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Abstract

clonal complexes.

Background: One of the most important global pathogens infecting all age groups is Streptococcus pneumoniae
(the ‘pneumococcus’). Pneumococci reside in the paediatric nasopharynx, where they compete for space and
resources, and one competition strategy is to produce a bacteriocin (antimicrobial peptide or protein) to attack
other bacteria and an immunity protein to protect against self-destruction. We analysed a collection of 336 diverse
pneumococcal genomes dating from 1916 onwards, identified bacteriocin cassettes, detailed their genetic composition
and sequence diversity, and evaluated the data in the context of the pneumococcal population structure.

Results: We found that all genomes maintained a bip bacteriocin cassette and we identified several novel blp cassettes
and genes. The composition of the ‘bacteriocin/immunity region’ of the bip cassette was highly variable: one cassette
possessed six bacteriocin genes and eight putative immunity genes, whereas another cassette had only one of each.
Both widely-distributed and highly clonal blp cassettes were identified. Most surprisingly, one-third of pneumococcal
genomes also possessed a cassette encoding a novel circular bacteriocin that we called pneumocyclicin, which
shared a similar genetic organisation to well-characterised circular bacteriocin cassettes in other bacterial species.
Pneumocyclicin cassettes were mainly of one genetic cluster and largely found among seven major pneumococcal

Conclusions: These detailed genomic analyses revealed a novel pneumocyclicin cassette and a wide variety of bip
bacteriocin cassettes, suggesting that competition in the nasopharynx is a complex biological phenomenon.

Background

The pneumococcus is among the most important patho-
gens worldwide: in 2000, ~14.5 million estimated cases
of life-threatening pneumococcal diseases like pneumo-
nia, bacteraemia and meningitis occurred and ~826,000
children died [1]. Pneumococcal disease can be treated
with antibiotics, but antibiotic-resistant pneumococci are
found worldwide, e.g. 60 % of pneumococci recovered in
Asia are multidrug-resistant [2]. Pneumococcal conjugate
vaccines (PCVs) are administered to children in many de-
veloped countries and some resource-poor countries,
which has significantly reduced morbidity and mortality
[3]; however, current PCVs only protect against 10 or 13
pneumococcal types, depending on the vaccine. Pneumo-
coccal types are defined by an antigenic polysaccharide
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capsule or ‘serotype’: over 90 different serotypes have been
characterised and new ones continue to be discovered
[4, 5]. Consequently, after PCV is introduced, vaccine-
serotype disease decreases and nonvaccine-serotype dis-
ease often increases [6]. The prevalence of commensal
pneumococci in the paediatric nasopharynx, its ecological
niche, generally remains the same post-PCV, but reorders
in favour of nonvaccine serotypes [7]. Vaccine escape is
also possible and new variants can spread rapidly [8—10].
Nasopharyngeal colonisation of one or more pneumo-
coccal serotypes is ubiquitous among children and usu-
ally asymptomatic [11]. The composition of colonising
pneumococci fluctuates over time, indicating the import-
ance of intraspecies competition in pneumococcal ecology
[12, 13]. Understanding the dynamics of competition is
important in the context of understanding how perturba-
tions such as vaccine introduction affect the pneumococ-
cal population structure and result in changes in the
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pneumococci competing for space and nutrients in the
nasopharynx.

Bacteriocins are small, ribosomally-synthesised anti-
microbial peptides or proteins produced by bacteria to
inhibit other bacteria, and the producer strain has a ded-
icated immunity system that protects it from its own
bacteriocin. Bacteriocins are a diverse group of com-
pounds in terms of size, mode of action and immunity
mechanisms, and are produced by both Gram-positive
and Gram-negative bacteria. Given that the producer
and target strains are often of the same bacterial species,
the bacteriocins are largely believed to be involved in
competition for limited resources within an ecological
niche, but they may also be contributing to the mainten-
ance of microbial diversity at a population level [14—16].

Pneumococci have been shown to mediate intraspecies
competition by the production of bacteriocins encoded
by the highly variable blp (also known as spi/pnc) cas-
sette [17-22]. This cassette typically contains several
bacteriocin-like peptide genes, clustered together with
genes for putative membrane proteins that may have
functions in immunity, in a region labelled the ‘bacteri-
ocin/immunity region’ (BIR). The predicted pneumococcal
bacteriocin peptides show homology to type II bacteriocin
precursor peptides, and consist of a conserved N-terminal
leader sequence ending in a double glycine motif and an
alanine/glycine-rich mature peptide [17]. Previous studies
have demonstrated the existence of genes for at least 10
such peptides within the blp cassette [17, 20-22].

The blp locus is regulated by quorum sensing, in a
manner reminiscent of the regulation of competence by
ComCDE [17, 18]. This is typically effected by a three-
component system consisting of sensor histidine kinase
BlpH (SpiH), response regulator BIpR (SpiR2), and pep-
tide pheromone BlpC (SpiP). At high extracellular con-
centrations of BIpC the pheromone binds to BlpH, in
turn activating BIpR [23]. BlpR then binds to conserved
motifs in promoters, inducing expression of all genes in
the locus, resulting in the production of more BlpC and
bacteriocins. Similar to the bacteriocin-like peptides, BlpC
has an N-terminal leader sequence [17, 18]; upon recogni-
tion by the dedicated ABC transporter BlpAB (SpiABCD),
the signal peptide is cleaved off, and the mature peptide is
transported out of the cell [24]. Sequence analyses and
induction experiments showed that different BlpC se-
quences correspond to separate pherotypes, with no cross-
induction of the blp genes [17, 18].

The aims of our study were to: i) provide a detailed
characterisation and comparison of the blp bacteriocin
cassettes from a large and diverse set of historical and
modern pneumococcal genomes; ii) investigate cassette
diversity in the context of the pneumococcal population
structure; and iii) investigate the genetic stability of bip
cassettes over time. We classified the blp bacteriocin
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cassettes based on gene content and nucleotide se-
quence, and revealed several novel cassette types. Sur-
prisingly, we also discovered evidence for a circular
bacteriocin cassette, which has not previously been de-
scribed among pneumococci.

Results

Presence, nomenclature and classification of blp cassettes
All 336 of the pneumococcal genomes investigated
(Additional file 1) had a blp bacteriocin cassette. In the
literature there are two sets of gene names associated
with these cassettes in pneumococci and we have identi-
fied additional novel genes in this study, adding to the
confusion around nomenclature. Therefore, the gene
names used in this study are presented in Table 1. Unre-
solvable ambiguities were encountered in seven cassette
assemblies and these were excluded from further analyses.
Sequences for the 329 remaining blp cassettes were sepa-
rated by gene content into 33 Categories and by sequence
similarity into 79 Groups. 79 Group prototype cassettes
were analysed further.

Description of the blp cassettes at the level of gene
organisation

The length of the blp bacteriocin gene cassettes ranged
from 9.1 to 17.5 kb (Fig. 1). All Categories had a number
of genes in common at the start and end of the cassette,
including the regulatory, ABC transporter and CAAX
protease genes (possibly related to bacteriocin self-
immunity [25]), and a membrane protein gene putatively
associated with immunity (Tables 1 and 2). One excep-
tion to this was that blpY and blpZ were missing in Cat-
egory 4, having been replaced by the remnants of an
insertion sequence (IS) element.

The demarcation of the ABC transporter genes (blpA)
and transport accessory protein gene (blpB) was highly
variable even within Categories, and the frequent div-
ision of blpA into multiple ORFs was consistent with
findings from previous studies [21, 22]. Son et al
analysed the sequences of the transporter genes and
linked the frequent presence of frameshift-causing re-
peats and deletions in blpA to ‘cheater’ (immunity only,
non-inhibitory) phenotypes.

Located between the common genes, the composition
of the BIR was highly variable among Categories (Table 2).
The number of BIR genes ranged from 1-15 and included
structural bacteriocin genes, putative immunity genes, a
CAAX protease and genes with products of unknown
function.

Overall, most cassettes had one copy of each gene, al-
though Categories 22 and 28 had two copies of pncG and
Categories 22, 32 and 33 had two copies of blpL. In every
case, the paralogues were separated by multiple genes and
their sequences differed considerably. Furthermore, both
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Table 1 blp genes and predicted functions of their products

Gene Synonym(s) Predicted function of product®

blpT - Hypothetical protein

bipS spiR1 LytTR DNA-binding domain protein

blpR spiR2 Response regulator®

blpH spiH Histidine kinase®

bipC spiP Peptide pheromone®

blpB spiD Transport accessory protein

bipA spiABC ABC transporter®

bipl pncA Class Il bacteriocin precursor®

blpJ pncD Class Il bacteriocin precursor®

blpK pncE, pncE2 Class Il bacteriocin precursor®

bIpKN pncU Class Il bacteriocin precursor (hybrid)

pncG - Membrane protein (putative function in
immunity)

blpl pncH Membrane protein (putative function in
immunity)

blpM pncl Class Il bacteriocin precursor®

blpN pnc) Class Il bacteriocin precursor®

blpMN1¢ Class Il bacteriocin precursor (hybrid)

blpMN2? - Class Il bacteriocin precursor (hybrid)

bipP pncK Membrane protein (function in immunity)

blpO pncV Class Il bacteriocin precursor

pncM - Membrane protein (putative function in
immunity)

blpQ pncR Class Il bacteriocin precursor

blpOM? - Class Il bacteriocin precursor (hybrid)

pncT - Class Il bacteriocin precursor

blpD*? - Class Il bacteriocin precursor

blpE? - Class II bacteriocin precursor

bipF? - Membrane protein (putative function in
immunity)

blpG® - CAAX protease (putative function in
immunity)

blpV? - Hypothetical protein

bipW* - Class Il bacteriocin precursor

tdpA - Thioredoxin domain containing protein

pncW - Class I bacteriocin precursor

blpX pncN Membrane protein (putative function in
immunity)

blpY pncO CAAX protease (function in immunity)®

blpZ pncQ Membrane protein (putative function
in immunity)

pncP SP0547 CAAX protease (putative function

in immunity)

“Novel gene identified in this study.

BGenes with products marked with boldface font are found in all cassettes; the
remaining genes are found in the bacteriocin/immunity region (BIR).

“The indicated function is supported by experimental evidence.
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blpK and a hybrid gene blpKN were present in Category
15. We found three additional hybrid blp bacteriocin
genes, resulting from the contraction of blpM + blpN in
Categories 21 and 30, and blpQ + blpM in Category 26. A
deletion in Category 20 fused blpJ + bIpK, but left the cod-
ing sequences in separate frames, thus resulting in a differ-
ent ending for blp/ and the loss of function of bipK.

Interestingly, the BIR of Categories 30—33 contained
genes predicted to encode two novel class II bacteriocin
precursors (blpD and bIpE), a novel putative immunity
protein (blpF), a CAAX protease (blpG) and a hypothet-
ical protein (blpV; Tables 1 and 2). blpV appeared to be
a partial bacteriocin precursor gene: its amino acid se-
quence contained two GxxxG motifs, and a typical class II
bacteriocin leader sequence was located directly upstream
but in a different frame. Another novel bacteriocin precur-
sor gene (blpW) was found in the BIR of Category 29. A
search of the NCBI non-redundant protein database
yielded no homologous sequences in other pneumococcal
genomes, but orthologues were found in Streptococcus
pseudopneumoniae [RefSeq:WP_001093252; 92 % iden-
tity] and Streptococcus mitis (GenBank:KEQ38555.1; 91 %
identity).

Cassettes belonging to Categories 9, 10, 28, 29, 32 and
33 contained one or two ORFs that, when considered to-
gether as a single gene (tdpA), encoded a protein with a
thioredoxin domain and a Gram-positive anchor do-
main. The sequence of the complete gene from Category
29 was found to be homologous to genes found in S. pseu-
dopneumoniae and Streptococcus mitis (99 % and 94 %
amino acid sequence identity, respectively). The products
of these orthologues were labelled as putative bacteriocin
transport accessory proteins [GenBank:EID24163; Gen-
Bank:EID31510] or transposases [RefSeq:WP_000744512;
RefSeq:WP_000795769].

Finally, it was known that blp bacteriocin gene clusters
often contain IS elements [17, 18, 21, 22] and we also
found that 40 of the 79 prototypes contained one or
more IS elements (49 in total), 34 of which were an
ISSpn7/1S1381-like sequence located in non-coding se-
quences upstream of blpM, blpMNI or blpMN?2, in all
prototypes of the Categories 19-25, 27-28 and 30-33.
The remaining IS elements were: ISSpn5 (n=10);
IS1515 (n = 3); and ISSpn8 (n = 2).

Sequence diversity of predicted products of blp genes
(excluding ABC transporter genes and tdpA)

The blp bacteriocin cassettes each had four regulatory
genes: blpS, bIpR, blpH and blpC. Based on amino acid
sequences of the deduced products, 13-26 allelic vari-
ants were revealed for each protein, although each pro-
tein had 2-3 predominant alleles (Additional file 2). It
was previously shown that allelic diversity of the peptide
pheromone BlpC corresponds to distinct pherotypes;



Bogaardt et al. BMC Genomics (2015) 16:554

Page 4 of 16

Cat. 1 (9.1kb) (= ) Key
Cat. 4 (9.4kb) : _5_000 ) » Predicted fu.nction of gene product
0 5000 Hypothetical protein
Cat. 26 (9.8kb) =@ ) D) Regulatory protein
0 5000 =) ABC transporter / accessory protein
Cat. 2 (10.1kb) : -5r ) zjoo Bacteriocin precursor
Cat. 3 (10.5kb) ; _5$ > ’-tozo ?r?ii:i?jr;;i?\q;:r::n containing protein
Cat. 11 (11.0kb) ame4@e ) dudpnp = Membrane protein
0 5000 10000 m) CAAX protease
Cat. 5 (11.1kb) () )y
Cat. 6 (11.2kb) - o s ) DD O B
Cat. 7 (11.2kb) o s ) DD
Cat. 8 (11.8kb) MSL ) }»w’o&»
Cat. 13 (12.0kb) 0 4—5402«- »;Oimﬂb»
Cat. 10 (12.1kb) 0 4-450040— ) b woooﬁ?»
Cat. 16 (12.1kb) 4—5300—« »;OODODQ}»
Cat. 12 (12.3kb) 4—?4-« > ;20;' »
Cat. 25 (12.5kb) ﬁ;&ﬁ > 100;0%»
Cat. 14 (12.6kb) 4—4—4- ) >:;M>-»->
Cat. 9 (12.7kb) o s ) ) 0 ) YO
Cat. 29 (12.8kb) o | =
Cat. 18 (12.8kb) b=t ) P y®
Cat. 27 (12.8kb) hSL > IOOOOP »)
Cat. 17 (13.1kb) h:%ﬁﬁ I::EPDW
Cat. 23 (13.4kb) 4—40— » i00> Pu)
Cat. 24 (13.7kb) 4—50040— > Ooioo > duhpnp
Cat. 15 (14.3kb) 50040—4—4- lotoo»b )
Cat. 20 (14.3kb) 4—4—« >» i P
Cat. 21 (14.4kb) 4—504T¢ »mooi A .13
Cat. 19 (14.5kb) 4—40-04-4- »mooi > )
Cat. 22 (14.7kb) 4—54m—<- »woooi id i dd
Cat. 31 (14.9kb) 50040—4-41 | l-zoob )
Cat. 28 (15.1kb) 4—«-« > i » -»-»
Cat. 30 (16.3kb) A= 4—4-4-10:)0 »)d ’3:)»
Cat. 33 (17.3kb) 4—4000— > »Ob; ) > mo-»»
Cat. 32 (17.5kb) e ) Dy ) P A

Fig. 1 Schematic representation of the blp cassette Categories found in the pneumococcal genome collection. Genes are coloured according to the
predicted functions of their products. Depicted cassettes are Group prototypes belonging to each Category. The organisation of the ABC transporter genes
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and the presence of insertion sequences are not representative of all cassettes in the labelled Category (see Methods section in main text)




Table 2 Description of the 33 blp cassette Categories identified in 329 genomes

Cat® Groups Genomes (n) Gene organisation® < ¢ Pherogroup (blp Group)®

1 a, b 3 TS RHCBA W Z P B (1a), A (1b)

2 - 1 TSRHCB A X Y Z p* A

3 - 3 TSRHCEBA ) M* X Y Z p D

4 - 1 TS RHCBA M N P O p* B

5  ab 2 TSRHCEBA M NP O M* X Y Z p A (5a), H/M (5b)

6 - 8 TSRHCEBA M NP KG L X Y Z p* A

7 ab 3 TSRHCBA M NPOG L X Y Z p* B (7a), D (7b)

8 a-h 15 TSRHCEBA M NPOG L M X Y Z P*  C(8 d) H/M (8b0), D
@9),B(@®h

9 - 1 TSRHCBA NPOG M A X Y Z P A

10 ab 2 TSRHCBA M NP O G tdpA W Y Z P D (10ab)

noo- 8 TSRHCBA o) M* X Y Z p* B

12 - 1 TSRHCBA ) M* X Y zZ P B

13 ab 2 TSRHCBA oG L M X Y Z p* A (13a), B (13b)

14 a-h 94 TSRHCBA KN PO G L M X Y Z P+ D(l4ab) H/M (14 cd), B
(14e-h)

15  ab 4 SRHCEB KN P K G L M X Y Z p A (15a), D (15b)

16 ab 2 S R B G L M* X Y Z p* A (163), B (16b)

17 a-e 21 TSRHCSB G L X Y z P A (17ab), H/M (17 cd),
B (17¢)

18 - i T S R B A M NP O M* X Y Z p D

19 a-m 41 SRHCEB G L M NP O M* X Y Z P* D(19b,d, m),B (191, C(19%),

H/M (19f-), A (19 k)

0 - 2 TSRHCB A G L M NP O M X Y z P C

2 - 3 TSRHCEBA G L MN1 P O M* X Y z P H/M

2 - 1 TSRHCBA G L M NPOG L X Y Z p* D

23 ab 26 TSRHCEBA G L M NPO M X Y z pr H/M (23a), A (23b)

% a-f 27 TSRHCBA T* G M NP O M* X Y Z P* B (24a), H/M (24b, f), D (24 cd),
C (24e)

25 a-d 33 TSRHCBA T* G* M N P LA GVAR B (25ab), H/M (25¢), C (25d)

26 - 1 TS RHCBA QM N P W* Yy Z P* A

by 1 TSRHCBA G* M N P wx Y 7 p C

28 - 1 TSRHCBA T* G* M N P O G* L [dpAW*YZP* D

29 - 1 TS RHCBA T* G* w M* tdpA W* Y Z P* C

75591 (510T) sowouan DN '|p 12 1pieebog
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Table 2 Description of the 33 blp cassette Categories identified in 329 genomes (Continued)
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based upon the BlpC peptide sequences there was evi-
dence for four distinctly different pherogroups A-D
(Table 2), which corresponded to the 6A, R6, P164 and
TIGR4 pherotypes plus minor variants, respectively, as
detailed in Additional file 3 [17, 18, 22]. The diversity of
BlpC was concentrated in the C-terminal half (the mature
peptide), after cleavage by the ABC transporter. The BlpC
pherogroups were associated with specific allelic versions
of histidine kinase BlpH and response regulator BIpR.
There was also a heterogeneous fifth group with mis-
matched BlpC/BlpH combinations and proteins encoded
by sequence regions derived from multiple pherogroups.

Sixteen different putative blp bacteriocin precursor
genes were identified among the cassettes: ten were de-
scribed previously [17, 18, 21]; three were novel (blpD,
blpE, blpW); and three were newly-identified hybrid
genes (blpMNI1, blpMN2, blpQM; Table 1). blpQ, pncT
and pncW were classified as putative bacteriocin precur-
sor genes due to the encoded peptides containing a typ-
ical leader sequence, although they lacked other salient
features of bacteriocins, i.e. Ala/Gly-rich sequence and
GxxxG motifs [17]. The gene pncW was previously de-
scribed as a fusion gene with a mutated cleavage motif
[21]; however, in our dataset there were multiple proto-
types in which PncW had a presumably functional
double-glycine motif and thus we included it among the
putative bacteriocin precursors.

The number of blp bacteriocin precursor genes ranged
from 1-6 per cassette (Table 2). Most had 1-2 predom-
inant amino acid alleles, and some also had minor allelic
variants (Additional file 2). The peptides BlpM and BlpN
were previously shown to contribute to intraspecies com-
petition in a murine model of colonisation, and a difference
of five amino acids in bacteriocin BlpMN was sufficient to
change the inhibitory properties of a strain in overlay as-
says. Further in vitro mutagenesis work indicated that the
product of blpP, located directly downstream of bIpMN,
mediates immunity against this bacteriocin [20].

The number of genes encoding putative immunity
proteins ranged from 1-7 per cassette (Table 2). Six
such genes were found within the BIR, and common
gene blpZ was located near the end of the bacteriocin
cassette. Based on the amino acid sequences, between
2-20 alleles per protein were identified, although each
putative immunity protein had 1-3 predominant alleles
(Additional file 2).

Three genes in the bacteriocin cassettes coded for pu-
tative CAAX amino terminal proteases: blpY and pncP,
located at the end of every cassette, and a novel gene
(blpG) within the BIR of prototypes 30 — 33. Several
major and minor alleles for BlpY and PncP, but only one
BlpG allele, were identified. Roles in immunity against
bacteriocins have been suggested for CAAX proteases:
they may contribute to immunity by processing or
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degrading proteins, but their targets are unknown [17,
21, 25, 26]. In vitro site-directed mutagenesis indicated
that CAAX protease BlpY is essential for immunity and
bacteriocin activity [21].

Finally, two genes encoding hypothetical proteins were
identified in the blp bacteriocin cassettes: bipT is the
first gene present in all cassettes and most prototypes
possessed one of two major amino acid alleles at this
locus; and blpV was newly identified in this study in four
prototypes, all of which had identical BlpV sequences
(Additional file 2).

Molecular epidemiology of the blp bacteriocin cassettes
Category 14 was the most prevalent and widely-
distributed cassette: it was present in 94 pneumococci of
13 serotypes, recovered from 1939-2007 in 18 countries
around the world (Table 3). These pneumococci were
members of 15 different clonal complexes (CCs), seven
of which are major pneumococcal CCs circulating glo-
bally (Table 4; [27]). blp cassettes in Category 14 were
further divided into eight Groups, based on variation
among ~600 nucleotides across the 12.6 Kb cassette.
Variable nucleotide maps of the Group variation within
Categories are contained in Additional file 4.

Category 19 was genetically the most diverse type of
blp cassette: these cassettes were found in pneumococci
of 11 serotypes isolated from 1952-2006 in eight coun-
tries, and the pneumococci were members of 11 CCs. 13
different Groups could be identified based on variation
among ~1700 nucleotides across the 14.5 Kb cassette,
and these Groups could be clustered into three major
phylogenetic clusters based on the nucleotide sequences
(Additional file 4).

In contrast, Categories 30, 6 and 11 were found in
pneumococci isolated from several countries, but from a
single CC associated with 1-2 serotypes, as shown in
Tables 3 and 4. All eight examples of cassette Category 6
had nearly identical nucleotide sequences across the 11.2
Kb blp cassette, and they were found among CC1917%/4
pneumococci recovered over the last seven decades.
Category 30 and 11 blp cassettes were also nearly identi-
cal among modern pneumococci, although genomes of
older isolates of either CC236/271/320""'* or CC180°
were not available to assess whether stability among Cat-
egories 30 and 11 persists over longer time periods, and
the same blp cassette sequences were not found among
any of the historical pneumococci of other CCs. Table 4
also shows that CCs generally possessed a blp cassette of
only one, or one predominant, Category. This was not
true for serotype and blp Category: among the most
prevalent serotypes each was associated with several blp
Categories (Additional file 5).

Category 6 cassettes were genetically stable, but there
were also Groups within Categories that appeared to be
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Table 3 Summary metadata for the bip bacteriocin cassettes
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blp Category® Genomes (n) Years of isolation Countries (n) CCs (n) Serotypes (n) blp Groups (n)
14 94 1939-2007 18 15 13 8
19 41 1952-2006 8 1 1 13
25 33 1945-2004 8 11 8 4
24 27 1939-2006 4 7 10 6
23 26 1967-2006 8 4 4 2
17 21 1952-2008 6 4 5 5
8 15 1948-2006 5 9 7 8
15 4 2005-2007 1 2 2 2
1 3 1916-2003 2 2 3 2
3 3 1952-1963 1 2 2 0
7 3 1978-1999 2 2 2 2
5 2 1939, 1976 1 2 1 2
10 2 1962, 1988 2 2 2 2
13 2 1943, 1952 2 2 2 2
16 2 1989, 2004 2 2 2 2
30 16 1997-2006 2 1 2 0
6 8 1937-2006 6 1 2 0
" 8 1997-2004 3 1 1 0
21 3 1997-2004 2 1 1 0
31 2 1995, 1999 1 1 1 0
20 2 2006 1 1 1 0
Other® 12 1969-2007 1 ea 1 ea 1ea 0

blp Categories are numbered.

POther’ indicates blp Categories that were each only represented by a single pneumococcal genome.

similarly stable over several decades and found in
widely-circulating CCs. Three examples were: i) Group
14a, identified in 61 genomes from 1952-2007, all but
two of which were in CC81%F (n=39), CC199*°* (n=
12) and CC661F°V (n = 8); ii) Group 23a, found in 21
genomes dating from 1967-2006, all but two of which
were CC15'%; and iii) Group 24d, identified in 9 ge-
nomes from 1939-1999, all of which were CC113'€,
Further details are provided in Additional files 6 and 7.
Moreover, pneumococci are known to be recombinogenic
and able to exchange large DNA fragments between unre-
lated pneumococcal lineages [8, 10, 28, 29], therefore we
were interested in whether we could also identify evidence
for regions of blp cassette sequence that were shared be-
tween unrelated CCs. The assembled prototype blp cassette
sequences were thus aligned and inspected, and regions of
identical or nearly identical sequence were indeed found be-
tween sequences of different prototypes. Several examples
are shown in Fig. 2, which depicts shared blp cassette se-
quences between some of the major pneumococcal CCs,
the pattern of which was consistent with evidence for
recombination. Other examples of putative blp cassette
recombination can be found in Additional file 8.

Discovery of a novel pneumococcal circular bacteriocin
(pneumocyclicin) cassette

During the investigation of the blp cassette, we identified
a cluster of six genes located upstream of comAB in sev-
eral strains: sequence analyses and BLAST searches sug-
gested that this gene cluster, with a length of ~4.4 Kb,
encodes the biosynthetic locus of a novel circular bac-
teriocin, which we provisionally named pneumocyclicin.
This is the first report of circular bacteriocin cassettes
among pneumococci, although they have been described
in other Gram-positive species, including other Strepto-
coccus spp, as explained below.

The pneumocyclicin genes were designated pcyA-E
(pneumocyclicin A-E) and pfgR (pcyA-flanking gene re-
sponse regulator). Predicted functions and physicochem-
ical properties of their putative products are presented
in Table 5. The gene organisation of the pneumocyclicin
cassette was similar to that of previously identified circu-
lar bacteriocin cassettes [30—32], particularly that of uber-
olysin from Streptococcus uberis [33] and circularin A
from Clostridium beijerinckii [34], as shown in Fig. 3a.

The first gene in the pneumocyclicin cassette, pfgR,
encodes a transcriptional regulator with an N-terminal
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Table 4 Distribution of each blp cassette Category among genomes of major pneumococcal clonal complexes (CCs)

Number of genomes with blp cassettes of the different Categories, stratified by CC>:

ccserotype a 14

39

19 25 24 23 17 8 15 1 3
8123F
1094 22
236/271/320"9/4 1
124 201
1514
None41'*
199194 12

180° 1
1138 9 1

6614/19F/9\/ 8 2

439%%° 9

2]812F/7F 8

156/1627/1%% 6 3

1917

20906A/19A 8

90°%® 7

176" 1 5 1

385%8 6

490M'se © 21 1

2474/19/-\ 5

306 4

62" 3

Other® 10 6 8 4 2 0 10 4 2 3

Total 94 41 33 27 26 21 15 4 3 3

7

3
3

5 10 13 16 30 6 11 21 31 20 Other Total

39
22

G O
o O O N Ul wv v O

A D 0 O O N NN 00O 00O WO WO O

22 o0 1 0O o0 o0 3 0 2 9
2 2 2 2

~

329

2CC = clonal complex; superscript indicates the predominant serotype associated with that CC.
b ‘Other’ indicates blp Categories that were each only represented by a single pneumococcal genome.
“Misc = miscellaneous: genomes in CC490 encoded serotypes 2, 10 F, 18 F, 22A, 6B or 6C.

9Each of the Other CCs contributed <3 isolates to the Other CCs total.

helix-turn-helix XRE-family like domain. pcyA encodes
the pneumocyclicin precursor, a 98-amino acid polypep-
tide from which pneumocyclicin could be derived by
removal of an N-terminal leader sequence and circular-
isation of the remaining peptide [30—32]. Sequence ana-
lyses, a high isoelectric point (pI) and positively-charged
residues indicated that pneumocyclicin belongs to the
class Ilc(i) circular bacteriocins, which have limited se-
quence similarity but share a common protein architec-
ture consisting of four or five a-helices that form a
saposin fold (Fig. 3b) [35].

The structural bacteriocin gene was followed by three
genes encoding two putative membrane proteins (pcyB
and pcyC) and one soluble ABC transporter ATP-binding
protein (pcyD; Fig. 3a). The specific functions of PcyB and
PcyC equivalents in other known cassettes are still unclear,
but evidence points to roles in bacteriocin maturation

and/or transport and immunity. PcyC, like CclC, As-48C,
CirC and UDIC, is a member of a protein family contain-
ing the domain of unknown function 95 (DUF95) [36].
The genes as-48B and cirBCD have been shown to be
essential for production of AS-48 and circularin A, re-
spectively, and as-48C and cirBD are required for full
immunity to these bacteriocins [34, 37]. Finally, pcyE
encodes another putative membrane protein. In the AS-
48 and circularin A cassettes, the equivalents as-48D; and
cirE encode small hydrophobic peptides confirmed to
be involved in immunity, but not sufficient for full
resistance to these bacteriocins [34, 37]. However, the
predicted PcyE protein was larger and contained more
putative membrane spanning helices than either
As-48D or CirE.

The cassettes for AS-48, carnocyclin A and circularin
A each contain genes for a multicomponent ABC
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Clonal complex Year Group Genomes (n) Gene organisation and nucleotide sequence similarity
81 1984 14a 39
199 1999 14a 12
1952 14a 8
66
1995 8g 2
None5177 1987 8h 3
7
1094 1978 19d 20
1984 19e 2
1978 29- 1
None41
1977 14g 14
113 1939 24d
1999 17b 1
1957 17a 15
1952 17c
124 . _—
1952 19i 2 \
1989 25d TSRHCBA QT* G* M N P W* Y Z P*
1997 11- 8 TSRHCBA | [0} M* X Y ZP*
180 2003 1b 1
2007 26- 1
439 1945 25a 8
unk. 25b 1
3983/6485/7205 1952  25¢ 1
Key
A Gene with blp name, with letter as suffix G* Gene with pncname, with letter as suffix
%
% Sequence similarity for part of the gene ||"|"||| Deletion in region/gene Sequence does not share clear similarity with known blp Groups
Fig. 2 Examples of blp Groups and putative recombination blocks shared between different pneumococcal clonal complexes. Genes are coloured
according to sequence similarity (or lack thereof), with matching colours indicating identical or highly similar sequences. Insertion sequences are
not shown

transporter downstream of the genes minimally required
for bacteriocin production [34, 36, 38]. Although not es-
sential, these genes were shown to enhance both pro-
duction of and immunity to AS-48 [38]. Interestingly,
the comAB operon located downstream of the pcy genes
also encodes an ABC transporter, which is known to
process and transport the competence-stimulating pep-
tide CSP (Fig. 3a) [39].

Prevalence and sequence diversity of the pneumocyclicin
cassette

The pneumocyclicin cassette was present in 115 (34 %)
of the 336 pneumococcal genomes in our dataset. Forty
distinct nucleotide alleles described the 115 pneumocy-
clicin cassettes and they formed two sequence clusters,
as shown in Fig. 3c. The overall nucleotide diversity was
low, with a mean p-distance of 0.002 among all alleles

Table 5 Properties of pneumocyclicin genes and their deduced products

Gene Deduced product

Name Length (bp) Predicted function Size (kDa) pl®
pfgR 894 XRE family transcriptional regulator 345 49
pcyA 297 Circular bacteriocin (uberolysin/ circularin A family) precursor 10.1 104
pcyB 1137 Membrane protein (putative function in maturation/immunity) 443 9.6
pcyC 483 Membrane protein (putative function in maturation/immunity) 18.3 9.3
pcyD 597 ABC transporter ATP-binding protein 225 5
pcyE 492 Membrane protein (putative function in immunity) 18.9 9

?pl = predicted isoelectric point of the deduced protein.
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Fig. 3 The pneumocyclicin cassette putatively encoding a newly-identified circular bacteriocin within the pneumococcal population. a. Comparison of
the gene organisation of the pneumocyclicin cassette with those of class lic(i) circular bacteriocins AS-48, carnocyclin A, circularin A and uberolysin.
The genes comA and comB, adjacent to but not considered to be part of the pneumocyclicin cassette, were included to demonstrate that the synteny
with other circular bacteriocin cassettes extends beyond the minimal cassettes and includes the downstream ABC transporter genes. b. Comparison of
the pneumocyclicin precursor peptide sequence and predicted secondary structure with that of other class lic(i) circular bacteriocins. Figure adapted
from Martin-Visscher et al. [35]. c. Neighbour-joining tree demonstrating two distinct clusters of alleles representing the 115 pneumocyclicin cassettes

in the study dataset

and 0.001 within each sequence cluster. Sequence differ-
ences within and between clusters were concentrated
within pfgR and the non-coding sequence between pfgR
and pcyA. Four adjacent ATTT repeats were identified
within pcyB (encoding one of the membrane proteins);
several alleles from both clusters had +1 copy of this re-
peat, which resulted in a frameshifted coding sequence.
This is reminiscent of the four nucleotide repeat seen
within blpA of the blp bacteriocin cassette and associ-
ated with the ‘cheater phenotype’ by Son et al. [22].

Molecular epidemiology of the pneumocyclicin cassettes

Pneumocyclicin cassettes of both phylogenetic clusters
were found in genomes dating from 1939 onwards. Clus-
ter A alleles were by far the more prevalent of the two

alleles, detected in 106 pneumococci recovered from
1939-2008 in 12 different countries. The pneumococci
with cluster A alleles were members of 21 different CCs
and were of 20 different serotypes. The nine cluster B al-
leles were found in pneumococci of seven different CCs
and serotypes, and were recovered from 1939-2007.
Among the 115 genomes with a pneumocyclicin cas-
sette, 80 % (n =92) were members of one of seven CCs,
six of which are major CCs circulating globally and
CC1094 is a major South African CC (Table 6; [27]).
Apart from one exception in a CC124 genome, all major
CCs possessed cluster A pneumocyclicin alleles. Seven
of these alleles were the most prevalent and together
they represented 71 % (n=75) of all 106 cluster A alleles.
The sequences of these seven alleles were very similar,
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Table 6 Distribution of pneumocyclicin cassette alleles among pneumococcal clonal complexes (CCs)

Clonal complex: 1094 124 199 66 113 156/162 439 Other CC*  Total (n)

No. of genomes: 22 19 12 10 10 10 9 23 115

Years of isolation: 1978-1988 1952-2005 1999-2005 1952-2007 1939-1999 1962-2008 1945-1996 1916-2007 1916-2008
Cluster A alleles 11 16 1 17

26 14 1 15

4 7 6 1 14

2 10 0 10

25 7 0 7

1 7 0 7

19 5 0 5

Other” 1 2 5 0 3 5 3 12 31

Total A 22 18 12 10 10 10 9 15 106
Cluster B alleles 36 1 2 3

37 2 2

40 1 1

39 1 1

35 1 1

38 1 1

Total B 1 8 9

?Each of the ‘Other’ CCs contributed <3 isolates to the Other CCs total
PEach of the ‘Other alleles was detected 1 or 2 times

differing at only 12 nucleotides in total across the ~4.4 Kb
pneumocyclicin cassette.

Discussion

Bacteriocins have generated renewed interest because of
the major problems associated with antibiotic-resistant
bacteria and the possible role of bacteriocins as alterna-
tives to conventional antibiotics. There are many publi-
cations that describe the array of bacteriocins produced
by many Gram-positive and Gram-negative bacteria.
Comparatively less is known about pneumococcal bacte-
riocins, although several studies have delineated the
genetic structure, function of some genes, and diversity
of pneumococcal blp bacteriocin cassettes on a small
number of pneumococcal strains, at a time when large
scale sequencing was a challenge and limited genome
data were available [17, 20-22]. In this study we found
that blp bacteriocin cassettes were ubiquitous among a
diverse set of pneumococcal genomes that dated back to
1916, in a variety of permutations with respect to both
the genetic background of the host pneumococcus and
the genetic composition of the blp bacteriocin cassette.
Several novel genes and blp bacteriocin cassette types
were also revealed.

Most surprisingly, we discovered that in addition to a
blp bacteriocin cassette, a third of the pneumococcal ge-
nomes also possessed a cassette encoding a putative
circular bacteriocin. To date, circular bacteriocins have

predominantly been identified among the phylum Firmi-
cutes (which include pneumococci) and are believed to
be involved in niche competition. Circular bacteriocins
in other Gram-positive bacterial species have been
shown to permeabilise the bacterial cell membrane and
cause cell death. They are ribosomally-synthesised and
post-translationally modified to form a circular struc-
ture: as compared to a linear structure, the circular form
is more stable, less susceptible to protease degradation
and therefore more active. Circular bacteriocins poten-
tially have a role in drug design, delivery and therapeu-
tics, although many questions related to their structure,
function and mechanisms of action remain to be deter-
mined [14, 31, 32].

The pneumocyclicin cassettes we discovered were simi-
lar in genetic structure and predicted proteins to circular
bacteriocin cassettes characterised in other Gram-positive
species. Nucleotide sequence similarity among the pneu-
mocyclicin cassettes was high and the majority of cassettes
were found in just seven pneumococcal CCs. It is curious
that this cassette is just upstream of comAB — genes that
have been shown to be essential to the development of
competence, which is a specific point in the growth cycle
during which a pneumococcus can take up and incorp-
orate exogenous DNA into its genome [39, 40]. Recom-
bination and transformation play a major role in the
evolution of the pneumococcus; therefore, it will be cru-
cial to understand not just the structure and function of
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pneumocyclicin but the potential impact that expression
of pneumocyclicin genes may or may not have on com-
petence induction.

Among blp bacteriocin cassettes, there was a wide rep-
ertoire of putative bacteriocin and immunity genes in
the BIR region. Many individual cassettes possessed
multiple putative bacteriocin genes and immunity genes:
for example, Category 19 possessed six bacteriocin genes,
six immunity genes and two CAAX protease genes, and
genomes in six of the Category 19 Groups also possessed
a cluster A pneumocyclicin cassette. Further work will be
required to confirm the function of the genes in the BIR
region and understand the biology that underpins the di-
versity of bacteriocin and immunity proteins. Does the
possession of multiple bacteriocin and immunity genes
simply mean the pneumococcus has an increased reper-
toire of bacteriocin arsenal and broadened immunity? A
recent paper provided theoretical support for high bacteri-
ocin diversity within a bacterial population and demon-
strated that the maintenance of multiple bacteriocin and
immunity types relied upon two key factors: circulating
strains that were immune to the toxic effect of bacterio-
cins; and individual strains/lineages that were able to pro-
duce multiple bacteriocins and/or immunity proteins [41].
Is there a fitness cost associated with possession of mul-
tiple bacteriocin and immunity genes? Do some of these
genes have alternative functions? Interestingly, a recent
study demonstrated upregulation of blp bacteriocin genes
in a pneumococcal infection animal model, possibly sug-
gesting a role for some blp genes in pathogenesis and/or
virulence [42].

We also evaluated the blp cassette diversity in the
context of the pneumococcal population structure and
found that some blp bacteriocins were found in many
CCs whilst others seem to be restricted to one predom-
inant CC. There was no obvious association between blp
cassette type and serotype. Interestingly, some blp bac-
teriocin cassettes were genetically stable over many
decades; although not surprisingly, patterns of putative
large-fragment recombination similar to that previously
reported in other recent pneumococcal studies were also
identified [8, 10, 43].

Pneumococcal competition appears to be more com-
plicated than just producing a bacteriocin peptide to kill
competitors and an immunity protein to protect itself. Is
the observed diversity of pneumococcal bacteriocins
and/or the possession of multiple bacteriocin and im-
munity genes a reflection of a wider target specificity de-
signed for nasopharyngeal competition? The paediatric
nasopharynx is colonised by a variety of different micro-
organisms so it may be that the targets of the blp bacte-
riocins and pneumocyclicin are not solely pneumococci,
but also viridans streptococci, Haemophilus, Moraxella,
and others [13]. In previous work, Lux and colleagues
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investigated the in vitro inhibitory activity of pneumococci
that produced bacteriocins using Micrococcus luteus and
Lactococcus lactis as indicator strains, and they tested three
blp bacteriocin-producing pneumococci against other oral
streptococci and observed some inhibition [21]. Therefore,
it is possible that the bacteriocins described here are pre-
dominantly mediating pneumococcal population-level in-
teractions, but that they are also central to the interactions
between pneumococci and other bacterial species residing
in the nasopharynx.

Moreover, there is evidence that bacteria can engage
in cooperative efforts within an ecological niche, often
by means of quorum sensing whereby an individual
detects and responds to an extracellular signal. However,
this can result in ‘social cheaters’ — individuals who
benefit from the cooperative efforts of the population
without the fitness cost of exhibiting the specific traits
themselves [15]. Son and colleagues demonstrated po-
tential cheating behaviour among pneumococcal strains
that produced immunity proteins but not the signalling
pheromone or bacteriocins (due to frameshifted se-
quences), thereby avoiding costly bacteriocin produc-
tion [22]. Intriguingly, we noticed that some alleles of
pcyB in the pneumocyclicin cassette were frameshifted
in a similar manner. Future studies will need to be de-
signed to determine the intra- and interspecies activity
of pneumococcal bacteriocins and the potential for a
cheater phenotype among pneumococci with pneumo-
cyclicin cassettes.

Conclusions

Vast quantities of bacterial genome data have been gen-
erated in recent years and we used bioinformatics and
computational biology tools to decipher the sequence-
based evidence for bacteriocins, after which experimental
studies can be designed to investigate specific hypotheses
using carefully-selected candidate strains. One can look
both forward and backward using these data: existing
experimental evidence guides the interpretation of the
genomic data, the design of new studies and the selection
of test strains, but existing experimental data can also be
reinterpreted based on genome sequence data. The se-
quence data are only predictive of function, but access to
such comprehensive data is an efficient and cost-effective
starting point to the challenging experimental work and
should increase the likelihood of successful laboratory
experiments.

Methods

Genome collection

The study dataset consisted of whole genome sequence
data for 336 pneumococcal isolates recovered from
1916 to 2008 in 32 different countries (Additional file 1:
Table S1): 206 published genomes [10, 43-46] and 130
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GenBank genomes [47]. Ethical approval was not re-
quired to use any of the isolates in this study. Where
not previously published or available online, serotype/
group, multilocus sequence type and clonal complex
were assigned as previously described [43].

Classification of blp cassettes and prototype selection
Genomes were initially divided into groups based on ap-
proximate allelic profiles, as determined by a combin-
ation of two BIGSdb Genome Comparator [48] analyses,
using as references the genes blpS through to pncP from
the TIGR4 genome, and blpQ, pncT and pncW from the
2306 genome [21]. After sequence assembly, cassettes
were divided into ‘Categories’ on the basis of gene pres-
ence and synteny, and into ‘Groups’ on the basis of se-
quence similarity, ignoring the presence of IS elements.
When Categories were assigned, predictions of function-
ality were not taken into account.

Based on sequence alignments, separate Groups were
created for sequences that differed by >15 nucleotide
substitutions. Where the presence of an indel changed
gene organisation separate Categories were assigned. A
Group prototype was chosen based upon two criteria: i)
fully sequenced, assembled and gap-free cassette (although
gaps within IS elements were allowed); and ii) the cassette
sequence from the oldest pneumococcus.

Identification and assembly of blp cassette sequences
The blp cassette was defined as the genes between and
including blpT and pncP. Completeness of the assem-
blies was checked by comparing automated gene predic-
tions to expected gene presence based on the allelic
profile, and by interrogating each genome for all known
blp genes and those newly identified in this study. We
also performed a second round of assemblies, this time
using high throughput sequencing reads and their qual-
ity scores as coded in fastq files. Selected cassettes were
re-assembled by mapping of the Illumina reads to the
original Velvet contigs with SMALT, followed by inspec-
tion, correction, and manual joining of relevant contigs
in Gap5 [49, 50]. IS elements within blp cassettes were
not assembled but identified by their end sequences and
left as gaps in the sequence database. After extraction of
the cassette sequences into fasta files, the 5" and 3’ ends
of each IS element were trimmed to 25 bp and joined by
Ns, so as to match the length listed for the specific IS
element by ISfinder [51].

Gene prediction and annotation

Genes were predicted with Prokka [52], Artemis was
used for sequence visualisation and manual editing of
annotations [53], and RATT was used to transfer anno-
tations between genomes with similar cassettes [54]. The
coding sequence (CDS) features predicted by Prokka
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were modified in some cases: i) blpO and pncM, incon-
sistently predicted, were manually annotated; ii) bilpP,
not predicted in any genomes, was manually annotated
where its sequence was present because of prior experi-
mental evidence for a role in immunity [20]; iii) bacteri-
ocin CDSs with multiple putative start codons close
together were adapted to start at M(D/N)T; iv) CDSs re-
lated to IS elements were replaced by mobile element
features; and v) frameshifted genes were labelled, except
within the transport region where CDSs were ambigu-
ously organised and thus left as originally predicted by
Prokka. Functional annotation was based on previously
published literature, BLAST searches of non-redundant
databases, and interrogation of the BAGEL3 [55] and
BACTIBASE databases [56].Sequence and annotation
files for blp cassette prototypes are found in Additional
file 9.

Identification and annotation of pneumocyclicin cassettes
The pneumocyclicin (pcy) cassette was defined as the
genes between and including pfgR and pcyE and identi-
fied as described above. The cassettes were separated
into nucleotide alleles using the NRDB tool [57] and
assigned to phylogenetic clusters with MEGAS5 [58].
Gene prediction and annotation with Prokka was com-
plemented with manual BLAST searches and analysis
through BAGEL3 to confirm its nature as a bacteriocin
cassette.Sequence and annotation files for all pcy alleles
are found in Additional file 10.

Software used for sequence analyses and visualisation
BIGSdb [48] was used to store and query assembled blp
cassette prototype sequences and associated metadata.
BLAST searches were performed in BIGSdb or using BioE-
dit [59]. Sequence alignments and phylogenetic analyses
were performed with MEGA5 and progressiveMauve [60].
Bacteriocin cassettes were visualised with DNAPIotter [61]
and Inkscape [62].

Availability of supporting data
The data sets supporting the results of this article are in-
cluded within the article and its additional files.
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Additional file 9: Sequence and annotation files for blp cassette
prototypes.

Additional file 10: Sequence and annotation files for all pcy alleles.

Abbreviations
BIR: Bacteriocin/immunity region; CCs: Clonal complexes; CDS: Coding
sequence; PCVs: Pneumococcal conjugate vaccines; Pcy: Pneumocyclicin.

Competing interests
The authors declare that they have no competing interests.

Authors' contributions

Conceived and designed the study: ABB CB. Extracted and assembled
sequence data, populated and curated sequence database: CB AJVT.
Analysed the data: CB AJVT ABB. Wrote the paper: CB ABB. All authors read
and approved the final manuscript.

Acknowledgements

This work was supported by a Wellcome Trust Career Development
Fellowship (grant no. 083511) and a John Fell Fund award from the
University of Oxford (grant no. 123/734) awarded to ABB.

Received: 8 January 2015 Accepted: 26 June 2015
Published online: 28 July 2015

References

1. O'Brien KL, Wolfson LJ, Watt JP, Henkle E, Deloria-Knoll M, McCall N, et al.
Burden of disease caused by Streptococcus pneumoniae in children younger
than 5 years: global estimates. Lancet. 2009;374(9693):893-902.

2. Kang Cl, Song JH. Antimicrobial resistance in Asia: current epidemiology
and clinical implications. Infect Chemother. 2013;45(1):22-31.

3. World Health Organization. Pneumococcal vaccines WHO position paper -
2012. Wkly Epidemiol Rec. 2012,87(14):129-44.

4. Bentley SD, Aanensen DM, Mavroidi A, Saunders D, Rabbinowitsch E, Collins
M, et al. Genetic analysis of the capsular biosynthetic locus from all 90
pneumococcal serotypes. PLoS Genet. 2006;2(3):262-9.

5. Calix JJ, Porambo RJ, Brady AM, Larson TR, Yother J, Abeygunwardana C,
et al. Biochemical, genetic, and serological characterization of two capsule
subtypes among Streptococcus pneumoniae serotype 20 strains: discovery of
a new pneumococcal serotype. J Biol Chem. 2012;287(33):27885-94.

6.  Feikin DR, Kagucia EW, Loo JD, Link-Gelles R, Puhan MA, Cherian T, et al.
Serotype-specific changes in invasive pneumococcal disease after
pneumococcal conjugate vaccine introduction: a pooled analysis of
multiple surveillance sites. PLoS Med. 2013;10(9):e1001517.

7. Weinberger DM, Malley R, Lipsitch M. Serotype replacement in disease after
pneumococcal vaccination. Lancet. 2011,378(9807):1962-73.

8. Brueggemann AB, Pai R, Crook DW, Beall B. Vaccine escape recombinants
emerge after pneumococcal vaccination in the United States. PLoS Pathog.
2007;3(11):e168.

9. Beall BW, Gertz RE, Hulkower RL, Whitney CG, Moore MR, Brueggemann AB.
Shifting genetic structure of invasive serotype 19A pneumococci in the
United States. J Infect Dis. 2011;203(10):1360-8.

10.  Golubchik T, Brueggemann AB, Street T, Gertz RE, Spencer CCA, Ho T, et al.
Pneumococcal genome sequencing tracks a vaccine escape variant formed
through a multi-fragment recombination event. Nat Genet. 2012;44(3):352-5.

1. Crook DW, Brueggemann AB, Sleeman K, Peto TEA. Epidemiology of the
carrier state. In: Tuomanen E, Mitchell T, Morrison D, Spratt B, editors. The
pneumococcus. Washington, DC: ASM Press; 2004.

12. Auranen K, Mehtala J, Tanskanen A, Kaltoft MS. Between-strain competition
in acquisition and clearance of pneumococcal carriage-epidemiologic

20.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31

32.

33.

34.

35.

36.

Page 15 of 16

evidence from a longitudinal study of day-care children. Amer J Epidemiol.
2010;171(2):169-76.

Garcfa-Rodriguez JA MM. Dynamics of nasopharyngeal colonization by
potential respiratory pathogens. J Antimicrob Chemother.

2002;50(Suppl 52):59-73.

Heng NCK, Wescombe PA, Burton JP, Jack RW, Tagg JR. The diversity of
bacteriocins in Gram-positive bacteria. Berlin Heidelberg: Springer-Verlag; 2007.
Hibbing MEFC, Parsek MR, Peterson SB. Bacterial competition: surviving and
thriving in the microbial jungle. Nat Rev Micro. 2010;8:15-25.

Riley M. Bacteriocin-mediated competitive interactions of bacterial
populations and communities. In: Drider SR D, editor. Prokaryote
Antimicrobial Peptides: From Genes to Applications. New York, NY: Springer
Science+Business Media; 2011.

de Saizieu A, Gardes C, Flint N, Wagner C, Kamber M, Mitchell TJ, et al.
Microarray-based identification of a novel Streptococcus pneumoniae
regulon controlled by an autoinduced peptide. J Bacteriol.
2000;182(17):4696-703.

Reichmann P, Hakenbeck R. Allelic variation in a peptide-inducible
two-component system of Streptococcus pneumoniae. FEMS Microbiol Lett.
2000;190(2):231-6.

Hakenbeck R, Balmelle N, Weber B, Gardés C, Keck W, de Saizieu A. Mosaic
genes and mosaic chromosomes: intra- and interspecies genomic variation
of Streptococcus pneumoniae. Infect Immun. 2001,69(4):2477-86.

Dawid S, Roche AM, Weiser JN. The blp bacteriocins of Streptococcus
pneumoniae mediate intraspecies competition both in vitro and in vivo.
Infect Immun. 2007;75(1):443-51.

Lux T, Nuhn M, Hakenbeck R, Reichmann P. Diversity of bacteriocins and
activity spectrum in Streptococcus pneumoniae. J Bacteriol. 2007;189(21):7741-51.
Son MR, Shchepetov M, Adrian PV, Madhi SA, de Gouveia L, von Gottberg
A, Klugman KP, Weiser JN, Dawid S: Conserved mutations in the
pneumococcal bacteriocin transporter gene, bipA, result in a complex
population consisting of producers and cheaters. mBio 2011;2(5):€00179-11.
Pestova EV, Havarstein LS, Morrison DA. Regulation of competence for
genetic transformation in Streptococcus pneumoniae by an auto-induced
peptide pheromone and a two-component regulatory system. Mol
Microbiol. 1996,21(4):853-62.

Havarstein LS, Diep DB, Nes IF. A family of bacteriocin ABC transporters
carry out proteolytic processing of their substrates concomitant with export.
Mol Microbiol. 1995;16(2):229-40.

Kjos M, Snipen L, Salehian Z, Nes IF, Diep DB. The Abi proteins and their
involvement in bacteriocin self<immunity. J Bacteriol. 2010;192(8):2068-76.
Pei J, Grishin NV. Type Il CAAX prenyl endopeptidases belong to a novel
superfamily of putative membrane-bound metalloproteases. Trends
Biochem Sci. 2001;26(5):275-7.

http://pubmist.org/spneumoniae. Accessed 31 July 2014.

Feil EJ, Spratt BG. Recombination and the population structures of bacterial
pathogens. Ann Rev Microbiol. 2001;55:561-90.

Claverys JP, Prudhomme M, Mortier-Barriere I, Martin B. Adaptation to the
environment: Streptococcus pneumoniae, a paradigm for recombination-
mediated genetic plasticity? Mol Microbiol. 2000;35(2):251-9.

Magqueda M, Sanchez-Hidalgo M, Fernandez M, Montalban-Lopez M,
Valdivia E, Martinez-Bueno M. Genetic features of circular bacteriocins
produced by Gram-positive bacteria. FEMS Microbiol Rev. 2008;32(1):2-22.
van Belkum MJ, Martin-Visscher LA, Vederas JC. Structure and genetics of
circular bacteriocins. Trends Microbiol. 2011;19(8):411-8.

Montalban-Lopez M, Sanchez-Hidalgo M, Cebrian R, Maqueda M. Discovering
the bacterial circular proteins: bacteriocins, cyanobactins, and pilins. J Biol
Chem. 2012;287(32):27007-13.

Wirawan RE, Swanson KM, Kleffmann T, Jack RW, Tagg JR. Uberolysin: a
novel cyclic bacteriocin produced by Streptococcus uberis. Microbiology.
2007;153(Pt 5):1619-30.

Kemperman R, Jonker M, Nauta A, Kuipers OP, Kok J. Functional analysis of
the gene cluster involved in production of the bacteriocin circularin A by
Clostridium beijerinckii ATCC 25752. Appl Environ Microbiol.
2003;69(10):5839-48.

Martin-Visscher LA, Gong X, Duszyk M, Vederas JC. The three-dimensional
structure of carnocyclin A reveals that many circular bacteriocins share a
common structural motif. J Biol Chem. 2009;284(42):28674-81.

van Belkum M, Martin-Visscher L, Vederas J: Cloning and characterization of
the gene cluster involved in the production of the circular bacteriocin
carnocyclin A. Probiotics Antimicrob Proteins 2010;2(4):218-225.


http://www.biomedcentral.com/content/supplementary/s12864-015-1729-4-s5.xlsx
http://www.biomedcentral.com/content/supplementary/s12864-015-1729-4-s6.xlsx
http://www.biomedcentral.com/content/supplementary/s12864-015-1729-4-s7.xlsx
http://www.biomedcentral.com/content/supplementary/s12864-015-1729-4-s8.xlsx
http://www.biomedcentral.com/content/supplementary/s12864-015-1729-4-s9.zip
http://www.biomedcentral.com/content/supplementary/s12864-015-1729-4-s10.zip
http://pubmlst.org/spneumoniae

Bogaardt et al. BMC Genomics (2015) 16:554

37.

38.

39.

40.

41.

42.

43.

44,

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.
58.

59.

60.

61.

62.

Martinez-Bueno M, Valdivia E, Galvez A, Coyette J, Maqueda M. Analysis of
the gene cluster involved in production and immunity of the peptide
antibiotic AS-48 in Enterococcus faecalis. Mol Microbiol. 1998,27(2):347-58.
Diaz M, Valdivia E, Martinez-Bueno M, Fernandez M, Soler-Gonzalez AS,
Ramirez-Rodrigo H, et al. Characterization of a new operon, as-48EFGH, from
the as-48 gene cluster involved in immunity to enterocin AS-48. Appl
Environ Microbiol. 2003;69(2):1229-36.

Hui FM, Zhou L, Morrison DA. Competence for genetic transformation in
Streptococcus pneumoniae: organization of a regulatory locus with
homology to two lactococcin A secretion genes. Gene. 1995;153(1):25-31.
Hui FMMD. Genetic transformation in Streptococcus pneumoniae: nucleotide
sequence analysis shows comA, a gene required for competence induction,
to be a member of the bacterial ATP-dependent transport protein family.

J Bacteriol. 1991;173(1):372-81.

Biernaskie JMGA, West SA. Multicoloured greenbeards, bacteriocin diversity
and the rock-paper-scissors game. J Evol Biol. 2013,26:2081-94.

Pettigrew MM, Marks LR, Kong Y, Gent JF, Roche-Hakansson H, Hakansson
AP. Dynamic changes in the Streptococcus pneumoniae transcriptome
during transition from biofilm formation to invasive disease upon influenza
A virus infection. Infect Immun. 2014;82(11):4607-19.

Croucher NJ, Harris SR, Fraser C, Quail MA, Burton J, van der Linden M, et al.
Rapid pneumococcal evolution in response to clinical interventions.
Science. 2011;331:430-4.

Wyres KL, Lambertsen LM, Croucher NJ, McGee L, von Gottberg A, Linares J,
et al. The multidrug-resistant PMENT pneumococcus is a paradigm for
genetic success. Genome Biol. 2012;13(11):R103.

Wyres KL, van Tonder A, Lambertsen LM, Hakenbeck R, Parkhill J, Bentley
SD, et al. Evidence of antimicrobial resistance-conferring genetic elements
among pneumococci isolated prior to 1974. BMC Genomics. 2013;14:500.
van Tonder A, Mistry S, Bray JE, Hill DMC, Cody AJ, Farmer CL, et al. Defining
the estimated core genome of bacterial populations using a Bayesian
decision model. PLoS Comp Biol. 2014;10(8):e1003788.
http://www.ncbinlm.nih.gov/genbank. Accessed 15 November 2012.

Jolley KA, Maiden MC. BIGSdb: Scalable analysis of bacterial genome
variation at the population level. BMC Bioinform. 2010;11:595.

Ponstingl H, Ning Z: SMALT — a new mapper for DNA sequencing reads.
In: Intelligent Systems for Molecular Biology meeting: 11-13 Jul 2010. https://
www.sanger.ac.uk/resources/software/smalt/. Accessed 15 March 2013.
Bonfield JK, Whitwham A. Gap5—editing the billion fragment sequence
assembly. Bioinformatics. 2010;26(14):1699-703.

Siguier P, Perochon J, Lestrade L, Mahillon J, Chandler M. ISfinder: the
reference centre for bacterial insertion sequences. Nucleic Acids Res.
2006;34 suppl 1:D32-6.

Seemann T. Prokka: rapid prokaryotic genome annotation. Bioinformatics.
2014;30(14):2068-9.

Rutherford K, Parkhill J, Crook J, Horsnell T, Rice P, Rajandream MA, et al.
Artemis: sequence visualization and annotation. Bioinformatics.
2000;16(10):944-5.

Otto TD, Dillon GP, Degrave WS, Berriman M. RATT: Rapid Annotation
Transfer Tool. Nucleic Acids Res. 2011;39(9):e57.

van Heel AJ, de Jong A, Montalban-Lopez M, Kok J, Kuipers OP. BAGEL3:
Automated identification of genes encoding bacteriocins and
(non-)bactericidal posttranslationally modified peptides. Nucleic Acids Res.
201341:W448-53. Web Server issue.

Hammami R, Zouhir A, Le Lay C, Ben Hamida J, Fliss I. BACTIBASE second

Page 16 of 16

release: a database and tool platform for bacteriocin characterization. BMC r
Microbiol. 2010;10:22.

http://pubmist.org. Accessed 1 July 2014.

Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S. MEGA5:
molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Mol Biol Evol.
2011;28(10):2731-9.

Hall TA. BioEdit: a user-friendly biological sequence alignment editor and
analysis program for Windows 95/98/NT. Nucleic Acids Symp Ser.
1999/41:95-8.

Darling AE, Mau B, Perna NT. ProgressiveMauve: multiple genome
alignment with gene gain, loss and rearrangement. PLoS One.
2010;5(6):11147.

Carver T, Thomson N, Bleasby A, Berriman M, Parkhill J. DNAPIotter: circular
and linear interactive genome visualization. Bioinformatics. 2009;25(1):119-20.
https.//www.inkscape.org. Accessed 15 July 2014.

~
Submit your next manuscript to BioMed Central
and take full advantage of:
¢ Convenient online submission
¢ Thorough peer review
¢ No space constraints or color figure charges
¢ Immediate publication on acceptance
¢ Inclusion in PubMed, CAS, Scopus and Google Scholar
* Research which is freely available for redistribution
Submit your manuscript at ( -
www.biomedcentral.com/submit BiolVed Central
J



http://www.ncbi.nlm.nih.gov/genbank
https://www.sanger.ac.uk/resources/software/smalt/
https://www.sanger.ac.uk/resources/software/smalt/
http://pubmlst.org
https://www.inkscape.org

	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	Presence, nomenclature and classification of blp cassettes
	Description of the blp cassettes at the level of gene organisation
	Sequence diversity of predicted products of blp genes (excluding ABC transporter genes and tdpA)
	Molecular epidemiology of the blp bacteriocin cassettes
	Discovery of a novel pneumococcal circular bacteriocin (pneumocyclicin) cassette
	Prevalence and sequence diversity of the pneumocyclicin cassette
	Molecular epidemiology of the pneumocyclicin cassettes

	Discussion
	Conclusions
	Methods
	Genome collection
	Classification of blp cassettes and prototype selection
	Identification and assembly of blp cassette sequences
	Gene prediction and annotation
	Identification and annotation of pneumocyclicin cassettes
	Software used for sequence analyses and visualisation
	Availability of supporting data

	Additional files
	Abbreviations
	Competing interests
	Authors' contributions
	Acknowledgements
	References



