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Simple Summary: Patients who were infected with Streptococcus agalactiae (ST1) were mainly
associated with asymptomatic carriage. However, the invasive diseases in non-pregnant adults
caused by S. agalactiae (serotype V, ST1) have increased recently. We have previously reported that
human-derived S. agalactiae (serotype V, ST1) could infect tilapia with virulence and pathologic
characteristics similar to highly virulent tilapia-derived S. agalactiae (ST7) strains. The potential risk
of cross-species infection cannot be ignored. Therefore, our research provided a multi-omics analysis
of the human-derived serotype V ST1 S. agalactiae strains, which were virulent and non-virulent to
tilapia and provided a more comprehensive understanding of the virulence mechanism.

Abstract: Our previous study showed that human-derived Streptococcus agalactiae (serotype V) could
infect tilapia, but the mechanism underlying the cross-species infection remains unrecognized. In this
study, a multi-omics analysis was performed on human-derived S. agalactiae strain NNA048 (virulent
to tilapia, serotype V, ST1) and human-derived S. agalactiae strain NNA038 (non-virulent to tilapia,
serotype V, ST1). The results showed that 907 genes (504 up/403 down) and 89 proteins (51 up/38
down) were differentially expressed (p < 0.05) between NNA038 and NNA048. Among them, 56 genes
(proteins) were altered with similar trends at both mRNA and protein levels. Functional annotation
of them showed that the main differences were enriched in the arginine deiminase system signaling
pathway and biotin metabolism signaling pathway: gdhA, glnA, ASL, ADI, OTC, arcC, FabF, FabG,
FabZ, BioB and BirA genes may have been important factors leading to the pathogenicity differences
between NNA038 and NNA048. We aimed to provide a comprehensive analysis of the human-derived
serotype V ST1 S. agalactiae strains, which were virulent and non-virulent to tilapia, and provide a
more comprehensive understanding of the virulence mechanism.

Keywords: Streptococcus agalactiae; Oreochromis niloticus; cross-species infection; transcriptome;
proteome

1. Introduction

Streptococcus agalactiae not only causes pneumonia and meningitis in humans, but also causes
streptococcosis in farmed tilapia [1–3]. However, some zoonotic/multi-host lineages have emerged
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recently, increasing the risk of foodborne and zoonotic infections [4–6]. Patients who were infected
with S. agalactiae (ST1) were mainly associated with asymptomatic carriage, but the invasive diseases in
non-pregnant adults caused by S. agalactiae (serotype V, ST1) have increased recently [7–10]. We have
previously reported that human-derived serotype V, ST1 S. agalactiae could infect tilapia, [5] which has
similar virulence and pathologic characteristics to highly virulent tilapia-derived S. agalactiae (ST7)
strains [11]. The potential risk of cross-host infection cannot be ignored.

Studies on human-derived S. agalactiae using molecular biology techniques have identified proteins
associated with the virulence of S. agalactiae, including sialic acid-rich capsular polysaccharides [12],
fibronectin-binding proteins [13], pili [14], serine rich chromatin repeat protein [15], fibrinogen-binding
protein [16], hyaluronan lyase [17], β-hemolysin/cytolysin [18], cAMP factor [19], complement C5a
peptidase [20], and superoxide dismutase [21]. With the development of sequencing technologies,
gene annotation of fish-derived S. agalactiae virulent strains has gradually been completed in whole or
in part [22–25]. Genome-wide studies are beginning to gain functional applications in the control and
prevention of diseases in teleosts fish [26]. When compared with human-derived genomes, the key
virulence factors of fish-derived S. agalactiae were different. However, different serotypes of S. agalactiae
from the same host have different key virulence factors [25–28]. Therefore, the virulence mechanism of
the cross-species infection of human-derived serotype V, ST1 S. agalactiae may be quite different from
the previous studies, and needs further investigation.

Previous virulence tests showed that human-derived S. agalactiae NNA048 (serotype V, ST1)
was virulent to tilapia (LD50 = 2.66 × 105 cfu/fish), while human-derived S. agalactiae NNA038
was completely non-pathogenic to tilapia [5]. A histopathological section showed NNA048 caused
degeneration and necrosis in various tissues, while no lesions were found in tse tilapia being challenged
with NNA038. The main differences between NNA048 and NN1038 in the genome were the phage
sequences: NNA048 specificcally possesses an intact phage sequence which encodes 68 proteins [11].
Based on this, a multi-omics analysis was performed to investigate the differences in mRNA and protein
levels between NNA048 and NNA038, with the aim to provide a more comprehensive understanding
of the virulence mechanism.

2. Methods

2.1. Bacterial Strains

The S. agalactiae strains NNA038 (serotype V, ST1) and NNA048 (serotype V, ST1) were isolated
from two female patients with typical clinical and pathogenic characteristics of a premature rupture
of fetal membranes in 2014 (Guangxi, China). The stored strains were removed from a −80 ◦C
environment, and cultured on the blood agar plate at 30 ◦C for 24 h. Then, a single colony was picked
up and inoculated into 10 mL of TSB medium, shaken and cultivated at 30 ◦C for 12 h, repeated twice.
The bacterial density was calculated (CFU mL−1) by the flat colony counting method.

The healthy experimental tilapia were provided by National Tilapia Seed Farm (Nanning, Guangxi,
China), and were similar in shape, with average weight of 400 ± 15.10 g. The fish were monitored
in a sterile plastic tank with a recirculation system and biofilters for one month before the virulence
test. During this period, we randomly selected one fish/day for bacteriological analysis. All fish were
negative for S. agalactiae infection.

2.2. Virulence Test

A total of 36 fish were randomly selected from the tank. Among them, 12 fish were treated as a
virulent group, which were challenged with NNA048 (109 CFU/fish). Twelve fish were treated as an
avirulent group, which were challenged with NNA038 (109 CFU/fish). Twelve fish were treated as a
blank control group, which were challenged with an equivalent amount of sterile PBS. Briefly, the fish
were anesthetized with 10 mg L−1 of MS-222 (Sigma-Aldrich), and when the fish showed no stress
response they were challenged with NNA048, NNA038 or PBS, respectively. Then, the three groups
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were monitored in individual tanks. When the challenge groups appeared dead, all the experimental
fishes were executed, and the brain tissues were sampled for bacteriological analysis.

Animal experiments were conducted in strict accordance with the “Chinese animal experiment
ethical inspection”, under project licence number: GXU2015039, and approved by the Guangxi
University, CHINA.

2.3. RNA-Sequencing

Refer to our previous study [29], the cultured strains were stored in TRizol and transported with
liquid nitrogen. RNA sequencing was performed by Novogene Co, LTD (Beijing, China). The total
RNA was extracted by RNAiso Plus (Takara Bio, Beijing, China). After detection of the purity,
concentration and integrality, 3 µg of each RNA sample was used for sequencing library generation,
with the NEBNext® Ultra™ Directional RNA Library Prep Kit for Illumina® (NEB, Ipswich, MA,
USA) [30]. Briefly, the mRNA was obtained by removing the rRNA. Then, the mRNA was fragmented
and used as a template to generate the double-strand cDNA (random hexamer primer, M-MuLV
Reverse Transcriptase, DNA Polymerase I and RNase H). Special adaptors were added to the fragments,
which were then purified with the AMPure XP system. The selected cDNA fragments were amplified
by PCR. The final library was obtained after purification and quality checking.

2.4. Data Analysis of the Transcripts

After removing the unqualified reads from the raw data, clean reads were obtained and mapped
to the reference genome (NCBI, Accession NO.NZ_CP011325.1) by using STAR (v2.5.1b). The reads
numbers of each gene were calculated by HTSeq v0.6.1 [31], and measured with FPKM numbers [32].
DESeq R package (1.18.0) provided a differential expression analysis of the two groups, and genes
with an adjusted p-value < 0.05 were assigned as differentially expressed (adjusted with Benjamini and
Hochberg’s approach) [33]. The statistical DEGs were annotated and enriched by Gene Ontology and
KEGG databases, which were performed by GOseq [34] and KOBAS v2.0 [35], respectively.

The raw data’s accession numbers were <SRR7829616> and <SRR7830599> for NNA038 and
NNA048, respectively (NCBI).

2.5. Protein Extraction and Peptide Preparation

The strain samples were lysed in the glass homogenizer individually with 1 mL of lysis buffer
(50mM Tris buffer, 8M Urea, 1%SDS, pH = 8). The homogenate was disrupted by ultrasonic,
then centrifuged at 12,000 g for 15 min at 4 ◦C. The supernatant was mixed with four volumes of 10 mM
DTT in cold acetone (10%), after determining the protein concentration (Bradford assay). Static settled
at −20 ◦C for 2 h. The sediments were collected after centrifugation, washed twice with cold acetone
and dissolved in the buffer (50 mM Tris buffer, 8 M Urea, pH = 8).

After trypsin digestion, the peptide was desalted with a C18 cartridge to remove the high urea,
and the desalted peptides were dried by vacuum centrifugation.

2.6. iTRAQ Labeling, HPLC Fractionation and LC-MS/MS Analysis

The desalted peptides were labeled with iTRAQ reagents by iTRAQ® Reagent-8PLEX Multiplex
Kit (Sigma). Differently labeled peptides were mixed as one sample, and desalted in 100 mg SCX
columns. The desalted mix was fractionated by a C18 column on a Rigol L3000 HPLC operating at
1ml/min. The gradient elution column consisted of Mobile phases A (2% acetonitrile, 20 mM NH4FA,
pH = 10.0) and B (98% acetonitrile, 20 mM NH4FA, pH = 10.0) and set as: 3%–8% B, 5 min; 8%–18% B,
12 min; 18%–32% B, 11 min; 32%–45% B, 7 min; 45%–80% B, 3 min; 80% B, 5 min; 80%–5%, 0.1 min, 5% B,
7 min. The eluent was collected once per minute and merged to 15 fractions, then dried under a vacuum
and reconstituted in acetonitrile water for LC-MS/MS analyses (Easy nanoLC 1200, Q Exactive HF-X).
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2.7. The Identification and Quantitation of Protein

Proteome Discoverer2.2 software was used to search the resulting spectra of each fraction
from the “Run2_Streptococcus_agalactiae_GCF_001190805.1_ASM119080v1_protein.fasta” database
(mass tolerance: precursor ion scans, 10 ppm; product ion scans, 0.02 Da). Carbamidomethyl was used
as the fixed modification, while oxidation of methionine, acetylation of the N-terminus and iTRAQ
8-plex of tyrosine and lysine were used as variable modifications (miscleavage sites ≤ 2).

Reporter Quantification (iTRAQ 8-plex) was used for iTRAQ quantification. The protein
quantitation results with p < 0.05 and |log2FC| >1.2 (ratio > 1.2 or ratio < 0.83 (fold change, FC)) were
defined as differentially expressed proteins (DEP) (Mann–Whitney Test).

The raw data of mass spectrometry used dataset identifier < PXD011206> (ProteomeXchange Datasets).

2.8. Data Analysis of Proteome

InterProScan 5 was used to classify the functions of the DEPs by searching the GO, InterPro,
COG and KEGG databases [36]. STRING-db was used to predict the interactions of the proteins [37].
The enrichments were performed by pipelines [38].

2.9. Real-Time Quantitative PCR (RT-qPCR)

The target genes were predicted to be associated with virulence. RT-qPCR was used to compare
the expression levels of the target genes between NNA038 and NNA048. Primer Premier (Ver. 5.0) was
used to design the specific primers of the target genes, and recA [39] gene was used as the reference
gene. The total RNA was extracted from the culture strains by RNAiso Plus (Takara Bio, Beijing),
then the reverse transcription and Real-time qPCR were performed by PrimeScript™ RT reagent Kit
(Takara Bio, Beijing, China). The expression level was determined as a relative expression to recA
using the 2(-∆∆C(T)) method.

3. Results

3.1. Virulence Test

The results showed that NNA048 was virulent and NNA038 was avirulent to tilapia, which was
consistent with our previous studies [11].

3.2. Statistic Analysis of the Multi-Omics Profiles

In RNA-seq profiles, a total of 47,985,674 raw reads (10,999,064 and 12,442,108 for NNA038 as well
as 12,287,016 and 12,257,486 for NNA048, respectively) were generated. After removing the unqualified
reads, 47,435,932 clean reads were obtained. Approximately 92.15% (89.61%–96.70%) of the mapped
reads were acquired from the RNA-seq experiment, of which 90.76% (86.88%–95.45%) were mapped
to unique genomic locations (Figure 1). A total of 907 genes (504 up/403 down) (Figure 2A) and 89
proteins (51 up/38 down) (Figure 2B) were significantly altered (p < 0.05) in the NNA038 vs NNA048
group. Among them, 56 proteins were significantly altered with similar trends at both mRNA and
protein levels (Figure 2C). Functional annotation of them showed that they were mainly enriched in the
biosynthesis of amino acids, fatty acid metabolism and pyrimidine metabolism pathways (Figure 2D).

3.3. Functional Annotation of DEGs and DEPs

The differentially expressed genes and proteins between NNA038 and NNA048 were annotated
and enriched by GO and KEGG databases. By GO analysis, DEGs were mainly enriched in the organonitrogen
compound metabolic process, the small molecule metabolic process and the organonitrogen compound
metabolic process. The DEPs were mainly enriched in nitrogen compound transport, isomerase activity
and catalytic activity. By KEGG pathway analysis, the DEGs were mainly enriched in oxidative
phosphorylation, a biosynthesis of antibiotics and fatty acid metabolism. The DEPs were mainly
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enriched in a biosynthesis of amino acids, fructose and mannose metabolism, arginine biosynthesis
and biotin metabolism.Animals 2019, 9, x FOR PEER REVIEW 5 of 12 
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Among the enriched signaling pathways, the arginine biosynthesis and biotin metabolism
pathways were significantly enriched, and considered to be an important reason for the significant
difference between NNA038 and NNA048 in the pathogenicity of tilapia (Figure 3A).
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3.4. RT-qPCR

RT-qPCR was used to verify the expression levels of the target genes between NNA038 and
NNA048. The target genes in arginine biosynthesis and biotin metabolism signaling pathways were
verified in Figures 3 and 4, respectively. The relative expression of the target genes were significantly
different between NNA038 and NNA048, which has similar alteration trends to the multi-omics results.
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4. Discussion

As a multi-host infectious pathogen, the risk of cross-host infection of GBS has been widely
concerning [5,40–45]. It had been reported that human-derived S. agalactiae (ST23, ST7, ST19 and ST17)
could infect fish, causing invasive disease and even death [4,27,28,46,47]. In addition, the consumption
of raw fish has caused invasive streptococcosis in humans [6]. The streptococcosis could outbreak
in a short time by spreading through water and densely farmed fish. At present, the treatment for
streptococcosis in aquaculture is mainly dependent on antibiotics. However, this causes water pollution
and resistant strains, which leads to a vicious circle. The cross-species infection between humans and
fish poses a serious threat to human health. Hetron et al. have provided an overview of the progress
and prospects of functional genomics based on conventional single gene sequencing, cloning and
characterization together with HTS in the prevention and control of fish diseases in aquaculture,
which showed that genomics studies made a great contribution in the prevention and control of fish
diseases in aquaculture [26]. It has been reported that the proportion of infection caused by serotype
V, ST1 S. agalactiae in non-pregnant adults has increased, which may cause infant death [7–10,48,49].
Therefore, the highly virulent strains which could spread across species need to be a higher concern.
Human-derived S. agalactiae NNA048 and NNA038 (Serotype V, ST1) could both infect tilapia, but the
pathogenicity was quite different. Genome study showed that there were major differences in phage
sequences, NNA048 specificcally possesses an intact phage sequence which is encoded with 68
proteins [11]. In this study, 56 proteins were significantly differentially expressed between NNA048 and
NNA038 with similar alteration trends at both mRNA and protein levels by multi-omics analysis. These
DEGs and DEPs may be closely associated with the pathogenicity of the strains. Functional analysis of
them will provide a comprehensive understanding of the virulence mechanism.
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The gastrointestinal tract is the main route for a S. agalactiae infection. When a pathogen invades
the host through the gastrointestinal tract, it must first adapt to the acidic conditions and survive
in the stomach to start its infectious cycle [50,51]. Acid resistance is an important factor affecting
bacterial pathogenicity. The arginine deiminase system (ADS) of the bacteria allows the bacteria to
survive potentially lethal acidification through production of ammonia to raise the environmental
pH value [51]. Curran et al. found that the ADS in mutans streptococci could protect it against acid
damage [52]. Xiong et al. also found that ADS could help Laribacter hongkongensis survive in the hostile
acidic environment of the stomach [53]. ADS consists of three enzymes: arginine deiminase, ornithine
carbamoyltransferase and carbamate kinase [52]. The ADS-encoded genes are commonly organized as
an operon, a lot of genes have been found associated with the ADS functions, but the arrangement and
components differ among species [54–58]. In this study, we have identified some over-expressed genes
which are homologous to the published S. agalactiae ADS-encoding genes. These genes were predicted
to participate in ADS functions. The results showed that the ASL, ADI, gdhA, glnA and arcC genes were
significantly down-regulated in NNA048, while OTC encoding genes were up-regulated in NNA048,
which leads to ornithine carbamoyltransferase and carbamate kinase having significantly higher
expression in NNA048. Therefore, NNA048 could provide more ATP for growth and proliferation
derived from catabolism of arginine to ornithine, CO2, and NH3. In addition, the high concentration of
ammonia is toxic to most fish because exposure of the brain to elevated ammonia concentrations leads
to a wide range of neuro-cognitive deficits, intellectual disabilities, coma and death [49], which are the
typical symptoms of GBS diseases [59]. The differences in ADS pathways may be the key cause of the
difference between the pathogenicity of NNA038 and NNA048.

The synthesis of fatty acids is necessary because the bacterial fatty acids are important cellular
components, such as the cell membrane [60]. Fatty acid biosynthesis in bacteria is carried out by the
type II fatty acid synthase (FAS) system, which consists of four basic reactions. Each of the reactions is
performed by discrete enzymes, which are highly specific to different species of bacteria [61]. We have
shown that FabF, FabG and FabZ homologous genes in fatty acid metabolic signaling pathways are
differentially expressed in NNA038 and NNA048. The enzymes encoded by these genes catalyze one
of the reactions in the type II FAS system [62–64]. The differential expression of these coding genes
leads to significant down-regulation of FabF and FabG proteins, and significant up-regulation of FabZ
protein in NNA048. These changes affect the downstream biotin metabolic signaling pathway because
the biotin synthase BioB and biotin operon repressor BirA genes are significantly down-regulated in
NNA038, which affects the synthesis of biotin [65,66]. Biotin, a water-soluble vitamin of the B complex,
functions as a cofactor of carboxylases that catalyzes an indispensable cellular metabolism. Studies have
shown that biotin deficiency up-regulates TNF-alpha production in murine macrophages, which affects
the cytoactive of macrophages [67]. It has been shown that GBS can survive for a long time after being
phagocytosed by phagocytic cells such as macrophages and neutrophils [67–69], thereby escaping the
killing effect of active antibacterial molecules in the blood [12,50,69]. Therefore, the differences in fatty
acid metabolic pathways lead to differences in the growth and proliferation abilities of NNA038 and
NNA048, which ultimately leads to differences in pathogenicity to tilapia. FabF, FabG, FabZ, BioB and
BirA genes might be the important genomics-driven targets for antibacterial drug discovery.

5. Conclusions

In this study, a multi-omics analysis was performed on a highly virulent human-derived S. agalactiae
strain NNA048 (serotype V, ST1) and avirulent strain NNA038 (serotype V, ST1). We have elucidated
the differences between the two strains at both the mRNA and protein levels. The differences in fatty
acid metabolic pathways (FabF, FabG, FabZ, BioB and BirA) and the arginine deiminase system (gdhA,
glnA, ASL, ADI, OTC and arcC) may lead to the differences in pathogenicity to tilapia among the two
strains. This study provided a more comprehensive understanding of the virulence mechanism of the
human-derived serotype V, ST1 S. agalactiae strains, and some potential targets for antibacterial drug
discovery were identified.



Animals 2020, 10, 849 9 of 12

Author Contributions: Conceptualization, M.C.; Methodology, L.L. and Z.L.; Investigation, Y.L. and L.L.; Formal
analysis, Y.L.; Data curation, R.W.; Writing, Y.L.; Visualization, T.H., W.L., and Q.G.; Supervision, F.Y. All authors
have read and agreed to the published version of the manuscript.

Funding: This work was supported by National Natural Science Foundation of China (Grant no. 31460695),
Guangxi innovation driven development special funds (Grant no. AA17204081-3), Guangxi Natural Science
Foundation (Grant no. 2016GXNSFDA380020).

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

References

1. Christensen, K.K.; Svenningsen, N.; Dahlander, K.; Ingemarsson, E.; Lindén, V.; Christensen, P. Relation
between neonatal pneumonia and maternal carriage of group B streptococci. Scand. J. Infect. Dis. 1982, 14,
261–266. [CrossRef] [PubMed]

2. Baker, C.J.; Kasper, D.L. Immunological investigation of infants with septicemia or meningitis due to group
b Streptococcus. J. Infect. Dis. 1977, 136, S98–S104. [CrossRef] [PubMed]

3. Chen, M.; Li, L.P.; Wang, R.; Liang, W.W.; Huang, Y.; Li, J.; Lei, A.Y.; Huang, W.Y.; Gan, X. PCR detection and
PFGE genotype analyses of streptococcal clinical isolates from tilapia in China. Vet. Microbiol. 2012, 159,
526–530. [CrossRef] [PubMed]

4. Liu, G.; Zhang, W.; Lu, C. Comparative genomics analysis of Streptococcus agalactiae reveals that isolates from
cultured tilapia in China are closely related to the human strain a909. BMC Genom. 2013, 14, 775. [CrossRef]
[PubMed]

5. Chen, M.; Wang, R.; Luo, F.G.; Huang, Y.; Liang, W.W.; Huang, T.; Lei, A.Y.; Gan, X.; Li, L.P.
Streptococcus agalactiae isolates of serotypes ia, iii and v from human and cow are able to infect tilapia.
Vet. Microbiol. 2015, 180, 129–135. [CrossRef] [PubMed]

6. Rajendram, P.; Mar Kyaw, W.; Leo, Y.S.; Ho, H.; Chen, W.K.; Lin, R.; Pratim, P.; Badaruddin, H.; Ang, B.;
Barkham, T.; et al. Group b Streptococcus sequence type 283 disease linked to consumption of raw fish,
Singapore. Emerg. Infect. Dis. 2016, 22, 1974–1977. [CrossRef] [PubMed]

7. Jiang, H.; Chen, M.; Li, T.; Liu, H.; Gong, Y.; Li, M. Molecular characterization of Streptococcus agalactiae
causing community-and hospital-acquired infections in Shanghai, China. Front. Microbiol. 2016, 7, 1308.
[CrossRef]

8. Phares, C.R.; Lynfield, R.; Farley, M.M.; Mohle-Boetani, J.; Harrison, L.H.; Petit, S.; Craig, A.S.; Schaffner, W.;
Zansky, S.M.; Gershman, K.; et al. Epidemiology of invasive group b streptococcal disease in the United
States, 1999–2005. JAMA 2008, 299, 2056. [CrossRef]

9. Teatero, S.; McGeer, A.; Low, D.E.; Li, A.; Demczuk, W.; Martin, I.; Fittipaldi, N. Characterization of invasive
group b Streptococcus strains from the greater Toronto area, Canada. J. Clin. Microbiol. 2014, 52, 1441–1447.
[CrossRef]

10. Zadoks, R.N.; Middleton, J.R.; McDougall, S.; Katholm, J.; Schukken, Y.H. Molecular epidemiology of mastitis
pathogens of dairy cattle and comparative relevance to humans. J. Mammary Gland Biol. 2011, 16, 357–372.
[CrossRef]

11. Wang, R.; Li, L.P.; Huang, T.; Lei, A.Y.; Huang, Y.; Luo, F.G.; Wang, D.Y.; Huang, W.Y.; Chen, M.; Huang, J.
Genomic comparison of virulent and non-virulent serotype V ST1 Streptococcus agalactiae in fish. Vet. Microbiol.
2017, 207, 164–169. [CrossRef] [PubMed]

12. Liu, G.Y.; Nizet, V. Extracellular virulence factors of group B Streptococci. Front. Biosci. 2004, 9, 1794–1802.
[CrossRef] [PubMed]

13. Franken, C.; Haase, G.; Brandt, C.; Weber-Heynemann, J.; Martin, S.; Lämmler, C.; Podbielski, A.; Lütticken, R.;
Spellerberg, B. Horizontal gene transfer and host specificity of beta-haemolytic streptococci: The role of a
putative composite transposon containing scpB and lmb. Mol. Microbiol. 2001, 41. [CrossRef] [PubMed]

14. Lauer, P.; Rinaudo, C.D.; Soriani, M.; Margarit, I.; Maione, D.; Rosini, R.; Taddei, A.R.; Mora, M.; Rappuoli, R.;
Grandi, G.; et al. Genome analysis reveals pili in group b Streptococcus. Science 2005, 309, 105. [CrossRef]

15. Samen, U.; Eikmanns, B.J.; Reinscheid, D.J.; Borges, F. The surface protein Srr-1 of Streptococcus agalactiae
binds human keratin 4 and promotes adherence to epithelial HEp-2 cells. Infect. Immun. 2007, 75, 5405–5414.
[CrossRef]

http://dx.doi.org/10.3109/inf.1982.14.issue-4.03
http://www.ncbi.nlm.nih.gov/pubmed/6761853
http://dx.doi.org/10.1093/infdis/136.Supplement.S98
http://www.ncbi.nlm.nih.gov/pubmed/70493
http://dx.doi.org/10.1016/j.vetmic.2012.04.035
http://www.ncbi.nlm.nih.gov/pubmed/22677479
http://dx.doi.org/10.1186/1471-2164-14-775
http://www.ncbi.nlm.nih.gov/pubmed/24215651
http://dx.doi.org/10.1016/j.vetmic.2015.07.033
http://www.ncbi.nlm.nih.gov/pubmed/26255553
http://dx.doi.org/10.3201/eid2211.160252
http://www.ncbi.nlm.nih.gov/pubmed/27767905
http://dx.doi.org/10.3389/fmicb.2016.01308
http://dx.doi.org/10.1001/jama.299.17.2056
http://dx.doi.org/10.1128/JCM.03554-13
http://dx.doi.org/10.1007/s10911-011-9236-y
http://dx.doi.org/10.1016/j.vetmic.2017.06.007
http://www.ncbi.nlm.nih.gov/pubmed/28757019
http://dx.doi.org/10.2741/1296
http://www.ncbi.nlm.nih.gov/pubmed/14977587
http://dx.doi.org/10.1046/j.1365-2958.2001.02563.x
http://www.ncbi.nlm.nih.gov/pubmed/11532154
http://dx.doi.org/10.1126/science.1111563
http://dx.doi.org/10.1128/IAI.00717-07


Animals 2020, 10, 849 10 of 12

16. Gutekunst, H.; Eikmanns, B.J.; Reinscheid, D.J. The novel fibrinogen-binding protein FbsB promotes
Streptococcus agalactiae invasion into epithelial cells. Infect. Immun. 2004, 72, 3495–3504. [CrossRef]

17. Yildirim, A.O.; Fink, K.; Lämmler, C. Distribution of the hyaluronate lyase encoding gene hylB and the
insertion element IS1548 in Streptococci of serological group B isolated from animals and humans. Res. Vet. Sci.
2002, 73, 130–135. [CrossRef]

18. Spellerberg, B.; Martin, S.; Brandt, C.; Lütticken, R. The cyl genes of Streptococcus agalactiae are involved in
the production of pigment. FEMS Microbiol. Lett. 2000, 188, 1–128. [CrossRef]

19. Podbielski, A.; Blankenstein, O.; Lütticken, R. Molecular characterization of the cfb gene encoding group B
streptococcal CAMP-factor. Med. Microbiol. Immun. 1994, 183, 239–256. [CrossRef]

20. Bohnsack, J.F.; Takahashi, S.; Hammitt, L.; Miller, D.V.; Aly, A.A.; Adderson, E.E. Genetic polymorphisms
of group B Streptococcus scpB alter functional activity of a cell-associated peptidase that inactivates C5a.
Infect. Immun. 2000, 68, 5018–5025. [CrossRef]

21. Poyart, C.; Pellegrini, E.; Gaillot, O.; Boumaila, C.; Baptista, M.; Trieu-Cuot, P. Contribution of Mn-cofactored
superoxide dismutase (SodA) to the virulence of Streptococcus agalactiae. Infect. Immun. 2001, 69, 5098–5106.
[CrossRef] [PubMed]

22. Wang, R.; Li, L.; Huang, Y.; Luo, F.; Liang, W.; Gan, X.; Huang, T.; Lei, A.; Chen, M.; Chen, L. Comparative
genome analysis identifies two large deletions in the genome of highly-passaged attenuated Streptococcus
agalactiae strain YM001 compared to the parental pathogenic strain HN016. BMC Genom. 2015, 16, 897.
[CrossRef] [PubMed]

23. Facimoto, C.T.; Chideroli, R.T.; Gonçalves, D.D.; Carmo, A.O.D.; Kalaphotakis, E.; Pereira, U.P. Whole-Genome
sequence of Streptococcus agalactiae strain S13, isolated from a fish eye from a Nile tilapia farm in Southern
Brazil. Genome Announc. 2017, 5, e00917-17. [CrossRef] [PubMed]

24. Charpentier, E. CRISPR-Cas9: How research on a bacterial RNA-guided mechanism opened new perspectives
in biotechnology and biomedicine. EMBO Mol. Med. 2015, 7, 363–365. [CrossRef]

25. Kofler, R.M.; Heinz, F.X.; Mandl, C.W. Capsid protein C of tick-borne encephalitis virus tolerates large internal
deletions and is a favorable target for attenuation of virulence. J. Virol. 2002, 76, 3534–3543. [CrossRef]

26. Munang’andu, H.M.; Jorge, G.V.; Lior, D. Teleosts genomics: Progress and prospects in disease prevention
and control. Int. J. Mol. Sci. 2018, 19, 1083. [CrossRef]

27. Delannoy, C.M.; Zadoks, R.N.; Crumlish, M.; Rodgers, D.; Lainson, F.A.; Ferguson, H.W.; Turnbull, J.;
Fontaine, M.C. Genomic comparison of virulent and non-virulent Streptococcus agalactiae in fish. J. Fish Dis.
2014, 39, 13–29. [CrossRef] [PubMed]

28. Chu, C.; Huang, P.Y.; Chen, H.M.; Wang, Y.H.; Tsai, I.A.; Lu, C.C.; Chen, C.C. Genetic and pathogenic
difference between Streptococcus agalactiae serotype Ia fish and human isolates. BMC Microbiol. 2016, 16, 175.
[CrossRef]

29. Liu, Y.; Li, L.; Huang, T.; Wang, R.; Liang, W.; Yang, Q.; Lei, A.; Chen, M. Comparative multi-omics
systems analysis reveal the glycolysis / gluconeogenesis signal pathway play an important role in virulence
attenuation in fish-derived GBS YM001. PLoS One. 2019, 14, e0221634. [CrossRef]

30. Mortazavi, A.; Williams, B.A.; McCue, K.; Schaeffer, L.; Wold, B. Mapping and quantifying mammalian
transcriptomes by RNA-Seq. Nat. Methods 2008, 5, 621–628. [CrossRef]

31. Anders, S.; Pyl, P.T.; Huber, W. HTSeq—A Python framework to work with high-throughput sequencing
data. Bioinformatics 2015, 31, 166–169. [CrossRef] [PubMed]

32. Bradley, R.K.; Li, X.Y.; Trapnell, C.; Davidson, S.; Pachter, L.; Chu, H.C.; Tonkin, L.A.; Biggin, M.D.; Eisen, M.B.
Binding site turnover produces pervasive quantitative changes in transcription factor binding between
closely related drosophila species. PLoS Biol. 2010, 8, e1000343. [CrossRef] [PubMed]

33. Wang, L.; Feng, Z.; Wang, X.; Wang, X.; Zhang, X. DEGseq: An R package for identifying differentially
expressed genes from RNA-seq data. Bioinformatics 2010, 26, 136–138. [CrossRef] [PubMed]

34. Young, M.D.; Wakefield, M.J.; Smyth, G.K.; Oshlack, A. Gene ontology analysis for RNA-seq: Accounting for
selection bias. Genome Biol. 2010, 11. [CrossRef] [PubMed]

35. Kanehisa, M.; Araki, M.; Goto, S.; Hattori, M.; Hirakawa, M.; Itoh, M.; Katayama, T.; Kawashima, S.;
Okuda, S.; Tokimatsu, T. KEGG for linking genomes to life and the environment. Nucleic Acids Res. 2007, 36,
D480–D484. [CrossRef]

http://dx.doi.org/10.1128/IAI.72.6.3495-3504.2004
http://dx.doi.org/10.1016/S0034-5288(02)00029-2
http://dx.doi.org/10.1111/j.1574-6968.2000.tb09182.x
http://dx.doi.org/10.1007/BF00198458
http://dx.doi.org/10.1128/IAI.68.9.5018-5025.2000
http://dx.doi.org/10.1128/IAI.69.8.5098-5106.2001
http://www.ncbi.nlm.nih.gov/pubmed/11447191
http://dx.doi.org/10.1186/s12864-015-2026-y
http://www.ncbi.nlm.nih.gov/pubmed/26537657
http://dx.doi.org/10.1128/genomeA.00917-17
http://www.ncbi.nlm.nih.gov/pubmed/28860260
http://dx.doi.org/10.15252/emmm.201504847
http://dx.doi.org/10.1128/JVI.76.7.3534-3543.2002
http://dx.doi.org/10.3390/ijms19041083
http://dx.doi.org/10.1111/jfd.12319
http://www.ncbi.nlm.nih.gov/pubmed/25399660
http://dx.doi.org/10.1186/s12866-016-0794-4
http://dx.doi.org/10.1371/journal.pone.0221634
http://dx.doi.org/10.1038/nmeth.1226
http://dx.doi.org/10.1093/bioinformatics/btu638
http://www.ncbi.nlm.nih.gov/pubmed/25260700
http://dx.doi.org/10.1371/journal.pbio.1000343
http://www.ncbi.nlm.nih.gov/pubmed/20351773
http://dx.doi.org/10.1093/bioinformatics/btp612
http://www.ncbi.nlm.nih.gov/pubmed/19855105
http://dx.doi.org/10.1186/gb-2010-11-2-r14
http://www.ncbi.nlm.nih.gov/pubmed/20132535
http://dx.doi.org/10.1093/nar/gkm882


Animals 2020, 10, 849 11 of 12

36. Jones, P.; Binns, D.; Chang, H.-Y.; Fraser, M.; Li, W.; McAnulla, C.; McWilliam, H.; Maslen, J.; Mitchell, A.;
Nuka, G. InterProScan 5: Genome-Scale protein function classification. Bioinformatics 2014, 30, 1236–1240.
[CrossRef] [PubMed]

37. Franceschini, A.; Szklarczyk, D.; Frankild, S.; Kuhn, M.; Simonovic, M.; Roth, A.; Lin, J.; Minguez, P.; Bork, P.;
von Mering, C.; et al. STRING V9.1: Protein-Protein interaction networks, with increased coverage and
integration. Nucleic Acids Res. 2012, 41. [CrossRef]

38. Huang, D.W.; Sherman, B.T.; Lempicki, R.A. Bioinformatics enrichment tools: Paths toward the
comprehensive functional analysis of large gene lists. Nucleic Acids Res. 2009, 37, 1–13. [CrossRef]

39. Florindo, C.; Ferreira, R.; Borges, V.; Spellerberg, B.; Gomes, J.P.; Borrego, M.J. Selection of reference genes for
real-time expression studies in Streptococcus agalactiae. J. Microbiol. Methods 2012, 90, 220–227. [CrossRef]

40. Evans, J.J.; Klesius, P.H.; Gilbert, P.M.; Shoemaker, C.A.; Al Sarawi, M.A.; Landsberg, J.; Duremadez, R.;
Al-Marzouk, A.; Al-Zenki, S. Characterization of β-haemolytic group B Streptococcus agalactiae in cultured
seabream, Sparus auratus L. and wild mullet, Liza klunzingeri (Day), in Kuwait. J. Fish Dis. 2002, 25, 505–513.
[CrossRef]

41. Ye, X.; Li, J.; Lu, M.; Deng, G.; Jiang, X.; Tian, Y. Identification and molecular typing of Streptococcus agalactiae
isolated from pond-cultured tilapia in China. Fish. Sci. 2011, 77, 623–632. [CrossRef]

42. Tenenbaum, T.; Spellerberg, B.; Adam, R.; Vogel, M.; Kim, K.S.; Schroten, H. Streptococcus agalactiae invasion of
human brain microvascular endothelial cells is promoted by the laminin-binding protein Lmb. Microbes Infect.
2007, 9, 714–720. [CrossRef] [PubMed]
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