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Molecular characterization 
of non‑aureus staphylococci 
and Mammaliicoccus 
from Hipposideros bats 
in Southwest Nigeria
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Bats are not only ecologically valuable mammals but also reservoirs of zoonotic pathogens. 
Their vast population, ability to fly, and inhabit diverse ecological niches could play some role 
in the spread of antibiotic resistance. This study investigated non‑aureus staphylococci and 
Mammaliicoccus colonization in the Hipposideros bats at Obafemi Awolowo University, Ile‑Ife, 
Nigeria. Pharyngeal samples (n = 23) of the insectivorous bats were analyzed, and the presumptive 
non‑aureus staphylococcal and Mammaliicoccus isolates were confirmed by matrix‑assisted 
laser desorption ionization‑time of flight mass spectrometry (MALDI‑TOF MS). The isolates were 
characterized based on antibiotic susceptibility testing and whole‑genome sequencing (WGS). Six 
bacterial genomes were assembled, and three species were identified, including Mammaliicoccus 
sciuri (n = 4), Staphylococcus gallinarum (n = 1), and Staphylococcus nepalensis (n = 1). All the isolates 
were resistant to clindamycin, while the M. sciuri and S. gallinarum isolates were also resistant to 
fusidic acid. WGS analysis revealed that the M. sciuri and S. gallinarum isolates were mecA‑positive. In 
addition, the M. sciuri isolates possessed some virulence (icaA, icaB, icaC, and sspA) genes. Multi‑locus 
sequence typing identified two new M. sciuri sequence types (STs) 233 and ST234. The identification 
of these new STs in a migratory mammal deserves close monitoring because previously known ST57, 
ST60, and ST65 sharing ack (8), ftsZ (13), glpK (14), gmk (6), and tpiA (10) alleles with ST233 and 
ST234 have been linked to mastitis in animals. Moreover, the broad host range of M. sciuri could 
facilitate the dispersal of antibiotic resistance genes. This study provides evidence of the importance 
of including migratory animals in monitoring the development and spread of antibiotic resistance.
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Bats are one of the most diverse animal groups, with over 1,300 species living in different habitats and climatic 
 zones1. They are classified into two main groups, i.e., insectivorous (insect-eaters) and fructivorous (fruit-eaters). 
The Old-World leaf-nosed bats, also known as Hipposideridae (insectivorous bats), have been identified in 
tropical and subtropical regions of Africa, the Middle East, Asia, and Australia. Bats are vital pollinators of com-
mercially essential plants and animal protein  sources2–4. On the other hand, bats have also been recognized as 
potential reservoirs and vectors of zoonotic  pathogens5–8.

The Staphylococcaceae family comprises nine genera, including Abyssicoccus, Aliicoccus, Corticicoccus, Jeotgal-
icoccus, Nosocomiicoccus, Salinicoccus, Macrococcus, Staphylococcus, and the recently classified Mammaliicoccus. 
The genus Mammaliicoccus consists of five members earlier classified as the Staphylococcus sciuri group (S. sciuri, 
S. lentus, S. vitulinus, S. stepanovicii and S. fleurettii)9. The genera Staphylococcus and Mammaliicoccus colonize 
animal and human  hosts10–12. The non-aureus staphylococci and mammaliicocci have gained public health atten-
tion as they have been implicated in mild to life-threatening infections, including skin and soft tissue infections 
and neonatal sepsis in  humans13,14. In addition, they possess some antibiotic-resistance  genes15. These include 
the erm gene encoding resistance to the macrolide/lincosamide/streptogramin B  (MLSB)16, salA for lincosamide/
streptogramin  A17, and the mecA-mecC hybrid SCCmec element encoding the beta-lactam  resistance18. Further-
more, it is postulated that M. sciuri is a reservoir of antimicrobial resistance gene determinants and transferred 
to other virulent members of the Staphylococcaceae family, particularly S. aureus11,19.

The “One-Health” concept has demonstrated the need to include wild animals in antimicrobial resistance 
studies as they could serve as important vehicles driving the development and dissemination of antibiotic resist-
ance determinants. Previous studies on bacterial colonization in bats have suggested that these migratory mam-
mals are colonized by some medically important bacteria including  staphylococci20,21. In Nigeria, bat roosting 
sites often overlap with areas of human occupation and habitation and thus increase the chance of cross-species 
transmission of bat pathogens that may cause zoonotic infections in the country. The occurrence of members 
of the S. aureus complex from the faecal samples of fructivorous bats (E. helvum) has been previously reported 
in  Nigeria22. However, these studies have not investigated the occurrence of non-aureus staphylococci (NAS) in 
these arboreal mammals, especially in insectivorous bats. In addition, there is a paucity of data on the molecular 
characterization of NAS and Mammaliicoccus from insectivorous bats in Nigeria. Therefore, this study seeks to 
investigate the occurrence and characterize NAS and mammaliicocci from Hipposideros bats in Ile-Ife, Nigeria.

Results
Identification of isolates in the Staphylococcaceae family and antibiotic susceptibility testing
Pharyngeal samples (n = 23) were obtained, and the sequencing of the MT-Cytb gene confirmed the bats as Hip-
posideros larvatus in the Hipposideridae family. Nine staphylococcal isolates were recovered, of which six were 
randomly selected for identification using the matrix-assisted laser desorption/ionisation-time of flight mass 
spectrometry (MALDI-TOF MS—Bruker, Dalton, Germany) and whole genome sequencing (WGS). The isolates 
comprised Mamaliicoccus sciuri (n = 4), S. gallinarum (n = 1), and S. nepalensis (n = 1). The antibiotic susceptibil-
ity testing result showed that all the isolates were resistant to clindamycin, and the M. sciuri and S. gallinarum 
isolates exhibited resistance to fusidic acid (Table 1). In addition, the isolates were susceptible to other antibiotics 
including cefoxitin, chloramphenicol, ciprofloxacin, erythromycin, penicillin G and gentamicin.

Quality Control and Whole‑genome sequencing
The generated contigs for the isolates ranged between 61 and 712, with a GC content of 32.53 to 33.50% (Table 2). 
Phylogenetic analysis based on core genome SNPs revealed that the Nigerian isolates from Hipposideros bats 
clustered alongside other global M. sciuri (Min.—Max.: 0—77 SNPs) and S. nepalensis (Min.—Max.: 0—27 SNPs) 
genomes, including isolates previously reported in humans (Fig. 1 and Supplementary Table 1).

Also, WGS revealed that the M. sciuri and S. gallinarum isolates were mecA-positive. Furthermore, the M. 
sciuri isolates possessed some virulence (icaA, icaB, icaC, and sspA) genes. Antibiotic resistance genes were not 
identified in S. nepalensis. However, virulence factors were detected, including autolysin (atl) and elastin-binding 
proteins (ebp) (Table 1).

Multi‑locus sequence typing
Of the four M. sciuri isolates, two new STs (ST233 and ST234) were identified, with a tree branch highlighted in 
red (Fig. 2). A Neighbour-joining tree (NJT) was constructed using the MLST concatenated nucleotide sequences 

Table 1.  Antibiotic resistance profile, resistance genes and virulence factors detected in isolates. N/B: TM: 
trimethoprim; CD: clindamycin; FD: fusidic acid.

ID Identity Antibiotic resistance profile Putative antibiotic resistance gene detected Putative virulence factors detected

2a S. nepalensis CD atl, ebp, nuc, lip, sspA, capB, capC

3a M. sciuri FD-CD mecA, SalA icaA, icaB, icaC, sspA

6a M. sciuri TM-CD-FD mecA, SalA, qacE icaA, icaB, icaC, sspA

9a M. sciuri TM-CD-FD mecA clfB, icaA, icaB, icaC, sspA

11a S. gallinarum TM-CD-FD mecA, qacD

35b M. sciuri TM-CD-FD mecA, SalA icaA, icaB, icaC, sspA
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of related M. sciuri ST types (at least four similar alleles) globally, including African STs in the database (accessed 
on 18 September 2023) (Fig. 2). M. sciuri ST233 and ST234 from Hipposideros bats in Nigeria were distinct from 
previously described STs in Nigeria but clustered (having 1 to 2 allelic differences) with STs from other animal 
species in Canada, Switzerland, India, and Thailand (Fig. 2 and Supplementary Table 2).

Discussion
In this study, NAS, including S. nepalensis and S. gallinarum, were colonizers of Hipposiderous bats. S. nepalensis 
has been previously implicated in human and animal  infections23. In addition, S. nepalensis has been reported 
in various environments and clinical  fomites24. They have also been previously reported in Slovakia in Myotis 
myotis and Rhinolophus hipposideros (insectivorous bats)  guano20,25. Various NAS have been reported to possess 
different antibiotic resistance and virulence genes, which could affect the treatment of infections caused by the 
pathogen in humans and  animals25. Furthermore, these resistance genes could be transferred to more virulent 
members of the Staphylococcaceae family, including S. aureus26. In this study, antibiotic-resistance genes were 

Table 2.  Genome statistics of assembled contigs.

Sample ID Probable isolate Total length (bp) No. of contigs N50 GC (%)

2A Staphylococcus nepalensis 2,662,421 61 197,938 33.02

3A Mammaliicoccus sciuri 2,543,062 542 7503 32.62

6A Mammaliicoccus sciuri 2,563,326 468 9299 32.62

9A Mammaliicoccus sciuri 2,490,609 668 6047 32.84

11A Staphylococcus gallinarum 1,347,617 712 2361 33.50

35B Mammaliicoccus sciuri 2,592,917 486 8993 32.53

Figure 1.  Maximum likelihood core genome phylogeny of M. fleurettii, M. lentus, M. sciuri, M. vitulinus, S. 
gallinarum, and S. nepalensis using 449 publicly available assemblies and five genome assemblies from this study 
indicated with red taxon labels (excluding the partial S. gallinarum genome). Clades are coloured according 
to species. The phylogenetic tree is constructed from a total of 5,395 SNP sites across the core genomes of 454 
assemblies using an ultrafast bootstrap value of 1000.
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not detected in the S. nepalensis. Nevertheless, some virulence factors were identified, including the autolysin 
(atl) and the elastin binding proteins (ebp). These genes with other virulence genes, including nuc, sspA and 
lip (present in the isolate), could facilitate adhesion to susceptible hosts and the subsequent establishment of 
 infection27. This observation suggests that insectivorous bats should be considered a potential source of patho-
genic bacteria with zoonotic potential. This observation further reiterates the public health concern associated 
with human co-habitation with bats (both fructivorous and insectivorous) as previous studies in Nigeria have 
focused on fructivorous bats (E. helvum) and S. aureus.

Genomic phylogeny using core genomes of NAS and mammaliicocci isolated in the study with other global 
isolates from humans showed a minimal divergence between the bacterial isolates from human and bat hosts. 
This observation suggests that there is a possibility of zoonosis/reverse zoonosis leading to the exchange of anti-
microbial resistance and virulence genes, just as methicillin-resistant Staphylococcus aureus (MRSA) has been 
reported in livestock and companion  animals28,29.

Mammaliicoccus species, formerly regarded as contaminants in the clinical diagnosis of infections, are now 
of public health attention. They have been implicated in both human and animal infections ranging from skin 
and soft tissue  infections30, neonatal  sepsis31 in humans, pneumonia and bovine  mastitis32 in animals. In addi-
tion to their pathogenic potentials, they have been reported to be carriers of several antibiotic-resistance genes, 
including the methicillin resistance  genes12,33. In this study, M. sciuri was recovered from migratory mammals. 
These isolates were susceptible (phenotypically) to some antibiotics. However, they possessed the correspond-
ing antibiotic-resistance genes. For instance, the mecA gene was detected in all M. sciuri but conversely showed 
susceptibility to cefoxitin (a surrogate marker for methicillin resistance). In addition, no SCCmec element was 
detected in these isolates using the SCCmecFinder. The original mecA gene was located on the chromosome 
and it is postulated to have originated from these  species34. These isolates also lacked other antibiotic resistance 
genes, leading to the observed susceptibility to cefoxitin and other  antibiotics35.

In addition, 75% (3/4) of the M. sciuri isolates were salA-positive, the genetic basis for clindamycin resistance. 
Also, it confers moderate lincosamide resistance (eight times the MIC of lincomycin) and high-level (64 times 
the MIC) streptogramin  resistance17. This gene has been reported to be intrinsically present in M. sciuri and is 
located between two housekeeping genes in the core genome of M. sciuri17.

Interestingly, we observed that one of the M. sciuri isolates was qacE-positive. The gene encodes multidrug 
efflux pumps and confers resistance to the quaternary ammonium compounds and intercalating  agents36,37. 
Several qac genes have been reported in  staphylococci38. However, the qacE gene is observed mainly in Gram-
negative bacteria, especially Enterobacteriaceae and Pseudomonas aeruginosa39. It is associated with a mobile 

Figure 2.  NJT obtained from the concatenated nucleotide sequences on the MLST database using the iTOL 
tool.
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genetic element (MGE), class 1 integrons in Gram-negative  bacteria40. This MGE has been previously investigated 
and reported in various staphylococcal  species41–43 and could be disseminated among isolates by horizontal gene 
 transfer44. Although the qacE gene observed in the M. sciuri in this study is chromosomal, the presence of this 
gene in isolates from migratory mammals such as bats could be a public health concern as it could be transferred 
to more pathogenic staphylococci, including S. aureus, via horizontal gene transfer. This trend underscores the 
need for continuous monitoring of wildlife for the dissemination of antibiotic-resistant bacteria.

The M. sciuri isolates exhibited phenotypic resistance to trimethoprim and fusidic acid without the cor-
responding antibiotic resistance genes. Trimethoprim resistance is conferred by various dfr genes among the 
 staphylococci45. However, these genes were undetected in these isolates. It is plausible that these isolates carry 
an alternative trimethoprim resistance determinant that is unavailable in the databases. Furthermore, the dif-
ferent fus genes that encode fusidic acid resistance in the Staphylococcaceae have been  reported46,47. However, 
these genes were not detected in M. sciuri isolates. We postulate that the phenotypic resistance exhibited by these 
isolates could be through various alternative mechanisms or resistance determinants. These observations were 
also reported in mammaliicoccal isolates obtained from German dairy  farms35.

The M. sciuri multi-locus sequencing typing scheme (https:// pubml st. org/ organ isms/ mamma liico ccus- sciuri) 
was established in 2020, and various STs have been described in Austria, Canada, Thailand, India, Switzerland, 
and some African countries. Two new STs (ST233 and ST234) were identified in the M. sciuri isolates from hip-
posideros bats. Based on the NJT constructed from the concatenated sequences of the STs on the database (Fig. 2), 
they did not share any similar alleles with previous STs reported in Nigeria. However, they clustered (with five to 
six similar alleles) among isolates with STs from different animals in Canada, Switzerland, India, and Thailand 
(Fig. 2 and Supplementary Table 2). In addition, some isolates in these STs cause mastitis in animals. The viru-
lence and zoonotic potential of isolates in these STs are still unknown. Therefore, there is a need for surveillance 
and monitoring of M. sciuri in Nigeria to catalogue and elucidate their role in antibiotic drug resistance.

Our study has some limitations. Firstly, we were unable to capture many bats within the study period thereby 
affecting the number of isolates obtained. This could affect the accurate number and diversity of non-aureus 
staphylococci present in the studied insectivorous bat. Secondly, the study design could not investigate other 
components in the “One-Health” concept; the environment and humans, coexisting with these bats. Hence, the 
study could not ascertain NAS and M. sciuri, and the dissemination of their antibiotic resistance gene determi-
nants in the human population and the environment.

Conclusion
This study described the molecular characterization, antibiotic resistance and virulence determinants in non-
aureus staphylococci and M. sciuri colonizing Hipposiderous bats. This further highlights the need to encourage 
the inclusion of wild animals in the One-Health approach as they may serve as reservoirs of potential pathogens 
that could cause zoonotic infections and the transfer of antibiotic-resistance genes. Some antibiotic resistance 
determinants have not been captured in the antibiotic resistance database as variability has been reported to 
be high among antibiotic resistance genes within the family Staphylococcaceae. Therefore, extensive and well-
curated antibiotic resistance gene databases may be required to monitor and investigate antibiotic resistance in 
the family Staphylococcaceae.

Methods
Animal sampling
The bats were captured using a mist net at the basement of the Centre for Energy Research and Development 
building, Obafemi Awolowo University, Ile-Ife, Nigeria. Pharyngeal swabs were obtained using sterile cotton 
swabs moistened with normal saline. Morphometric identification of bats was performed, and the forearm 
length, sex, species, reproductive status, and body mass. Species identification of the bats was confirmed by DNA 
barcoding of the mitochondrial cytochrome b (MT-Cytb) genes, as previously  reported48,49. The sampling period 
was from December 2020 to January 2021.

Bacterial isolation and identification
The pharyngeal swabs were inoculated in 5 ml sterile nutrient broth (Merck, Darmstadt, Germany) and incu-
bated overnight at 37 °C. The bacterial culture was streaked on mannitol salt agar (MAST diagnostics, UK) and 
incubated at 37 °C for 48 h. Colonies with staphylococci-like morphological characteristics (yellow/cream, round, 
convex, entire) were selected for phenotypic identification based on Gram stain reaction, catalase, coagulase, 
DNase (positive results), and oxidase (negative results) tests. PCR amplification of the elongation factor (tuf) 
 gene50 was performed on the staphylococcal isolates (Supplementary Table 3). The identity of the isolates was 
confirmed using the MALDI-TOF MS (Bruker Daltonic, Germany).

Antibiotic susceptibility testing
Antibiotic susceptibility testing was conducted using the disc diffusion technique. The antibiotics included 
cefoxitin (30 µg), chloramphenicol (30 µg), clindamycin (2 µg), ciprofloxacin (5 µg), erythromycin (15 µg), 
fusidic acid (10 µg), and gentamicin (10 µg). Others include mupirocin (5 µg and 200 µg), penicillin G (10U), 
rifampicin (5 µg), tetracycline (30 µg), trimethoprim (5 µg), and trimethoprim-sulfamethoxazole (1.25/23.75 µg). 
The zone of inhibition was measured and interpreted using the guidelines of the Clinical and Laboratory Standard 
 Institute51. The guidelines for the British Standard for Antimicrobial  Chemotherapy52 were applied to determine 
susceptibility to fusidic acid and mupirocin.

https://pubmlst.org/organisms/mammaliicoccus-sciuri
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Whole genome sequencing and analysis
All the isolates were subcultured on blood agar. DNA extraction was performed using the Qiagen DNeasy Blood 
and Tissue kit (Qiagen, USA) with an elution volume of 100 μl.

DNA samples were quantified using a Qubit fluorometer (ThermoFisher Scientific) based on dsDNA High 
sensitivity assay. Sequencing libraries were prepared using the Nextera DNA flex preparation kit (Illumina, USA). 
Library preparation was adopted from the Standard Operating Procedure of the United States CDC PulseNet 
Nextera DNA  Flex53, and the samples were sequenced using the Miseq Illumina platform at the African Center 
of Excellence for Genomics of Infectious Diseases (ACEGID) Redeemer’s University, Nigeria.

FASTQ paired-end reads were processed with fastp v0.20.1 to improve the quality of the reads generated from 
the Illumina MiSeq. The processed reads were further analyzed with centrifuge v1.0.4 to validate the isolates and 
check for possible contamination. De novo assembly was performed with SPADES v3.13.0 on processed FASTQ 
files to generate contigs for each isolate. The quality of the contigs was assessed with Quast v5.0.2. AMR gene 
identification was performed with abricate v1.0.1 using CARD and ResFinder (https:// cge. food. dtu. dk/ servi 
ces/ ResFi nder-4. 1/- accessed 4 June 2023) and Plasmidfinder databases. SCCmec elements were investigated 
using the SCCmecFinder 1.2 (https:// cge. food. dtu. dk/ servi ces/ SCCme cFind er/- accessed 4 June 2023). Fur-
thermore, virulence factors were detected using the VFanalyzer of the Virulence Factor Database (VFDB) using 
the default  settings54. All the genome assemblies of M. fleurettii, M. lentus, M. sciuri, M. vitulinus S. gallinarum 
and S. nepalensis from NCBI were retrieved with contig assembly level and excluding atypical genomes used as 
selection criteria, yielding a total of 449 assemblies (sequence length ranging from 2.2 Mbp to 3.4 Mbp). The 
contigs and those generated in this study were annotated with  Prokka55 and a pan-genome analysis was car-
ried out with  Roary56 to generate a core genome alignment and further analyzed using  IQTREE57 to construct 
a maximum likelihood phylogenetic tree with an ultrafast bootstrap value of 1000 and general time reversible 
(GTR) model. SNP distances were calculated from the core genome alignment using snp-dists (https:// github. 
com/ tseem ann/ snp- dists).

Multi‑locus sequence typing (MLST)
MLST was performed on the M. sciuri isolates as previously  described58. The sequence types (STs) were deter-
mined according to the MLST database (http:// www. pubms lt. org). A NJ tree was constructed using the concat-
enated nucleotide sequences from the MLST database and visualized using the interactive Tree of Life (iTOL) 
 tool59.

Ethics statement
The ARRIVE (Animal Research: Reporting of In Vivo Experiments) guidelines’ recommendations were fol-
lowed in this study’s performance and reporting of the experiments especially during sample collection. Ethi-
cal approval for the study was obtained from the Animal Care and Use Committee of the National Veterinary 
Research Institute (NVRI), Vom, Nigeria (approval number AEC/03/65/19). Approval was also obtained from 
the management of Obafemi Awolowo University, Ile-Ife, Nigeria prior to sample collection. All the samples 
were collected under the veterinarian’s supervision in full compliance with the local ethical and legal guidelines, 
and bats were immediately released after sampling.

Data availability
The sequencing raw reads for this study and the generated genomes have been deposited in NCBI under the 
BioProject accession number PRJNA905385.

Received: 12 October 2023; Accepted: 14 March 2024

References
 1. Simmons, N.B. Order Chiroptera, In Mammal species of the world: a taxonomic and geographic reference, Wilson DE, Reeder DM, 

eds., 3rd edn. 312–529. (Baltimore: Johns Hopkins University Press), (2005).
 2. Boyles, J. G., Cryan, P. M., McCracken, G. F. & Kunz, T. H. Conservation. Economic importance of bats in agriculture. Science. 

332, 41–42. https:// doi. org/ 10. 1126/ scien ce. 12013 66 (2011).
 3. Ripperger, S. P., Kalko, E. K., Rodríguez-Herrera, B., Mayer, F. & Tschapka, M. Frugivorous bats maintain functional habitat con-

nectivity in agricultural landscapes but rely strongly on natural forest fragments. PLoS ONE 10, e0120535. https:// doi. org/ 10. 1371/ 
journ al. pone. 01205 35 (2015).

 4. Aziz, S. A. et al. The critical importance of Old World fruit bats for healthy ecosystems and economies. Front. Ecol. Evol. 9, 181. 
https:// doi. org/ 10. 3389/ fevo. 2021. 641411 (2021).

 5. Schulz, J. E. et al. Serological evidence for Henipa-like and filo-like viruses in trinidad bats. J. Infect. Dis. 221, S375–S382. https:// 
doi. org/ 10. 1093/ infdis/ jiz648 (2020).

 6. Tian, J. et al. Emerging viruses: cross-species transmission of coronaviruses, filoviruses, henipaviruses, and rotaviruses from bats. 
Cell Rep. 39, 110969. https:// doi. org/ 10. 1016/j. celrep. 2022. 110969 (2022).

 7. Silva, L. A. et al. Antigenic and molecular evidence of Brucella sp.-associated epididymo-orchitis in frugivorous (Artibeus lituratus) 
and nectarivorous (Glossophaga soricina) bats in Brazil. Front. Vet. Sci. 10, 1235299. https:// doi. org/ 10. 3389/ fvets. 2023. 12352 99 
(2023).

 8. Li, H., Kim, J. V. & Pickering, B. S. Henipavirus zoonosis: outbreaks, animal hosts and potential new emergence. Front. Microbiol. 
14, 1167085. https:// doi. org/ 10. 3389/ fmicb. 2023. 11670 85 (2023).

 9. Madhaiyan, M., Wirth, J. S. & Saravanan, V. S. Phylogenomic analyses of the Staphylococcaceae family suggest the reclassification 
of five species within the genus Staphylococcus as heterotypic synonyms, the promotion of five subspecies to novel species, the 
taxonomic reassignment of five Staphylococcus species to Mammaliicoccus gen. nov., and the formal assignment of Nosocomiicoccus 
to the family Staphylococcaceae. Int. J. Syst. Evol. Microbiol. 70, 5926–5936. https:// doi. org/ 10. 1099/ ijsem.0. 004498 (2020).

https://cge.food.dtu.dk/services/ResFinder-4.1/
https://cge.food.dtu.dk/services/ResFinder-4.1/
https://cge.food.dtu.dk/services/SCCmecFinder/
https://github.com/tseemann/snp-dists
https://github.com/tseemann/snp-dists
http://www.pubmslt.org
https://doi.org/10.1126/science.1201366
https://doi.org/10.1371/journal.pone.0120535
https://doi.org/10.1371/journal.pone.0120535
https://doi.org/10.3389/fevo.2021.641411
https://doi.org/10.1093/infdis/jiz648
https://doi.org/10.1093/infdis/jiz648
https://doi.org/10.1016/j.celrep.2022.110969
https://doi.org/10.3389/fvets.2023.1235299
https://doi.org/10.3389/fmicb.2023.1167085
https://doi.org/10.1099/ijsem.0.004498


7

Vol.:(0123456789)

Scientific Reports |         (2024) 14:6899  | https://doi.org/10.1038/s41598-024-57190-z

www.nature.com/scientificreports/

 10. Taponen, S. & Pyörälä, S. Coagulase-negative staphylococci as cause of bovine mastitis-not so different from Staphylococcus aureus?. 
Vet. Microbiol. 134, 29–36. https:// doi. org/ 10. 1016/j. vetmic. 2008. 09. 011 (2009).

 11. Nemeghaire, S., Vanderhaeghen, W., Argudín, M. A., Haesebrouck, F. & Butaye, P. Characterization of methicillin-resistant Staphy-
lococcus sciuri isolates from industrially raised pigs, cattle and broiler chickens. J. Antimicrob. Chemother. 69, 2928–2934. https:// 
doi. org/ 10. 1093/ jac/ dku268 (2014).

 12. Boonchuay, K., Sontigun, N., Wongtawan, T. & Fungwithaya, P. Association of multilocus sequencing types and antimicrobial 
resistance profiles of methicillin-resistant Mammaliicoccus sciuri in animals in Southern Thailand. Vet World. 16, 291–295 (2023).

 13. Dhaouadi, S. et al. Prevalence of methicillin-resistant and-susceptible coagulase-negative staphylococci with the first detection of 
the mecC gene among cows, humans and manure in Tunisia. Int. J. Antimicrob. Agents. 55, 105826. https:// doi. org/ 10. 1016/j. ijant 
imicag. 2019. 10. 007 (2020).

 14. Ruiz-Romero, R. A. & Vargas-Bello-Pérez, E. Non-aureus staphylococci and mammaliicocci as a cause of mastitis in domestic 
ruminants: current knowledge, advances, biomedical applications, and future perspectives - a systematic review. Vet. Res. Commun. 
47, 1067–1084. https:// doi. org/ 10. 1007/ s11259- 023- 10090-5 (2023).

 15. Gómez-Sanz, E., Haro-Moreno, J. M., Jensen, S. O., Roda-García, J. J. & López-Pérez, M. The resistome and mobilome of multidrug-
resistant Staphylococcus sciuri C2865 unveil a transferable trimethoprim resistance gene, designated dfrE spread unnoticed. 
mSystems https:// doi. org/ 10. 1128/ mSyst ems. 00511- 21 (2021).

 16. Schwarz, S., Kehrenberg, C. & Ojo, K. K. Staphylococcus sciuri gene erm (33), encoding inducible resistance to macrolides, lincosa-
mides, and streptogramin B antibiotics, is a product of recombination between erm (C) and erm(A). Antimicrob. Agents Chemother. 
46, 3621–3623. https:// doi. org/ 10. 1128/ AAC. 46. 11. 3621- 3623. 2002 (2002).

 17. Hot, C., Berthet, N. & Chesneau, O. Characterization of sal(A), a novel gene responsible for lincosamide and streptogramin A 
resistance in Staphylococcus sciuri. Antimicrob. Agents Chemother. 58, 3335–3341. https:// doi. org/ 10. 1128/ AAC. 02797- 13 (2014).

 18. Harrison, E. M. et al. A novel hybrid SCCmec-mecC region in Staphylococcus sciuri. J. Antimicrob. Chemother. 69, 911–918. https:// 
doi. org/ 10. 1093/ jac/ dkt452 (2014).

 19. Saraiva, M. M. S. et al. Staphylococcus sciuri as a Reservoir of mecA to Staphylococcus aureus in Non-Migratory Seabirds from a 
Remote Oceanic Island. Microbial. Drug. Resistance (Larchmont, NY) 27, 553–561. https:// doi. org/ 10. 1089/ mdr. 2020. 0189 (2021).

 20. Vandžurová, A. et al. Microflora of the bat guano. Folia Vet. 56, 68–69 (2012).
 21. Mühldorfer, K. Bats and bacterial pathogens: a review. Zoonoses Public Health 60(1), 93–103. https:// doi. org/ 10. 1111/j. 1863- 2378. 

2012. 01536.x (2013).
 22. Olatimehin, A. et al. Staphylococcus aureus complex in the straw-colored fruit bat (Eidolon helvum) in Nigeria. Front. Microbiol. 

9, 162. https:// doi. org/ 10. 3389/ fmicb. 2018. 00162 (2018).
 23. Ghimire, K. & Kasarla, R. R. Staphylococcus nepalensis: A new species from Nepal. J. Uni Coll. Med. Sci. 11, 69–72. https:// doi. org/ 

10. 3126/ jucms. v11i01. 54652 (2023).
 24. Seng, R. et al. Biofilm formation of methicillin-resistant coagulase negative staphylococci (MR-CoNS) isolated from community 

and hospital environments. PloS one. 2, e0184172. https:// doi. org/ 10. 1371/ journ al. pone. 01841 72 (2017).
 25. Gerbáčová, K. et al. The faecal microbiome of building-dwelling insectivorous bats (Myotis myotis and Rhinolophus hipposideros) 

also contains antibiotic-resistant bacterial representatives. Curr. Microbiol. 77, 2333–2344. https:// doi. org/ 10. 1007/ s00284- 020- 
02095-z (2020).

 26. Rossi, C. C. et al. Transfer of mupirocin resistance from Staphylococcus haemolyticus clinical strains to Staphylococcus aureus 
through conjugative and mobilizable plasmids. FEMS Microbiol. Lett. 363, 121. https:// doi. org/ 10. 1093/ femsle/ fnw121 (2016).

 27. Naushad, S. et al. Comprehensive Virulence gene profiling of bovine non-aureus staphylococci based on whole-genome sequencing 
data. mSystems https:// doi. org/ 10. 1128/ mSyst ems. 00098- 18 (2019).

 28. Morgan, M. Methicillin-resistant Staphylococcus aureus and animals: zoonosis or humanosis?. J. Antimicrob. Chemother. 62, 
1181–1187. https:// doi. org/ 10. 1093/ jac/ dkn405 (2008).

 29. Algammal, A. M. et al. Sequence analysis, antibiogram profile, virulence and antibiotic resistance genes of XDR and MDR Gal-
libacterium anatis isolated from layer chickens in Egypt. Infect. Drug Resistance 15, 4321–4334. https:// doi. org/ 10. 2147/ IDR. S3777 
97 (2022).

 30. Akinduti, P. A. et al. Emerging vancomycin-non susceptible coagulase negative Staphylococci associated with skin and soft tissue 
infections. Ann. Clin. Microbiol. Antimicrob. 21, 31. https:// doi. org/ 10. 1186/ s12941- 022- 00516-4 (2022).

 31. Sands, K. et al. Characterisation of Staphylococci species from neonatal blood cultures in low- and middle-income countries. BMC 
Infect. Dis. 22, 593. https:// doi. org/ 10. 1186/ s12879- 022- 07541-w (2022).

 32. Khazandi, M. et al. Genomic characterization of coagulase-negative staphylococci including methicillin-resistant Staphylococcus 
sciuri causing bovine mastitis. Vet. Microbiol. 219, 17–22. https:// doi. org/ 10. 1016/j. vetmic. 2018. 04. 004 (2018).

 33. Paterson, G. K. Genomic epidemiology of methicillin-resistant Staphylococcus sciuri carrying a SCCmec-mecC hybrid element. 
Infect. Genet. Evol. 79, 104148. https:// doi. org/ 10. 1016/j. meegid. 2019. 104148 (2020).

 34. Miragaia, M. Factors contributing to the evolution of meca-mediated β-lactam resistance in Staphylococci: Update and New insights 
from whole genome sequencing (WGS). Front. Microbiol. 9, 2723. https:// doi. org/ 10. 3389/ fmicb. 2018. 02723 (2018).

 35. Lienen, T., Schnitt, A., Hammerl, J. A., Maurischat, S. & Tenhagen, B. A. Mammaliicoccus spp. from German dairy farms exhibit 
a wide range of antimicrobial resistance genes and non-wildtype phenotypes to several antibiotic classes. Biology. 11, 152. https:// 
doi. org/ 10. 3390/ biolo gy110 20152 (2022).

 36. Kazama, H., Hamashima, H., Sasatsu, M. & Arai, T. Distribution of the antiseptic-resistance gene qacE delta 1 in Gram-positive 
bacteria. FEMS Microbiol. Lett. 165, 295–299. https:// doi. org/ 10. 1111/j. 1574- 6968. 1998. tb131 60.x (1998).

 37. Wassenaar, T. M., Ussery, D., Nielsen, L. N. & Ingmer, H. Review and phylogenetic analysis of qac genes that reduce susceptibility 
to quaternary ammonium compounds in Staphylococcus species. Euro. J. Microbiol. Immun. 5, 44–61. https:// doi. org/ 10. 1556/ 
EUJMI-D- 14- 00038 (2015).

 38. Jaglic, Z. & Cervinkova, D. Genetic basis of resistance to quaternary ammonium compounds - the qac genes and their role: a 
review. Vet. Med. Czech. 57, 275–281 (2012).

 39. Wang, C., Zhan, Q., Mi, Z., Huang, Z. & Chen, G. Distribution of the antiseptic-resistance gene qacEDelta1 in 283 clinical isolates 
of Gram-negative bacteria in China. J. Hosp Infect. 69, 394–396. https:// doi. org/ 10. 1016/j. jhin. 2008. 04. 001 (2008).

 40. Rosser, S. J. & Young, H. K. Identification and characterization of class 1 integrons in bacteria from an aquatic environment. J. 
Antimicrob. Chemother. 44, 11–18. https:// doi. org/ 10. 1093/ jac/ 44.1. 11 (1999).

 41. Xu, Z. et al. Nosocomial infection caused by class 1 integron-carrying Staphylococcus aureus in a hospital in South China. Clin. 
Microbiol. Infect. 13, 980–984. https:// doi. org/ 10. 1111/j. 1469- 0691. 2007. 01782.x (2007).

 42. Xu, Z., Shi, L., Alam, M. J., Li, L. & Yamasaki, S. Integron-bearing methicillin-resistant coagulase-negative staphylococci in South 
China, 2001–2004. FEMS Microbiol. Lett. 278, 223–230. https:// doi. org/ 10. 1111/j. 1574- 6968. 2007. 00994.x (2008).

 43. Xu, Z. et al. Resistance class 1 integron in clinical methicillin-resistant Staphylococcus aureus strains in southern China, 2001–2006. 
Clin. Microbiol. Infect. 17, 714–718. https:// doi. org/ 10. 1111/j. 1469- 0691. 2010. 03379.x (2011).

 44. Xu, Z., Li, L., Shi, L. & Shirtliff, M. E. Class 1 integron in staphylococci. Mol. Biol. Rep. 38, 5261–5279. https:// doi. org/ 10. 1007/ 
s11033- 011- 0676-7 (2011).

 45. Jensen, S. O. & Lyon, B. R. Genetics of antimicrobial resistance in Staphylococcus aureus. Fut. Microbiol. 4, 565–582. https:// doi. 
org/ 10. 2217/ fmb. 09. 30 (2009).

https://doi.org/10.1016/j.vetmic.2008.09.011
https://doi.org/10.1093/jac/dku268
https://doi.org/10.1093/jac/dku268
https://doi.org/10.1016/j.ijantimicag.2019.10.007
https://doi.org/10.1016/j.ijantimicag.2019.10.007
https://doi.org/10.1007/s11259-023-10090-5
https://doi.org/10.1128/mSystems.00511-21
https://doi.org/10.1128/AAC.46.11.3621-3623.2002
https://doi.org/10.1128/AAC.02797-13
https://doi.org/10.1093/jac/dkt452
https://doi.org/10.1093/jac/dkt452
https://doi.org/10.1089/mdr.2020.0189
https://doi.org/10.1111/j.1863-2378.2012.01536.x
https://doi.org/10.1111/j.1863-2378.2012.01536.x
https://doi.org/10.3389/fmicb.2018.00162
https://doi.org/10.3126/jucms.v11i01.54652
https://doi.org/10.3126/jucms.v11i01.54652
https://doi.org/10.1371/journal.pone.0184172
https://doi.org/10.1007/s00284-020-02095-z
https://doi.org/10.1007/s00284-020-02095-z
https://doi.org/10.1093/femsle/fnw121
https://doi.org/10.1128/mSystems.00098-18
https://doi.org/10.1093/jac/dkn405
https://doi.org/10.2147/IDR.S377797
https://doi.org/10.2147/IDR.S377797
https://doi.org/10.1186/s12941-022-00516-4
https://doi.org/10.1186/s12879-022-07541-w
https://doi.org/10.1016/j.vetmic.2018.04.004
https://doi.org/10.1016/j.meegid.2019.104148
https://doi.org/10.3389/fmicb.2018.02723
https://doi.org/10.3390/biology11020152
https://doi.org/10.3390/biology11020152
https://doi.org/10.1111/j.1574-6968.1998.tb13160.x
https://doi.org/10.1556/EUJMI-D-14-00038
https://doi.org/10.1556/EUJMI-D-14-00038
https://doi.org/10.1016/j.jhin.2008.04.001
https://doi.org/10.1093/jac/44.1.11
https://doi.org/10.1111/j.1469-0691.2007.01782.x
https://doi.org/10.1111/j.1574-6968.2007.00994.x
https://doi.org/10.1111/j.1469-0691.2010.03379.x
https://doi.org/10.1007/s11033-011-0676-7
https://doi.org/10.1007/s11033-011-0676-7
https://doi.org/10.2217/fmb.09.30
https://doi.org/10.2217/fmb.09.30


8

Vol:.(1234567890)

Scientific Reports |         (2024) 14:6899  | https://doi.org/10.1038/s41598-024-57190-z

www.nature.com/scientificreports/

 46. Chen, H. J. et al. A novel fusidic acid resistance determinant, fusF Staphylococcus cohnii. J. Antimicrob. Chemother. 70, 416–419. 
https:// doi. org/ 10. 1093/ jac/ dku408 (2015).

 47. Yang, Y. J. et al. Profiles of Non-aureus staphylococci in retail pork and slaughterhouse carcasses: prevalence, antimicrobial resist-
ance, and genetic determinant of Fusidic acid resistance. Food Sci. Anim. Resour. 42, 225–239. https:// doi. org/ 10. 5851/ kosfa. 2021. 
e74 (2022).

 48. Townzen, J. S., Brower, A. V. & Judd, D. D. Identification of mosquito bloodmeals using mitochondrial cytochrome oxidase subunit 
I and cytochrome b gene sequences. Med Vet Ent. 22, 386–393. https:// doi. org/ 10. 1111/j. 1365- 2915. 2008. 00760.x (2008).

 49. George, U. et al. Detection of alpha- and betacoronaviruses in frugivorous and insectivorous bats in Nigeria. Pathogens. 11, 1017. 
https:// doi. org/ 10. 3390/ patho gens1 10910 17 (2022).

 50. Martineau, F. et al. Development of a PCR assay for identification of staphylococci at genus and species levels. J. Clin. Microbiol. 
39, 2541–2547. https:// doi. org/ 10. 1128/ JCM. 39.7. 2541- 2547. 2001 (2001).

 51. CLSI. Clinical Laboratory Standards Institute 2021 Performance Standards for Antimicrobial Susceptibility Testing; Thirty first 
Informational Supplement M100-S31. Wayne, Pennsylvania

 52. Andrews, J. M. & Howe, R. A. British standard for antimicrobial chemotherapy standardized disc susceptibility testing method 
(version 10). J. Antimicrob. Chemother. 66, 2726–2757. https:// doi. org/ 10. 1093/ jac/ dkr359 (2011).

 53. CDC Lab SOP for Pulse Net Nextera DNA Flex Library preparation. https:// www. cdc. gov/ pulse net/ pdf/ PNL35_ DNA_ Flex_ Proto 
col_ Lib_ Prep- 508. pdfAc cessed 25th May 2022.

 54. Liu, B., Zheng, D., Jin, Q., Chen, L. & Yang, J. VFDB 2019: a comparative pathogenomic platform with an interactive web interface. 
Nucleic Acids Res. 47, D687–D692. https:// doi. org/ 10. 1093/ nar/ gky10 80 (2019).

 55. Seemann, T. Prokka: rapid prokaryotic genome annotation. Bioinformatics (Oxford, England) 30, 2068–2069. https:// doi. org/ 10. 
1093/ bioin forma tics/ btu153 (2014).

 56. Page, A. J. et al. Roary: rapid large-scale prokaryote pan genome analysis. Bioinformatics (Oxford, England) 31, 3691–3693. https:// 
doi. org/ 10. 1093/ bioin forma tics/ btv421 (2015).

 57. Nguyen, L. T., Schmidt, H. A., von Haeseler, A. & Minh, B. Q. IQ-TREE: a fast and effective stochastic algorithm for estimating 
maximum-likelihood phylogenies. Mol. Biol. Evol. 32, 268–274. https:// doi. org/ 10. 1093/ molbev/ msu300 (2015).

 58. Schauer, B. et al. Diversity of methicillin-resistant coagulase-negative Staphylococcus spp and methicillin-resistant Mammaliicoccus 
spp isolated from ruminants and new world camelids. Vet Microbiol 254, 109005. https:// doi. org/ 10. 1016/j. vetmic. 2021. 109005 
(2021).

 59. Letunic, I. & Bork, P. Interactive Tree Of Life (iTOL) v5: an online tool for phylogenetic tree display and annotation. Nucleic Acids 
Res. 49, W293–W296. https:// doi. org/ 10. 1093/ nar/ gkab3 01 (2021).

Acknowledgements
This work received support from ACEGID laboratory and TED’s Audacious Project, including the ELMA Foun-
dation, MacKenzie Scott, and the Skoll Foundation. This research was partially supported by the 2020 ISID grant 
to UEG. The Deutsche Forschungsgemeinschaft, DFG grant, SCHA 1994/5-1, awarded to AOS and the Institute of 
Medical Microbiology, University Hospital Münster, Germany is acknowledged for supporting this study. Support 
for this work was also provided by grants from the National Institute of Allergy and Infectious Diseases (https:// 
www. niaid. nih. gov), NIH-H3Africa (https:// h3afr ica. org) (award number U01HG007480 and U54HG007480 
respectively to CTH), the World Bank grants project ACE-019 and ACE-IMPACT to CTH. This work was also 
supported by the Rockefeller Foundation (Grant #2021 HTH), the Africa CDC through the African Society of 
Laboratory Medicine [ASLM] (Grant #INV018978), and the Science for Africa Foundation.

Author contributions
Conceptualization, TOA., UEG., JOI., TOF., AOS and CTH.; methodology, TOA., UEG., TAS., JNU., IBO., 
AA., CAT., GOZ., ANH and P.E.; sample collection, TOA., UEG., JOI., TGO., RAA., AIA., and TJF; software 
and bioinformatics analysis, IBO., TOA., UEG.; resources, UEG., TOA., AOS., and CTH.; writing-original draft 
preparation, TOA., UEG., TAS., JOI., JNU., IBO; writing-review and editing, AA., ANH., TOF., AOS and CTH.; 
visualization, IBO., TOA., UEG.; supervision, AOS., and CTH; funding acquisition, UEG., AOS., and CTH. All 
authors have read and agreed to the published version of the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 024- 57190-z.

Correspondence and requests for materials should be addressed to A.O.S. or C.T.H.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2024

https://doi.org/10.1093/jac/dku408
https://doi.org/10.5851/kosfa.2021.e74
https://doi.org/10.5851/kosfa.2021.e74
https://doi.org/10.1111/j.1365-2915.2008.00760.x
https://doi.org/10.3390/pathogens11091017
https://doi.org/10.1128/JCM.39.7.2541-2547.2001
https://doi.org/10.1093/jac/dkr359
https://www.cdc.gov/pulsenet/pdf/PNL35_DNA_Flex_Protocol_Lib_Prep-508.pdfAccessed
https://www.cdc.gov/pulsenet/pdf/PNL35_DNA_Flex_Protocol_Lib_Prep-508.pdfAccessed
https://doi.org/10.1093/nar/gky1080
https://doi.org/10.1093/bioinformatics/btu153
https://doi.org/10.1093/bioinformatics/btu153
https://doi.org/10.1093/bioinformatics/btv421
https://doi.org/10.1093/bioinformatics/btv421
https://doi.org/10.1093/molbev/msu300
https://doi.org/10.1016/j.vetmic.2021.109005
https://doi.org/10.1093/nar/gkab301
https://www.niaid.nih.gov
https://www.niaid.nih.gov
https://h3africa.org
https://doi.org/10.1038/s41598-024-57190-z
https://doi.org/10.1038/s41598-024-57190-z
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Molecular characterization of non-aureus staphylococci and Mammaliicoccus from Hipposideros bats in Southwest Nigeria
	Results
	Identification of isolates in the Staphylococcaceae family and antibiotic susceptibility testing
	Quality Control and Whole-genome sequencing
	Multi-locus sequence typing

	Discussion
	Conclusion
	Methods
	Animal sampling
	Bacterial isolation and identification
	Antibiotic susceptibility testing
	Whole genome sequencing and analysis
	Multi-locus sequence typing (MLST)
	Ethics statement

	References
	Acknowledgements


