Neighbour-joining tree

o Metabacillus sediminilitoris DSL-17 T(MN067806)
93 Metabacillus litoralis SW-211T (AY608605)
Metabacillus crassostreae JSM-1001187 (HQ419276)
Metabacillus fastidiosus DSM-91" (X60615)
Metabacillus endolithicus JC267T (LM994040)
75 Metabacillus halosaccharovorans E337 (HQ433447)
Metabacillus niabensis 4T19T (AY998119)
Metabacillus malikii NCCP-662T (AB968093)
Metabacillus galliciensis BFLP-1T (FM162181)
o Metabacillus herbersteinensis D-1-5a 7 (AJ781029)
Metabacillus iocasae S36T (KY462210)
o Metabacillus idriensis SMC-4352C2T (AY904033)
82 BY2G20
d Metabacillus indicus Sd/3T (AJ583158)

> Metabacillus mangrovi AK61T (HG974242)

Metabacillus lacus AK74T (LT844664)

0.003

Minimum-evolution tree

o5 Metabacillus sediminilitoris DSL-17 T (MNO067806)
96 Metabacillus litoralis SW-211T (AY608605)
Metabacillus crassostreae JSM-100118T (HQ419276)
Metabacillus fastidiosus DSM-91T (X60615)
Metabacillus endolithicus JC267 T (LM994040)
Metabacillus halosaccharovorans E33T (HQ433447)
Metabacillus niabensis 4T19T (AY998119)
Metabacillus galliciensis BFLP-1T (FM162181)
Metabacillus malikii NCCP-662T (AB968093)
0 Metabacillus idriensis SMC-4352C2T (AY904033)
BY2G20
26 Metabacillus indicus Sd/3T (AJ583158)
= Metabacillus mangrovi AK61T (HG974242)
Metabacillus lacus AK74T (LT844664)
Metabacillus herbersteinensis D-1-5aT (AJ781029)

82

Metabacillus iocasae S36" (KY462210)

0.004
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BGC2 (2668696 - 2692606)
Query sequence

CH DI GEE¢ HEaE < HITT - @ C-<Gam <

NZ_LMRY01000003 (61853-85763): Paenibacillus sp. Soil724D2 contig 11, whole g... (66% of genes show similarity), lassopeptide
N S G G R 5 S X S G S @ X KKK K]

NZ_CP055263 (114427-138316): Metabacillus sp. KUDC1714 chromosome, complete g... (69% of genes show similarity), lassopeptide

>O-HIDP DI < MIEEd@ a1 < o o

NZ_VIWNO01000003 (188925-212792): Paenibacillus sp. 597 Ga0365431 103, whole g... (66% of genes show similarity), lassopeptide
N S G S RO S S S S SR G K KKK

NZ_ LMSJ01000026 (14997-40753): Paenibacillus sp. Soil766 contig 32, whole gen... (61% of genes show similarity), lassopeptide
C I aEEEaCI@aa K TS diomedEIKK K K K_KF

NZ_CP046266 (4013584-4037628): Bacillus sp. DSL-17 chromosome, complete genome (75% of genes show similarity), lassopeptide

MIDIPENITD < < < << >— e

NZ_QPJG01000004 (273989-297927): Bacillus sp. NFR08 Ga0058987 104, whole geno... (58% of genes show similarity), lassopeptide

)2 D G (O N o G G S s 0 S [ o D ) I M G o G

NZ_PKLB01000002 (285570-309465): Bacillus sp. UMB0893 ERR1203634.17957 1 46.2... (71% of genes show similarity), lassopeptide
EIPENDEDC  (EEdE K K< e

NZ_LMEOO01000034 (515893-539803): Paenibacillus sp. Root444D2 contig 4, whole ... (68% of genes show similarity), lassopeptide

L G G | G G G [ 4 SO G S S N | K KKK

NZ_CP060137 (2248830-2272725): Bacillus sp. PAMC26568 chromosome, complete ge... (59% of genes show similarity), lassopeptide
DIPEEDID<  MEaaEddMHEE < K XK < KK

NZ HE610988 (2048-33738): Bacillus timonensis strain MM10403188, whole genome... (48% of genes show similarity), lassopeptide
<

BGC 4 (2782566 - 2803706)

Query sequence

K K<adm @ Iy M @@ Mo (<

NZ_CP060137 (2126209-2146453): Bacillus sp. PAMC26568 chromosome, complete ge... (66% of genes show similarity), terpene
< Haaad@m D <K HE 4{HMTTTOH@Ea@ac T Moy > —

NZ_PKLB01000002 (406314-428210): Bacillus sp. UMB0893 ERR1203634.17957 1 46.2... (66% of genes show similarity), terpene
< Eaaadd- D O MTTOH @@ Mo - >

NZ_CP048273 (2667587-2689486): Bacillus sp. NSP9.1 chromosome, complete genome (21% of genes show similarity), terpene
K<< X H >} X< HEEEE o155« H < K -

NZ_LT745776 (1073078-1094977): Bacillus sonorensis strain Marseille-P3463, wh... (21% of genes show similarity), terpene
I ) Gl G e G oy D D, /oy D 2 H__X< K -

NZ_NIMF01000042 (259569-281462): Bacillus paralicheniformis strain BAC-14814 ... (21% of genes show similarity), terpene
OO IKK-<4 I > CKHEE > >< H X K F—o

NC 021362 (2306460-2328350): Bacillus paralicheniformis ATCC 9945a, complete ... (23% of genes show similarity), terpene
— XK > KHEE  >—1 >< H Pad K —

NZ_CP023665 (2302060-2323950): Bacillus paralicheniformis strain Bac84 chromo... (23% of genes show similarity), terpene
< H——TXKK+-<4»{ S KHEE > >< H > K -

NZ_CABJBEO010000005 (117437-139327): Bacillus paralicheniformis isolate MGYG-H... (23% of genes show similarity), terpene
< XK KI<4»{ O KHEEEE  >—1 > H > K -

NZ_KE819959 (1181337-1203227): Bacillus sp. SB47 scaffold00001, whole genome ... (23% of genes show similarity), terpene
— XK > KHEE  >—1 >< H Pad K —

NZ_MUEIO1000001 (1278048-1299938): Bacillus paralicheniformis strain KMS 80 S... (23% of genes show similarity), terpene
< H—TXKK+-<4E»{ S KHEET > >< H > K -

BGC 7 (3261363 - 3302463)

Query sequence

e HrD«@e@EawEmmmD@Edd@$ o @ e @D @ EMEE a4 eI A ME

NZ_PKLB01000007 (150224-191325): Bacillus sp. UMB0893 ERR1203634.17957 1 46.7... (100% of genes show similarity), T3PKS

@ rDE@Ee@EwE@mETTT @ e-eadd @ o d@eaD ¢t e e (< @aEmCabh ¢

NZ_CP060137 (1652609-1693710): Bacillus sp. PAMC26568 chromosome, complete ge... (98% of genes show similarity), T3PKS

drOi@E e e@e@EwmmETT @ eaed@ o d@meeDt e K@ (< ead@™m-abiv«

NZ_CP033906 (2667172-2708273): Bacillus sp. FJAT-42376 chromosome (63% of genes show similarity), T3PKS

KKk D OoODe@ahHh @@ e @aed e d@EeE (- @eEdaED e <

NZ_CP033043 (2162093-2203191): Metabacillus litoralis strain Bac94 chromosome... (56% of genes show similarity), T3PKS

KK OoOrdaor- @ hRv@E @ @« e (ade@amcd™mTy -

NZ_CP055263 (5581125-5622223): Metabacillus sp. KUDC1714 chromosome, complete... (57% of genes show similarity), T3PKS

- HOoO OO M@ DY@ @& @ €<« o eame —Ea@am ae@ad™@

NZ_CP016020 (1638424-1679525): Bacillus weihaiensis strain Alg07 chromosome, ... (64% of genes show similarity), T3PKS

HOoOOOHO@ i@ h D v@E @ @ € <k D «CEEHaEam- <@

NZ_QLLP01000001 (763077-804175): Bacillus sp. YR335 Ga0189688 101, whole geno... (57% of genes show similarity), T3PKS

<Ko oo D@ «@aeaEm @ o heae @ E t@EaE «@i@Eamd@™™'HI e

NZ_CP021920 (2088775-2129879): Bacillus sonorensis strain SRCM101395 chromoso... (563% of genes show similarity), T3PKS

XK Ko et E@adiih-a@aammda@ae e M@ > @E eI ek D

NZ _LT745776 (981206-1022310): Bacillus sonorensis strain Marseille-P3463, who... (51% of genes show similarity), T3PKS

KK KK oe il aw@Emmmdi@aeeas E D@ @@

NZ_CP046266 (3375662-3416760): Bacillus sp. DSL-17 chromosome, complete genome (50% of genes show similarity), T3PKS

I IO TOoO<HhieeE hne@E «@aeEmmEEEHaE e DeH <K< e I aE <ade-

KK -

OO0 T O I < M@ K K K< K e

BGC 3 (2723881 - 2739317)

Query sequence

NZ_ PKLB01000002 (344156-359596): Bacillus sp. UMB0893 ERR1203634.17957 1 46.2... (100% of genes show similarity), siderophore
&l T i@ dTTTTTTTTTT O G

NZ_CP060137 (2195623-2211063): Bacillus sp. PAMC26568 chromosome, complete ge... (100% of genes show similarity), siderophore
&l T @O G

NZ_ JACCBX010000010 (172686-188105): Bacillus niacini strain AT2.8 Ga0372469 1... (66% of genes show similarity), siderophore
S S —— G

NZ_FOOG01000025 (40368-56520): Halobacillus alkaliphilus strain FP5, whole ge... (72% of genes show similarity), siderophore
X 1< T e

NZ_FNIZ01000002 (118901-134367): Halobacillus aidingensis strain CGMCC 1.3703... (57% of genes show similarity), siderophore
[ > XF<KK < K KT O K KT aaaas

NZ_JACEIQO010000024 (18889-34501): Paenactinomyces guangxiensis strain s-10 Sc... (66% of genes show similarity), siderophore
SR o G o G S G S G G | X S— S

NZ_CP046564 (2298560-2314036): Bacillus sp. N1-1 chromosome, complete genome (57% of genes show similarity), siderophore
—|__ ><KKK T KT O R - > <

NZ_CP041063 (604288-619758): Bacillus sp. Cs-700 chromosome, complete genome (57% of genes show similarity), siderophore
— KKK e T O G | S ey EED S G s

NZ_ LELK01000001 (557602-571048): Anaerobacillus macyae strain DSM 16346 super... (61% of genes show similarity), siderophore
—C_ H o< AT KT O G K <KCHO>—

NZ_CMO000754 (4691417-4706939): Bacillus thuringiensis serovar andalousiensis ... (70% of genes show similarity), siderophore
~ K R SO G g R G

BGC 5 (2940637 - 3010533)
Query sequence

DLOKKH KK KK KKK T aa T a K @Hd--<ID< <D

NZ_CP011974 (2132113-2213044): Bacillus filamentosus strain Hbe603 chromosome... (13% of genes show similarity), NRPS, T1PKS

NZ_CP040334 (4447650-4517553): Bacillus cereus strain DLOU-Changhai chromosom... (22% of genes show similarity), NRPS, T1PKS

DAKKKK KK XK KK DK @@ K< e D DH@D<3<i<ap<ap

NZ_FPAA01000002 (353546-423599): Marininema halotolerans strain DSM 45789, wh... (19% of genes show similarity), NRPS, T1PKS

KKK KK DD O @< k- DX <K KA

NZ_MIFM01000004 (36588-122571): Bacillus cereus strain MOD1 Bc72 Bc72 contig ... (16% of genes show similarity), NRPS,T1PKS

— KKK IR K KKK KKK KKK DK KKK DA e T K <1 <D DA@ I KK I K

NZ_NJQH01000013 (102287-188253): Bacillus tropicus strain 23-2 23-2 R1 (paire... (16% of genes show similarity), NRPS, T1PKS

NZ_ CP026678 (369198-438710): Bacillus cereus strain TG1-6 chromosome, complet... (20% of genes show similarity), NRPS,T1PKS
DXKKKK KK XK KKK D T D D@D a<C<ad<ab

NZ_JH791802 (3741208-3831529): Bacillus cereus VDMO062 supercont1.1, whole gen... (14% of genes show similarity), NRPS, T1PKS

NZ_CP009746 (2897692-2967080): Bacillus mycoides strain WSBC10204 chromosome,... (21% of genes show similarity), NRPS,T1PKS
<KKK KK IDX K WKKD< K e D HA@ID << XK

NZ_KB976284 (253735-323640): Bacillus cereus VD021 acqVy-supercont1.7, whole ... (23% of genes show similarity), NRPS,T1PKS

KKK DK KKK DT @ T K <D A@ID<<D>—< g

BGC 8 (4062489 - 4086025)

Query sequence

> HHHK KK K@ K&K

NZ_KV917372 (202853-283120): Metabacillus halosaccharovorans strain DSM 25387 ... (18% of genes show similarity), LAP,NRPS,bacteriocin
D<K KKK K KKK K KK KKKHKKKK K@< <O @@ <K<

NZ_JAEKO01000013 (29076-52606): Bacillus sp. J37 BacJ37DRAFT c12 C, whole geno... (42% of genes show similarity), LAP,bacteriocin

KKK &K <T@ @M< KKIN<

NZ_FNIF01000013 (40425-64022): Paenibacillus sp. yr247, whole genome shotgun ... (33% of genes show similarity), LAP,bacteriocin
<KX <I@E@<<I<XKH

NZ_JMLP01000019 (56928-80473): Bacillus sp. UNC41MFS5 BR30DRAFT scaffold00014... (22% of genes show similarity), LAP,bacteriocin
<KICOPD D<E@@IHKKIK

NZ_AP019308 (964784-988370): Paenibacillus baekrokdamisoli strain KCTC 33723 (18% of genes show similarity), LAP,bacteriocin
KKK K@< KKKKKKH

NZ_PNGA01000010 (32183-55716): Bacillus sp. UMB0899 ERR1203650.17957 1 62.10,... (21% of genes show similarity), LAP,bacteriocin
KKK KK K< a@m<I10<K>

NZ_STGQ01000001 (2439320-2462907): Paenibacillus sp. YH-JAES JAES 1, whole ge... (20% of genes show similarity), LAP,bacteriocin
4-CLD<KIa@@iP-<KKl

NZ_KK366027 (168170-270674): Paenibacillus sp. UNC217MF BP95DRAFT scaffold000... (5% of genes show similarity), LAP,NRPS

DA KHIC KKK T O IKKKH <A@ D><KKKK MK KKK KKK KK KKHIXKID D

NZ_FNAZ01000006 (121286-223883): Paenibacillus sp. cl6col, whole genome shotg... (6% of genes show similarity), LAP,NRPS

DA T O KKK <@ D><KKKK MK KKK KKK KK KKKKIXKID WD

NC 017672 (7052700-7076263): Paenibacillus mucilaginosus K02, complete sequence (23% of genes show similarity), LAP,bacteriocin

KKK X @@@KI0<x1



