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Abstract: Some bacteria (notably the genera Bacillus and Clostridium) have the capacity to form
endospores that can survive for millions of years in isolated habitats. The genomes of such ancient
bacteria provide unique opportunities to understand bacterial evolution and metabolic capabilities
over longer time scales. Herein, we sequenced the genome of a 2000-year-old bacterial strain (Mal05)
isolated from intact apple seeds recovered during archaeological excavations of a Roman villa in Italy.
Phylogenomic analyses revealed that this strain belongs to the species Bacillus stercoris and that it
is placed in an early-branching position compared to most other strains of this species. Similar to
other Bacillus species, B. stercoris Mal05 had been previously shown to possess antifungal activity. Its
genome encodes all the genes necessary for the biosynthesis of fengycin and surfactin, two cyclic
lipopeptides known to play a role in the competition of Bacilli with other microorganisms due to
their antimicrobial activity. Comparative genomics and analyses of selective pressure demonstrate
that these genes are present in all sequenced B. stercoris strains, despite the fact that they are not
under strong purifying selection. Hence, these genes may not be essential for the fitness of these
bacteria, but they can still provide a competitive advantage against other microorganisms present in
the same environment.

Keywords: Bacillus stercoris; ancient bacteria; surfactin

1. Introduction

Some bacteria (notably the genera Bacillus and Clostridium) have the capacity to form
endospores that can survive for millions of years in isolated habitats [1]. Notable examples
are bacterial strains isolated and revived from 250-million-year-old salt crystals or from the
abdomen of extinct bees preserved in 25–40-million-year-old amber [2,3]. The genomes of
such ancient bacteria provide unique opportunities to understand bacterial evolution and
metabolic capabilities on a broader scale [4–6].

Recently, a bacterial strain (Mal05) was isolated from intact apple seeds stored in a
Roman amphora discovered during the excavation of a Roman villa on Elba Island (Italy)
that had been destroyed by a fire about 2000 years ago [7]. The seeds were embedded in a
hardened soil layer likely generated during the fire, which may explain their exceptional
preservation [7]. The bacterial strain Mal05 was isolated into pure culture from the internal
embryo tissue of surface-sterilized intact apple seeds and characterized as an aerobic,
Gram-positive and rod-shaped Bacillus subtilis strain based on the 16S rRNA gene [7].
However, the B. subtilis group consists of numerous closely related bacterial species that
are indistinguishable based on the 16S rRNA gene alone [8,9]. Hence, genome sequencing
was necessary to determine the exact taxonomic affiliation of the ancient Bacillus strain.

Microorganisms 2024, 12, 338. https://doi.org/10.3390/microorganisms12020338 https://www.mdpi.com/journal/microorganisms

https://doi.org/10.3390/microorganisms12020338
https://doi.org/10.3390/microorganisms12020338
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/microorganisms
https://www.mdpi.com
https://orcid.org/0000-0003-0726-7237
https://doi.org/10.3390/microorganisms12020338
https://www.mdpi.com/journal/microorganisms
https://www.mdpi.com/article/10.3390/microorganisms12020338?type=check_update&version=1


Microorganisms 2024, 12, 338 2 of 12

A characteristic feature of bacteria belonging to the B. subtilis group is their large
array of secondary metabolites with antimicrobial activity, including three families of
cyclic lipopeptides: fengycins, iturins, and surfactins. All of these consist of a polypeptide
ring linked to a fatty acid chain. While iturins and surfactins are heptapeptides linked
to a β-amino fatty acid chain or β-hydroxy fatty acid chain, respectively, fengycins are
decapeptides linked to a β-hydroxy fatty acid chain [10]. These three lipopeptide families
also differ in their antimicrobial activities: while fengycins and iturins are well known
for their strong antifungal activities, surfactins can be effective against both bacteria and
certain fungi [11–14]. Indeed, in vitro experiments demonstrated an antagonistic interaction
between Mal05 and an Aspergillus niger (Ascomycota) strain that had been isolated from the
same apple seeds [7,15]. Specifically, Mal05 inhibited conidia and spore production of the
fungus when grown in co-culture. This antifungal activity was likely due to the production
of surfactins, which significantly increased in co-cultures with the fungus compared to
mono-cultures of the bacterium [15]. Hence, cyclic lipopeptides are essential for B. subtilis to
compete against other microbes present in the same environment, making them promising
candidates as biocontrol agents against numerous plant pathogens [10,11,13,16]. In addition,
surfactins have gained attention for their potential as biotechnological tools, for instance, as
natural preservatives for food and beverage products due to their antimicrobial properties
(e.g., [17]); as an insecticide against various insect species (e.g., [18]); as an antiviral agent
(e.g., [19,20]); and as a biofilm inhibitor (e.g., [21]).

All three cyclic lipopeptide families are synthesized by non-ribosomal peptide syn-
thetases (NRPS). The genes coding for these NRPS are organized in operons of 4–5 genes,
namely fenA-E for fengycin and ituA-D (or fenF, mycA-C) for iturins [10]. The five enzymes
involved in surfactin biosynthesis are organized in an operon of four genes (srfAA, sr-
fAB, srfAC, and srfAD) and a fifth gene, sfp, is located about 4 Kbp downstream of the
operon [22–24]. The importance of these cyclic lipopeptides for the interaction against
microbial competitors in both the ancient and modern Bacillus strains suggests that this
function has been conserved in this genus for a substantial amount of time. However,
the selective pressures acting on the underlying genes have not yet been investigated.
Specifically, if these compounds are essential for the bacterium’s fitness, the underlying
genes would be expected to be under purifying selection to conserve these functions. On
the other hand, if competing microorganisms can develop resistance against them, one
might expect these genes to be under positive selection to counteract these mechanisms.

Herein, we present the complete genome of the 2000-year-old Mal05 strain obtained
using the Oxford Nanopore long-read sequencing technology. Using this genome sequence,
the strain was identified as B. stercoris based on phylogenomic, Average Nucleotide Identity
(ANI), and digital DNA–DNA hybridization (dDDH) analyses. In accordance with previ-
ously sequenced B. stercoris strains [25], we identified the presence of complete operons
for the lipopeptides fengycin and surfactin, while iturins were absent. In addition, we
investigated the selective pressures acting on the genes necessary for fengycin and surfactin
biosynthesis in this species. The genome of the ancient Mal05 strain greatly enhanced the
evolutionary relevance of this analysis by increasing its temporal scale.

2. Materials and Methods
2.1. Genome Sequencing, Assembly, and Annotation

The Bacillus strain Mal05 was kindly provided by Franco Baldi, who had initially
isolated it from excavated apple seeds. The strain was grown in Luria Bertani culture
medium for 24 h at 30 ◦C. DNA was extracted using the DNeasy® Blood and Tissue kit
(QIAGEN, Hilden, Germany) from 2 mL of bacterial culture. DNA integrity was verified
by 0.8% agarose gel electrophoresis at 90 V for 1 h. DNA purity and concentration were
measured with a NanoDrop 1000 spectrophotometer (Thermo Fisher Scientific, Waltham,
MA, USA) and the Qubit double-stranded DNA high-sensitivity assay kit. 7 µg of the
extracted DNA was used for 2 × 150 bp paired-end sequencing on an Illumina NovaSeq
(Macrogen Europe, Amsterdam, The Netherlands). 2.5 µg of DNA was used for library



Microorganisms 2024, 12, 338 3 of 12

preparation using the Oxford Nanopore Ligation Sequencing Kit SQK-LSK 109 (Oxford
Nanopore Technologies, Oxford, UK). The library was sequenced on an R9.4 flow cell on a
MinION Mk1B sequencer for 48 h using MinKNOW v18.03.1. Basecalling was performed
using Guppy v4.4.1 [26] with the high-accuracy algorithm and a minimum quality of Q9.
Only reads longer than 500 bp were used for genome assembly.

The long reads were assembled into a single contig using Flye v2.8.1 [27]. This
contig was circularized using Circlator v1.5.5 [28] with the options --merge_min_id 85
and --merge_breaklen 1000 as advised for Oxford Nanopore reads. The circular genome
was polished with the Illumina reads using POLCA (MaSuRCA v4.0.1) [29,30]. Genome
completeness was assessed using BUSCO v4.1.4 [31] with the Bacillales database after
the assembly, circularization, and polishing steps. The final genome was automatically
annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) version r2021-
01-09.build5126 [32]. Cluster of Orthologous Gene (COG) categories were determined using
eggNOG-mapper v2.1.12 [33], and a circular genome plot was produced using MGCplotter
(https://github.com/moshi4/MGCplotter).

2.2. Phylogenomics

To determine the taxonomy and phylogenetic position of the Mal05 strain, a phy-
logenomic reconstruction of the B. subtilis species complex was performed, including
19 genomes of 15 species and subspecies of the B. subtilis group (Supplementary Table S1)
as well as Mal05. B. cereus was used as the outgroup. The genomes of type-strains were
chosen whenever high-quality genomes were available for them. When the genome
of a given type-strain was of low quality, as in the case of B. stercoris (i.e., highly frag-
mented, high number of pseudogenes), the NCBI reference genome for this species was
included as well. A total of 954 single-copy orthologs present in all genomes were
identified using OrthoFinder v2.3.3 [34]. The amino acid sequences of each gene were
aligned using MUSCLE v3.8.31 [35]. The alignments were concatenated using geneStitcher
(https://github.com/ballesterus/Utensils), and the best evolutionary model for each gene
was determined using PartitionFinder 2 v2.1.1 [36]. A maximum-likelihood phylogenetic
tree was built using RAXML [37], performing 1000 bootstraps with a partitioned maximum-
likelihood model applying the evolutionary models assigned to each gene. In addition,
the Average Nucleotide Identity (ANI) between the 20 reference genomes and Mal05 was
calculated using the ANI calculator [38] implemented in the enveomics toolbox [39]. Digital
DNA–DNA hybridization (dDDH) was calculated using TYGS [40] as implemented on the
DSMZ website (https://tygs.dsmz.de/; accessed on 20 January 2024).

A second phylogenomic analysis was performed for the species B. stercoris, including
eight out of the eleven available genomes (as of October 2023), with two B. subtilis subsp.
subtilis genomes as the outgroup. The genomes of the strains D7XPN1, SMPL704, and
SMPL712 (Supplementary Table S1) were not used due to a high number of pseudogenes,
indicating a low genome quality. A maximum-likelihood phylogenetic tree based on 2623
single-copy orthologs was produced as outlined above.

2.3. Evolutionary Analyses of the Surfactin Biosynthesis Genes

The gene clusters containing the fengycin and surfactin operons as well as the sfp gene
were identified in all B. stercoris genomes using AntiSMASH [41] and visualized using
Clinker [42] implemented on the CAGECAT webserver. The HyPhy suite [43] implemented
on the Galaxy platform [44] was used to test whether the 10 genes involved in fengycin
and surfactin biosynthesis (i.e., fenA to fenE, srfAA to srfAD, and sfp) were under specific
selective pressure (i.e., purifying or diversifying selection). The FUBAR analysis [45] was
used to determine if specific sites (codons) in each gene were under selective pressure,
while aBSREL [46] and RELAX [47] were used to infer if specific branches of the B. stercoris
phylogeny were under selection. All analyses were carried out using default parameters. To
test whether the functional domains of each gene were enriched in sites under selection, the
proportion of sites under selection in each domain was compared to the proportion of sites
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under selection across the entire gene using the Z-score test with the function “prop.test”
in R v4.1.2 [48].

3. Results and Discussion
3.1. The Mal05 Strain Belongs to Bacillus stercoris

A hybrid sequencing approach combining Oxford Nanopore long-reads and Illumina
short-reads produced a 4.28 Mbp circular genome of the Mal05 strain. It contained 4105
protein-coding genes (CDS), 12 ribosomal rRNA operons, and 94 tRNAs (Figure 1A). The
GC content of the genome was 43.3% (Figure 1A). This was very similar to the B. subtilis
reference genome B. subtilis 168, which is 4.22 Mbp long and has 4237 CDS, ten ribosomal
operons, 86 tRNAs, and a GC content of 43.5%. However, a phylogenomic analysis of
19 genomes representing 15 species of the B. subtilis species complex clearly placed the
Mal05 strain within the species B. stercoris, a sister species to B. subtilis (Figure 2). This was
also supported by Average Nucleotide Identity (ANI) and digital DNA–DNA hybridization
(dDDH) analyses, since Mal05 had 98.5% ANI and 93.8–94.8% dDDH with two B. stercoris
strains, compared to only 95% ANI and 80.2–88.6% dDDH with B. subtilis and much lower
values for all other species (Figure 2). An ANI threshold of 96% was previously used to
delineate different species within the B. subtilis group [25].

Figure 1. The genome of Bacillus stercoris strain Mal05. (A) Circular genome plot of B. stercoris Mal05.
The four outer-most circles represent forward CDS, reverse CDS, ribosomal RNAs, and tRNAs. The
inner circles represent the conserved genes in B. stercoris strain BS21 and B. subtilis strain 168. The
shading indicates the degree of sequence similarity compared to B. stercoris Mal05. (B) Comparison of
functional COG categories between B. stercoris Mal05, B. stercoris strain BS21, and B. subtilis strain 168.

The B. stercoris reference genome BS21 was longer than the Mal05 genome (4.78 and
4.28 Mbp, respectively) and contained 4713 CDS compared to 4105 for Mal05. A pangenome
analysis based on the distribution of orthogroups between the eight high-quality B. stercoris
genomes that are currently available revealed that they shared 3320 orthogroups, while
118 orthogroups (i.e., 118 genes) were specific to Mal05 and absent from all other genomes.
44 of these 118 genes were organized into four gene clusters containing 5–17 genes each,
albeit without any apparent functional enrichment within these clusters. Hence, despite
being highly similar to the other B. stercoris genomes, the Mal05 genome also presented a
few differences that set it apart. However, it has to be kept in mind that only one of the
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published genomes was complete (BS21). Therefore, it cannot be excluded that some of
these genes are present in other sequenced B. stercoris strains, but that they were missed
in the current genome assemblies. Moreover, the three genomes (Mal05, BS21, and B.
subtilis 168) were very similar in terms of functional Clusters of Orthologous Genes (COGs)
categories (Figure 1B).

Figure 2. Phylogeny of the Bacillus subtilis group. Left panel: maximum-likelihood tree based on the
concatenated amino acid sequence alignment of 954 single-copy orthologous genes from 19 reference
genomes representing the different species and subspecies of the B. subtilis group with B. cereus as
the outgroup. Only bootstrap values below 100 are indicated. Right panel: a matrix of the Average
Nucleotide Identity (ANI) and digital DNA–DNA hybridization (dDDH) values between the different
genomes is shown next to the tree. The color scale ranges from dark red (low-similarity values) to
dark blue (high-similarity values).
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In a second phylogenomic analysis including all eight high-quality B. stercoris genomes
that are currently available, Mal05 clustered with the PSM7 strain isolated from a landfill
site. The cluster formed by Mal05 and PSM7 was in a basal position compared to all
the other strains (Figure 3). This basal position made sense, considering the age of the
Mal05 strain.

Figure 3. Phylogeny of B. stercoris. Maximum-likelihood tree based on 2623 single-copy ortholo-
gous genes present in eight high-quality B. stercoris genomes with B. subtilis subsp. subtilis as the
outgroup. Only bootstrap values below 100 are indicated. The completeness of the fengycin and
surfactin biosynthesis operons in each genome is indicated on the right: dark colors = complete, pale
colors = incomplete.

3.2. The Fengycin and Surfactin Operons Are Present in All B. stercoris Genomes but Are Not
Always Complete

The presence of the two cyclic lipopeptides fengycin and surfactin has been sug-
gested to be characteristic for B. stercoris and to distinguish it from other former B. subtilis
subspecies that possess different sets of lipopeptides (i.e., surfactin alone, surfactin and
iturins, surfactin, fengycin, and iturins) [25]. Unfortunately, only two of the eight B. stercoris
genomes used in this study are currently complete. Therefore, the operons for fengycin
(fenA-E) and surfactin (srfAA, srfAB, srfAC, srfAD, and sfp) biosynthesis are not completely
present in all genomes. Notably, the genes srfAA and srfAB of the surfactin operon were
fragmented in four of the eight genomes. The fragmented genes were at the extremities
of contigs, suggesting that this was rather due to incomplete genome assemblies than
being true pseudogenes. Similarly, the genes fenA, fenB, and in some cases also fenC of
the fengycin operon were missing in five genomes, with the remaining two or three genes
being located at the end of a contig. Consequently, only four genomes (Mal05, BS21, PSM7,
and DHFI4) could be included in the subsequent analyses of the surfactin biosynthesis
genes, and only three genomes (Mal05, BS21, and DHFI4) for the fengycin biosynthesis
genes (Figure 3).
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For both the surfactin and fengycin operons, the synteny of these genes as well as the
surrounding genomic regions were highly conserved in all genomes in which the relevant
genes were complete, except for three genes about 6.7 Kbp upstream of the surfactin
operons that are missing in the BS21 strain and two genes upstream of the fengycin operon
that only occur in the DHFI4 strain (Figure 4). However, these genes are not involved in
the biosynthesis of either lipopeptide. Similar to other described bacilli [22–24], the four
genes srfAA, srfAB, srfAC, and srfAD formed a single operon, and a fifth gene coding for
the sfp enzyme was located four genes downstream of the operon (Figure 4). Likewise,
the five genes fenA–E formed a single operon (Figure 5). The srfA and fen operons encode
enzymatic modules that form the non-ribosomal peptide synthetases. Each module consists
of numerous domains that incorporate and modify specific amino acids into the peptide
ring [10,49].

In addition to the conserved synteny, the nucleotide sequence identity between the
three or four strains was also high across the ten genes. As such, the surfactin biosynthesis
genes of Mal05 were 97.9–100% identical to the corresponding genes of the three other
strains, and the fengycin biosynthesis genes of Mal05 were 96.4–98.8% identical to the
corresponding genes of the two other strains.

3.3. The Fengycin and Surfactin Biosynthesis Genes Are Not under Strong Selective Pressure

We next investigated whether the five genes involved in surfactin and fengycin biosyn-
thesis, respectively, were under purifying or diversifying selection based on the ratio
between non-synonymous and synonymous substitutions (dN/dS). First, we identified the
sites (i.e., codons) under selection in each gene (Supplementary Table S2). For both lipopep-
tides, this revealed that (i) the majority of sites in each gene were under neutral selection
(92.62–97.32% for surfactin and 94.14–97.62% for fengycin), and (ii) the proportions of the
sites under purifying selection were higher than those under diversifying selection (Table 1,
Figures 4 and 5). Specifically, 2.68–6.87% of the sites were under purifying selection among
the five surfactin genes, whereas the sites under diversifying selection represented 1.11% in
srfAA, 0.08% in both srfAB and srfAC, and none in srfAD or sfp (Table 1, Figures 4 and 5).
Similarly, 2.38–5.86% of the sites were under purifying selection among the five fengycin
genes, while sites under diversifying selection were only detected in fenA and fenD (0.12
and 0.03%, respectively) (Table 1). To test whether the sites under selection occurred more
frequently within the functional domains compared to other genic regions, the proportion
of sites under selection within each functional domain was compared to the proportion of
sites under selection across the entire gene. Based on this comparison, the distribution of
sites under selection did not differ between the functional domains and other regions in
any of the genes (Z-score test, all p > 0.05).

Table 1. Percentage of codons under purifying, neutral, or diversifying selection in each gene.

Gene Purifying Neutral Diversifying

fenA 4.64 95.24 0.12

fenB 2.38 97.62 0

fenC 4.62 95.38 0

fenD 4.52 95.45 0.03

fenE 5.86 94.14 0

srfAA 6.27 92.62 1.11

srfAB 6.87 93.05 0.08

srfAC 4.56 95.36 0.08

srfAD 4.96 95.04 0

sfp 2.68 97.32 0
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Figure 4. Synteny and evolution of the surfactin biosynthesis genes. (A) Synteny of the genomic
region surrounding the surfactin biosynthesis genes. The five genes involved in surfactin biosynthesis
are colored in dark red. Pink indicates genes involved in other biosynthetic processes, green indicates
genes involved in regulation, and blue indicates genes involved in transport. Grey indicates genes
involved in other processes. (B) Sites under selection for each gene. Blue indicates genes under
purifying selection, red indicates sites under diversifying selection. Colored shading delimits the
different functional domains in each gene. The x-axis reports the position of each site (i.e., codon)
while the y-axis reports the log10 of the dN/dS ratio.

In contrast, when investigating the selective pressures acting on the branches of the B.
stercoris phylogeny, no significant purifying or diversifying selection could be identified for
any of the ten genes on any specific branch of the phylogenetic tree. Taking these two results
together (i.e., site and branch selection), it appeared that although some sites were under
purifying selection, there was no strong selective pressure (either purifying or diversifying)
on these genes throughout the evolution of B. stercoris. The relatively weak purifying
selection could be explained by the fact that neither fengycin nor surfactin are crucial for
the survival of B. stercoris. In addition, the proportion of sites under diversifying selection
was extremely low, suggesting that the two lipopeptides are not involved in an evolutionary
arms race with other microorganisms trying to evade them. Indeed, members of the B.
subtilis group are often able to produce an arsenal of different secondary metabolites
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(e.g., antimicrobial peptides) to help them compete with other microorganisms in the
environment [50–53]. Nonetheless, surfactin production can still provide a competitive
advantage against specific microorganisms, as in the case of Mal05 against a fungus [15].
Both surfactin and fengycin could also be involved in additional functions, such as biofilm
formation, plant colonization, and the induction of systemic resistance against pathogens
in plants [10,11,16].

Figure 5. Synteny and evolution of the fengycin biosynthesis genes. (A) Synteny of the genomic
region surrounding the fengycin biosynthesis genes. The five genes involved in fengycin biosynthesis
are colored in dark red. Pink indicates genes involved in other biosynthetic processes, green indicates
genes involved in regulation, and blue indicates genes involved in transport. Grey indicates genes
involved in other processes. (B) Sites under selection for each gene. Blue indicates genes under
purifying selection, red indicates sites under diversifying selection. Colored shading delimits the
different functional domains in each gene. The x-axis reports the position of each site (i.e., codon)
while the y-axis reports the log10 of the dN/dS ratio.

To our knowledge, this was the first study investigating the selective pressures acting
on two cyclic lipopeptides that play key roles in the B. subtilis group. A major limitation
of this study was the low number of high-quality B. stercoris genomes that are currently
available. Therefore, our results need to be interpreted with caution and different patterns
may emerge as more high-quality genomes become available in the future. An interesting
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avenue for future research would be to perform similar analyses in different species of the
B. subtilis group to investigate whether the neutral selection observed here is a consistent
pattern for these genes or whether it depends on the Bacillus species. In addition, it would
be interesting to perform the same analyses for diverse iturins, as this lipopeptide family is
absent from B. stercoris.

4. Conclusions

Herein, we sequenced the genome of a 2000-year-old Bacillus strain isolated from
intact apple seeds recovered during archaeological excavations of a Roman villa. Phy-
logenomic, ANI, and dDDH analyses allowed us to assign this strain to the species B.
stercoris. Comparative genomic analyses revealed that all sequenced B. stercoris strains
encoded the biosynthesis genes for the two cyclic lipopeptides fengycin and surfactin,
which are known for their antimicrobial activities against fungi and bacteria. Evolutionary
analyses demonstrated for the first time that, despite being highly conserved in this species,
the biosynthesis genes for both lipopeptides were mainly under neutral selection. An
interesting avenue for future research would be to investigate whether this pattern is also
observed in other Bacillus species possessing different sets of cyclic lipopeptides.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/microorganisms12020338/s1, Table S1: List of the published genomes used
in this study; Table S2: FUBAR analysis of dN and dS values per codon for all investigated genes.

Author Contributions: Conceptualization, B.C.; sample preparation, B.C.; genome sequencing, J.D.;
genome assembly and annotation, B.C.; formal analysis, B.C. and J.D.; writing, B.C. and J.D. All
authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Data Availability Statement: The Mal05 genome was deposited in the NCBI database under Biopro-
ject number PRJNA952856. The genome described in this publication corresponds to the first version
of the submitted genome.

Acknowledgments: We thank Franco Baldi for providing the bacterial strain and Hannes Schuler for
using his facility to perform the sequencing. We are also grateful to the INRAE MIGALE bioinformatics
facility (MIGALE, INRAE, 2020. Migale bioinformatics Facility, doi: 10.15454/1.5572390655343293E12)
for providing computing resources.

Conflicts of Interest: The authors declare no conflicts of interest.

References
1. Errington, J. Regulation of Endospore Formation in Bacillus subtilis. Nat. Rev. Microbiol. 2003, 1, 117–126. [CrossRef] [PubMed]
2. Cano, R.; Borucki, M. Revival and Identification of Bacterial Spores in 25- to 40-Million-Year-Old Dominican Amber. Science 1995,

268, 1060–1064. [CrossRef]
3. Vreeland, R.H.; Rosenzweig, W.D.; Powers, D.W. Isolation of a 250 Million-Year-Old Halotolerant Bacterium from a Primary Salt

Crystal. Nature 2000, 407, 897–900. [CrossRef] [PubMed]
4. Arriola, L.A.; Cooper, A.; Weyrich, L.S. Palaeomicrobiology: Application of Ancient DNA Sequencing to Better Understand

Bacterial Genome Evolution and Adaptation. Front. Ecol. Evol. 2020, 8, 40. [CrossRef]
5. Johnson, S.S.; Hebsgaard, M.B.; Christensen, T.R.; Mastepanov, M.; Nielsen, R.; Munch, K.; Brand, T.; Thomas, M.; Gilbert, P.;

Zuber, M.T.; et al. Ancient Bacteria Show Evidence of DNA Repair. Proc. Natl. Acad. Sci. USA 2007, 104, 14401–14405. [CrossRef]
[PubMed]

6. Wibowo, M.C.; Yang, Z.; Borry, M.; Hübner, A.; Huang, K.D.; Tierney, B.T.; Zimmerman, S.; Barajas-Olmos, F.; Contreras-Cubas,
C.; García-Ortiz, H.; et al. Reconstruction of Ancient Microbial Genomes from the Human Gut. Nature 2021, 594, 234–239.
[CrossRef] [PubMed]

7. Milanesi, C.; Faleri, C.; Cresti, M.; Andreolli, M.; Lampis, S.; Vallini, G.; Sfriso, A.; Gallo, M.; Baldi, F. Apple Seeds in an Excavated
Roman Amphora Remained Intact for 2000 years despite Exposure to a Broadly-Degrading Microbial Community. J. Archaeol. Sci.
Rep. 2019, 25, 472–485. [CrossRef]

8. Rooney, A.P.; Price, N.P.J.; Ehrhardt, C.; Sewzey, J.L.; Bannan, J.D. Phylogeny and Molecular Taxonomy of the Bacillus subtilis
Species Complex and Description of Bacillus subtilis subsp. Inaquosorum subsp. nov. Int. J. Syst. Evol. Microbiol. 2009, 59, 2429–2436.
[CrossRef]

https://www.mdpi.com/article/10.3390/microorganisms12020338/s1
https://www.mdpi.com/article/10.3390/microorganisms12020338/s1
https://doi.org/10.1038/nrmicro750
https://www.ncbi.nlm.nih.gov/pubmed/15035041
https://doi.org/10.1126/science.7538699
https://doi.org/10.1038/35038060
https://www.ncbi.nlm.nih.gov/pubmed/11057666
https://doi.org/10.3389/fevo.2020.00040
https://doi.org/10.1073/pnas.0706787104
https://www.ncbi.nlm.nih.gov/pubmed/17728401
https://doi.org/10.1038/s41586-021-03532-0
https://www.ncbi.nlm.nih.gov/pubmed/33981035
https://doi.org/10.1016/j.jasrep.2019.04.024
https://doi.org/10.1099/ijs.0.009126-0


Microorganisms 2024, 12, 338 11 of 12

9. Fan, B.; Blom, J.; Klenk, H.P.; Borriss, R. Bacillus amyloliquefaciens, Bacillus velezensis, and Bacillus siamensis Form an “Operational
Group B. amyloliquefaciens” within the B. subtilis Species Complex. Front. Microbiol. 2017, 8, 22. [CrossRef]

10. Ongena, M.; Jacques, P. Bacillus lipopeptides: Versatile weapons for plant disease biocontrol. Trends Microbiol. 2008, 16, 115–125.
[CrossRef]

11. Bais, H.P.; Fall, R.; Vivanco, J.M. Biocontrol of Bacillus subtilis against Infection of Arabidopsis Roots by Pseudomonas syringae Is
Facilitated by Biofilm Formation and Surfactin Production. Plant. Physiol. 2004, 134, 307–319. [CrossRef]

12. Falardeau, J.; Wise, C.; Novitsky, L.; Avis, T.J. Ecological and mechanistic insights into the direct and indirect antimicrobial
properties of Bacillus subtilis lipopeptides on plant pathogens. J. Chem. Ecol. 2013, 39, 869–878. [CrossRef]

13. Liu, J.; Hagberg, I.; Novitsky, L.; Hadj-Moussa, H.; Avis, T.J. Interaction of Antimicrobial Cyclic Lipopeptides from Bacillus subtilis
Influences Their Effect on Spore Germination and Membrane Permeability in Fungal Plant Pathogens. Fungal Biol. 2014, 118,
855–861. [CrossRef]

14. Romero, D.; de Vicente, A.; Rakotoaly, R.H.; Dufour, S.E.; Veening, J.W.; Arrebola, E.; Cazorla, F.M.; Kuipers, O.P.; Paquot,
M.; Pérez-García, A. The iturin and fengycin families of lipopeptides are key factors in antagonism of Bacillus subtilis toward
Podosphaera fusca. Mol. Plant Microbe Interact. 2007, 20, 430–440. [CrossRef]

15. Mauceri, M. Studio Dell’interazione Tra Bacillus subtilis e Aspergillus niger: Indagine Sulla Produzione Di Antifungini Prodotti Da
B. subtilis. Master Thesis, Ca’ Foscari University of Venice, Venice, Italy, 2017.

16. Ongena, M.; Jourdan, E.; Adam, A.; Paquot, M.; Brans, A.; Joris, B.; Arpigny, J.L.; Thonart, P. Surfactin and fengycin lipopeptides
of Bacillus subtilis as elicitors of induced systemic resistance in plants. Environ. Microbiol. 2007, 9, 1084–1090. [CrossRef] [PubMed]

17. Mei, Y.; Yang, Z.; Yu, F.; Long, X. Recent Progress on Fermentation and Antibacterial Applications of Surfactin. China Biotechnol.
2020, 40, 105–116. [CrossRef]

18. Kumar, A.; Singh, S.K.; Kant, C.; Verma, H.; Kumar, D.; Singh, P.P.; Modi, A.; Droby, S.; Kesawat, M.S.; Alavilli, H.; et al. Microbial
Biosurfactant: A New Frontier for Sustainable Agriculture and Pharmaceutical Industries. Antioxidants 2021, 10, 1472. [CrossRef]

19. Jung, M.; Lee, S.; Kim, H.; Kim, H. Recent Studies on Natural Products as Anti-HIV Agents. Curr. Med. Chem. 2000, 7, 649–661.
[CrossRef]

20. Crovella, S.; de Freitas, L.C.; Zupin, L.; Fontana, F.; Ruscio, M.; Pena, E.P.N.; Pinheiro, I.O.; Calsa Junior, T. Surfactin Bacterial
Antiviral Lipopeptide Blocks In Vitro Replication of SARS-CoV-2. Appl. Microbiol. 2022, 2, 680–687. [CrossRef]

21. Patel, D.T.; Solanki, J.D.; Patel, K.C.; Nataraj, M. Application of Biosurfactants as Antifouling Agent. In Green Sustainable Process
for Chemical and Environmental Engineering and Science; Elsevier: Amsterdam, The Netherlands, 2021; pp. 275–289.

22. Nakano, M.M.; Magnuson, R.; Myers, A.; Curry, J.; Grossman, A.D.; Zuber, P. SrfA Is an Operon Required for Surfactin Production,
Competence Development, and Efficient Sporulation in Bacillus subtilis. J. Bacteriol. 1991, 173, 1770–1778. [CrossRef] [PubMed]

23. Das, P.; Mukherjee, S.; Sen, R. Genetic Regulations of the Biosynthesis of Microbial Surfactants: An Overview. Biotechnol. Genet.
Eng. Rev. 2008, 25, 165–186. [CrossRef]

24. Bin Rahman, F.; Sarkar, B.; Moni, R.; Rahman, M.S. Molecular Genetics of Surfactin and Its Effects on Different Sub-Populations of
Bacillus subtilis. Biotechnol. Rep. 2021, 32, e00686. [CrossRef]

25. Dunlap, C.A.; Bowman, M.J.; Zeigler, D.R. Promotion of Bacillus subtilis subsp. inaquosorum, Bacillus subtilis subsp. spizizenii
and Bacillus subtilis subsp. stercoris to species status. Antonie Van Leeuwenhoek 2020, 113, 1–12. [CrossRef] [PubMed]

26. Wick, R.R.; Judd, L.M.; Holt, K.E. Performance of Neural Network Basecalling Tools for Oxford Nanopore Sequencing. Genome
Biol. 2019, 20, 129. [CrossRef] [PubMed]

27. Kolmogorov, M.; Yuan, J.; Lin, Y.; Pevzner, P.A. Assembly of Long, Error-Prone Reads Using Repeat Graphs. Nat. Biotechnol. 2019,
37, 540–546. [CrossRef]

28. Hunt, M.; De Silva, N.; Otto, T.D.; Parkhill, J.; Keane, J.A.; Harris, S.R. Circlator: Automated Circularization of Genome Assemblies
Using Long Sequencing Reads. Genome Biol. 2015, 16, 294. [CrossRef]

29. Zimin, A.V.; Marçais, G.; Puiu, D.; Roberts, M.; Salzberg, S.L.; Yorke, J.A. The MaSuRCA Genome Assembler. Bioinformatics 2013,
29, 2669–2677. [CrossRef] [PubMed]

30. Zimin, A.V.; Salzberg, S.L. The Genome Polishing Tool POLCA Makes Fast and Accurate Corrections in Genome Assemblies.
PLoS Comput. Biol. 2020, 16, 1–8. [CrossRef]

31. Waterhouse, R.M.; Seppey, M.; Simao, F.A.; Manni, M.; Ioannidis, P.; Klioutchnikov, G.; Kriventseva, E.V.; Zdobnov, E.M. BUSCO
Applications from Quality Assessments to Gene Prediction and Phylogenomics. Mol. Biol. Evol. 2018, 35, 543–548. [CrossRef]

32. Tatusova, T.; Dicuccio, M.; Badretdin, A.; Chetvernin, V.; Nawrocki, E.P.; Zaslavsky, L.; Lomsadze, A.; Pruitt, K.D.; Borodovsky,
M.; Ostell, J. NCBI Prokaryotic Genome Annotation Pipeline. Nucleic Acids Res. 2016, 44, 6614–6624. [CrossRef]

33. Cantalapiedra, C.P.; Hernández-Plaza, A.; Letunic, I.; Bork, P.; Huerta-Cepas, J. EggNOG-Mapper v2: Functional Annotation,
Orthology Assignments, and Domain Prediction at the Metagenomic Scale. Mol. Biol. Evol. 2021, 38, 5825–5829. [CrossRef]

34. Emms, D.M.; Kelly, S. OrthoFinder: Phylogenetic Orthology Inference for Comparative Genomics. Genome Biol. 2019, 20, 238.
[CrossRef]

35. Edgar, R.C. MUSCLE: A Multiple Sequence Alignment Method with Reduced Time and Space Complexity. BMC Bioinform. 2004,
5, 113. [CrossRef]

36. Lanfear, R.; Frandsen, P.B.; Wright, A.M.; Senfeld, T.; Calcott, B. PartitionFinder 2: New Methods for Selecting Partitioned Models
of Evolution for Molecular and Morphological Phylogenetic Analyses. Mol. Biol. Evol. 2016, 34, 772–773. [CrossRef]

https://doi.org/10.3389/fmicb.2017.00022
https://doi.org/10.1016/j.tim.2007.12.009
https://doi.org/10.1104/pp.103.028712
https://doi.org/10.1007/s10886-013-0319-7
https://doi.org/10.1016/j.funbio.2014.07.004
https://doi.org/10.1094/MPMI-20-4-0430
https://doi.org/10.1111/j.1462-2920.2006.01202.x
https://www.ncbi.nlm.nih.gov/pubmed/17359279
https://doi.org/10.13523/j.cb.1912023
https://doi.org/10.3390/antiox10091472
https://doi.org/10.2174/0929867003374822
https://doi.org/10.3390/applmicrobiol2030052
https://doi.org/10.1128/jb.173.5.1770-1778.1991
https://www.ncbi.nlm.nih.gov/pubmed/1847909
https://doi.org/10.5661/bger-25-165
https://doi.org/10.1016/j.btre.2021.e00686
https://doi.org/10.1007/s10482-019-01354-9
https://www.ncbi.nlm.nih.gov/pubmed/31721032
https://doi.org/10.1186/s13059-019-1727-y
https://www.ncbi.nlm.nih.gov/pubmed/31234903
https://doi.org/10.1038/s41587-019-0072-8
https://doi.org/10.1186/s13059-015-0849-0
https://doi.org/10.1093/bioinformatics/btt476
https://www.ncbi.nlm.nih.gov/pubmed/23990416
https://doi.org/10.1371/journal.pcbi.1007981
https://doi.org/10.1093/molbev/msx319
https://doi.org/10.1093/nar/gkw569
https://doi.org/10.1093/molbev/msab293
https://doi.org/10.1186/s13059-019-1832-y
https://doi.org/10.1186/1471-2105-5-113
https://doi.org/10.1093/molbev/msw260


Microorganisms 2024, 12, 338 12 of 12

37. Stamatakis, A. RAxML Version 8: A Tool for Phylogenetic Analysis and Post-Analysis of Large Phylogenies. Bioinformatics 2014,
30, 1312–1313. [CrossRef] [PubMed]

38. Goris, J.; Konstantinidis, K.T.; Klappenbach, J.A.; Coenye, T.; Vandamme, P.; Tiedje, J.M. DNA-DNA Hybridization Values and
Their Relationship to Whole-Genome Sequence Similarities. Int. J. Syst. Evol. Microbiol. 2007, 57, 81–91. [CrossRef] [PubMed]

39. Rodriguez-R, L.M.; Konstantinidis, K.T. The Enveomics Collection: A Toolbox for Specialized Analyses of Microbial Genomes
and Metagenomes. PeerJ 2016, 4, e1900v1. [CrossRef]

40. Meier-Kolthoff, J.P.; Göker, M. TYGS is an automated high-throughput platform for state-of-the-art genome-based taxonomy. Nat.
Commun. 2019, 10, 2182. [CrossRef]

41. Blin, K.; Shaw, S.; Augustijn, H.E.; Reitz, Z.L.; Biermann, F.; Alanjary, M.; Fetter, A.; Terlouw, B.R.; Metcalf, W.W.; Helfrich,
E.J.N.; et al. AntiSMASHAntiSMASH 7.0: New and Improved Predictions for Detection, Regulation, Chemical Structures and
Visualisation. Nucleic Acids Res. 2023, 51, W46–W50. [CrossRef]

42. Gilchrist, C.L.M.; Chooi, Y.H. Clinker & Clustermap.Js: Automatic Generation of Gene Cluster Comparison Figures. Bioinformatic
2021, 37, 2473–2475. [CrossRef]

43. Kosakovsky Pond, S.L.; Poon, A.F.Y.; Velazquez, R.; Weaver, S.; Hepler, N.L.; Murrell, B.; Shank, S.D.; Magalis, B.R.; Bouvier, D.;
Nekrutenko, A.; et al. HyPhy 2.5—A Customizable Platform for Evolutionary Hypothesis Testing Using Phylogenies. Mol. Biol.
Evol. 2020, 37, 295–299. [CrossRef]

44. Afgan, E.; Nekrutenko, A.; Grüning, B.A.; Blankenberg, D.; Goecks, J.; Schatz, M.C.; Ostrovsky, A.E.; Mahmoud, A.; Lonie, A.J.;
Syme, A.; et al. The Galaxy Platform for Accessible, Reproducible and Collaborative Biomedical Analyses: 2022 Update. Nucleic
Acids Res. 2022, 50, W345–W351. [CrossRef]

45. Murrell, B.; Moola, S.; Mabona, A.; Weighill, T.; Sheward, D.; Kosakovsky Pond, S.L.; Scheffler, K. FUBAR: A Fast, Unconstrained
Bayesian AppRoximation for Inferring Selection. Mol. Biol. Evol. 2013, 30, 1196–1205. [CrossRef]

46. Smith, M.D.; Wertheim, J.O.; Weaver, S.; Murrell, B.; Scheffler, K.; Kosakovsky Pond, S.L. Less Is More: An Adaptive Branch-Site
Random Effects Model for Efficient Detection of Episodic Diversifying Selection. Mol. Biol. Evol. 2015, 32, 1342–1353. [CrossRef]

47. Wertheim, J.O.; Murrell, B.; Smith, M.D.; Pond, S.L.K.; Scheffler, K. RELAX: Detecting Relaxed Selection in a Phylogenetic
Framework. Mol. Biol. Evol. 2015, 32, 820–832. [CrossRef]

48. R Core Team R: A Language and Environment for Statistical Computing; Foundation for Statistical Computing: Vienna, Austria, 2022.
49. Shaligram, N.S.; Singhal, R.S. Surfactin—A Review on Biosynthesis, Fermentation, Purification and Applications. Food Technol.

Biotechnol. 2010, 48, 119–134.
50. Jacques, P. Surfactin and Other Lipopeptides from Bacillus spp. In Biosurfactants. Microbiology Monographs; Soberón-Chávez, G.,

Ed.; Springer: Berlin/Heidelberg, Germany, 2011; Volume 20, pp. 57–91, ISBN 978-3-642-14489-9.
51. Kiesewalter, H.T.; Lozano-Andrade, C.N.; Strube, M.L.; Kovács, Á.T. Secondary Metabolites of Bacillus subtilis Impact the

Assembly of Soil-Derived Semisynthetic Bacterial Communities. Beilstein J. Org. Chem. 2020, 16, 2983–2998. [CrossRef]
52. Kiesewalter, H.T.; Lozano-Andrade, C.N.; Wibowo, M.; Strube, M.L.; Maróti, G.; Snyder, D.; Jørgensen, T.S.; Larsen, T.O.; Cooper,

V.S.; Weber, T.; et al. Genomic and Chemical Diversity of Bacillus subtilis Secondary Metabolites against Plant Pathogenic Fungi.
mSystems 2021, 6, e00770-20. [CrossRef] [PubMed]

53. Théatre, A.; Cano-Prieto, C.; Bartolini, M.; Laurin, Y.; Deleu, M.; Niehren, J.; Fida, T.; Gerbinet, S.; Alanjary, M.; Medema, M.H.;
et al. The Surfactin-Like Lipopeptides From Bacillus spp.: Natural Biodiversity and Synthetic Biology for a Broader Application
Range. Front. Bioeng. Biotechnol. 2021, 9, 623701. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1093/bioinformatics/btu033
https://www.ncbi.nlm.nih.gov/pubmed/24451623
https://doi.org/10.1099/ijs.0.64483-0
https://www.ncbi.nlm.nih.gov/pubmed/17220447
https://doi.org/10.7287/peerj.preprints.1900v1
https://doi.org/10.1038/s41467-019-10210-3
https://doi.org/10.1093/nar/gkad344
https://doi.org/10.1093/bioinformatics/btab007
https://doi.org/10.1093/molbev/msz197
https://doi.org/10.1093/nar/gkac247
https://doi.org/10.1093/molbev/mst030
https://doi.org/10.1093/molbev/msv022
https://doi.org/10.1093/molbev/msu400
https://doi.org/10.3762/bjoc.16.248
https://doi.org/10.1128/mSystems.00770-20
https://www.ncbi.nlm.nih.gov/pubmed/33622852
https://doi.org/10.3389/fbioe.2021.623701

	Introduction 
	Materials and Methods 
	Genome Sequencing, Assembly, and Annotation 
	Phylogenomics 
	Evolutionary Analyses of the Surfactin Biosynthesis Genes 

	Results and Discussion 
	The Mal05 Strain Belongs to Bacillus stercoris 
	The Fengycin and Surfactin Operons Are Present in All B. stercoris Genomes but Are Not Always Complete 
	The Fengycin and Surfactin Biosynthesis Genes Are Not under Strong Selective Pressure 

	Conclusions 
	References

