chef e ecenerdoman | g9 10% | 213aa | 9.6e-113 | 412
Bacillus cereus VD196 v AHFL01000006 907882bp D |IKE_01196 two-component system response regulator yhcZ 100.00% 213aa 1.4e-113 414
Bacillus cereus VD154 v AHFG01000004 113576bp D [IK5_00161 hypothetical protein 100.00% 213aa 1.4e-113 414
Bacillus cereus VD166 v AHFI01000016 199438bp D |IKS_02660 hypothetical protein 100.00% 213aa 1.4e-113 414
Bacillus cereus B4264 v NC_011725 5419036bp | F |BCB4264_A2245 DNA-binding response regulator, LuxR family 99.50% 213aa 4.3e-113 413
Bacillus cereus AH676 v NZ_ACMQ01000078 51755bp D |bcere0027_20470 DNA-binding response regulator 99.50% 192aa 4.9e-101 373
Bacillus cereus BAG4X12-1 v AHDG01000022 138381bp D |[IE9_01904 hypothetical protein 99.50% 213aa 4.3e-113 413
Bacillus cereus BAG5X12-1 v AHDK01000019 138549bp D |IEG_02651 two-component system response regulator yhcZ 99.50% 213aa 3.9e-113 413
Bacillus cereus ATCC 10876 v NZ_ACLT01000051 124434bp D |bcere0002_20150 DNA-binding response regulator 98.10% 209aa 1.3e-109 401
Bacillus cereus VD045 v AHET01000016 251981bp D [IE_02715 hypothetical protein 100.00% 213aa 1.5e-113 414
Bacillus cereus VD133 v AHFB01000032 75389bp D [IlU_01733 two-component system response regulator yhcZ 99.10% 213aa 1.5e-112 411
Bacillus cereus RCH_BC1 (Abyss contigs Sep '10) v bi:;1767_2270L_16145 16047bp | D |bcer_00006750 e e, comaning s Chellhe receterdomanandan| - 99 10% | 213aa | 9.6e-113 | 412
Bacillus thuringiensis sv berliner ATCC 10792 v NZ_ACNF01000056 23738bp D |bthur0008_20560 DNA-binding response regulator 97.60% 209aa 1.3e-109 401
Bacillus cereus BAG3X2-2 v AHDE01000025 131584bp D |IE5_02003 hypothetical protein 99.50% 213aa 4.3e-113 413
Bacillus cereus BAG40-1 v AHDF01000026 136920bp D |[IE7_01953 hypothetical protein 99.10% 213aa 9.5e-113 412
Bacillus cereus BAG30-2 v AHDC01000029 204250bp D |lE1_03382 hypothetical protein 99.10% 213aa 9.5e-113 412
Bacillus cereus ISP2954 v AHEJ01000042 196971bp D [IGU_04173 two-component system response regulator yhcZ 99.50% 213aa 3.9e-113 413
Bacillus cereus VD169 v AHFJ01000020 132507bp D |IKA_01949 hypothetical protein 100.00% 213aa 1.4e-113 414
Bacillus cereus HD73 v AHDU01000043 153296bp D [IG1_03388 hypothetical protein 99.50% 213aa 3.9e-113 413
Bacillus cereus BMG1.7 [\ AHDQO01000057 245541bp D |IES_04542 two-component system response regulator yhcZ 99.50% 213aa 3.9e-113 413
Bacillus thuringiensis sv. kurstaki HD73 v CP004069 564679%p | F |HD73_2504 LuxR family transcriptional regulator 99.50% 213aa 3.9e-113 413
Bacillus cereus HuB13-1 v AHEC01000057 147352bp D |IGG_04652 two-component system response regulator yhcZ 99.50% 213aa 3.9e-113 413
Bacillus cereus Rock1-15 v NZ_ACMHO01000053 126604bp D |bcere0018_19650 DNA-binding response regulator 100.00% 213aa 1.5e-113 414
Bacillus cereus VD184 v AHFK01000037 145615bp D [IKC_03224 two-component system response regulator yhcZ 99.50% 213aa 3.9e-113 413
Bacillus cereus VD200 v AHFMO01000030 215702bp D |[IKG_02035 hypothetical protein 100.00% 213aa 1.4e-113 414
Bacillus cereus MSX-A1 v AHE001000031 220851bp D |lI5_02766 hypothetical protein 97.70% 213aa 4.0e-111 406
Bacillus cereus HuB1-1 v AHEB01000024 113213bp D |IGE_03449 hypothetical protein 98.10% 213aa 4.7e-112 409
Bacillus cereus VD140 v AHFD01000030 151399bp D |llY_03178 two-component system response regulator yhcZ 98.60% 213aa 4.4e-112 409
Bacillus cereus BAG1X1-2 v AHCR01000018 110115bp D [ICE_01402 hypothetical protein 98.10% 213aa 4.4e-112 409
Bacillus cereus BAG10-3 v AHCP01000020 112813bp D |[ICA_02676 two-component system response regulator yhcZ 98.10% 213aa 4.4e-112 409
Bacillus thuringiensis sv israelensis ATCC 35646 v NZ_AAIM01000131 11252bp D |RBTH_04912 Two-component response regulator yhcZ 97.70% 219aa 1.8e-111 407
Bacillus thuringiensis 1BL4222 v NZ_ACNL01000070 125086bp D |bthur0014_20560 DNA-binding response regulator 97.60% 209aa 2.2e-109 401
Bacillus thuringiensis Bt407 v CP003889 5500501bp | F |BTB_c22930 Two-component response regulator yhcZ 98.10% 213aa 4.7e-112 409
Bacillus thuringiensis sv. thuringiensis 1S5056 v CP004123 5491935bp | F |H175_ch2215 DNA-binding response regulator, LuxR family 98.10% 213aa 4.4e-112 409
Bacillus thuringiensis T01-328 v ARXZ02000003 577520bp D |BTCBT_002055 Response regulator protein vraR 98.10% 213aa 4.4e-112 409
Bacillus thuringiensis Bt407 v NZ_ACMZ01000048 23795bp D |bthur0002_20910 DNA-binding response regulator 97.60% 209aa 1.3e-109 401
Bacillus thuringiensis sv thuringiensis T01001 v NZ_ACNA01000049 23795bp D |bthur0003_20500 DNA-binding response regulator 97.60% 209aa 1.3e-109 401
Bacillus thuringiensis sv chinensis CT-43 v CP001907 5486830bp | F |CT43_CH2181 two-component response regulator yhcZ 98.10% 213aa 4.8e-112 409
Bacillus thuringiensis HD-789 v CP003763 5495278bp | F |BTF1_08595 LuxR family DNA-binding response regulator 98.10% 213aa 8.1e-112 409
Bacillus cereus VD022 v AHCK01000017 384667bp D [IC1_02729 hypothetical protein 98.10% 213aa 8.1e-112 409
Bacillus thuringiensis HD-771 v CP003752 5886036bp | F [BTG_08790 LuxR family DNA-binding response regulator 98.10% 213aa 8.1e-112 409
Bacillus cereus Schrouff v AHCI01000014 233045bp D [IAW_02771 two-component system response regulator yhcZ 97.70% 213aa 6.3e-111 406
Bacillus cereus TIAC219 v AHCJ01000031 206847bp D |IAY_03109 two-component system response regulator yhcZ 98.10% 213aa 7.4e-112 409
Bacillus cereus K-5975¢ v AHEL01000026 142331bp D |IGY_03386 two-component system response regulator yhcZ 97.70% 213aa 6.3e-111 406
Bacillus cereus G9842 v NC_011772 5387334bp | F |BCG9842_B3078 DNA-binding response regulator, LuxR family 98.10% 213aa 8.1e-112 409
Bacillus thuringiensis sv sotto T04001 v NZ_ACNB01000076 108111bp D |bthur0004_20730 DNA-binding response regulator 97.60% 209aa 2.2e-109 401
Bacillus thuringiensis sv huazhongensis BGSC 4BD1 v NZ_ACNI01000045 55583bp D |bthur0011_19870 DNA-binding response regulator 97.20% 213aa 9.0e-111 405
Bacillus thuringiensis IBL200 [\ NZ_ACNK01000048 34437bp D |bthur0013_21910 DNA-binding response regulator 97.10% 209aa 1.3e-109 401
Bacillus cereus HuB4-4 v AHEF01000048 212111bp D |[IGM_02643 two-component system response regulator yhcZ 98.10% 213aa 7.4e-112 409
Bacillus cereus BAG1X2-1 v AHCT01000027 397641bp D [ICI_02065 two-component system response regulator yhcZ 99.10% 213aa 5.6e-113 412
Bacillus cereus BAG1X2-3 v AHCV01000043 227718bp D [ICM_01503 two-component system response regulator yhcZ 99.10% 213aa 5.6e-113 412
Bacillus cereus BAG1X2-2 v AHCU01000022 346857bp D [ICK_03287 two-component system response regulator yhcZ 99.10% 213aa 5.6e-113 412
Bacillus cereus BAG20-1 v AHCW01000024 321089bp D [ICO_02065 two-component system response regulator yhcZ 99.10% 213aa 5.6e-113 412
Bacillus cereus BAG1X1-1 v AHCQ01000035 227718bp D [ICC_03315 two-component system response regulator yhcZ 99.10% 213aa 5.2e-113 412
Bacillus cereus VD014 v AHER01000028 222533bp D [IIA_02024 hypothetical protein 97.20% 213aa 8.9e-111 405
Bacillus cereus VD156 v AHFH01000027 318846bp D |[IK7_03412 hypothetical protein 97.20% 213aa 8.9e-111 405
Bacillus cereus AH1134 v NZ_ABDA01000020 86615bp D |BcerAH1_010100015478 (Two-component response regulator yhcZ 98.60% 213aa 4.8e-112 409
Bacillus thuringiensis MC28 \% CP003687 5414494bp | F |MC28_1437 DNA-binding response regulator 96.70% 21laa 3.8e-109 400
Bacillus cereus Rock3-29 \ NZ_ACMJ01000039 97142bp D |bcere0020_20070 DNA-binding response regulator 97.60% 211aa 7.6e-110 402
Bacillus cereus BAG50-1 \% AHDI01000010 130701bp D |IEC_01441 hypothetical protein 97.60% 21laa 7.6e-110 402
Bacillus cereus BAG4X2-1 \ AHDH01000032 330562bp D |IEA_03296 hypothetical protein 97.60% 211aa 7.6e-110 402
Bacillus cereus HuB2-9 \% AHED01000029 246371bp D [IGI_03214 hypothetical protein 97.60% 21laa 7.6e-110 402
Bacillus cereus BAG10-2 \ AHC001000024 152083bp D [IC9_03285 hypothetical protein 96.70% 211aa 3.8e-109 400
Bacillus cereus VD214 \% AHFN01000040 381629bp D |IKI_01463 two-component system response regulator yhcZ 97.60% 211aa 7.0e-110 402
Bacillus cereus HuB4-10 \ AHEE01000007 439990bp D [IGK_01462 hypothetical protein 97.60% 211aa 7.0e-110 402
Bacillus cereus HuA2-3 \% AHDW01000034 545065bp D |IG5_01448 two-component system response regulator yhcZ 97.60% 211aa 7.0e-110 402
Bacillus cereus VD148 \ AHFF01000025 190720bp D |[IK3_03299 hypothetical protein 97.60% 211aa 7.0e-110 402
Bacillus cereus VD131 \% AHFA01000025 142105bp D |lIS_01433 two-component system response regulator yhcZ 97.60% 211aa 7.0e-110 402
Bacillus cereus BAG60-1 \ AHDMO01000026 317235bp D |[IEK_03253 hypothetical protein 97.60% 211aa 7.0e-110 402
Bacillus cereus HuB5-5 \% AHEG01000020 369993bp D [IGO_02024 hypothetical protein 96.70% 21laa 3.5e-109 400
Bacillus cereus BAG20-2 \ AHCX01000025 67731bp D [ICQ_02028 hypothetical protein 96.70% 211aa 3.5e-109 400
Bacillus cereus Rock1-3 \% NZ_ACMG01000035 26669bp D |bcere0017_20320 DNA-binding response regulator 96.70% 21laa 3.8e-109 400
Bacillus cereus VD115 \ AHEY01000021 276254bp D [I10_02809 hypothetical protein 92.40% 211aa 2.8e-104 384
Bacillus cereus Rock3-28 \Y NZ_ACMI01000127 59467bp D |bcere0019_20130 DNA-binding response regulator 94.80% 211aa 2.1e-107 394
Bacillus cereus VD102 1 AHEW01000010 609057bp D |IIK_02551 hypothetical protein 91.50% 214aa 6.9e-103 379
Bacillus cereus MSX-D12 i AHEQ01000022 113765bp D |l19_03245 hypothetical protein 91.50% 214aa 6.9e-103 379
Bacillus cereus m1293 1 NZ_ACLS01000062 182414bp D |bcere0001_20480 DNA-binding response regulator 91.50% 214aa 9.0e-103 379




Bacillus cereus AND1407 1 AHCM01000013 143725bp D [IC5_01272 hypothetical protein 91.50% 213aa 6.3e-103 379
Bacillus cereus ATCC 4342 i NZ_ACLZ01000032 174174bp D |bcere0010_20410 DNA-binding response regulator 91.40% 21laa 2.1e-104 384
Bacillus thuringiensis sv tochigiensis BGSC 4Y1 1 NZ_ACMY01000057 79659bp D |bthur0001_20520 DNA-binding response regulator 91.40% 211aa 2.8e-104 384
Bacillus cereus MSX-A12 i AHEP01000020 181700bp D |I17_02029 hypothetical protein 92.40% 209aa 1.8e-103 381
Bacillus cereus 1S845/00 11 AHEI01000047 256667bp D |IGS_04099 two-component system response regulator yhcZ 92.40% 209aa 1.7e-103 381
Bacillus cereus 15195 i AHEH01000047 159830bp D |IGQ_03856 two-component system response regulator yhcZ 92.40% 209aa 1.7e-103 381
Bacillus cereus 1S075 11 AHCHO02000004 262520bp D [IAU_00162 two-component system response regulator yhcZ 92.40% 209aa 1.7e-103 381
Bacillus thuringiensis sv konkukian 97-27 i NC_005957 5237682bp | F |BT9727_2048 response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus BDRD-ST26 1 NZ_ACMC01000050 24793bp D |bcere0013_20820 DNA-binding response regulator 92.40% 209aa 1.8e-103 381
Bacillus cereus 95/8201 i NZ_ACMF01000045 63991bp D |bcere0016_21190 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus thuringiensis sv monterrey BGSC 4AJ1 1 NZ_ACNE01000046 68163bp D |bthur0007_20380 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus I1SP3191 i AHEK01000015 169039bp D [IGW_02589 hypothetical protein 90.50% 209aa 4.4e-102 376
Bacillus thuringiensis Al Hakam 1 NC_008600 5257091bp | F |BALH_2025 DNA-binding response regulator 90.00% 221aa 3.8e-101 373
Bacillus cereus BGSC 6E1 i NZ_ACLU01000051 33946bp D |bcere0004_20550 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus Rock3-42 1 NZ_ACMK01000064 65761bp D |bcere0021_20720 DNA-binding response regulator 90.50% 209aa 2.2e-101 374
Bacillus thuringiensis sv pulsiensis BGSC 4CC1 i NZ_ACNJ01000044 14351bp D |bthur0012_20950 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis H9401 1 NC_017729 5218947bp | F |H9401_2150 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis A2012 (Florida isolate) in NZ_AAAC02000001 5093554bp | D Bant_01002887 €OGHIS7: Response 1egulter conaing s Chev e receher | 90.50% | 209aa | 1.7e-101 | 374
Bacillus thuringiensis sv andalousiensis BGSC 4AW1 1 NZ_ACNG01000061 98499bp D |bthur0009_20360 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus thuringiensis sv pondicheriensis BGSC 4BA1 i NZ_ACNH01000040 22690bp D |bthur0010_20440 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus RCH_BC3 (Abyss contigs Sep '10) n b;Z'UGS—ZlosG—AZGu 42513bp | D |bcer_00047010 e o i 187 Chef e ecener doman | 90.00% | 209aa | 3.8e-101 | 373
Bacillus cereus W i NZ_ABCZ01000004 365325bp D |BcerWw_010100010592 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus AH187 (F4810/72) " NC_011658 5269030bp | F |BCAH187_A2375 DNA-binding response regulator, LuxR family 92.40% 209aa 1.8e-103 381
Bacillus cereus AH820 i NC_011773 5302683bp | F |BCAH820_2290 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus cereus F837/76 1 NC_016779 5222906bp | F |bcf_11355 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus cereus NVH0597-99 i NZ_ABDK01000009 213404bp D |BcerN_010100015348 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus 03BB108 1 NZ_ABDM01000021 89774bp D |Bcer0_010100025929 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus 03BB102 i NC_012472 5269628bp | F |BCA_2348 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis Cl 1 NC_014335 5196054bp | F |BACI_c22290 response regulator 90.50% 209aa 4.5e-102 376
Bacillus anthracis UR-1 i ALNY01000016 99008bp D |B353_15453 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis Sterne 1 NC_005945 5228663bp | F |BAS2109 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis Tsiankovskii-I i NZ_ABDN01000002 584883bp D |BantT_010100007315 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis A0193 1 NZ_ABKF01000011 156048bp D |[BAQ_2310 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis A0442 i NZ_ABKG01000002 460661bp D |BAH_2315 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis AO389 1 NZ_ABLB01000008 163817bp D |BAK_2346 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis A0465 i NZ_ABLH01000007 218708bp D |BAM_2309 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis A0174 1 NZ_ABLT01000001 672784bp D |[BAO_2259 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis A0248 i NC_012659 5227419bp | F |[BAA_2327 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis CNEVA-9066 1 NZ_AAEN01000016 1053408bp | D [BantC_010100013455 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis A1055 i NZ_AAE001000022 1320955bp | D |BantA1_010100007284 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis Kruger B 1 NZ_AAEQ01000035 1294190bp | D [BantKB_010100021382 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis WesternNA USA6153 i NZ_AAER01000039 367030bp D |BantWNA_010100019239 [DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis Australia 94 1 NZ_AAES01000035 1143198bp | D |[BantA9_010100017591  |DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus cereus E33L (zK) i NC_006274 5300915bp | F |BCZK2046 response regulator 90.50% 209aa 1.7e-101 374
Bacillus anthracis A0488 1 NZ_ABJC01000007 164396bp D |[BAC_2284 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis CDC 684 i NC_012581 5230115bp | F |BAMEG_2331 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis Vollum 1 NZ_AAEP01000025 812727bp D [BantV_010100004036 DNA-binding response regulator 90.50% 209aa 1.7e-101 374
Bacillus thuringiensis sv. finitimus YBT-020 i CP002508 5355490bp | F |YBT020_11605 response regulator 91.50% 216aa 9.6e-105 385
Bacillus cereus FRI-35 1 CP003747 5083176bp | F |BCK_23515 LuxR family transcriptional regulator 90.90% 211aa 9.1e-102 375
Bacillus cereus Q1 i NC_011969 5214195bp | F |BCQ_2200 response regulator 91.50% 213aa 6.9e-103 379
Bacillus cereus NC7401 1 NC_016771 5221581bp| F |BCN_2193 DNA-binding response regulator, LuxR family 92.40% 209aa 1.8e-103 381
Bacillus anthracis Ames 1 NC_003997 5227293bp | F |BA2265 DNA-binding response regulator, LuxR family 90.50% 209aa 1.7e-101 374
Bacillus anthracis Ames Ancestor A2084 11 NC_007530 5227419bp | F |GBAA2265 dna-binding response regulator, luxr family 90.50% 209aa 1.7e-101 374
Bacillus cereus G9241 i NZ_AAEK01000006 163640bp D |BCE_G9241_2227 MW1789 92.40% 21laa 3.3e-105 387
Bacillus cereus ATCC 10987 1 NC_003909 5224283bp | F |BCE_2293 DNA-binding response regulator, LuxR family 91.40% 211aa 1.5e-102 378
Bacillus cereus H3081.97 i NZ_ABDL01000001 619721bp D |BcerH_010100003400 DNA-binding response regulator 91.50% 213aa 6.9e-103 379
Bacillus cereus BAG5X2-1 1 AHDL01000023 238523bp D |IEI_02860 hypothetical protein 92.60% 219aa 5.6e-105 386
Bacillus cereus MM3 1 NZ_ACLW01000054 76810bp D |bcere0006_20660 DNA-binding response regulator 94.30% 215aa 1.8e-106 391
Bacillus cereus AH1271 1 NZ_ACMR01000093 24635bp D |bcere0028_20630 DNA-binding response regulator 92.40% 215aa 2.5e-105 387
Bacillus cereus BAG2X1-2 1 AHDA01000026 141630bp D [ICw_03515 hypothetical protein 93.40% 215aa 8.6e-106 389
Bacillus cereus BAG6X1-1 1 AHD001000013 147985bp D |[IEO_01694 hypothetical protein 93.40% 215aa 8.0e-106 389
Bacillus cereus BAG20-3 1 AHCY01000026 280303bp D [ICS_03405 two-component system response regulator yhcZ 93.80% 211aa 1.5e-105 388
Bacillus cereus BAG30-1 1 AHFV01000023 196299bp D |KQ1_02171 two-component system response regulator yhcZ 94.30% 21laa 4.7e-106 389
Bacillus cereus B5-2 1 AHFW01000027 319887bp D |KQ3_01489 two-component system response regulator yhcZ 94.30% 21laa 4.7e-106 389
Bacillus cereus R309803 unclustered  |NZ_ACLY01000040 178172bp D |bcere0009_20290 DNA-binding response regulator 89.60% 211aa 3.4e-102 377
Bacillus cereus BAG2X1-3 unclustered |AHDB01000024 344606bp D |[ICY_02621 hypothetical protein 92.80% 21laa 6.2e-104 382
Bacillus cereus BAG2X1-1 unclustered  |AHCZ01000025 240792bp D [ICU_02792 hypothetical protein 92.80% 211aa 6.2e-104 382
Bacillus cereus AH1272 ] NZ_ACMS01000103 52288bp D |bcere0029_21260 DNA-binding response regulator 91.90% 21laa 9.6e-105 385
Bacillus cereus AH1273 4 NZ_ACMT01000110 23861bp D |bcere0030_21280 DNA-binding response regulator 91.90% 211aa 9.6e-105 385
Bacillus cereus VDM022 ] AHFP01000020 337261bp D [IKM_03290 hypothetical protein 93.40% 21laa 8.0e-106 389
Bacillus cereus VD078 4 AHEV01000019 252815bp D |In_03206 hypothetical protein 93.40% 211aa 1.1e-105 388
Bacillus cereus VDM019 ] AHFO01000023 267709bp D |IKK_01963 two-component system response regulator yhcZ 93.40% 211aa 8.0e-106 389
Bacillus cereus VD021 | AHES01000030 145584bp D [IIC_03350 two-component system response regulator yhcZ 93.40% 21laa 8.0e-106 389
Bacillus cereus VD146 ] AHFE01000041 267154bp D |IK1_01449 two-component system response regulator yhcZ 93.40% 211aa 8.0e-106 389
Bacillus cereus CER074 4 AHDT01000022 288640bp D |[IEY_03319 hypothetical protein 93.40% 211aa 8.0e-106 389
Bacillus cereus CER057 ] AHDS01000024 245438bp D [IEW_02013 hypothetical protein 93.40% 21laa 8.0e-106 389
Bacillus cereus BtB2-4 4 AHDR01000022 286458bp D [IEU_02016 hypothetical protein 93.40% 211aa 8.0e-106 389
Bacillus cereus BDRD-ST196 ] NZ_ACMD01000078 4187bp D |bcere0014_20180 DNA-binding response regulator 93.40% 21laa 8.7e-106 389
Bacillus mycoides DSM 2048 Vi NZ_ACMU01000044 68004bp D |bmyco0001_19860 DNA-binding response regulator 93.40% 211aa 8.7e-106 389
Bacillus weihenstephanensis KBAB4 Vi NC_010184 5262775bp | F |BcerKBAB4_2087 o Transcriptional regurator, TIxK 93.40% | 213aa | 8.7e-106 | 389
Bacillus cereus HuA2-9 | AHDY01000018 295569bp D |IG9_02844 two-component system response regulator yhcZ 93.40% 21laa 8.0e-106 389
Bacillus cereus HuA3-9 ] AHDZ01000001 188645bp D [IGA_00107 two-component system response regulator yhcZ 92.90% 211aa 4.0e-105 386
Bacillus cereus VD048 4 AHEU01000018 243114bp D [IIG_02689 hypothetical protein 92.90% 211aa 5.6e-105 386
Bacillus cereus HuA2-1 ] AHDV01000009 199286bp D [IG3_01727 hypothetical protein 93.40% 21laa 8.0e-106 389
Bacillus cereus AH621 4 NZ_ACLX01000056 70672bp D |bcere0007_20670 DNA-binding response regulator 92.90% 211aa 5.6e-105 386
Bacillus cereus VD142 ] AHCL02000009 142780bp D [IC3_01099 two-component system response regulator yhcZ 93.40% 211aa 8.0e-106 389
Bacillus cereus VDM062 Vi AHFS01000031 185835bp D [IKS_03541 hypothetical protein 93.40% 211aa 1.0e-105 388
Bacillus cereus VDM034 ] AHFQ01000013 137918bp D [IKO_01631 hypothetical protein 93.40% 21laa 1.0e-105 388
Bacillus cereus HuA2-4 4 AHDX01000025 223414bp D [IG7_02076 hypothetical protein 92.90% 211aa 5.2e-105 386
Bacillus cereus HuA4-10 ] AHEA01000025 365516bp D [IGC_03257 hypothetical protein 90.90% 21laa 1.1e-102 378
Bacillus cereus AH603 Vi NZ_ACMP01000064 73473bp D |bcere0026_20400 DNA-binding response regulator 92.90% 211aa 4.3e-105 386
Bacillus cereus BAG6X1-2 ] AHDP01000020 123263bp D |IEQ_01893 hypothetical protein 92.90% 21laa 1.4e-105 388




Bacillus cereus VD107 4 AHEX01000014 145386bp D [IIM_01398 hypothetical protein 91.90% 211aa 3.1e-103 380
Bacillus cereus BAG5X1-1 ] AHDJ01000028 167843bp D |IEE_03022 hypothetical protein 92.40% 21laa 1.6e-104 384
Bacillus cereus VD118 | AHEZ01000044 257274bp D |lQ_01181 two-component system response regulator yhcZ 91.90% 21laa 1.5e-104 384
Bacillus cereus MC118 ] AHEMO01000036 50635bp D |11_03384 two-component system response regulator yhcZ 93.40% 211aa 8.0e-106 389
Bacillus cereus BAG60-2 Vi AHDN01000033 230347bp D [IEM_03140 hypothetical protein 91.90% 211aa 1.5e-104 384
Bacillus cereus MC67 ] AHEN01000003 229617bp D |l13_00195 hypothetical protein 93.40% 21laa 8.0e-106 389
Bacillus cereus BAG1X1-3 4 AHCS01000023 1262248bp | D [ICG_03308 hypothetical protein 92.90% 211aa 8.6e-106 389
Bacillus cereus VDM053 ] AHFR01000039 621715bp D [IKQ_01732 two-component system response regulator yhcZ 91.90% 211aa 8.8e-105 385
Bacillus cereus BAG10-1 | AHCN01000021 162560bp D [IC7_01509 two-component system response regulator yhcZ 92.90% 21laa 8.0e-106 389
Bacillus cereus BAG3X2-1 ] AHDD01000023 113935bp D [IE3_03211 hypothetical protein 92.90% 21laa 6.6e-106 389
Bacillus mycoides Rock3-17 1 NZ_ACMWO01000051 87918bp D |bmyco0003_19330 DNA-binding response regulator 90.40% 211aa 6.5e-101 372
Bacillus cereus VDM006 1 AHFT01000037 802420bp D |KOW_00627 two-component system response regulator yhcZ 89.90% 211aa 4.2e-99 366
Bacillus cereus VDM021 1 AHFU01000038 209010bp D |KOY_03299 two-component system response regulator yhcZ 89.90% 211aa 4.2e-99 366
Bacillus cereus VD136 1 AHFC01000047 594013bp D |Iw_01265 two-component system response regulator yhcZ 89.90% 211aa 4.2e-99 366
Bacillus pseudomycoides DSM 12442 1 NZ_ACMX01000036 125315bp D |bpmyx0001_20110 DNA-binding response regulator 90.40% 211aa 6.5e-101 372
Bacillus cereus Rock3-44 1 NZ_ACML01000120 22469bp D |bcere0022_18290 DNA-binding response regulator 89.50% 21laa 1.3e-98 365
Bacillus mycoides Rock1-4 | NZ_ACMV01000133 85498bp D |bmyco0002_19210 DNA-binding response regulator 90.40% 211aa 6.5e-101 372

All data, except data from the second column, came from Integrated Microbial Genomes data base (Markowitz et al., 2012) ; homologs for caskR genes were first determined through BLASTp hits between caskR genes from ATCC14579
genome (bc2216-17) and genes in all other genomes, and orthologs were computed as bidirectional best hits between genomes; percent identity, length of sequence, E-value and bit score are displayed for each ortholog. The C2S was
absent on NVH391-98 genome (phylogenetic group VII)

@ affiliation to phylogenetic groups using panC gene sequence, as previously described (Guinebretiere etal., 2010) ; @ Genome completion, D : draft, F : finished ; e percent identity for translated proteins ; “NA : not applicable
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