Supplementary Figure S1
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Saturation curves of soft core proteins at 85%, 90% and 95% depending on the number of genomes sampled
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Black bar corresponds to the number of core proteins calculated from the normalized dataset (5 organisms per species)



Supplementary Figure S2: Subtilis Clade tree
Based on 457 core proteins, IQ-Tree2

GCF 000338735.1 Bacillus subtilis XF-1
GCF 000349795.1 Bacillus subtilis subsp. subtilis str. BAB-1
GCF 001465815.1 Bacillus subtilis subsp. subtilis
GCF 002216085.1 Bacillus subtilis
GCF 018394175.1 Bacillus subtilis
GCF 000973605.1 Bacillus subtilis HJ5
GCF 009665145.1 Bacillus subtilis
GCF 001015095.1 Bacillus subtilis
GCF 018884165.1 Bacillus subtilis
GCF 000877815.1 Bacillus sp. YP1
GCF 002202055.1 Bacillus subtilis
GCF 003330965.1 Bacillus sp. DM2
GCF 004101405.1 Bacillus subtilis
GCF 004101445.1 Bacillus subtilis
GCF 004103875.1 Bacillus sp. WR11
GCF 022370975.1 Bacillus subtilis
GCF 017753785.1 Bacillus subtilis
GCF 004119835.1 Bacillus subtilis
GCF 015654205.1 Bacillus subtilis
GCF 009662355.1 Bacillus subtilis
GCF 004101485.1 Bacillus subtilis
GCF 004101565.1 Bacillus subtilis
GCF 001808235.1 Bacillus subtilis
GCF 009017455.1 Bacillus subtilis
GCF 009676665.1 Bacillus subtilis
GCF 019334685.1 Bacillus sp. LJBS17
GCF 004103535.1 Bacillus subtilis
GCF 009913535.1 Bacillus subtilis
GCF 009866865.1 Bacillus subtilis
GCF 021172185.1 Bacillus subtilis
GCF 009497815.1 Bacillus subtilis
GCF 018141065.1 Bacillus subtilis
GCF 009913595.1 Bacillus subtilis
GCF 014298115.1 Bacillus subtilis subsp. subtilis
GCF 019464335.1 Bacillus subtilis
GCF 004103595.1 Bacillus subtilis
GCF 004119535.1 Bacillus subtilis
1 GCF 018224865.2 Bacillus subtilis
o GCF 009497795.1 Bacillus subtilis
GCF 005234095.1 Bacillus subtilis
- GCF 009913275.1 Bacillus subtilis
GCF 000209795.2 Bacillus subtilis subsp. natto BEST195
o949 GCF 021497545.1 Bacillus subtilis
GCF 002982175.1 Bacillus subtilis
GCF 003665355.1 Bacillus subtilis subsp. subtilis
GCF 001902555.1 Bacillus subtilis
GCF 021497525.1 Bacillus subtilis
GCF 003665295.1 Bacillus subtilis subsp. subtilis
GCF 020773035.1 Bacillus subtilis subsp. natto
GCF 003665315.1 Bacillus subtilis subsp. subtilis
GCF 002096095.1 Bacillus subtilis
GCF 001565875.1 Bacillus subtilis subsp. natto
q.1 GCF 001890405.1 Bacillus subtilis
0 GCF 003665335.1 Bacillus subtilis subsp. subtilis
GCF 014961985.1 Bacillus subtilis subsp. subtilis
,L> GCF 002201995.1 Bacillus subtilis subsp. subtilis
GCF 003665235.1 Bacillus subtilis subsp. subtilis
GCF 001747445.1 Bacillus subtilis
GCF 002269195.1 Bacillus subtilis
of e GCF 002173615.1 Bacillus subtilis subsp. subtilis
s GCF 003665195.1 Bacillus subtilis subsp. subtilis
I GCF 004101365.1 Bacillus subtilis
GCF 003665395.1 Bacillus subtilis subsp. subtilis
GCF 003665275.1 Bacillus subtilis subsp. subtilis
GCF 018454405.1 Bacillus subtilis subsp. subtilis
GCF 018986855.1 Bacillus subtilis subsp. subtilis
GCF 004119615.1 Bacillus subtilis
5 GCF 002269175.1 Bacillus subilis
1 GCF 004119635.1 Bacillus subtilis
GCF 001746575.1 Bacillus subtilis
GCF 002173695.1 Bacillus subtilis subsp. subtilis
1 GCF 002201955.1 Bacillus subtilis subsp. subtilis
o GCF 002173715.1 Bacillus subtilis subsp. subtilis
0 GCF 004119875.1 Bacillus subtilis
GCF 004119555.1 Bacillus subtilis
! GCF 004119675.1 Bacillus subtilis
gps GCF 009662335.1 Bacillus subtilis
GCF 002290305.1 Bacillus subtilis
GCF 004119655.1 Bacillus subtilis
9 GCF 009363835.1 Bacillus subtilis
') GCF 003665215.1 Bacillus subtilis subsp. subtilis
785 GCF 004119775.1 Bacillus subtilis
GCF 004101945.1 Bacillus subtilis
GCF 009913575.1 Bacillus subtilis
GCF 000321395.1 Bacillus subtilis subsp. subtilis str. BSP1
0 GCF 009662235.1 Bacillus subtilis
9 GCF 009914155.1 Bacillus subltils
GCF 002202035.1 Bacillus subtilis subsp. subtilis
GCF 004119695.1 Bacillus subtilis
GCF 004119715.1 Bacillus subtilis
GCF 009913255.1 Bacillus subtilis
GCF 004328925.1 Bacillus subtilis subsp. subtilis
ot GCF 009913395.1 Bacillus subtilis
I GCF 000706705.1 Bacillus subtilis subsp. subtilis str. OH 131.1
8 GCF 001704095.1 Bacillus subtilis
0 GCF 008831405.1 Bacillus subtilis
GCF 003665255.1 Bacillus subtilis subsp. subtilis
A GCF 003426125.1 Bacillus subtilis subsp. subtilis
GCF 004101345.1 Bacillus subtilis
/ GCF 009662195.1 Bacillus subtilis
GCF 001719225.1 Bacillus sp. FJAT-14266
GCF 009662175.1 Bacillus subtilis
GCF 009662255.1 Bacillus subtilis
GCF 004101425.1 Bacillus subtilis
GCF 009662275.1 Bacillus subtilis
GCF 009662155.1 Bacillus subtilis
GCF 009662375.1 Bacillus subtilis
GCF 003148355.1 Bacillus subtilis
GCF 013285325.1 Bacillus subtilis
GCF 022453545.1 Bacillus subtilis
GCF 000782835.1 Bacillus subtilis
GCF 004119815.1 Bacillus subtilis
GCF 006165085.1 Bacillus subtilis
GCF 022570515.1 Bacillus subtilis
GCF 014879275.1 Bacillus subtilis
GCF 016894165.1 Bacillus subtilis
GCF 002072735.1 Bacillus subtilis
GCF 005849145.1 Bacillus subtilis
GCF 020311615.1 Bacillus subtilis
GCF 000186745.1 Bacillus subtilis BSnS
GCF 014171535.1 Bacillus subtilis
GCF 015602625.1 Bacillus subtilis
GCF 000978495.1 Bacillus sp. LM 4-2
GCF 009884005.1 Bacillus subtilis
GCF 004101465.1 Bacillus subtilis
GCF 004103555.1 Bacillus subtilis
GCF 009913555.1 Bacillus subtilis
GCF 001720505.1 Bacillus subtilis
GCF 009913515.1 Bacillus subtilis
199 Lo GCF 015535655.1 Bacillus subtilis
o GCF 019599105.1 Bacillus subtilis
GCF 012648205.1 Bacillus subtilis subsp. subtilis
1o GCF 012648345.1 Bacillus subtilis subsp. subtilis
74 GCF 003184225.1 Bacillus subtilis
0 GCF 004119595.1 Bacillus subtilis
GCF 020783355.1 Bacillus sp. BC1-43
1po GCF 021498185.1 Bacillus subtilis
e GCF 000737405.1 Bacillus subtilis TO-A
BY-9 GCF 001037985.1 Bacillus subtilis
b GCF 022163605.1 Bacillus sp. Man122
GCF 009857115.1 Bacillus subtilis
GCF 019704335.1 Bacillus subtilis
GCF 019704355.1 Bacillus subtilis
o GCF 019704375.1 Bacillus subtilis
bd7 GCF 019704395.1 Bacillus subtilis
1o GCF 019704415.1 Bacillus subtilis
ol 7 GCF 019704435.1 Bacillus subtilis
) GCF 019704455.1 Bacillus subtilis
og | GCF 019704475.1 Bacillus subtilis
GCF 000155325.1 Bacillus subtilis subsp. subtilis str. 168
GCF 000497485.1 Bacillus subtilis PY79
GCF 005160425.1 Bacillus subtilis
B33 GCF 0005230451 Bacillus subtilis BEST7003
91 GCF 001541905.1 Bacillus subtilis subsp. subtilis
GCF 009662455.1 Bacillus subtilis
GCF 000155355.1 Bacillus subtilis subsp. subtilis str. JH642
o GCF 000699525.1 Bacillus subtilis subsp. subtilis str. AG1839
GCF 000699465.1 Bacillus subtilis subsp. subtilis str. JH642 substr. AG174
GCF 000155375.1 Bacillus subtilis subsp. subtilis str. SMY
GCF 001750745.1 Bacillus subtilis subsp. subtilis
GCF 000953615.1 Bacillus subtilis
GCF 012030675.1 Bacillus subtilis subsp. subtilis str. SMY
GCF 000186085.1 Bacillus subtilis subsp. subtilis NCIB 3610 = ATCC 6051 = DSM 10
GCF 019931715.1 Bacillus subtilis
GCF 009662215.1 Bacillus subtilis
GCF 000952895.1 Bacillus subtilis
GCF 001604995.1 Bacillus subtilis
GCF 005937795.2 Bacillus sp. KBS0812
GCF 002055965.1 Bacillus subtilis
GCF 002009095.1 Bacillus subtilis subsp. subtilis str. 168
1o GCF 009662415.1 Bacillus subtilis
GCF 000293765.1 Bacillus subtilis QB928
GCF 000971925.1 Bacillus subtilis KCTC 1028 = ATCC 6051a
GCF 006741845.1 Bacillus subtilis subsp. subilis
GCF 013388335.1 Bacillus subtilis
GCF 000344745.1 Bacillus subtilis subsp. subtilis 6051-HGW
GCF 012931705.2 Bacillus subtilis subsp. subtilis str. 168
GCF 009662435.1 Bacillus subtilis
GCF 013009385.1 Bacillus subtilis subsp. subilis str. 168
GCF 003610955.1 Bacillus subtilis
GCF 001697265.1 Bacillus subtilis subsp. subtilis
GCF 016065415.1 Bacillus subtilis
GCF 021398545.1 Bacillus subtilis
GCF 000827065.1 Bacillus subtilis subsp. subtilis
5 GCF 000009045.1 Bacillus subtilis subsp. subtilis str. 168
GCF 006088795.1 Bacillus subtilis subsp. subtilis NCIB 3610 = ATCC 6051 = DSM 10
- GCF 000227485.1 Bacillus subtilis subsp. subtilis str. RO-NN-1
GCF 000259365.1 Bacillus sp. JS
GCF 016924995.1 Bacillus sp. LIBS06
bels GCF 002201875.1 Bacillus sp. MD-5
10 GCF 002953915.1 Bacillus sp. MBGLi79
GCF 002893805.1 Bacillus subtilis
— GCF 012225885.1 Bacillus tequilensis
GCF 000146565.1 Bacillus spizizenii str. W23
o0 735 GCF 000959025.1 Bacillus intestinalis
0 GCF 005153965.1 Bacillus subtilis
GCF 006364495.1 Bacillus subtilis
GCF 006094475.1 Bacillus spizizenii ATCC 6633 = JCM 2499
GCF 000227465.1 Bacillus spizizenii TU-B-10
9[B! GCF 001889625.1 Bacillus subtilis
[ GCF 003667885.1 Bacillus vallismortis
100 GCF 004116955.1 Bacillus vallismortis
GCF 002163815.1 Bacillus subtilis
1 GCF 012647565.1 Bacillus subtilis
100 o GCF 019598985.1 Bacillus inaquosorum
GCF 003148415.1 Bacillus inaquosorum
1 GCF 013393725.1 Bacillus subtilis
GCF 004006435.1 Bacillus halotolerans
GCF 014621755.1 Bacillus halotolerans
GCF 013347105.1 Bacillus halotolerans
GCF 014250375.1 Bacillus sp. PAMC26543
61 GCF 018417515.1 Bacillus halotolerans
gEF 016093395.1 Bacillus halotolerans
015074845.1 Bacillus mojavensis S
GCF 0126480051 ___Bacillus mojavensis B. subtilis group
GCF 000165925 1 mmrémz
; GCF 000742675.1 Bacillus atrophaeus subsp. globigii
GCF 001597265.1 Bacillus subtilis subsp. globigii
o0l GCF 000385965.2 Bacillus atrophaeus UCMB-5137
1 GCF 018140555.1 Bacillus atrophaeus
o SEF 0021734951 Bacillus atrophaeus
002688645.1 Bacillus atrophaeus
o7 GCF 0022434951 Bacillus atrophaeus B. atrophaeus group
GCF 000015785.2 TRV VeTeCEREre T
GCF 015999565.1 Bacillus amyloliquefaciens
GCF 022370935.1 Bacillus velezensis
o GCF 013348705.1 Bacillus velezensis
GCF 008367895.1 Bacillus velezensis
GCF 013284785.2 Bacillus velezensis
GCF 000494835.1 Bacillus amyloliquefaciens CC178
GCF 018771705.1 Bacillus velezensis
fo GCF 013285085.2 Bacillus velezensis
1 GCF 008808015.1 Bacillus amyloliquefaciens
GCF 013694265.1 Bacillus velezensis
GCF 000319475.1 Bacillus velezensis AS43.3
9F9 GCF 011784665.1 Bacillus velezensis
of2 GCF 003854915.1 Bacillus velezensis
GCF 019285615.1 Bacillus velezensis
GCF 022385175.1 Bacillus velezensis
9 GCF 021233135.1 Bacillus amyloliquefaciens
86 GCF 000583065.1 Bacillus velezensis TrigoCor1448
9 Q GCF 001889385.1 Bacillus subtilis
P GCF 008727675.1 Bacillus velezensis
634 GCF 009914135.1 Bacillus velezensis
GCF 002741705.1 Bacillus velezensis
943 GCF 014854735.1 Bacillus amyloliquefaciens
GCF 004799565.1 Bacillus velezensis
99 GCF 019334525.1 Bacillus velezensis
m GCF 009913315.1 Bacillus velezensis
GCF 009913335.1 Bacillus velezensis
o9p GCF 009913355.1 Bacillus velezensis
e GCF 009913495.1 Bacillus velezensis
Ho GCF 009913475.1 Bacillus velezensis
GCF 009913375.1 Bacillus velezensis
GCF 000875875.2 Bacillus velezensis
GCF 002237515.1 Bacillus velezensis
GCF 016888865.1 Bacillus velezensis
GCF 019396925.1 Bacillus amyloliquefaciens
GCF 003860445.1 Bacillus velezensis
GCF 002764075.1 Bacillus velezensis
GCF 021184205.1 Bacillus velezensis
GCF 002556565.1 Bacillus velezensis
GCF 003573875.1 Bacillus velezensis
GCF 018866365.1 Bacillus velezensis
GCF 005696395.1 Bacillus velezensis
GCF 014706595.1 Bacillus velezensis
GCF 019856555.1 Bacillus amyloliquefaciens
GCF 000341875.1 Bacillus velezensis UCMB5036
GCF 012647845.1 Bacillus velezensis
GCF 009738165.1 Bacillus velezensis
GCF 021559715.1 Bacillus velezensis
GCF 001596755.1 Bacillus amyloliquefaciens
GCF 016834435.1 Bacillus velezensis
GCF 000815145.1 Bacillus sp. Pc3
GCF 001593395.2 Bacillus velezensis
GCF 002968415.1 Bacillus velezensis
GCF 003285085.1 Bacillus velezensis
GCF 009789615.1 Bacillus velezensis
GCF 017603845.1 Bacillus amyloliquefaciens
GCF 003073255.1 Bacillus velezensis
GCF 014791945.1 Bacillus amyloliquefaciens
GCF 021228895.1 Bacillus velezensis
GCF 004421045.1 Bacillus amyloliquefaciens
GCF 003149795.1 Bacillus amyloliquefaciens
GCF 001593765.1 Bacillus amyloliquefaciens UMAF6639
GCF 001999205.1 Bacillus sp. 275
GCF 014495825.1 Bacillus velezensis
GCF 020162235.1 Bacillus velezensis
GCF 016415725.1 Bacillus velezensis
GCF 022559645.1 Bacillus amyloliquefaciens
GCF 000455565.1 Bacillus velezensis UCMB5033
GCF 000772205.1 Bacillus subtilis
GCF 003855275.1 Bacillus velezensis
GCF 000455585.1 Bacillus velezensis UCMB5113
GCF 006489275.1 Bacillus velezensis
GCF 000835145.1 Bacillus amyloliquefaciens KHG19
GCF 022488425.1 Bacillus velezensis
GCF 008244925.1 Bacillus velezensis
GCF 001023595.1 Bacillus velezensis
GCF 003076535.1 Bacillus velezensis
GCF 003546955.1 Bacillus velezensis
GCF 018629015.1 Bacillus velezensis
GCF 019754015.1 Bacillus velezensis
GCF 019163475.1 Bacillus velezensis
9 GCF 000815275.2 Bacillus velezensis
0 GCF 020971785.1 Bacillus amyloliquefaciens
ki GCF 003312895.1 Bacillus amyloliquefaciens
- GCF 018861275.1 Bacillus sp. JNUCC-22
GCF 000508125.2 Bacillus velezensis
o GCF 014211995.1 Bacillus velezensis
GCF 009663035.1 Bacillus velezensis
GCF 000685725.1 Bacillus velezensis SQR9
s GCF 000772165.1 Bacillus subtilis
a ¢ GCF 000988345.1 Bacillus velezensis
GCF 003071465.1 Bacillus velezensis
GCF 001685645.1 Bacillus velezensis
GCF 003045165.1 Bacillus velezensis
GCF 018775385.1 Bacillus velezensis
GCF 013701805.1 Bacillus velezensis
GCF 002117165.1 Bacillus velezensis
GCF 019603335.1 Bacillus velezensis
GCF 002057535.1 Bacillus velezensis
GCF 014961825.1 Bacillus velezensis
GCF 006974185.1 Bacillus velezensis
GCF 011008975.1 Bacillus sp. LUNF1
GCF 019222745.1 Bacillus velezensis
GCF 013367755.1 Bacillus velezensis
GCF 017815555.1 Bacillus amyloliquefaciens
GCF 014622705.1 Bacillus velezensis
1 GCF 002072695.1 Bacillus velezensis
GCF 011769925.1 Bacillus velezensis
oty GCF 011100445.1 Bacillus velezensis
GCF 002113805.1 Bacillus vallismortis
GCF 008802875.1 Bacillus velezensis
GCF 003612755.1 Bacillus velezensis
GCF 003073455.1 Bacillus velezensis
GCF 009362235.1 Bacillus velezensis
GCF 003555525.1 Bacillus velezensis
GCF 021650855.1 Bacillus velezensis
GCF 014841075.1 Bacillus velezensis
GCF 021390055.1 Bacillus velezensis
GCF 002192235.1 Bacillus velezensis
nr GCF 018406485.1 Bacillus velezensis
700 GCF 001922005.1 Bacillus amyloliquefaciens
GCF 014358035.1 Bacillus velezensis
GCF 016801735.1 Bacillus velezensis
GCF 003431885.1 Bacillus velezensis
GCF 001687745.1 Bacillus velezensis
ot GCF 004329055.1 Bacillus velezensis
GCF 012572025.1 Bacillus sp. HNA3
GCF 002993245.1 Bacillus velezensis
o GCF 006489255.1 Bacillus velezensis
o> GCF 006489235.1 Bacillus velezensis
i GCF 004135455.2 Bacillus velezensis
mgo GCF 020084885.1 Bacillus velezensis
GCF 022344025.1 Bacillus velezensis
GCF 000262385.1 Bacillus amyloliquefaciens Y2
GCF 003265265.1 Bacillus velezensis
42 GCF 000284395.1 Bacillus velezensis YAU B9601-Y2
GCF 016859395.1 Bacillus velezensis
GCF 000827045.1 Bacillus sp. BH072
u GCF 002844125.1 Bacillus velezensis
Mé GCF 007362635.1 Bacillus amyloliquefaciens
GCF 002843505.1 Bacillus sp. $J-10
GCF 000493375.1 Bacillus velezensis NAU-B3
dHis! GCF 002763675.1 Bacillus sp. Lzh-5
GCF 000769555.1 Bacillus velezensis
0 GCF 021397795.1 Bacillus velezensis
o GCF 018278845.1 Bacillus velezensis
GCF 002327165.1 Bacillus velezensis
GCF 002216755.1 Bacillus velezensis
GCF 003184945.1 Bacillus velezensis
9 GCF 014792065.1 Bacillus amyloliquefaciens
o GCF 019880425.1 Bacillus amyloliquefaciens
GCF 002796465.1 Bacillus velezensis
0 GCF 022492915.1 Bacillus amyloliquefaciens
4 GCF 017347625.1 Bacillus velezensis
GCF 003149715.1 Bacillus amyloliquefaciens
Eiicd GCF 018732185.1 Bacillus velezensis
GCF 003667745.1 Bacillus velezensis
GCF 009913295.1 Bacillus velezensis
GCF 013401395.2 Bacillus velezensis
GCF 019880485.1 Bacillus velezensis
GCF 004101805.1 Bacillus velezensis
GCF 013341255.1 Bacillus amyloliquefaciens
GCF 001857985.1 Bacillus velezensis
GCF 008824205.1 Bacillus amyloliquefaciens
GCF 013875015.1 Bacillus velezensis
GCF 003432425.1 Bacillus velezensis
GCF 014180705.2 Bacillus velezensis
GCF 004119575.1 Bacillus velezensis
GCF 020149955.1 Bacillus velezensis
GCF 004119855.1 Bacillus velezensis
GCF 004119735.1 Bacillus velezensis
GCF 014048385.1 Bacillus velezensis
GCF 022313395.1 Bacillus velezensis
GCF 020149525.1 Bacillus velezensis
GCF 002944585.1 Bacillus velezensis
GCF 020150015.1 Bacillus velezensis
GCF 009931675.1 Bacillus velezensis
GCF 002761535.1 Bacillus velezensis
GCF 002893845.1 Bacillus velezensis
GCF 021228595.1 Bacillus sp. FCW2
GCF 014048285.1 Bacillus velezensis
GCF 001593785.1 Bacillus amyloliquefaciens UMAF6614
GCF 003149695.1 Bacillus amyloliquefaciens
GCF 017797845.1 Bacillus sp. LIBV19
GCF 009856975.1 Bacillus velezensis
GCF 009906915.1 Bacillus sp. AM1(2019)
GCF 000242855.2 Bacillus amyloliquefaciens IT-45
GCF 016065635.1 Bacillus velezensis
o GCF 018363035.1 Bacillus amyloliquefaciens
Fg GCF 001586105.1 Bacillus amyloliquefaciens
N GCF 001536925.1 Bacillus velezensis
0 GCF 009734085.1 Bacillus velezensis
GCF 001723585.1 Bacillus velezensis
7 GCF 012275165.1 Bacillus velezensis
0 GCF 015239615.1 Bacillus velezensis
% GCF 018502525.1 Bacillus amyloliquefaciens
g GCF 019551675.1 Bacillus velezensis
GCF 009914175.1 Bacillus velezensis
A GCF 002205715.1 Bacillus velezensis
GCF 003047025.1 Bacillus velezensis
o GCF 003047045.1 Bacillus velezensis
GCF 003047005.1 Bacillus velezensis
* GCF 0022383951 Bacillus velezensis
GCF 018415955.1 Bacillus velezensis
GCF 000283695.1 Bacillus velezensis CAU B946
938 GCF 020995365.1 Bacillus velezensis
GCF 000769515.1 Bacillus subtilis
GCF 001889285.1 Bacillus amyloliquefaciens
GCF 003441635.1 Bacillus velezensis
2 GCF 009834085.1 Bacillus velezensis
5 GCF 022385235.1 Bacillus velezensis
GCF 022494925.1 Bacillus velezensis
46 GCF 004331895.1 Bacillus velezensis
0 GCF 018771665.1 Bacillus velezensis
8 GCF 015732475.1 Bacillus velezensis
GCF 002290045.1 Bacillus velezensis
o GCF 006965525.1 Bacillus velezensis
GCF 020311635.1 Bacillus amyloliquefaciens
0 GCF 019720775.1 Bacillus velezensis
700 va GCF 002845365.1 Bacillus velezensis
GCF 021495995.1 Bacillus velezensis
938 GCF 021729365.1 Bacillus sp. R45
GCF 000508265.1 Bacillus amyloliquefaciens LFB112
g 35 GCF 000973585.1 Bacillus velezensis NJN-6
GCF 008534375.1 Bacillus amyloliquefaciens
0 GCF 0146227451 Bacillus amyloliquefaciens
| GCF 013122275.1 Bacillus velezensis
oflo 9 GCF 013122255.1 Bacillus amyloliquefaciens
GCF 018398955.1 Bacillus velezensis
GCF 022371095.1 Bacillus velezensis
GCF 000987825.1 Bacillus velezensis
GCF 017357905.1 Bacillus amyloliquefaciens
GCF 019449395.1 Bacillus velezensis
GCF 015291865.1 Bacillus velezensis
GCF 017948225.1 Bacillus velezensis
GCF 001874385.1 Bacillus amyloliquefaciens
GCF 003150855.1 Bacillus velezensis
GCF 003047165.1 Bacillus sp. ZY-1-1
GCF 003390415.1 Bacillus velezensis
GCF 000833005.1 Bacillus velezensis
GCF 011032725.1 Bacillus velezensis
GCF 000973485.1 Bacillus velezensis
GCF 001483885.1 Bacillus amyloliquefaciens
GCF 020911825.1 Bacillus velezensis
GCF 0177429751 Bacillus velezensis
GCF 014117505.1 Bacillus velezensis
GCF 001752685.2 Bacillus velezensis
GCF 007923205.1 Bacillus amyloliquefaciens
GCF 009664145.1 Bacillus velezensis
GCF 002005345.1 Bacillus velezensis
GCF 015277495.1 Bacillus velezensis
GCF 018223705.1 Bacillus velezensis
00 GCF 001854345.1 Bacillus velezensis
GCF 016766595.1 Bacillus velezensis
GCF 002850475.1 Bacillus velezensis
GCF 016406185.1 Bacillus velezensis
GCF 013201465.1 Bacillus velezensis
GCF 012226065.1 Bacillus velezensis
GCF 002243325.2 Bacillus velezensis
GCF 002310315.1 Bacillus velezensis
GCF 014764325.1 Bacillus velezensis
GCF 019464595.1 Bacillus velezensis
GCF 016904925.1 Bacillus velezensis
GCF 001553895.1 Bacillus sp. SDLI1
GCF 002850535.1 Bacillus siamensis
GCF 016313165.1 Bacillus siamensis
GCF 000195515.1 Bacillus amyloliquefaciens TA208
GCF 000221645.1 Bacillus amyloliquefaciens XH7
GCF 000772125.1 Bacillus subtilis
GCF 007827165.1 Bacillus amyloliquefaciens
GCF 019880325.1 Bacillus amyloliquefaciens
GCF 000204275.1 Bacillus amyloliquefaciens LL3
GCF 000196735.1 Bacillus amyloliquefaciens DSM 7 = ATCC 23350
GCF 004006115.1 Bacillus amyloliquefaciens
GCF 013328835.1 Bacillus amyloliquefaciens
GCF 002173635.1 Bacillus amyloliquefaciens
GCF 014930895.1 Bacillus amyloliquefaciens
GCF 002209305.1 Bacillus amyloliquefaciens . .
GCF 003868075 1 Bacillus amyloliquefaciens 3. @Myl ol i quef aci ens
F 001705195.1 Bacillus amyloliquefaciens H
GCF 018223605.1 Bacillus amyloliquefaciens B. vel ezensis
GCF 019464555.1 Bacillus sp. 7D3 group
GCF 019880285.1 Bacillus amyloliquefaciens
CCF 000017885 2 Bacllcs punTTus SAFR-037
L1GCF 009937765.1 Bacillus pumilus
GCF 003571425.1 Bacillus pumilus
GCF 001578205.1 Bacillus pumilus
GCF 020535425.1 Bacillus pumilus
GCF 900186955.1 Bacillus pumilus
GCF 001704975.1 Bacillus pumilus
GCF 004006455.1 Bacillus pumilus
GCF 020520205.1 Bacillus pumilus
GCF 014489355.1 Bacillus pumilus
GCF 003431975.1 Bacillus pumilus strain 145
GCF 000800825.1 Bacillus sp. WP8
GCF 001938685.1 Bacillus safensis
GCF 001938705.1 Bacillus safensis
GCF 001895885.1 Bacillus safensis
GCF017161885.1 Bacillus sp. 3a
GCF 014250435.1 Bacillus sp. PAMC28571
GCF 014302175.1 Bacillus sp. PAMC22265
GCF 018885385.1 Bacillus sp. JNUCC-24
GCF 008244765.1 Bacillus safensis
GCF 021398835.1 Bacillus safensis
GCF 003660145.1 Bacillus safensis
GCF 002155005.2 Bacillus safensis
GCF 001938665.1 Bacillus safensis
GCF 002151195.2 Bacillus safensis
GCF 002077215.1 Bacillus safensis
GCF 003097715.1 Bacillus safensis FO-36b
GCF 016803835.1 Bacillus safensis
GCF 016919285.1 Bacillus sp. PDNC022
GCF 000299555.2 Bacillus altitudinis
GCF 013307105.1 Bacillus altitudinis
GCF 019355135.1 Bacillus altitudinis
GCF 000972685.1 Bacillus altitudinis
GCF017161205.1 Bacillus altitudinis
GCF 022570695.1 Bacillus altitudinis
700 GCF 001548215.1 Bacillus pumilus
GCF 001908475.1 Bacillus altitudinis
GCF 021654595.1 Bacillus altitudinis
GCF 001191605.1 Bacillus altitudinis
GCF 004101925.1 Bacillus aerophilus
GCF 001431145.1 Bacillus altitudinis
GCF 001700735.1 Bacillus altitudinis
GCF 001431785.1 Bacillus altitudinis
GCF 016767855.1 Bacillus altitudinis
GCF 006007905.1 Bacillus altitudinis
GCF 017948365.1 Bacillus altitudinis
GCF 001687085.1 Bacillus pumilus
GCF 007923025.1 Bacillus altitudinis
GCF 002741745.1 Bacillus altitudinis
GCF 021654615.1 Bacillus altitudinis
GCF 011067205.1 Bacillus altitudinis
GCF 000590455.1 Bacillus pumilus
GCF 001578165.1 Bacillus pumilus
GCF 002443015.2 Bacillus altitudinis
S(C:E 005849435.1 Bacillus altitudinis
016807685.1 Bacillus altitudinis i
GCF 004563755.2 Bacillus altitudinis B. p U m | .us .
GCFO19164215.1 Bacillus altitudinis B. altitudinis
013283915.1 Bacillus altitudinis H
GCF015160895.1 Bacillus altitudinis B. safensis
GCF 001857925.1 Bacillus xiamenensis group
GCF 009759805.1 Bacillus sp. ms-22
GCT- OU0O00BAZ5.] TI=ATCC 12580
ﬁo GCF 006094335.1 Bacillus licheniformis
GCF 000011645.1 Bacillus licheniformis DSM 13 = ATCC 14580
GCF 000258125.2 Bacillus licheniformis WX-02
GCF 001914255.1 Bacillus licheniformis
140 GCF 006494795.1 Bacillus licheniformis
GCF 002074075.1 Bacillus licheniformis
GCF 002236895.1 Bacillus licheniformis
i GCF 0045262751 Bacillus licheniformis
92 GCF 003595625.1 Bacillus licheniformis
i Y GCF 007855455.1 Bacillus licheniformis
s GCF 017338795.1 Bacillus licheniformis
GCF 004119795.1 Bacillus licheniformis
GCF 001596055.1 Bacillus licheniformis
§ GCF 009662395.1 Bacillus licheniformis
i GCF 004103575.1 Bacillus licheniformis
GCF 003606405.1 Bacillus licheniformis
94.8 GCF 016026835.1 Bacillus licheniformis
A GCF 014250415.1 Bacillus sp. PAMC28748
9% GCF 003253815.1 Bacillus licheniformis
o4 GCF 022630555.1 Bacillus licheniformis
i GCF 003952865.1 Bacillus licheniformis
913 GCF 001896025.1 Bacillus sp. H15-1
- GCF 002269275.1 Bacillus sp. 15-1
GCF 016126875.1 Bacillus licheniformis
538 GCF 0029669551 Bacillus licheniformis
GCF 002504325.1 Bacillus licheniformis
100 GCF 002074095.1 Bacillus licheniformis
GCF 002953475.1 Bacillus licheniformis
g g GCF 004101525.1 Bacillus licheniformis
i GCF 015689075.1 Bacillus licheniformis
GCF 002074115.1 Bacillus licheniformis
GCF 002074135.1 Bacillus licheniformis
§ B GCF 003339545.1 Bacillus licheniformis
ado GCF 002174255.1 Bacillus licheniformis
GCF 002173675.1 Bacillus licheniformis
GCF 001726125.1 Bacillus licheniformis
100 GCF 004119755.1 Bacillus licheniformis
GCF 006974025.1 Bacillus licheniformis
GCF 000408885.1 Bacillus paralicheniformis ATCC 9945a
GCF 003711025.1 Bacillus paralicheniformis
GCF 009497935.1 Bacillus paralicheniformis
GCF 021654735.1 Bacillus paralicheniformis
GCF 002068155.1 Bacillus paralicheniformis
GCF 002393225.1 Bacillus paralicheniformis
GCF 008365255.1 Bacillus paralicheniformis
GCF 018324505.1 Bacillus paralicheniformis
GCF 018324565.1 Bacillus paralicheniformis
GCF 900635765.1 Bacillus paralicheniformis
GCF 000876525.1 Bacillus paralicheniformis
GCF 021654715.1 Bacillus paralicheniformis
GCF 002993925.1 Bacillus paralicheniformis
GCF 002993945.1 Bacillus paralicheniformis
GCF 003171815.2 Bacillus paralicheniformis
GCF 020042645.1 Bacillus paralicheniformis
GCF 021654755.1 Bacillus paralicheniformis
GCF 011068305.1 Bacillus paralicheniformis
100 GCF 014042035.1 Bacillus haynesii
GCF 021401425.1 Bacillus licheniformis
GCF 000465465.2 Bacillus sp. NSP9.1 . . .
GCF 0022020151 Balussonorenss B. licheniforms
F 020091665.1 Bacillus sp. PM8313 P P :
CCF 0024230051  pacilvegyentermentsns B+ PArali cheniforms
GCF 004103615.1 Bacillus glycinifermentans group
r GCF 900093775.1 Bacillus glycinifermentans
L GCF 0017787051 BEMEHP gobrensts
| |
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Supplementary Figure S3: Cereus Clade tree

GCF 000007845.1

Bacillus anthracis str. Ames

Based on 812 core proteins, |Q-Tree2 GOF 0000228651 Bacillus anifvacis str A0248
GCF 000008445.1  Bacillus anthracis str. '"Ames Ancestor'
GCF 000833065.1  Bacillus anthracis
GCF 009806595.1  Bacillus anthracis
GCF 012273375.1  Bacillus anthracis
GCF 012273355.1  Bacillus anthracis
GCF 013349185.1  Bacillus anthracis
931 GCF 0133492451  Bacillus anthracis
GCF 012273315.1  Bacillus anthracis
GCF 009806635.1  Bacillus anthracis
GCF 009806655.1  Bacillus anthracis
GCF 009806675.1  Bacillus anthracis
842 GCF 009806695.1  Bacillus anthracis
GCF 009806615.1  Bacillus anthracis
& GCF 012273335.1  Bacillus anthracis
745 GCF 013349165.1  Bacillus anthracis
GCF 002356575.1  Bacillus anthracis
8d6 GCF 000512775.2  Bacillus anthracis str. A16R
GCF 000512835.2  Bacillus anthracis str. A16
GCF 001543225.1  Bacillus anthracis
43 GCF 002277915.1  Bacillus anthracis
| GCF 019693235.1  Bacillus anthracis
GCF 022014795.1  Bacillus anthracis
GCF 001654475.1  Bacillus anthracis
GCF 001683065.1  Bacillus anthracis
GCF 001683275.1  Bacillus anthracis
GCF 001683215.1  Bacillus anthracis
GCF 001683295.1  Bacillus anthracis
od3 GCF 001683255.1  Bacillus anthracis
GCF 001683235.1  Bacillus anthracis
GCF 001683095.1  Bacillus anthracis
GCF 001683135.1  Bacillus anthracis
GCF 001683195.1  Bacillus anthracis
sds GCF 001683155.1  Bacillus anthracis
GCF 001683175.1  Bacillus anthracis
GCF 000742875.1  Bacillus anthracis
GCF 022221165.1  Bacillus anthracis .
GCF 002208785.1  Bacillus anthracis B. ant hraci s
GCF 000832635.1  Bacillus anthracis str. Sterne
, GCF 000008165.1  Bacillus anthracis str. Sterne C | (0] na| C | ade
743 GCF 000742695.1  Bacillus anthracis
GCF 001990245.1  Bacillus anthracis
Ldo GCF 000558965.1  Bacillus anthracis 8903-G
g; GCF 000559005.1  Bacillus anthracis 52-G
e GCF 022221145.1 Bac!llus anthrac!s
243 GCF 014249775.1  Bacillus anthracis
GCF 000832505.1  Bacillus anthracis
GCF 000832665.1  Bacillus anthracis
9 ‘7 GCF 000832785.1  Bacillus anthracis str. V770-NP-1R
GCF 022221245.1  Bacillus anthracis
GCF 022220945.1  Bacillus anthracis
GCF 000021445.1  Bacillus anthracis str. CDC 684
GCF 000742895.1  Bacillus anthracis str. Vollum
949 GCF 000832445.1  Bacillus anthracis
F GCF 0222213451 Bacillus anthracis
& GCF 000832565.1  Bacillus anthracis
GCF 000258885.1  Bacillus anthracis str. H9401
GCF 022014755.1  Bacillus anthracis
992 GCF 022014775.1  Bacillus anthracis
& GCF 022220565.1  Bacillus anthracis
GCF 022220505.1  Bacillus anthracis
GCF 022221225.1  Bacillus anthracis
GCF 022220965.1  Bacillus anthracis
GCF 000742315.1  Bacillus anthracis
odo GCF 000832585.1  Bacillus anthracis
747 GCF 022221105.1  Bacillus anthracis
GCF 022220525.1  Bacillus anthracis
GCF 022220905.1  Bacillus anthracis
GCF 022221025.1  Bacillus anthracis
oda GCF 022221005.1  Bacillus anthracis
GCF 022221045.1  Bacillus anthracis
GCF 022220605.1  Bacillus anthracis
GCF 022220645.1  Bacillus anthracis
GCF 022221065.1  Bacillus anthracis
GCF 022220625.1  Bacillus anthracis
GCF 022220585.1  Bacillus anthracis
GCF 003227955.1  Bacillus anthracis
GCF 000831505.1  Bacillus anthracis
948 GCF 001277955.1  Bacillus anthracis
GCF 000833125.1  Bacillus anthracis
999 GCF 022221265.1  Bacillus anthracis
GCF 022220925.1  Bacillus anthracis
GCF 000832425.1  Bacillus anthracis
GCF 022220545.1  Bacillus anthracis
oq4 GCF 000833275.1  Bacillus anthracis str. Turkey32
711 GCF 022221125.1 Bacillus anthracis
846 GCF 022220985.1  Bacillus anthracis
GCF 022220665.1  Bacillus anthracis
847 GCF 022221205.1  Bacillus anthracis
1do GCF 000875715.1  Bacillus anthracis
GCF 002980615.3  Bacillus anthracis
GCF 000534935.2  Bacillus anthracis
GCF 000832465.1  Bacillus anthracis
4 GCF 0222213251 Bacillus anthracis
GCF 000295695.2  Bacillus anthracis str. BF1
;ﬂt GCF 022221085.1  Bacillus anthracis str. BF1
4 GCF 021390035.1  Bacillus anthracis
GCF 000832745.1  Bacillus anthracis
GCF 001936375.1  Bacillus anthracis
o2 GCF 006088855.1  Bacillus anthracis
GCF 022220685.1  Bacillus anthracis
GCF 000583105.1  Bacillus anthracis str. SVA11
GCF 000832725.1  Bacillus anthracis
GCF 022221285.1  Bacillus anthracis
GCF 022221305.1  Bacillus anthracis
GCF 006742565.1  Bacillus anthracis
GCF 000725325.1  Bacillus anthracis
GCF 000742655.1  Bacillus anthracis
GCF 000832965.1  Bacillus anthracis
GCF 022221185.1 Bacillus anthracis
GCF 000161695.1  Bacillus thuringiensis serovar pulsiensis BGSC 4CC1
L GCF 001941885.1  Bacillus cereus
] GCF 001941905.1  Bacillus cereus
100 GCF 0019419251  Bacillus cereus
1 GCF 000021785.1  Bacillus cereus AH820
1 GCF 000161135.1 Bacillus cereus 95/8201
GCF 000832765.1  Bacillus cereus
0! GCF 013267475.1  Bacillus cereus
brs GCF 013267455.1  Bacillus cereus
J GCF 000835185.1  Bacillus cereus
N GCF 000161655.1  Bacillus thuringiensis
% GCF 013267315.1  Bacillus thuringiensis
1o GCF 000832485.1  Bacillus thuringiensis
P9 ‘% GCF 000832925.1  Bacillus thuringiensis
10 GCF 013267795.1  Bacillus thuringiensis
GCF 000161595.1  Bacillus thuringiensis serovar monterrey BGSC 4AJ1
GCF 000015065.1  Bacillus thuringiensis str. Al Hakam
GCF 013267335.1  Bacillus thuringiensis
GCF 013343075.1  Bacillus thuringiensis
GCF 000832825.1  Bacillus thuringiensis
GCF 000160915.1  Bacillus cereus BGSC 6E1
GCF 000239195.1  Bacillus cereus F837/76
GCF 021654915.1  Bacillus cereus
GCF 021655055.1  Bacillus cereus
GCF 000832865.1  Bacillus cereus 03BB108
8 GCF 013267235.1  Bacillus cereus
GCF 000832385.1  Bacillus cereus D17
] GCF 013267775.1  Bacillus cereus
Bt GCF 021654935.1  Bacillus cereus
] GCF 021654995.1  Bacillus cereus
100 GCF 021655315.1  Bacillus cereus
GCF 021655135.1  Bacillus cereus
GCF 021655215.1  Bacillus cereus
GCF 000022505.1  Bacillus cereus 03BB102
GCF 016027015.1  Bacillus cereus
1 "% GCF000832405.1  Bacillus cereus 03BB102
GCF 000161235.1  Bacillus cereus Rock3-42
0 GCF 003410255.1  Bacillus anthracis
10 GCF 018309125.1  Bacillus cereus
GCF 021654875.1  Bacillus cereus
. GCF 021654895.1 Bacillus cereus
0! 7 GCF 021654975.1 Bacillus cereus
ol GCF 021655015.1  Bacillus cereus
ofb GCF 021655255.1  Bacillus cereus
941 GCF 021655275.1  Bacillus cereus
100 GCF 021655035.1  Bacillus cereus
;23 GCF 021655235.1  Bacillus cereus
' GCF 021655175.1  Bacillus cereus
831 GCF 021655195.1  Bacillus cereus
GCF 021655335.1  Bacillus cereus
| GCF 021655355.1  Bacillus cereus
°lL——  GCF000143605.1  Bacillus cereus biovar anthracis str. Cl
00 — GCF 002833485.1  Bacillus sp. HBCD-sjtu
GCF 013177495.2  Bacillus cereus
GCF 000008505.1  [Bacillus thuringiensis] serovar konkukian str. 97-27
GCF 013267815.1  Bacillus thuringiensis
0l 100 GCF 000833085.1  Bacillus thuringiensis
8 GCF 004801195.1 Bacillus cereus
1 GCF 000161635.1  Bacillus thuringiensis serovar andalousiensis BGSC 4AW1
GCF 000011625.1 Bacillus cereus E33L
GCF 016117775.1 Bacillus cereus
100 GCF 000833045.1  Bacillus cereus E33L
700 GCF 003410355.1  Bacillus anthracis
10 GCF 018309145.1  Bacillus cereus
100 GCF 004328845.1  Bacillus anthracis
GCF 000021225.1  Bacillus cereus AH187
GCF 000283675.1  Bacillus cereus NC7401
GCF 015334865.1  Bacillus paranthracis
GCF 009648955.1  Bacillus paranthracis
GCF 010669045.1  Bacillus paranthracis
700 | GCF 003812125.1  Bacillus sp. FDAARGOS_527
GCF 009799965.1  Bacillus paranthracis
GCF 000013065.1  Bacillus cereus Q1
GCF 002290105.1  Bacillus cereus
GCF 021249305.1  Bacillus paranthracis
GCF 000003645.1  Bacillus cereus m1293
GCF 015693885.1  Bacillus paranthracis
GCF 001831375.1  Bacillus sp. ABP14
GCF 005848985.1  Bacillus paranthracis
GCF 002214725.1  Bacillus cereus
GCF 020861345.1  Bacillus pacificus
GCF 000008005.1  Bacillus cereus ATCC 10987
GCF 000292415.1  Bacillus cereus FRI-35
GCF 002952815.1  Bacillus cereus
| GCF 007363175.1  Bacillus sp. BD59S
100 GCF 000789315.1  Bacillus cereus
GCF 000832805.1  Bacillus cereus G9241
GCF 016027575.1  Bacillus tropicus
GCF 002117465.1 Bacillus cereus
GCF 000832525.1  Bacillus cereus
GCF 016026855.1  Bacillus tropicus
GCF 000161015.1  Bacillus cereus ATCC 4342
GCF 013331815.1  Bacillus tropicus
GCF 000832845.1  Bacillus cereus ATCC 4342
GCF 011040455.1 Bacillus tropicus
GCF 020149975.1  Bacillus sp. CRB-7
o GCF 003546665.1  Bacillus thuringiensis LM1212
GCF 018141085.1  Bacillus tropicus
GCF 004322655.1  Bacillus sp. SYJ
GCF 001455345.1  Bacillus thuringiensis
GCF 000160955.1  Bacillus wiedmannii
700 GCF 018741405.1  Bacillus wiedmannii
59| 9% GCF 018741585.1  Bacillus wiedmannii
o GCF 008807735.1  Bacillus wiedmannii
GCF 012222085.2  Bacillus thuringiensis serovar andalousiensis
100 85. GCF 018741285.1  Bacillus wiedmannii
o GCF 022637375.1  Bacillus sp. N5-665
GCF 000161375.1  Bacillus cereus AH1271
700 | L GCF 003612955.1  Bacillus mobilis Subcl ade 1
F 74 1 i
GCF 000292705.1  Bacillus thuringiensis HD-789
GCF 003445395.2  Bacillus thuringiensis serovar israelensis
GCF 020809185.1  Bacillus thuringiensis
GCF 009025915.1  Bacillus thuringiensis
0q GCF 000835025.1  Bacillus thuringiensis HD1002
GCF 005155285.1  Bacillus thuringiensis
014 GCF 013113775.1 Bacillus thuringiensis serovar israelensis
[ GCF 017378115.1  Bacillus thuringiensis
G GCF 013267295.1  Bacillus thuringiensis
GCF 003429225.1  Bacillus sp. E25
100l GCF 003429245.1  Bacillus sp. CR71
P GCF 001640965.1  Bacillus thuringiensis serovar alesti
il GCF 000021305.1  Bacillus cereus G9842
?ﬂi; GCF 002025105.1  Bacillus thuringiensis
100 - GCF 016917795.1  Bacillus cereus
GCF 000940785.1  Bacillus thuringiensis serovar morrisoni
od7 GCF 020005185.2  Bacillus thuringiensis
G GCF 020809165.1  Bacillus thuringiensis
[100 | GCF 001598095.1 Bacillus thuringiensis
ogB*9 GCF 018885365.1  Bacillus thuringiensis
GCF 004006495.1  Bacillus cereus
10 GCF 000292455.1  Bacillus thuringiensis HD-771
GCF 000161715.1  Bacillus thuringiensis IBL 200
GCF 000161495.1  Bacillus thuringiensis Bt407
GCF 000306745.1  Bacillus thuringiensis Bt407
GCF 000341665.1  Bacillus thuringiensis serovar thuringiensis str. 1IS5056
GCF 000161615.1  Bacillus thuringiensis serovar berliner ATCC 10792
GCF 000193355.1  Bacillus thuringiensis serovar chinensis CT-43
GCF 000161515.1  Bacillus thuringiensis serovar thuringiensis str. T01001
GCF 000497525.1  Bacillus thuringiensis YBT-1518
GCF 009497015.2  Bacillus cereus
GCF 001685565.1  Bacillus thuringiensis
GCF 001635915.1  Bacillus cereus
GCF 016774535.1  Bacillus cereus
GCF 001635955.1  Bacillus cereus
GCF 001277915.1  Bacillus cereus
GCF 001721165.1 Bacillus thuringiensis Bt18247
GCF 003013315.1  Bacillus cereus
GCF 009739925.1  Bacillus cereus
GCF 002220285.1  Bacillus cereus
GCF 002813875.1  Bacillus cereus
GCF 018884185.1  Bacillus cereus
GCF 001182785.1 Bacillus thuringiensis
GCF 000161575.1  Bacillus thuringiensis
9P GCF 000338755.1  Bacillus thuringiensis serovar kurstaki str. HD73
GCF 020809105.1  Bacillus thuringiensis
GCF 021651035.1  Bacillus thuringiensis
GCF 000835235.1  Bacillus thuringiensis serovar kurstaki
GCF 001618665.1  Bacillus thuringiensis
s GCF 020809145.1  Bacillus thuringiensis
[ GCF 001420855.1  Bacillus thuringiensis
- GCF 000717535.1  Bacillus thuringiensis serovar kurstaki str. HD-1
o GCF 001017635.1  Bacillus thuringiensis
GCF 000688795.1  Bacillus thuringiensis serovar kurstaki str. YBT-1520
789 GCF 000747545.1  Bacillus thuringiensis serovar kurstaki str. YBT-1520
[T00] GCF 000803665.1  Bacillus thuringiensis serovar galleriae
H3 GCF 020809205.1  Bacillus thuringiensis
GCF 017751245.1  Bacillus thuringiensis
1 GCF 020809125.1  Bacillus thuringiensis
GCF 020809245.1  Bacillus thuringiensis
100 i GCF 000161275.1  Bacillus cereus Rock4-2
1 GCF 006349715.2  Bacillus cereus
s GCF 008274905.1  Bacillus sp. JAS24-2
GCF 006384875.1  Bacillus cereus
GCF 000161315.1  Bacillus cereus F65185
GCF 013267255.1  Bacillus cereus
GCF 013267275.1  Bacillus cereus
GCF 001692675.1  Bacillus thuringiensis
GCF 010223795.1  Bacillus cereus
GCF 010232525.2  Bacillus cereus
GCF 001816185.2  Bacillus sp. RZ2MS9
GCF 002184245.1  Bacillus thuringiensis
00 GCF 000160935.1 Bacillus cereus 172560W
GCF 000831065.1  Bacillus bombysepticus str. Wang
GCF 001183785.1  Bacillus thuringiensis serovar indiana
GCF 002215175.1  Bacillus cereus
GCF 002222555.1  Bacillus thuringiensis
GCF 007923085.1  Bacillus cereus
GCF 000635895.2  Bacillus cereus
GCF 000160895.1  Bacillus cereus ATCC 10876
GCF 016653575.1  Bacillus sp. TK-2
GCF 002000005.1  Bacillus cereus
GCF 022406835.1  Bacillus cereus
GCF 019704155.1  Bacillus cereus
GCF 013112375.1 Bacillus cereus
GCF 016774575.1  Bacillus cereus
GCF 002173755.1  Bacillus thuringiensis
GCF 021655155.1  Bacillus cereus
GCF 021655295.1  Bacillus cereus
GCF 000161055.1  Bacillus cereus BDRD-ST24
GCF 013394245.1  Bacillus cereus
GCF 002216125.1  Bacillus cereus
GCF 008041975.1  Bacillus cereus
GCF 009739965.1  Bacillus cereus
GCF 001518875.1  Bacillus cereus
GCF 000007825.1  Bacillus cereus ATCC 14579
GCF 006094295.1  Bacillus cereus ATCC 14579
GCF 000161115.1 Bacillus cereus BDRD-Cer4
GCF 003054785.2  Bacillus thuringiensis
GCF 003568565.1  Bacillus cereus
GCF 001548175.1  Bacillus thuringiensis serovar tolworthi
GCF 013284455.2  Bacillus cereus
GCF 013284505.2  Bacillus cereus
GCF 002504205.1  Bacillus cereus
100 GCF 009224065.1  Bacillus thuringiensis
GCF 004799705.1  Bacillus sp. DU-106
GCF 003991175.1  Bacillus thuringiensis
GCF 000161355.1  Bacillus cereus AH676
GCF 001721145.1 Bacillus cereus
GCF 000161175.1 Bacillus cereus Rock1-15
GCF 009861435.1  Bacillus sp. A260
GCF 018309165.1  Bacillus cereus
GCF 002224345.1  Bacillus cereus C1L
GCF 002214705.1  Bacillus cereus
GCF 005707595.1  Bacillus cereus
GCF 004771155.1 Bacillus cereus
GCF 002214765.1  Bacillus cereus
GCF 000978375.1  Bacillus cereus
GCF 003020845.1  Bacillus cereus
GCF 016727405.1  Bacillus cereus
GCF 000021205.1  Bacillus cereus B4264
GCF 000161035.1  Bacillus cereus m1550
GCF 009739985.1  Bacillus cereus
GCF 013340745.1  Bacillus thuringiensis
GCF 021595545.1  Bacillus thuringiensis
GCF 008274865.1  Bacillus sp. AR4-2
GCF 008274885.1  Bacillus sp. SH8-8
GCF 006349735.2  Bacillus cereus
GCF 001635995.1  Bacillus cereus
GCF 001595725.1  Bacillus thuringiensis
GCF 003626955.1  Bacillus thuringiensis
GCF 006151925.1  Bacillus thuringiensis
GCF 016774555.1  Bacillus cereus
GCF 000161675.1  Bacillus thuringiensis serovar huazhongensis BGSC 4BD1 SU bC I ad e 2
G . Tutr
GCF 000161215.1  Bacillus cereus Rock3-29
GCF 002073415.2  Bacillus sp. FDAARGOS_235
GCF 008432245.1 Bacillus sp. BS98
GCF 018739605.1  Bacillus toyonensis
GCF 018741125.1  Bacillus toyonensis
GCF 000161155.1 Bacillus cereus Rock1-3
GCF 000496285.1  Bacillus toyonensis BCT-7112
GCF 018741545.1  Bacillus toyonensis
GCF 003355115.1  Bacillus sp. COPE52
GCF 018741525.1  Bacillus toyonensis
GCF 018741625.1  Bacillus toyonensis
GCF 000300475.1  Bacillus thuringiensis MC28
00 GCF 016070565.1  Bacillus thuringiensis
GCF 016605985.1  Bacillus toyonensis
GCF 018779945.3  Bacillus toyonensis
GCF 022170805.1  Bacillus toyonensis
100 GCF 000018825.1  Bacillus mycoides KBAB4
GCF 018739645.1  Bacillus mycoides
GCF 008274925.1  Bacillus mycoides
GCF 018739625.1  Bacillus mycoides
GCF 018739385.1  Bacillus mycoides
GCF 018742205.1  Bacillus mycoides
GCF 018739545.1  Bacillus mycoides
GCF 018741465.1  Bacillus mycoides
GCF 018742225.1  Bacillus mycoides
GCF 018741165.1  Bacillus mycoides
GCF 000161095.1  Bacillus cereus BDRD-ST196
GCF 000775975.1  Bacillus mycoides
GCF 018741605.1  Bacillus mycoides
GCF 018741505.1  Bacillus mycoides
GCF 018742045.1  Bacillus mycoides
GCF 022630575.1  Bacillus mycoides
GCF 000832605.1  Bacillus mycoides
GCF 016117755.1  Bacillus mycoides
GCF 018741645.1  Bacillus mycoides
GCF 018751995.1  Bacillus mycoides
GCF 018736745.1  Bacillus mycoides
GCF 018739445.1  Bacillus mycoides
GCF 018741145.1  Bacillus mycoides
GCF 018742185.1  Bacillus mycoides
GCF 018742285.1  Bacillus mycoides
GCF 018739505.1  Bacillus mycoides
GCF 018741565.1  Bacillus mycoides
GCF 018742105.1  Bacillus mycoides
GCF 018742265.1  Bacillus mycoides
GCF 018739305.1  Bacillus mycoides
GCF 018741085.1  Bacillus mycoides
GCF 018739365.1  Bacillus mycoides
GCF 018739485.1  Bacillus mycoides
GCF 018740945.1  Bacillus mycoides
GCF 018739525.1  Bacillus mycoides
GCF 000160975.1  Bacillus mycoides
GCF 002104575.1  Bacillus mycoides
GCF 022532085.1  Bacillus mycoides
GCF 000161335.1  Bacillus mycoides
GCF 018741005.1  Bacillus mycoides
700 GCF 018736705.1  Bacillus mycoides
700 GCF 018736725.1  Bacillus mycoides
700 GCF 018736765.1  Bacillus mycoides
700 10 GCF 018739665.1  Bacillus mycoides
100 GCF 018739705.1  Bacillus mycoides
100 oL GCF 018742245.1  Bacillus mycoides
GCF 018739685.1  Bacillus mycoides
100 GCF 018966865.1  Bacillus sp. NP247
GCF 000003955.1  Bacillus cereus AH1273
100 GCF 000161395.1  Bacillus cereus AH1272
100 GCF 018141025.1  Bacillus nitratireducens
GCF 000742855.1  Bacillus pseudomycoides
fi00 GCF 000832885.1  Bacillus pseudomycoides
o0 GCF 000161455.1  Bacillus pseudomycoides DSM 12442
100 L GCF 0001614351 Bacillus pseudomycoides
GCF 002250885.2  Bacillus cytotoxicus
GCF 002250965.2  Bacillus cytotoxicus
GCF 002251025.2  Bacillus cytotoxicus
oils GCF 002251005.2  Bacillus cytotoxicus
GCF 002251045.2  Bacillus cytotoxicus
743 GCF 002251115.2  Bacillus cytotoxicus
0 GCF 017909295.1  Bacillus cytotoxicus
GCF 017909435.1  Bacillus cytotoxicus
! GCF 000017425.1  Bacillus cytotoxicus NVH 391-98
g3[rol GCF 002250945.2  Bacillus cytotoxicus
GCF 017909235.1  Bacillus cytotoxicus
1 GCF 002250905.2  Bacillus cytotoxicus
GCF 002251055.2  Bacillus cytotoxicus
0910 GCF 002250925.2  Bacillus cytotoxicus
0% GCF 017909395.1 Eaci::us cytotoxicus
GCF 017909015.1 acillus cytotoxicus
WQ GCF 017909135.1  Bacillus c¥totoxicus SU bC I ad e 3
Tree scale: 0.01 _
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Supplementary Figure S4: Sporulation gene homologues
Presence of homologues with 50% aa identity at 50% protein length
Normalized dataset
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Supplementary Figure S5: Essential gene homologues
Presence of homologues with 50% aa identity a 50% protein length
Normalized dataset
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