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ABSTRACT Streptococcus pneumoniae (pneumococcus) is a leading human pathogen
that can cause serious localized and invasive diseases. Pneumococci can undergo a
spontaneous and reversible phase variation that is reflected in colony opacity and which
allows the population to adapt to different host environments. Generally, transparent
variants are adapted for nasopharyngeal colonization, whereas opaque variants are asso-
ciated with invasive disease. In recent work, colony phase variation was shown to occur
by means of recombination events to generate multiple alleles of the hsdS targeting do-
main of a DNA methylase complex, which mediates epigenetic changes in gene expres-
sion. A panel of isogenic strains were created in the well-studied S. pneumoniae TIGR4
background that are “locked” in the transparent (n � 4) or opaque (n � 2) colony phe-
notype. The strains had significant differences in colony size which were stable over
multiple passages in vitro and in vivo. While there were no significant differences in ad-
herence for the phase-locked mutant strains to immortalized epithelial cells, biofilm for-
mation and viability were reduced for the opaque variants in static assays. Nasopharyn-
geal colonization was stable for all strains, but the mortality rates differed between
them. Transcript profiling by transcriptome sequencing (RNA-seq) analyses revealed that
the expression levels of certain virulence factors were increased in a phase-specific man-
ner. As epigenetic regulation of phase variation (often referred to as �phasevarion�) is
emerging as a common theme for mucosal pathogens, these results serve as a model
for future studies of host-pathogen interactions.

IMPORTANCE A growing number of bacterial species undergo epigenetic phase
variation due to variable expression or specificity of DNA-modifying enzymes. For
pneumococci, this phase variation has long been appreciated as being revealed by
changes in colony opacity, which are reflected in changes in expression or accessi-
bility of factors on the bacterial surface. Recent work showed that recombination-
generated variation in alleles of the HsdS DNA methylase specificity subunit medi-
ated pneumococcal phase variation. We generated phase-locked populations of
S. pneumoniae TIGR4 expressing a single nonvariant hsdS allele and observed signifi-
cant differences in gene expression and virulence. These results highlight the impor-
tance of focused pathogenesis studies within specific phase types. Moreover, the
generation of single-allele hsdS constructs will greatly facilitate such studies.
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Streptococcus pneumoniae (pneumococcus) is an opportunistic pathogen that often
resides in the human nasopharynx of healthy individuals (1–3). Nasopharyngeal

colonization invariably precedes development of invasive disease (e.g., pneumonia,
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sepsis, and meningitis) in susceptible individuals, such as young children and older
adults (4–7). Pneumococcal populations undergo spontaneous and reversible intras-
train phase variation between opaque and transparent colony phenotypes (8–11).
Although a strain of pneumococcus can exist as a combination of the two phenotypes
(12), the opaque forms express more capsule (13), particularly under anaerobic condi-
tions (e.g., in blood) (10); have increased resistance to opsonophagocytosis and host
clearance; and are associated with invasive disease (8, 12–14). The transparent forms
have higher levels of exposed cell wall teichoic acid (11), increased representation in
biofilms (15–18), and increased adherence to human epithelial cells (14); show efficient
colonization of the nasopharynx (8, 9); and are generally considered noninvasive. Phase
variation is thought to facilitate adaptation during different stages of infections, such
as dissemination from the nasopharynx into the lung (9).

A major limitation in the field of pneumococcal phase variation research is the lack
of genetically “locked” strains that are incapable of switching phenotype. Typical
studies use bacterial populations enriched for each phenotype via selection of a single
colony and serial passage until the majority of colonies are uniformly one phenotype
(8). While useful, such strains are not genetically “locked” into a particular phase and
can freely switch back and forth. Recent work has shown that pneumococcal phase
variation of colony opacity occurred via site-specific recombination of the three meth-
ylase sequence specificity genes (hsdS, hsdS=, and hsdS==) in the SpnD39III and Spn556II
type I restriction-modification (R-M) systems (19, 20). Specifically, recombination of the
three genes produced six predicted hsdS alleles that can generate six bacterial sub-
populations with distinct colony phenotypes, virulence, DNA methylation patterns, and
changes in gene expression (19, 20).

Like many other bacteria, pneumococci encode multiple R-M systems to provide a
key defense mechanism against invasion of foreign DNA (e.g., bacteriophage DNA) and
protection of host DNA (via methylation) from endogenous restriction enzyme cleav-
age. The pneumococcal SpnD39III and Spn556II type I R-M systems include genes hsdS,
hsdM, and hsdR and a site-specific recombinase gene. The hsdS, hsdM, and hsdR genes
are cotranscribed into protein subunits HsdS, HsdM, and HsdR, which assemble into a
heteromeric enzyme that can methylate and cleave double-stranded DNA. The HsdS
subunit is the determinant of DNA methylase sequence specificity and has two different
DNA target recognition domains separated by conserved regions that recognize “split”
sequences (e.g., 5=-CRAAnnnnnnnnCTG-3=) (19). The HsdM subunit is responsible for
DNA methylation at the appropriate adenine within the DNA recognition sequence (see
the underlined adenine in the sequence example). The HsdR subunit is responsible for
DNA cleavage and translocation through the bound heteromeric complex (21). This hsd
type I R-M system is used by many bacterial pathogens, including Escherichia coli,
Mycoplasma pneumoniae, Staphylococcus aureus, S. pneumoniae, and others (19, 22–24).
In this study, we sought to assess the role that the six predicted hsdS alleles might play
in colony phenotype, gene expression, and pathogenesis using a mouse model for
nasal colonization. The S. pneumoniae TIGR4 genetic background strain was chosen
since it is a commonly used model strain for which genomic sequence data are
available (25).

RESULTS
Pneumococcal hsdS genetic loci. Examination of the six published hsdS allele

sequences (A, B, C, D, E, and F, corresponding to GenBank accession numbers KJ955483,
KJ955484, KJ955485, KJ955486, KJ398403, and KJ398404, respectively) and comparative
analyses of their translated protein sequences led us to define the coding sequence for
each HsdS target recognition domain (TRD). The pneumococcal strain D39 HsdS protein
was divided into four sections: inverted repeat 1R (IR1R; codons 1 to 92), TRD 1.1
(codons 93 to 232), IR2R (codons 234 to 336), and TRD 2.1 (codons 337 to 522). With this
information in hand, we annotated the homologous hsdS genetic locus in pneumo-
coccal strain TIGR4 (GenBank accession number AE005672.3) (see Table S1 in the
supplemental material). Like S. pneumoniae D39, S. pneumoniae TIGR4 harbored all the
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TRDs necessary to produce the six predicted hsdS alleles (Fig. 1), and their DNA sequences
were 100% identical. The only coding mutation identified was a single amino acid substi-
tution (Ile11Val) in the IR1R region of the hsdS gene. The orientations and locations for TRD
2.1, TRD 2.2, TRD 2.3, and the site-specific recombinase creX differed in S. pneumoniae TIGR4.
Additionally, the last 47 bp of TRD 2.3 overlapped the last 47 bp of the inverted TRD 2.2
sequence, making mutational studies particularly challenging. Examination of other pub-
lished pneumococcal genomes revealed that the six TRDs identified in pneumococcal strain
D39 (GenBank accession number CP000410.1) were represented in other strains (data not
shown). Their gene orientations and locations were either highly similar to those seen
with strain D39 (e.g., strain AP200; GenBank accession number CP002121.1) or quite
different (e.g., strain 70585; GenBank accession number CP000918.1), highlighting the
genetic variability of this region.

Creation of S. pneumoniae TIGR4 hsdS variants. Strain MBO15 was created by
replacing all genes located between S. pneumoniae TIGR4 SP_0504 and hsdM with a
Janus cassette (26, 27). Overlap extension PCR was used to create the six predicted hsdS
alleles, which were then cloned in a location adjacent to spectinomycin resistance gene
aad9 and to flanking genes glnA, SP_0503, and SP_0504 (Fig. 2). Transformation of each
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FIG 1 Homology comparison of the type I restriction modification loci from strains D39 and TIGR4. Comparative
analyses of the published hsdS alleles (GenBank accession numbers KJ955483 to KJ955486, KJ398403, and
KJ398404, corresponding to alleles A to D, E, and F, respectively) determined the coding sequences for each TRD.
Both strains have the six TRDs (shown in red and blue) that can be rearranged to generate six predicted hsdS alleles.
Restriction by HsdR and DNA methylation by HsdM are specified by the TRDs present in hsdS. IR1R/IR2R, inverted
repeat 1/2; creX, recombinase.
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FIG 2 Diagram representing the creation of phase-locked S. pneumoniae TIGR4 single-allele hsdS mutants.
Alleles were produced via overlap extension PCR and cloned adjacent to a selectable marker (spectinomycin
resistance gene aad9) and to flanking DNA sequences to ensure correct construct integration. Homologous
recombination is indicated with dashed lines. KanR, kanamycin resistance.
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construct into MBO15 produced the recombinant S. pneumoniae TIGR4 isogenic mutant
strains MBO20, MBO21, MBO22, MBO23, MBO24, and MBO25 containing recombinant
hsdS alleles A, B, C, D, E, and F, respectively. In this study, strains MBO20 to MBO25 are
referred to as strains A to F. All strains used in this study and their associated hsdS TRDs
are listed in Table 1. Primers used to create the alleles and the knockout construct are
listed in Tables S1 and S2.

Impact of individual hsdS alleles on colony phenotype. Pneumococcal colony
phenotypes are determined by visualizing colonies on a translucent agar under oblique
lighting (8). Generally, opaque colonies appear as domes of solid color, while transparent
colonies appear as colonies that are clear or that have a dense center and translucent halo
(Fig. 3A). The colony phenotypes for recombinant hsdS strains A to F were determined
using strain S. pneumoniae TIGR4 and its unencapsulated derivative TIGR-JS as an opaque
control and a transparent control, respectively. Briefly, bacterial stocks were grown on
nonselective Trypticase soy agar supplemented with catalase for 18 to 20 h. At least 50
colonies were visualized under a dissection microscope, and their phenotypes were re-
corded. Strains S. pneumoniae TIGR4, A, and B had larger, 100% opaque colonies, while
strains C, D, E, F, and TIGR-JS had smaller, 100% transparent colonies (Table 1). No mixed
populations or colony variants were observed for any of the strains.

In order to quantitatively assess and compare colony phenotypes, at least 100
individual colonies of each strain were visualized with phase-contrast microscopy and
photographed and their diameters measured (see Materials and Methods). Within each
strain, the colonies were nearly identical in size (Fig. 3B) and had nearly identical
diameters (Fig. 3C). Interestingly, the average colony diameters were very similar
between the opaque strains S. pneumoniae TIGR4, A, and B and also between the
transparent strains C, D, E, and F (Fig. 3C). The opaque and transparent colony sizes
differed by ~25%. In order to test whether colony phenotypes were stable on passage,
the colonies imaged in Fig. 3 were harvested and passed at least five consecutive days
in vitro. All strains maintained their colony phenotype (data not shown). Together, these
findings show that the recombinant hsdS variants were genetically “locked” in the
opaque (strains A and B) or transparent (strains C, D, E and F) phase.

The phase phenotype did not affect adherence to human epithelial cells. In a
recent study, phase-locked strains in S. pneumoniae ST556 (representing a serotype 19F
background) were shown to differ in their levels of adherence to immortalized epithe-
lial cells; in particular, the opaque phase had reduced adherence to human lung (A549)
and nasopharyngeal (Detroit 562) epithelial cell lines (20). This is consistent with many
previous studies using enriched populations (9, 14, 28–30). To determine if our phase-
locked strains had similar differences in adherence, bacterial adherence studies were
performed essentially as described previously (30, 31) using immortalized human lung
(A549) and human bronchoepithelial (HPE14 and CFBE-4o) cell lines. Surprisingly, we
did not observe significant differences in adherence (data not shown).

Opaque-phenotype variants had diminished biofilm formation. Opaque colony
variants have decreased adherence to host cells, animal nasal surfaces, and plastic presum-
ably due to overexpression of capsular polysaccharide, which can mask subcapsular ad-

TABLE 1 List of strains used in this studya

Strain name hsdS allele Phenotype Comment Source

TIGR4 TIGR4 Opaque Clinical isolate (blood) David E. Briles (UAB)
TIGRJS (NT) TIGR4 Transparent TIGR4 cps::Janus cassette David E. Briles (UAB)
MBO15 Δ Transparent TIGR4 hsdS= creX hsdS::Janus cassette This study
MBO20 A Opaque MBO15 JS::hsdS allele A (TRD 1.1 and 2.1) This study
MBO21 B Opaque MBO15 JS::hsdS allele B (TRD 1.1 and 2.2) This study
MBO22 C Transparent MBO15 JS::hsdS allele C (TRD 1.2 and 2.2) This study
MBO23 D Transparent MBO15 JS::hsdS allele D (TRD 1.2 and 2.1) This study
MBO24 E Transparent MBO15 JS::hsdS allele E (TRD 1.1 and 2.3) This study
MBO25 F Transparent MBO15 JS::hsdS allele F (TRD 1.2 and 2.3) This study
aColony phenotypes are indicated. Abbreviations: cps, capsular synthesis locus; JS, Janus cassette; TRD, target recognition domain; NT, nontypeable.
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hesins (9, 30, 32). To determine whether our phase-locked mutant strains differed in capsule
expression, we performed enzyme-linked immunosorbent assays. We found that the hsdS
variants produced less capsule than S. pneumoniae TIGR4 and that the transparent vari-
ants produced less capsule than the opaque strains (Fig. 4). To determine whether the
strains differed in their ability to form biofilms in vitro, we performed static biofilm assays
essentially as previously described (30). Total biomass and bacterial viability within biofilms
were assessed by crystal violet staining and by conventional colony counting, respectively,
at the 4 h and 24 h time points. Although no difference in the levels of biomass was
detected at either time point (data not shown), we observed diminished bacterial counts
within biofilms for the opaque strains (S. pneumoniae TIGR4, A, and B) after 24 h (Fig. 5). On
the basis of these results, we conclude that opaque variants have a diminished capacity to
survive within mature biofilms.

Colonization, persistence, and virulence of phase-locked mutants. Nasal colo-
nization studies were conducted with S. pneumoniae TIGR4; opaque variants A and B;
and transparent variants C, D, E, and F. Briefly, BALB/c mice were infected intranasally
with ~106 CFU, and at 3, 5, 7, and 14 days postinfection, groups of mice were
euthanized and the nasopharynx and right lung lobe were excised, homogenized, and
plated on blood agar containing gentamicin (4 �g/ml) for bacterial counts. All mice
infected with the parental S. pneumoniae TIGR4 strain showed nasal carriage that did
not result in bacteremia, which is consistent with our prior infection studies. Remark-
ably, only mice infected with transparent strains C and D appeared visibly sick and had

BA C

FIG 3 Colony phenotype of single-allele hsdS mutants. Colonies of opaque and transparent types of S. pneumoniae TIGR4 were visualized under conditions
of oblique lighting. (A) Strains were grown on nonselective Trypticase soy agar supplemented with catalase (2,500 U/ml) to a density of less than 100 CFU,
harvested, diluted, and passaged for at least five consecutive days to assess population phenotypes by phase-contrast microscopy. Images were taken with a
Fisher Micromaster microscope (magnification, �40). (B) Representative images of colony phenotypes. ImageJ V1.49 was used to measure the diameter of
individual CFU, and results are shown as average colony diameters (in pixels) � standard errors of the means (SEM) of individual CFU. (C) A one-way analysis
of variance (ANOVA) performed with a Tukey post hoc test determined statistical significance. An unencapsulated TIGR4 strain (TIGRJS; NT) was used as a
transparent phenotype control.

FIG 4 TIGR4 hsdS variants expressed lower levels of capsule than TIGR4. Indirect binding ELISAs were
performed on heat-killed pneumococcal cultures normalized to the same density. Results were normal-
ized to TIGR4, and data are represented as means � SEM of results from three independent cultures of
each strain. *, P � 0.05; **, P � 0.01; ***, P � 0.001; ****, P � 0.0001 (versus TIGR4). �, P � 0.05; ��, P �
0.01 (versus strain B). TIGRJS was used as a negative control. A two-tailed unpaired parametric t test
determined statistical significance.
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considerable weight loss (data not shown). The mortality rates differed for each of the
phase-locked strains (Fig. 6A).

All strains maintained nasal colonization for 14 days (Fig. 6B). The opaque strains
had a small colonization defect on day 3 and a reduced bacterial load on day 14.
Interestingly, transparent strains C and D were more virulent and caused the majority
(61.5%) of the lung infections (Fig. 6C), particularly at the early time points. The levels
of the lung infections decreased steadily, with no lung infections detected on day 14.

FIG 5 Biofilm formation was affected by phase phenotype. Pneumococci were seeded at 5 � 105 CFU/ml
in TSB plus catalase (2,500 U/ml) into 24-well plates, and viability was assessed at 24 h. Data are
represented as means � SEM and were pooled from results from three independent experiments, with
three biological replicates per experiment. A two-tailed unpaired parametric t test determined statistical
significance. *, P � 0.05; **, P � 0.01; ***, P � 0.001; ****, P � 0.0001 (versus TIGR4). �, P � 0.05; ��,
P � 0.01 (versus strain B).

FIG 6 Comparison of levels of mouse virulence of single-allele hsdS mutants. (A) Female BALB/c mice (5/group) were infected intranasally
with 106 CFU. A Kaplan-Meier curve shows the percentage of survival of each group. (B and C) At 3, 5, 7, and 14 days postinfection, the
nasopharynx (B) and right lung (C) were harvested and processed for bacterial counting. The dashed line represents the limit of detection.
Vertical dashed lines were added to better visualize data. Data are shown with interquartile range.
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Although strain F had stable colonization, infection with this strain did not progress to
lung infection (Fig. 6B and C). On the basis of these results, we conclude that
S. pneumoniae phase variation mediated by hsdS alleles C and D had a significant
impact on pneumococcal colonization, persistence, and virulence.

Phase-locked variants maintained phenotype for 2 weeks in vivo. Previous in
vitro studies found that serial passage of the phase-locked hsdS mutants in vitro did not
significantly affect colony size or phenotype (data not shown). Therefore, on days 7 and
14, nasal and lung tissue homogenates from the animal experiments were plated on
Trypticase soy agar containing gentamicin for determinations of colony phenotype. At
least 50 individual colonies were imaged (Fig. 7A and C), and their diameters were
measured. The average colony diameters were nearly identical for the S. pneumoniae
TIGR4, A, and B strains and for transparent strains C, D, E, and F (Fig. 7B and D). The
opaque and transparent colony sizes differed by ~39%. These findings showed that all
strains tested were phase-locked and could maintain their colony phenotype after
passage in an animal for 14 days.

HsdS-dependent changes in gene expression. Bacterial DNA methylation can
result in epigenetic changes that can affect gene expression. Previous studies of
S. pneumoniae D39 and S. pneumoniae ST556 and their phase-locked variants deter-
mined that each hsdS allele was associated with distinct DNA methylation patterns and
with altered virulence gene expression (19, 20). For example, the S. pneumoniae D39
variant that harbored hsdS allele B had reduced expression of the luxS gene and the
capsular polysaccharide synthesis operon (19). In this study, RNA sequencing was used
to determine whether our panel of hsdS variants had unique transcriptomes. Data sets
were deposited in the NCBI GEO database (accession number GSE103364).

Changes in gene expression compared to that seen with S. pneumoniae TIGR4 hsdS
deletion mutant MBO15 were detected for all strains. The data were searched for a set
of genes that had similar altered expression between the transparent (C, D, E, and F)

Day 7 Day 14CA

B D

FIG 7 Colony phenotypes were stable on passage. Nasal tissue homogenates were plated on translucent agar and grown for 18 to
20 h. (A and C) Individual colonies were photographed, and representative images are shown. (B and D) Colony diameters were
measured with ImageJ.

Phase-Locked Pneumococcal Variants

November/December 2017 Volume 2 Issue 6 e00386-17 msphere.asm.org 7

http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE103364
msphere.asm.org


and opaque (A and B) strains. Although no such genes were detected for the trans-
parent strains, opaque strains A and B had reduced expression of 10 genes, with about
half being associated with glutamine biosynthesis and ABC transporters (Table 2). Next,
each strain was examined for a set of genes that had altered expression only in that
strain. S. pneumoniae TIGR4 had 411/817, A had 15/22, B had 16/27, C had 18/30, D had
2/27, E had 1/2, and F had 0/0 genes upregulated. Notably, strain A had increased
expression of a tryptophan synthesis operon (genes SP_1811 to SP_1817) known to be
involved in S. pneumoniae TIGR4 virulence (33). Strain C had increased expression of
three genes (SP_1383, SP_2175, and SP_2176) known to be involved in D-alanylation of
cell wall teichoic acids. Finally, strain D had reduced expression of six genes (SP_0957,
SP_2002 and SP_2003, and SP_1796 to SP_1798) that encoded ABC transporters. Strains
B and E had differential gene expression whereas strain F had no altered gene
expression compared to strain MBO15. Thus, we concluded that the six hsdS alleles
altered gene expression of potential virulence factors in the different phase-locked
strains. Four genes were selected for validation with real-time PCR (Table S4). While
most of the transcriptome sequencing and reverse transcription-PCR data were similar,

TABLE 2 Gene expression differences between strains

HsdS
allele Gene ORFa Gene

log2 fold change for alleleb:

ProductA B C D E F TIGR4

B and C SP_0176 ribAB 0.9 1.0 1.7 �0.4 0.6 0.3 0.4 Bifunctional 3,4-dihydroxy-2-butanone
4-phosphate synthase/GTP cyclohydrolase II

SP_2269 SP_2269 0.6 1.3 1.1 0.5 0.0 �0.6 0.0 tRNA-Val

A and B SP_RS02430 SP_RS02430 �1.5 �1.1 0.1 �0.8 0.2 �0.1 0.3 Hypothetical protein
SP_0116 SP_0116 �1.1 �1.2 �0.9 �0.6 �0.1 0.1 �0.1 Hypothetical protein
SP_0148 SP_0148 �2.9 �2.4 �0.4 0.1 0.4 0.2 0.0 Amino acid ABC transporter substrate-binding

protein
SP_0149 SP_0149 �2.0 �1.9 �0.3 �0.1 �0.1 �0.1 0.5 Lipoprotein; O-sialoglycoprotein endopeptidase
SP_0150 SP_0150 �1.9 �1.4 �0.1 �0.2 �0.2 �0.1 0.3 Peptidase M20
SP_0266 glmS �1.3 �1.4 �0.2 �0.8 �0.6 �0.8 0.6 Glutamine–fructose-6-phosphate aminotransferase
SP_0620 SP_0620 �1.9 �1.2 0.0 0.1 0.1 0.0 �0.9 Glutamine ABC transporter substrate-binding

protein
SP_1064 SP_1064 �1.2 �1.1 0.1 �0.7 �0.1 �0.2 �1.0 Transposase
SP_1460 SP_1460 �1.3 �1.4 �0.5 0.0 0.5 0.3 �0.4 Amino acid ABC transporter ATP-binding protein
SP_1622 SP_1622 �1.4 �1.2 0.1 �0.8 �0.2 �0.2 �1.0 Transposase, IS200 family
SP_1865 pepA 1.0 1.1 0.5 0.8 0.3 0.1 �0.4 Glutamyl aminopeptidase

A SP_1811 trpA 1.2 0.8 �0.22 �0.2 �0.1 �0.2 0.0 Tryptophan synthase subunit alpha
SP_1812 trpB 1.4 0.8 �0.23 �0.1 �0.2 �0.2 �0.3 Tryptophan synthase subunit beta
SP_1813 trpF 1.3 0.7 �0.25 0.0 �0.3 �0.3 �0.6 N-(5=-phosphoribosyl)anthranilate isomerase
SP_1814 trpC 1.5 0.7 �0.20 0.2 �0.3 �0.2 �0.6 Indole-3-glycerol-phosphate synthase
SP_1815 trpD 1.5 0.6 �0.18 0.2 �0.4 �0.3 �0.7 Anthranilate phosphoribosyltransferase
SP_1816 trpG 1.4 0.4 �0.25 0.1 �0.6 �0.5 �0.8 Glutamine amidotransferase
SP_1817 trpE 1.8 0.4 0.26 0.5 �0.6 �0.4 �0.7 Anthranilate synthase component I

B SP_2237 comC2 �0.2 �1.4 0.25 �0.9 �0.8 �0.5 0.3 Competence-stimulating peptide type 2

C SP_1383 alaS 0.3 0.2 1.00 0.7 0.2 0.0 �0.1 Alanine-tRNA ligase
SP_2175 dltB 0.9 0.6 1.16 0.4 0.1 �0.1 �1.0 D-Alanyl-lipoteichoic acid biosynthesis protein

DltB
SP_2176 dltA 0.9 1.0 1.24 0.7 0.2 �0.1 �0.1 D-Alanine–poly(phosphoribitol) ligase

D SP_0957 SP_0957 �0.6 0.5 �0.52 �1.2 0.4 0.2 �0.1 Peptide ABC transporter ATP-binding protein
SP_0978 coiA �0.6 0.3 �0.57 �1.5 �0.2 �0.2 0.0 Competence protein CoiA
SP_2003 SP_2003 0.3 0.2 �0.35 �1.1 0.2 0.0 �0.9 Multidrug ABC transporter ATP-binding protein
SP_2002 SP_2002 0.0 0.3 �0.40 �1.3 0.1 �0.1 �0.9 Multidrug ABC transporter permease
SP_1796 SP_1796 0.5 0.1 �0.36 �2.2 0.8 0.2 �0.7 ABC transporter substrate-binding protein
SP_1797 SP_1797 0.1 �0.2 �0.49 �2.3 0.7 0.5 �0.8 Sugar ABC transporter permease
SP_1798 SP_1798 0.5 �0.3 �0.22 �2.2 0.9 0.2 �0.2 ABC transporter permease

aORF, open reading frame.
bData are shown as log2 fold change versus MBO15.
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incongruent data were observed for strains TIGR4 (genes SP_0148 and SP_2176), E
(SP_0148 and SP_2176), and F (SP_1797).

DISCUSSION

Research in the field of pneumococcal phase variation has been hampered by the
lack of availability of phase-locked strains. Recent genetic findings revealed that
site-specific recombination of the hsdS DNA methylase targeting subunit in a type I
restriction-modification locus could result in six distinct phase-locked subpopulations
with different colony opacity phenotypes and gene expression characteristics (19, 20).
In this study, we used a genetic approach to produce six phase-locked subpopulations
of S. pneumoniae TIGR4 and to examine their colony sizes, ability to form biofilms,
attachment to host cells, and persistence in nasal colonization. Analysis of the pheno-
types could provide insights into the mechanism(s) (e.g., contribution of phase-specific
virulence factors) that facilitates the adaptation of pneumococci to different host
environments.

This study demonstrated that recombinations of the hsdS gene in the S. pneumoniae
TIGR4 type I restriction-modification system resulted in six distinct bacterial population
derivatives that were 100% phase-locked in the opaque (strains A and B) or transparent
(strains C, D, E, and F) phenotype. Importantly, our hsdS variants maintained their
phenotype over multiple consecutive passages in vitro and for 2 weeks in vivo. Unlike
those reported for S. pneumoniae D39 hsdS derivatives (19), our colony phenotype
determination did not detect mixed bacterial populations for any S. pneumoniae TIGR4
hsdS derivative. These findings were supported by another study which produced the
same six recombinant hsdS derivatives in several different strain backgrounds, including
S. pneumoniae TIGR4, and determined that they were 100% phase-locked (20). One
major difference between our studies was that the opaque phenotype was linked only
to expression of hsdS allele E in reference 20 but was linked to hsdS alleles A and B in
this study. Another major difference was that their S. pneumoniae TIGR4 strain and its
six hsdS derivatives all produced 100% opaque colonies (20). Although this supported
the finding that our S. pneumoniae TIGR4 was 100% opaque, it is unclear why our
results differed in colony phenotype determinations. One explanation for these differ-
ences could simply be the genetic and phenotypic diversity of the strains (34, 35).
Epigenetic changes in gene expression could alter certain surface-expressed moieties
that may be missing in the genomes of different strains. Despite these differences, we
can conclude that each hsdS-locked genotype limited intrastrain variation to a single
phenotype in this study.

Transparent variants have been shown to have increased biofilm formation and
adherence to epithelial cells (9, 14, 28–30, 32). While we saw no differences in
adherence to immortalized epithelial cells or in the early stages of biofilm formation,
the opaque phase-locked variants (A and B) showed a significant decrease in bacterial
counts within biofilms at later stages. It is possible that the opaque strains had altered
expression of surface factors that altered their adherence to plastic surfaces. Although
the phase phenotype affected biofilm formation and viability, it played a less significant
role in adherence to host cells and stable colonization.

Bacterial virulence has been linked to opaque colony phenotypes (8). On the basis
of previous studies, we expected that the opaque strains would have a colonization
defect but increased invasiveness. Unexpectedly, we found that transparent phase-
locked strains C and D were hypervirulent and caused the majority of lung infections.
This finding does not seem to fit with the results seen in the field, where transparent
variants are considered generally nonvirulent. One explanation may be that it is difficult
to compare a phase-locked strain population to heterogeneous populations. Another
explanation may be that the phase-locked strains differed in gene expression.

It has been demonstrated that hsdS derivatives in S. pneumoniae D39 (19) and six
other strains (20) had distinct genome methylation patterns with the exact same
methylation sequences for each allele. For example, both studies found that hsdS genes
encoding TRD 1.1 and TRD 2.2 methylated the same adenine in the motif 5= CRAANN
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NNNNNNCTT 3=. DNA methylation is known to result in epigenetic changes that can
alter gene expression. We performed RNA-seq studies to help to identify potential
virulence factors that may differ in each phase. We found that all strains in our study
had differential gene expression compared to S. pneumoniae TIGR4 hsdS locus deletion
strain MBO15. ABC transporter gene SP_0148 was the most highly downregulated gene
in opaque strains A and B. Interestingly, deletion of SP_0148 in S. pneumoniae TIGR4
was shown to attenuate virulence in pulmonary infections (36). This may help explain
why opaque variants A and B were less virulent than the transparent strains. Of the 18
genes upregulated only in variant C, 3 (SP_1383, SP_2175, and SP_2176) were involved
in D-alanylation of cell wall teichoic acids. This type of cell wall modification has been
shown to increase Gram-positive bacterial resistance to antimicrobial peptides (via an
increase in the net surface positive charge) (37). This finding may help to partially
explain why variant C was so virulent in vivo. Notably, variant D showed reduced
expression of six ABC transporter genes (SP_0957, SP_2002 and 2003, and SP_1796 to
SP_1798). The S. pneumoniae TIGR4 genome encodes 73 ABC transporters (38), and
mutation of genes SP_1796 to SP_1798 in TIGR4 was shown to not affect virulence in
vivo (36). Therefore, reduced expression of that ABC transporter in this study may have
had only a minimal effect during the course of the infection.

One potential limitation in this study was that we created single-allele hsdS deriv-
atives of only one strain, S. pneumoniae TIGR4. However, with our recombinant hsdS
constructs in hand, it will be straightforward to produce variants in other pneumococ-
cal backgrounds. Another limitation is that we did not assess DNA methylation patterns
for each variant. On the basis of our findings, we hypothesize that, as has been shown
in previous studies (19, 20), the DNA methylation patterns likely differ in the recombi-
nant hsdS variants.

Since we have phase-locked strains that differ in colony size, biofilm formation, and
persistence in vivo, it would be interesting to investigate the contribution of specific
virulence factors to each phenotype. By deleting and complementing various factors
within the phase(s) in which they are predominantly expressed, we have the potential
to more directly and specifically address contributions to virulence or virulence-related
phenotypes. Further, since genes glnA and hsdM are conserved among different
pneumococcal strains, the same genetic constructs used in this study can be trans-
formed into multiple genetic backgrounds. This would be useful to study the contri-
bution of certain virulence factors in a serotype-specific manner.

Epigenetic phase variation associated with variable expression or the specificity of
DNA methylase is emerging as a common theme for generation of phenotypic diversity
in bacterial populations. Our construction of single-allele hsdS mutant substrains offers
the possibility of refining molecular pathogenesis work by specifically studying viru-
lence factors within one, or a few, phase types. This study demonstrated that the
phase-locked S. pneumoniae TIGR4 hsdS strains offer a useful model for the study of the
contribution of colony phenotype to multiple aspects of host-pathogen interactions.

MATERIALS AND METHODS
Pneumococcal culture conditions. A list of all pneumococcal strains used in this study is provided

in Table 1 in the supplemental material. Bacteria were cultured in a humid atmosphere at 37°C in 5% CO2.
Pneumococci were grown on tryptic soy agar (Difco, BD Diagnostics) supplemented with 5% sheep’s
blood (Hemostat) and 4 �g/ml gentamycin (Sigma) or in Todd-Hewitt broth (Difco, BD Diagnostics)
supplemented with 0.5% yeast extract (THY medium; Difco, BD Diagnostics) at 37°C. Freezer stocks were
made in 18 to 20% glycerol.

Construction of six recombinant hsdS alleles. The recombinant hsdS alleles were produced via
overlap extension PCR using S. pneumoniae TIGR4 genomic DNA, primers F1-F10 and R1-R8 (see
Table S2 and Fig. S1 in the supplemental material), and TaKaRa Ex Taq polymerase (Clontech). The primer
pairs, DNA targets, and expected PCR amplicon sizes are shown in Table S3. For example, to create hsdS
allele A (TRD 1.1 and 2.1), PCR amplicon “A1” (gene target TRD 2.1) was produced with primer pair F4/R3
(~0.5 kb), and “A2” (IR2R through hsdM) was produced with primer pair F8/R8 (~2.3 kb). The “A1” and “A2”
PCR amplicons were mixed together (50 to 100 ng each) and amplified with primer pair F4/R7 (~2.6 kb)
to produce the final hsdS allele, allele A. Recombinant hsdS alleles B through F were similarly produced
with their specific primer pairs. All PCR amplicons and final constructs were gel purified to reduce the
possibility of parental chromosomal contamination during the overlap extension PCR procedure.
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Construction of recombinant hsdS genetic constructs. The recombinant hsdS allele PCR amplicons
(A through F) were cloned into plasmid pCR2.1 (Invitrogen) and then transformed into E. coli strain DH5�.
E. coli bacteria were cultured in Luria-Bertani (LB) agar or broth (Difco, BD Diagnostics) supplemented
with the appropriate antibiotic (kanamycin [30 �g/ml] or spectinomycin [100 �g/ml]). Purified plasmids
(Qiagen) were sequenced (Eton Biosciences, Durham, NC), linearized, and ligated to the aad9 spectino-
mycin resistance gene, previously digested and gel purified from plasmid pSpecR (pCR2.1 containing
aad9) (39). The aad9-hsdS constructs were transformed into E. coli DH5�. Purified plasmids were
linearized, ligated to the upstream flanking sequence (S. pneumoniae TIGR4 glnA through SP_0504), and
transformed into E. coli DH5�. Plasmids containing the final constructs were sequenced and stored at
�20°C until used.

Pneumococcal transformations. All transformations were performed with 100 ng of donor DNA as
previously described (27, 40) and were cultured on Trypticase soy agar or in THY broth containing the
appropriate antibiotic (kanamycin [100 �g/ml] or spectinomycin [100 �g/ml]). A S. pneumoniae TIGR4
hsdS deletion mutant (named MBO15) was produced by replacing all the genes located between SP_0504
and hsdM (DNA positions 485939 through 490690) with a Janus cassette as described previously (26, 27).
The primers used to create this hsdS knockout construct are listed in Tables S2 and S3 (see also Fig. S1).
Confirmation by DNA sequence analysis of the relevant region of genomic DNA revealed no unexpected
mutations. Plasmids containing each recombinant hsdS allele were linearized with XhoI (New England
Biolabs) and transformed into MBO15 to create strains MBO20 to MBO25. Spectinomycin-resistant clones
were sequenced from glnA to hsdM, and their sequences were submitted to GenBank (accession numbers
MF927926 through MF927932).

Colony phase determination. Thawed freezer vials were diluted in phosphate-buffered saline
(PBS) and grown on Trypticase soy agar supplemented with catalase (2,500 U/ml) for 18 to 20 h.
Bacterial colony phenotypes were assessed by phase-contrast microscopy under oblique light.
Colonies were visualized with a Fisher Micromaster microscope (magnification, �40), and their
phenotypes were photographed with a digital camera (Basler) and its associated imaging program
(Basler Pylon V4.0.1.3425). ImageJ V1.49 was used to measure the diameter of individual colonies.
Strains were subjected to in vitro passage for at least five consecutive days by harvesting all colonies
from a culture plate, washing in PBS, serially diluting, and plating onto fresh agar. The viability and
colony size of the hsdS variants were not affected by exposure to either of the antibiotics
spectinomycin (100 �g/ml) and gentamicin (4 �g/ml). Each of these experiments was repeated at
least five times.

Biofilm formation. Thawed freezer vials were diluted to 5 � 105 CFU/ml in tryptic soy broth (Difco,
BD Diagnostics) supplemented with 2,500 U/ml catalase (Worthington Biochemical Corporation, Lake-
wood, NJ) and seeded (1 ml/well) into 24-well polystyrene plates (Corning Costar, Cambridge, MA). Plates
were incubated at 37°C in 5% CO2 for 24 h. Supernatants were carefully removed and replaced with 1 ml
PBS. Biofilms were scraped into solution, serially diluted in PBS, and plated on blood agar for counting
viable bacteria. The experiment was repeated three times.

ELISA. Relative levels of capsule expression were quantified using direct binding enzyme-linked
immunosorbent assays (ELISAs). Three independent cultures of each strain were grown in THY medium
and harvested at an optical density at 600 nm (OD600) of 0.400 � 0.05. Cultures were heat killed (56°C
for 20 min) and centrifuged (12,000 rpm for 5 min), and the pellets were suspended in PBS to the original
culture volume. Each sample was normalized to an OD600 of 0.03 � 0.05 in PBS and stored at 4°C until
used. The normalized samples were serially diluted 3-fold in PBS (pH 7.22) and coated on microtiter
plates (Corning CoStar catalog no. 9017; 100 �l/well) overnight at 4°C in a humidified container. Coated
plates were washed three times (wash buffer: 1.26 mM NaCl, 200 �M Trizma base, and 30 �M Trizma HCl
at pH 7.22 � 0.02) and blocked with 1% bovine serum albumin–PBS for 1 h at 37°C. Following another
three washes, bound bacteria were detected with polyclonal type 4 antiserum [Statens Serum Institut
catalog no. 16747(SS)] previously adsorbed against the nonencapsulated S. pneumoniae TIGRJS strain at
a 1:250 dilution in antibody buffer (PBS [pH 7.22 � 0.02], 0.05% Tween 20) for 1 h at room temperature.
Following another three washes, bound antibodies were detected with goat anti-rabbit immunoglobulin
conjugated to alkaline phosphatase (SouthernBiotech catalog no. 4010-04) used at a 1:3,000 dilution in
antibody buffer for 1 h at room temperature. Following a final three washes, p-nitrophenyl phosphate
substrate (Thermo Scientific catalog no. 34045 and 34064) cleavage was detected at OD450 using a
BioRad Benchmark Plus spectrometer and data were collected using microplate Manager V5.1 software.
Data were analyzed using GraphPad Prism V7.02.

Antiserum adsorption. A 0.5-liter THY culture of the capsule-negative S. pneumoniae TIGRJS strain
was harvested at an OD600 of 1.0, heat killed (56°C for 20 min), and centrifuged (12,000 rpm for 10 min),
and the pellet was suspended in 10 ml PBS. Non-capsule antibody adsorption was achieved by diluting
the polyclonal antiserum 1:10 in PBS and then adding an equal volume of S. pneumoniae TIGRJS pellet
suspension. The mixture was incubated overnight at 4°C under shaking conditions. The bacterium-serum
mixture was centrifuged (12,000 rpm for 5 min), and the supernatant was filtered and stored at 4°C
until use.

Mouse infection studies. Female BALB/c mice (Jackson Laboratories; 6 to 8 weeks old; 5 per group)
were anesthetized with isoflurane and infected intranasally with ~106 CFU of pneumococci in 20 �l of
THY or with an equal volume of vehicle control. Bacterial counts were confirmed by plate counting. At
3 days, 5 days, 7 days, and 14 days postinfection, mice were euthanized and the nasopharynx and right
lung were excised and homogenized in 3 ml and 1.5 ml PBS, respectively. The left lung was saved for
histopathology. Tissue homogenates were serially diluted in PBS and plated on blood agar containing
gentamicin (4 �g/ml) for bacterial counting and on Trypticase soy agar containing gentamicin (4 �g/ml)
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for colony imaging. Plates were incubated for 18 to 20 h at 37°C with 5% CO2. All animal experiments
were approved by the University of Alabama at Birmingham Institutional Animal Care and Use Commit-
tee (Animal Project number IACUC-20589).

Gene expression analyses. For each pneumococcal strain, three independent cultures were
grown in THY medium to mid-log phase (OD600 of 0.8), centrifuged (12,000 rpm for 5 min), and
resuspended in 1 ml PBS containing lysozyme (2 mg/ml). Total RNA was extracted using a
NucleoSpin RNA II kit (Macherey-Nagel, Germany) per the manufacturer’s recommendations. Frozen
(�80°C) RNA samples were sent to the UAB Heflin Center for Genomic Sciences for RNA-seq analyses
using an Illumina HiSeq 2500 platform (Illumina). The rRNA was removed from the total bacterial
RNA using ribosome reduction for Gram-positive bacteria (ArrayStar, Rockville, MD). The purified
RNA was then processed using a SureSelect strand-specific RNA-Seq library prep kit from Agilent
Technologies (San Diego, CA) following the manufacturer’s protocol. The resulting libraries were
quantitated with quantitative PCR (Kapa Biosystems, Woburn, MA), and the size distributions of the
insertions were checked using an Agilent 2100 BioAnalyzer and a high-sensitivity DNA chip. The
library concentration was normalized to 2 nM, and sequencing on a HiSeq 2500 platform with
paired-end 50-bp sequences was performed under standard conditions. Sequencing generated
61-bp single-end RNA-Seq reads with an average depth of 16.8 � 2 M reads. The sequencing depth
translated to ~475� coverage (based on the length of the S. pneumoniae TIGR4 genome [2.1 MB]).
The quality of FASTQ files were checked using tool FASTQC. Reads were mapped to the reference
S. pneumoniae TIGR4 genome (accession number NC_003028.3) using Bowtie2 (96% reads mapped),
and transcript abundance was calculated using the summarizeOverlaps function in R package Genomi-
cAlignments. Finally, differential expression analyses were carried out using R package DeSeq2. All data
were compared to data from strain MBO15 (an S. pneumoniae TIGR4 hsdS deletion variant). The RNA-seq
data were deposited in the NCBI GEO database (accession number GSE103364).

Real-time PCR. Target genes SP_0806, SP0148, SP_1797, and SP2176 were selected for validation.
Custom oligonucleotides and probes conjugated to 6-carboxyfluorescein were designed using the
IDT PrimerQuest Tool (Table S3). Real-time PCR was performed using a TaqMan RNA-to-Ct 1-Step kit
(Applied Biosystems catalog no. 4392938) in triplicate 20 �l reaction mixtures containing 2� master
mix, a 900 nM concentration of each primer, 100 nM fluorescently labeled probe, and RNA at a final
concentration of 10 ng/�l. Amplification and detection were performed using a QuantStudio 3
real-time PCR system (Thermo Scientific). PCR conditions were 48°C for 2 min and 95°C for 10 min,
followed by 40 cycles of 95°C for 15 s and 60°C for 1 min. ROX1 was used as the passive reference
dye. The transcription level of each gene was normalized to the gyrB reference gene (41), and the
results were analyzed using the comparative threshold cycle (CT) method. The experiments were
repeated twice.

Accession number(s). The sequences for strains MBO15 (ΔhsdS), MBO20 (hsdS allele A), MBO21 (hsdS
allele B), MBO22 (hsdS allele C), MBO23 (hsdS allele D), MBO24 (hsdS allele E), and MBO25 (hsdS allele F)
were submitted to the GenBank database under accession numbers MF927926 through MF927932,
respectively. The RNA-seq data for this study are available in the Gene Expression Omnibus database
(http://www.ncbi.nlm.nih.gov/geo/) under accession number GSE103364.

SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at https://doi.org/10.1128/

mSphere.00386-17.
FIG S1, EPS file, 2.2 MB.
TABLE S1, DOCX file, 0.01 MB.
TABLE S2, EPS file, 2.9 MB.
TABLE S3, DOCX file, 0.02 MB.
TABLE S4, DOCX file, 0.02 MB.

ACKNOWLEDGMENTS
We thank members of the Swords laboratory for helpful discussions and David A.

Ornelles for assistance with microscopy. We also thank Ping Wang and Benjamin Hunt
for technical assistance during the animal experiments.

This work was supported by NIH/NIDOCD R01 DC007444 and R01 DC10051 awarded
to W.E.S., Cystic Fibrosis Research Center P30 award DK072482, and the Research
Development Program award ROWE15R0.

We declare that the research was conducted in the absence of any commercial or
financial relationships that could be construed as a potential conflict of interest.

M.B.O. and W.E.S. conceived and designed the experiments. M.B.O. performed
the experiments. A.B.R. and W.E.S. assisted with experiments. M.B.O. and W.E.S.
analyzed the data and wrote the paper. R.K. and E.J.L. performed analyses of
bioinformatics data.

Oliver et al.

November/December 2017 Volume 2 Issue 6 e00386-17 msphere.asm.org 12

https://www.ncbi.nlm.nih.gov/nuccore/NC_003028.3
http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE103364
http://www.ncbi.nlm.nih.gov/nuccore/MF927926
http://www.ncbi.nlm.nih.gov/nuccore/MF927932
http://www.ncbi.nlm.nih.gov/geo/
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE103364
https://doi.org/10.1128/mSphere.00386-17
https://doi.org/10.1128/mSphere.00386-17
msphere.asm.org


REFERENCES
1. van der Poll T, Opal SM. 2009. Pathogenesis, treatment, and prevention

of pneumococcal pneumonia. Lancet 374:1543–1556. https://doi.org/10
.1016/S0140-6736(09)61114-4.

2. Bogaert D, De Groot R, Hermans PW. 2004. Streptococcus pneumoniae
colonisation: the key to pneumococcal disease. Lancet Infect Dis
4:144 –154. https://doi.org/10.1016/S1473-3099(04)00938-7.

3. Simell B, Auranen K, Käyhty H, Goldblatt D, Dagan R, O’Brien KL; Pneu-
mococcal Carriage Group. 2012. The fundamental link between pneu-
mococcal carriage and disease. Expert Rev Vaccines 11:841– 855. https://
doi.org/10.1586/erv.12.53.

4. Mitchell TJ. 2000. Virulence factors and the pathogenesis of disease caused
by Streptococcus pneumoniae. Res Microbiol 151:413–419. https://doi.org/
10.1016/S0923-2508(00)00175-3.

5. Musher DM. 1992. Infections caused by Streptococcus pneumoniae:
clinical spectrum, pathogenesis, immunity, and treatment. Clin Infect Dis
14:801– 807. https://doi.org/10.1093/clinids/14.4.801.

6. Walker CL, Rudan I, Liu L, Nair H, Theodoratou E, Bhutta ZA, O’Brien KL,
Campbell H, Black RE. 2013. Global burden of childhood pneumonia and
diarrhoea.Lancet381:1405–1416.https://doi.org/10.1016/S0140-6736(13)
60222-6.

7. O’Brien KL, Wolfson LJ, Watt JP, Henkle E, Deloria-Knoll M, McCall N, Lee
E, Mulholland K, Levine OS, Cherian T; Hib and Pneumococcal Global
Burden of Disease Study Team. 2009. Burden of disease caused by
Streptococcus pneumoniae in children younger than 5 years: global
estimates. Lancet 374:893–902. https://doi.org/10.1016/S0140-6736(09)
61204-6.

8. Weiser JN, Austrian R, Sreenivasan PK, Masure HR. 1994. Phase variation
in pneumococcal opacity: relationship between colonial morphology
and nasopharyngeal colonization. Infect Immun 62:2582–2589.

9. Briles DE, Novak L, Hotomi M, van Ginkel FW, King J. 2005. Nasal
colonization with Streptococcus pneumoniae includes subpopulations
of surface and invasive pneumococci. Infect Immun 73:6945– 6951.
https://doi.org/10.1128/IAI.73.10.6945-6951.2005.

10. Weiser JN, Bae D, Epino H, Gordon SB, Kapoor M, Zenewicz LA, Shchep-
etov M. 2001. Changes in availability of oxygen accentuate differences in
capsular polysaccharide expression by phenotypic variants and clinical
isolates of Streptococcus pneumoniae. Infect Immun 69:5430 –5439.
https://doi.org/10.1128/IAI.69.9.5430-5439.2001.

11. Kim JO, Weiser JN. 1998. Association of intrastrain phase variation in
quantity of capsular polysaccharide and teichoic acid with the virulence
of Streptococcus pneumoniae. J Infect Dis 177:368 –377. https://doi.org/
10.1086/514205.

12. Arai J, Hotomi M, Hollingshead SK, Ueno Y, Briles DE, Yamanaka N. 2011.
Streptococcus pneumoniae isolates from middle ear fluid and nasophar-
ynx of children with acute otitis media exhibit phase variation. J Clin
Microbiol 49:1646 –1649. https://doi.org/10.1128/JCM.01990-10.

13. Kim JO, Romero-Steiner S, Sørensen UB, Blom J, Carvalho M, Barnard S,
Carlone G, Weiser JN. 1999. Relationship between cell surface carbohy-
drates and intrastrain variation on opsonophagocytosis of Streptococcus
pneumoniae. Infect Immun 67:2327–2333.

14. Cundell DR, Weiser JN, Shen J, Young A, Tuomanen EI. 1995. Relationship
between colonial morphology and adherence of Streptococcus pneu-
moniae. Infect Immun 63:757–761.

15. Donlan RM, Costerton JW. 2002. Biofilms: survival mechanisms of clini-
cally relevant microorganisms. Clin Microbiol Rev 15:167–193. https://
doi.org/10.1128/CMR.15.2.167-193.2002.

16. Allegrucci M, Hu FZ, Shen K, Hayes J, Ehrlich GD, Post JC, Sauer K. 2006.
Phenotypic characterization of Streptococcus pneumoniae biofilm de-
velopment. J Bacteriol 188:2325–2335. https://doi.org/10.1128/JB.188.7
.2325-2335.2006.

17. Allegrucci M, Sauer K. 2007. Characterization of colony morphology
variants isolated from Streptococcus pneumoniae biofilms. J Bacteriol
189:2030 –2038. https://doi.org/10.1128/JB.01369-06.

18. Allegrucci M, Sauer K. 2008. Formation of Streptococcus pneumoniae
non-phase-variable colony variants is due to increased mutation fre-
quency present under biofilm growth conditions. J Bacteriol 190:
6330 – 6339. https://doi.org/10.1128/JB.00707-08.

19. Manso AS, Chai MH, Atack JM, Furi L, De Ste Croix M, Haigh R,
Trappetti C, Ogunniyi AD, Shewell LK, Boitano M, Clark TA, Korlach J,
Blades M, Mirkes E, Gorban AN, Paton JC, Jennings MP, Oggioni MR.
2014. A random six-phase switch regulates pneumococcal virulence

via global epigenetic changes. Nat Commun 5:5055. https://doi.org/10
.1038/ncomms6055.

20. Li J, Li JW, Feng Z, Wang J, An H, Liu Y, Wang Y, Wang K, Zhang X, Miao
Z, Liang W, Sebra R, Wang G, Wang WC, Zhang JR. 2016. Epigenetic
switch driven by DNA inversions dictates phase variation in Streptococ-
cus pneumoniae. PLoS Pathog 12:e1005762. https://doi.org/10.1371/
journal.ppat.1005762.

21. Loenen WA, Dryden DT, Raleigh EA, Wilson GG. 2014. Type I restriction
enzymes and their relatives. Nucleic Acids Res 42:20 – 44. https://doi.org/
10.1093/nar/gkt847.

22. Weiserová M, Ryu J. 2008. Characterization of a restriction modifica-
tion system from the commensal Escherichia coli strain A0 34/86
(O83:K24:H31). BMC Microbiol 8:106. https://doi.org/10.1186/1471
-2180-8-106.

23. Sitaraman R, Dybvig K. 1997. The hsd loci of Mycoplasma pulmonis:
organization, rearrangements and expression of genes. Mol Microbiol
26:109 –120. https://doi.org/10.1046/j.1365-2958.1997.5571938.x.

24. Waldron DE, Lindsay JA. 2006. Sau1: a novel lineage-specific type I
restriction-modification system that blocks horizontal gene transfer into
Staphylococcus aureus and between S. aureus isolates of different lin-
eages. J Bacteriol 188:5578 –5585. https://doi.org/10.1128/JB.00418-06.

25. Tettelin H, Nelson KE, Paulsen IT, Eisen JA, Read TD, Peterson S, Heidel-
berg J, DeBoy RT, Haft DH, Dodson RJ, Durkin AS, Gwinn M, Kolonay JF,
Nelson WC, Peterson JD, Umayam LA, White O, Salzberg SL, Lewis MR,
Radune D, Holtzapple E, Khouri H, Wolf AM, Utterback TR, Hansen CL,
McDonald LA, Feldblyum TV, Angiuoli S, Dickinson T, Hickey EK, Holt IE,
Loftus BJ, Yang F, Smith HO, Venter JC, Dougherty BA, Morrison DA,
Hollingshead SK, Fraser CM. 2001. Complete genome sequence of a
virulent isolate of Streptococcus pneumoniae. Science 293:498 –506.
https://doi.org/10.1126/science.1061217.

26. Sung CK, Li H, Claverys JP, Morrison DA. 2001. An rpsL cassette, Janus, for
gene replacement through negative selection in Streptococcus pneu-
moniae. Appl Environ Microbiol 67:5190 –5196. https://doi.org/10.1128/
AEM.67.11.5190-5196.2001.

27. Trzcinski K, Thompson CM, Lipsitch M. 2003. Construction of otherwise
isogenic serotype 6B, 7F, 14, and 19F capsular variants of Streptococcus
pneumoniae strain TIGR4. Appl Environ Microbiol 69:7364 –7370. https://
doi.org/10.1128/AEM.69.12.7364-7370.2003.

28. Hammerschmidt S, Wolff S, Hocke A, Rosseau S, Müller E, Rohde M. 2005.
Illustration of pneumococcal polysaccharide capsule during adherence
and invasion of epithelial cells. Infect Immun 73:4653– 4667. https://doi
.org/10.1128/IAI.73.8.4653-4667.2005.

29. Romero-Steiner S, Pilishvili T, Sampson JS, Johnson SE, Stinson A, Car-
lone GM, Ades EW. 2003. Inhibition of pneumococcal adherence to
human nasopharyngeal epithelial cells by anti-PsaA antibodies. Clin
Diagn Lab Immunol 10:246 –251. https://doi.org/10.1128/CDLI.10.2.246
-251.2003.

30. Wren JT, Blevins LK, Pang B, King LB, Perez AC, Murrah KA, Reimche JL,
Alexander-Miller MA, Swords WE. 2014. Influenza A virus alters pneumo-
coccal nasal colonization and middle ear infection independently of
phase variation. Infect Immun 82:4802– 4812. https://doi.org/10.1128/IAI
.01856-14.

31. Kietzman CC, Gao G, Mann B, Myers L, Tuomanen EI. 2016. Dynamic
capsule restructuring by the main pneumococcal autolysin LytA in
response to the epithelium. Nat Commun 7:10859. https://doi.org/10
.1038/ncomms10859.

32. Weiser JN. 1998. Phase variation in colony opacity by Streptococcus
pneumoniae. Microb Drug Resist 4:129 –135. https://doi.org/10.1089/
mdr.1998.4.129.

33. Hava DL, Camilli A. 2002. Large-scale identification of serotype 4 Strep-
tococcus pneumoniae virulence factors. Mol Microbiol 45:1389 –1406.
https://doi.org/10.1046/j.1365-2958.2002.03106.x.

34. Chewapreecha C, Harris SR, Croucher NJ, Turner C, Marttinen P, Cheng L,
Pessia A, Aanensen DM, Mather AE, Page AJ, Salter SJ, Harris D, Nosten
F, Goldblatt D, Corander J, Parkhill J, Turner P, Bentley SD. 2014. Dense
genomic sampling identifies highways of pneumococcal recombination.
Nat Genet 46:305–309. https://doi.org/10.1038/ng.2895.

35. Geno KA, Gilbert GL, Song JY, Skovsted IC, Klugman KP, Jones C,
Konradsen HB, Nahm MH. 2015. Pneumococcal capsules and their types:
past, present, and future. Clin Microbiol Rev 28:871– 899. https://doi.org/
10.1128/CMR.00024-15.

Phase-Locked Pneumococcal Variants

November/December 2017 Volume 2 Issue 6 e00386-17 msphere.asm.org 13

https://doi.org/10.1016/S0140-6736(09)61114-4
https://doi.org/10.1016/S0140-6736(09)61114-4
https://doi.org/10.1016/S1473-3099(04)00938-7
https://doi.org/10.1586/erv.12.53
https://doi.org/10.1586/erv.12.53
https://doi.org/10.1016/S0923-2508(00)00175-3
https://doi.org/10.1016/S0923-2508(00)00175-3
https://doi.org/10.1093/clinids/14.4.801
https://doi.org/10.1016/S0140-6736(13)60222-6
https://doi.org/10.1016/S0140-6736(13)60222-6
https://doi.org/10.1016/S0140-6736(09)61204-6
https://doi.org/10.1016/S0140-6736(09)61204-6
https://doi.org/10.1128/IAI.73.10.6945-6951.2005
https://doi.org/10.1128/IAI.69.9.5430-5439.2001
https://doi.org/10.1086/514205
https://doi.org/10.1086/514205
https://doi.org/10.1128/JCM.01990-10
https://doi.org/10.1128/CMR.15.2.167-193.2002
https://doi.org/10.1128/CMR.15.2.167-193.2002
https://doi.org/10.1128/JB.188.7.2325-2335.2006
https://doi.org/10.1128/JB.188.7.2325-2335.2006
https://doi.org/10.1128/JB.01369-06
https://doi.org/10.1128/JB.00707-08
https://doi.org/10.1038/ncomms6055
https://doi.org/10.1038/ncomms6055
https://doi.org/10.1371/journal.ppat.1005762
https://doi.org/10.1371/journal.ppat.1005762
https://doi.org/10.1093/nar/gkt847
https://doi.org/10.1093/nar/gkt847
https://doi.org/10.1186/1471-2180-8-106
https://doi.org/10.1186/1471-2180-8-106
https://doi.org/10.1046/j.1365-2958.1997.5571938.x
https://doi.org/10.1128/JB.00418-06
https://doi.org/10.1126/science.1061217
https://doi.org/10.1128/AEM.67.11.5190-5196.2001
https://doi.org/10.1128/AEM.67.11.5190-5196.2001
https://doi.org/10.1128/AEM.69.12.7364-7370.2003
https://doi.org/10.1128/AEM.69.12.7364-7370.2003
https://doi.org/10.1128/IAI.73.8.4653-4667.2005
https://doi.org/10.1128/IAI.73.8.4653-4667.2005
https://doi.org/10.1128/CDLI.10.2.246-251.2003
https://doi.org/10.1128/CDLI.10.2.246-251.2003
https://doi.org/10.1128/IAI.01856-14
https://doi.org/10.1128/IAI.01856-14
https://doi.org/10.1038/ncomms10859
https://doi.org/10.1038/ncomms10859
https://doi.org/10.1089/mdr.1998.4.129
https://doi.org/10.1089/mdr.1998.4.129
https://doi.org/10.1046/j.1365-2958.2002.03106.x
https://doi.org/10.1038/ng.2895
https://doi.org/10.1128/CMR.00024-15
https://doi.org/10.1128/CMR.00024-15
msphere.asm.org


36. Basavanna S, Khandavilli S, Yuste J, Cohen JM, Hosie AH, Webb AJ,
Thomas GH, Brown JS. 2009. Screening of Streptococcus pneumoniae
ABC transporter mutants demonstrates that LivJHMGF, a branched-
chain amino acid ABC transporter, is necessary for disease pathogenesis.
Infect Immun 77:3412–3423. https://doi.org/10.1128/IAI.01543-08.

37. Kovács M, Halfmann A, Fedtke I, Heintz M, Peschel A, Vollmer W,
Hakenbeck R, Brückner R. 2006. A functional dlt operon, encoding
proteins required for incorporation of D-alanine in teichoic acids in
gram-positive bacteria, confers resistance to cationic antimicrobial pep-
tides in Streptococcus pneumoniae. J Bacteriol 188:5797–5805. https://
doi.org/10.1128/JB.00336-06.

38. Bergmann S, Hammerschmidt S. 2006. Versatility of pneumococcal sur-

face proteins. Microbiology 152:295–303. https://doi.org/10.1099/mic.0
.28610-0.

39. Whitby PW, Morton DJ, Stull TL. 1998. Construction of antibiotic resis-
tance cassettes with multiple paired restriction sites for insertional
mutagenesis of Haemophilus influenzae. FEMS Microbiol Lett 158:
57– 60. https://doi.org/10.1111/j.1574-6968.1998.tb12800.x.

40. Yother J, McDaniel LS, Briles DE. 1986. Transformation of encapsulated
Streptococcus pneumoniae. J Bacteriol 168:1463–1465. https://doi.org/
10.1128/jb.168.3.1463-1465.1986.

41. Livak KJ, Schmittgen TD. 2001. Analysis of relative gene expression data
using real-time quantitative PCR and the 2(-Delta Delta C(t)) method.
Methods 25:402– 408. https://doi.org/10.1006/meth.2001.1262.

Oliver et al.

November/December 2017 Volume 2 Issue 6 e00386-17 msphere.asm.org 14

https://doi.org/10.1128/IAI.01543-08
https://doi.org/10.1128/JB.00336-06
https://doi.org/10.1128/JB.00336-06
https://doi.org/10.1099/mic.0.28610-0
https://doi.org/10.1099/mic.0.28610-0
https://doi.org/10.1111/j.1574-6968.1998.tb12800.x
https://doi.org/10.1128/jb.168.3.1463-1465.1986
https://doi.org/10.1128/jb.168.3.1463-1465.1986
https://doi.org/10.1006/meth.2001.1262
msphere.asm.org

	RESULTS
	Pneumococcal hsdS genetic loci. 
	Creation of S. pneumoniae TIGR4 hsdS variants. 
	Impact of individual hsdS alleles on colony phenotype. 
	The phase phenotype did not affect adherence to human epithelial cells. 
	Opaque-phenotype variants had diminished biofilm formation. 
	Colonization, persistence, and virulence of phase-locked mutants. 
	Phase-locked variants maintained phenotype for 2 weeks in vivo. 
	HsdS-dependent changes in gene expression. 

	DISCUSSION
	MATERIALS AND METHODS
	Pneumococcal culture conditions. 
	Construction of six recombinant hsdS alleles. 
	Construction of recombinant hsdS genetic constructs. 
	Pneumococcal transformations. 
	Colony phase determination. 
	Biofilm formation. 
	ELISA. 
	Antiserum adsorption. 
	Mouse infection studies. 
	Gene expression analyses. 
	Real-time PCR. 
	Accession number(s). 

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

