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Abstract
The prevalence and taxonomic diversity of bacteria cultured from the blood of apparently healthy Lesser Electric

Rays Narcine bancroftii captured from open beach habitat in the north-central Gulf of Mexico are reported herein.
The blood of 9 out of 10 Lesser Electric Rays was positive for bacteria, and bacterial isolates (n = 83) were identified by
16S rRNA gene sequencing. The majority of the isolates belonged to the phylum Proteobacteria (91.5%). Vibrio spp.
comprised 53% of all isolates and were recovered from all Lesser Electric Rays with culture-positive blood. Among
them, V. harveyi (n = 14) and V. campbellii (n = 11) were most common, followed by a group of unidentified Vibrio sp.
(n = 10) related to V. nigripulchritudo. Isolates representing other species of Proteobacteria included Pseudoal-
teromonas (n = 13), Shewanella (n = 5), Amphritea (n = 3), Nautella (n = 3), and Arenibacter (n = 1). Higher bacterial
diversity was observed in blood cultured on marine agar relative to blood agar, but gram-positive bacteria were
isolated from the latter only. The 16S rRNA gene sequences of bacterial isolates were compared phylogenetically to
those from related type strains. Most isolates were identified to the level of species, but some clustered independently
from reference strains, likely representing new species of Vibrio, Amphritea, Shewanella, and Tenacibaculum. The
present study is the first record of any bacterium from this ray species and reveals a taxonomically and phyloge-
netically diverse microbiota associated with its blood. Moreover, these data document that the presence of bacteria
in elasmobranch blood is not coincident with clinical signs of disease, thereby rejecting the paradigm of septicemia
indicating a disease condition in aquatic vertebrates.

Little published information exists on the biodiversity, preva-
lence, and physiological effects of bacteria that infect the
blood and other tissues of cartilaginous fishes (class Chon-
drichthyes: sharks, skates, rays, and chimaeras) (Borucinska
and Frascas 2002; Mylniczenko et al. 2007). However, sev-
eral studies have reported the isolation of bacteria from the
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blood of apparently healthy elasmobranchs (Grimes et al.
1993; Borucinska and Frascas 2002; Mylniczenko et al. 2007)
Based on this foundational taxonomic work with blood-borne
bacteria in sharks, seemingly, the classical assumption that
bacterial presence in blood indicates disease is no longer
robust. Yet, other bacteria, including Vibrio spp., recovered
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from sharks are indeed considered opportunistic pathogens
(Grimes et al. 1984a). Hence, whether the taxonomic spec-
trum of these elasmobranch-associated bacteria comprise oppor-
tunistic or obligate pathogens, benign commensals, or bona fide
tissue-dwelling symbionts that serve a critical role in elasmo-
branch physiology is indeterminate. Nevertheless, documenting
microbial taxonomic diversity in other elasmobranch lineages
is a good first step towards deciphering the nature of these asso-
ciations between elasmobranchs and bacteria. Detailed studies
based on materials sampled from nonshark elasmobranchs, i.e.,
skates, rays, or chimaeras, are largely missing from the literature
(Mylniczenko et al. 2007).

The Lesser Electric Ray Narcine bancroftii (order Torpedini-
formes, family Narcinidae; also known as Narcine brasiliensis)
ranges in shallow waters of tropical and subtropical continen-
tal shelves to 37 m deep, including the Gulf of Mexico, the
Caribbean Sea, and the islands of the West Indies (Robins and
Ray 1986). Three other species of Narcinidae have geographic
ranges that overlap with the Lesser Electric Ray, but the Lesser
Electric Ray is the only narcinid that reportedly ranges in the
north-central Gulf of Mexico (the focus area for the present
study) (McEachran and de Carvalho 2002). This ray is a slow
swimming fish that can be seasonally aggregated on sandbars
and surf zones along open beaches and barrier islands. It can be
regionally abundant in the summer months, during which time
pregnant females birth viviparous offspring, but then moves to
offshore deep waters in the winter (Rudloe 1989). During fall
(August–October) in the northern Gulf of Mexico, Lesser Elec-
tric Rays can be observed commonly by snorkeling in waters of
0.2−3.0 m; the spiracles of the nearly completely buried rays
appear as characteristic holes in the sand (S.A.B., personal ob-
servations). Perhaps because this ray species is seldom caught
by commercial fishermen, has no recreational or commercial
value, and is typically hidden, nearly completely buried in the
sand, it is rarely included in faunal surveys of beach habitat
in the Gulf of Mexico. As a result, there is little substantive
information on the abundance and population structure of this
species throughout its range or in the northern Gulf of Mexico.
Concomitantly, we know little of its general biology, including
its parasites, pathogens, and symbionts. The objective of this
study was to determine if bacteria could be isolated from the
blood of apparently healthy Lesser Electric Rays and, if so, to
characterize the bacterial diversity present in their blood.

METHODS
Sample collection.—The studied Lesser Electric Rays

were hand-netted off Fort Morgan, Alabama (30◦13′45′′N,
87◦54′7′′W), maintained alive in enclosed plastic transport con-
tainers filled with water from the collection site and fitted with
water pumps and aerators powered by a car battery, and trans-
ported alive to Auburn University (within 5 h after collec-
tion). A total of 10 Lesser Electric Rays (24–47 cm in total
length; 7 females and 3 males) were examined in the study.

Immediately before necropsy, each ray was euthanized with an
overdose (300 mg/L) of tricaine methanesulfonate (MS-222).
All animal protocols were approved by the Auburn University
Institutional Animal Care and Use Committee (IACUC number
2012–2098). Immediately after euthanasia, the area of skin cir-
cumscribed by the gill slits, mouth, and pectoral girdle was dried
with a clean paper towel, disinfected with 70% ethanol, and cut
away to expose the pericardial chamber. The exposed surfaces
of the heart, including ventricle and conus arteriosus, were dis-
infected with 70% ethanol before a blood sample was taken by
inserting a sterile syringe into the lumen of the heart. Each blood
sample from each ray was immediately spread onto blood agar
(BA) (MOLTOX, Boone, North Carolina) and marine agar (MA)
(Difco, Sparks, Maryland) using aseptic methods. Agar plates
were incubated at 28◦C for 48 h under aerobic conditions. A rep-
resentative of each colony type on the primary isolation plate
was restreaked on MA to obtain pure cultures for identification.
A total of 86 single isolates were preserved as glycerol stocks
(marine broth supplemented with 20% glycerol) at −80◦C
until subsequent analysis. Individual blood samples were la-
beled NB-01 through NB-09. The isolates were designated as
FMR (Fort Morgan Ray) followed by the colony number.

Bacterial identification.—Bacterial isolates were identified
by partially sequencing the 16S rRNA gene. The DNA tem-
plate was prepared using a rapid-boiling method as follows.
Five colonies from a pure isolate were selected from a 24-h
culture on MA and resuspended in a centrifuge tube with
100-µL sterile distilled H2O. Proteinase K was added to the
cell suspension to a final concentration of 30 unit/µL. After
a 20-min digestion at 55◦C, the lysate was heated to 100◦C
for 15 min and spun down at 15,000 g for 5 min. The su-
pernatant was transferred to a new tube and used as tem-
plate DNA. The nearly complete 16S rRNA gene of each iso-
late was amplified using the following primers: 63V (forward)
5′-CAGGCCTAACACATGCAAGTC-3′ and 1387R (reverse)
5′-GGGCGGWGTGTACAAGGC-3′ (Marchesi et al. 1998).
The PCR conditions and reagents have been described else-
where (Arias et al. 2006). Sequencing was conducted on the
PCR-amplified products, using 63V as sequencing primer, in an
ABI 3730xl sequencer at Lucigen (Madison, Wisconsin).

Sequence analysis.—Sequence trace files were edited with
BioEdit version 7.1.9 (Hall 1999) to remove noise and untrusted
ends. Sequences (n = 3) having < 500 bp or > 3 ambiguous
positions were excluded from the analysis. The resulting 83
sequences were assigned to taxonomic units by (1) the Ribo-
somal Database Project (RDP) Naı̈ve Bayesian Classifier (Cole
et al. 2007), (2) the GreenGenes web classification tool (De-
Santis et al. 2006), and (3) the Basic Local Alignment Search
Tool (BLAST; Altschul et al. 1997). Query sequences that had
a 98–100% and 95–98% identity match to those present in the
databases were considered identified at the species and genus
level, respectively (Tindall et al. 2006).

Phylogenetic analysis.—Partial 16S rRNA gene sequences
were aligned using Clustal X2 (Larkin et al. 2007). Multiple
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BACTERIA FROM BLOOD OF ELECTRIC RAYS 227

sequence alignment (MSA) was conducted by trimming the
sequences to cover the entire alignment and subsequent re-
alignment. The trimmed MSA spanned the hypervariable V2,
V3, and V4 regions corresponding to the Escherichia coli 16S
rRNA gene base pair positions (Van de Peer et al. 1996). Se-
quences of the type strains identified as nearest to the Lesser
Electric Ray isolates by RDP and BLAST were incorporated into
the phylogenetic trees as reference. Phylogenetic analysis was
conducted in MEGA 5.0 software (Tamura et al. 2011). Trees
were constructed using the neighbor-joining method (Saitou and
Nei 1987) with the Jukes–Cantor correction (Jukes and Cantor
1969). The partial 16S rRNA gene sequences of bacterial iso-
lates recovered from Lesser Electric Rays were submitted to the
GENBANK nucleotide sequence database (accession numbers
KC439161 to KC439244).

RESULTS

Isolate Identification
All blood samples but one (NB-09) were culture positive, al-

though the number of colony types (from approximately 3–16)
varied among specimens (Figure 1). A total of 86 pure isolates
were recovered from the blood samples. Isolates were recov-
ered on both MA (47 colonies) and BA (39 colonies) culture
media. Three isolates yielded poor 16S rRNA gene sequence
quality and were removed from the study. The remaining 83
sequences were ascribed to specific taxa using three databases.
Overall, results from RDP, GreenGene, and GENBANK were in
agreement and isolates were identified unambiguously to genus
(sequence similarity of 95% or higher). Isolates were classified
into 14 genera, 11 families, 6 orders, 4 classes, and 3 phyla. The
majority of the isolates (91.5%) were ascribed to the phylum
Proteobacteria, followed by the phylum Bacteroidetes (6.0%)
and the phylum Actinobacteria (2.4%). In a few cases, there
was a disagreement between the results obtained from differ-
ent databases. For example, GreenGenes could not place four
Flavobacteriaceae isolates below family; whereas, RDP ascribed

FIGURE 1. Bacteria recovered from the blood of Lesser Electric Rays (indi-
cated as NB followed by their ID number). [Color figure available online.]

FIGURE 2. Distribution of isolates from the blood of Lesser Electric Rays
cultured in marine agar (MA) and blood agar (BA). [Color figure available
online.]

them to Arenibacter sp. Five isolates were ascribed to Vibrio by
GreenGenes, but RDP ascribed them to Vibrionaceae. We re-
solved the divergence by assigning the sequence to the lowest
taxonomic level.

Among the Proteobacteria, 79 isolates were from the class
Gammaproteobacteria while only 3 isolates were identified as
class Alphaproteobacteria. Within the Gammaproteobacteria,
Vibrio was the predominant genus with 45 isolates. Other iso-
lates representing genera of Gammaproteobacteria comprised
Pseudoalteromonas (n = 13), Shewanella (n = 5), Ferrimonas
(n = 2), Amphritea (n = 3), Photobacterium (n = 2), Thalas-
somonas (n = 2), Aestuariibacter (n = 1) and Pseudomonas
(n = 1). All Alphaproteobacteria were assigned to Nautella
(n = 3). Figure 1 shows the distribution of the predominant gen-
era in each individual fish. Vibrio was the only genus recovered
from all fish with culture-positive blood. In fact, it was the most
common genus in all fish except in NB-07 from which only
four isolates were recovered and all of them belonged to differ-
ent genera. Pseudoalteromonas and Shewanella were recovered
from five and four Lesser Electric Rays, respectively. The MA
not only yielded more isolates but also provided a higher di-
versity of genera than did the BA (Figure 2), but a few genera
(gram-positive bacteria) were recovered on BA only.

Phylogenetic Analysis
The majority of Vibrio isolates (35 out of 45) comprised three

clades (Figure 3). Clade I included V. harveyi (n = 14) plus the
types species, Clade II included 11 isolates of V. campbellii or
V. sagamiensis (the partial 16S rRNA gene sequence used did
not allow for differentiation between these two species), and
Clade III included 11 isolates not ascribed to any reference or
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228 TAO ET AL.

FIGURE 3. Phylogeny (partial 16S rRNA gene sequences) of bacterial isolates from the blood of Lesser Electric Rays and ascribed to species in the genus
Vibrio. The isolate number is followed by the GENBANK accession number. Sequences from type strains, or the closest match, were used for comparison. The
tree topology was obtained by the neighbor-joining method (Jukes–Cantor correction). The three main clades are indicated. The numbers at the nodes indicate
bootstrap values (1,000 replicates). Scale bar = 0.5% sequence divergence.
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BACTERIA FROM BLOOD OF ELECTRIC RAYS 229

type strain sequence but with V. nigripulchritudo as the closest
relative.

Analysis of the non-Vibrio Gammaproteobacteria isolates re-
sulted in nine principal groups (Figure 4). A Pseudoalteromonas
clade had 13 Lesser Electric Ray isolates ascribed to P. pheno-
lica (n = 7), P. prydzensis (n = 1), and P. spongiae (n = 4).
Two of the ray isolates could not be ascribed to named species.
In two instances, a few ray isolates shared identical sequences
but did not cluster with any reference strain. Five isolates within
the Shewanella clade had a nonculturable bacterium as its clos-
est neighbor and could not be assigned to any named species of
Shewanella. Similarly, within the Amphritea clade, three isolates
clustered separately from all known species of Amphritea.

The only two Actinobacteria recovered clustered along with
Micrococcus luteus or M. yunnanensis and Microbacterium ho-
minis (Figure 5). Two isolates of Bacteroidetes clustered with
Arenibacter nanhaiticus, and another was the sister taxon to
Zhouia amylolytica. The remaining two isolates were most sim-
ilar to Tenacibaculum sp. but could not be ascribed to a named
species.

DISCUSSION
It is well known that the blood of elasmobranchs, as in other

vertebrates, harbors a diverse assemblage of parasites, including
flagellates, amoebas, apicomplexans, microsporidians, and cili-
ates (see Goertz 2004 and references therein), as well as meta-
zoan parasites (Bullard and Dippenaar 2003; Benz and Bullard
2004; Patella and Bullard 2013). Bacteria, while markedly less
studied in elasmobranchs than the aforementioned symbionts,
have been detected in various elasmobranch tissues, including
in the blood, liver, muscle, and epithelium (Knight et al. 1987;
Terrell 2004; Mylniczenko et al. 2007). Some of these bacteria
have been identified as pathogens, e.g., Vibrio harveyi (as V.
carchariae) (Grimes et al. 1984a, 1984b; Grimes et al. 1993;
Pedersen et al. 1998), Aeromonas salmonicida (Briones et al.
1998), and Flavobacterium sp. (Terrell 2004), but many oth-
ers are described as opportunistic pathogens or have not been
associated with disease previously (Mylniczenko et al. 2007).

However, one should not assume an elasmobranch is diseased
if its blood is infected with parasites or bacteria nor should one
assume a link between the presence or absence of parasites and
that of bacteria in the blood of elasmobranchs. Doubtless, ample
plausible scenarios exist for how the blood of elasmobranchs
can be exposed to bacteria, and there is insufficient data to
conclude whether these bacteria are commensals or symbionts
of the elasmobranchs or simply reflect transient bacteremias
that course asymptomatically. In any case, we still lack a firm
understanding of the taxonomic and phylogenetic diversity of
bacteria that live in the blood of sharks and rays.

Most isolates recovered from Lesser Electric Rays belonged
to the phylum Proteobacteria (91.5%), which is a result that is
in agreement with previous reports (Horsley 1977; Grimes et al.
1985). As expected, several species of Vibrio were isolated, in-

cluding V. harveyi (17% of all isolates) and V. campbellii (13%).
These Vibrio spp. have been previously reported as part of the
normal flora in sharks (Grimes et al. 1985). Conversely, we failed
to recover any isolate ascribed to V. alginolyticus, a species also
common in sharks (Grimes et al. 1993). Similarly, the common
marine bacterium Photobacterium damselae, which has been
isolated from the internal organs of healthy fish (Gomez-Gil
et al. 2006; Mylniczenko et al. 2007), was not isolated during
our study. These discrepancies could be a factor of host speci-
ficity, culture medium used for isolation, culture conditions, and
habitat characteristics comprising the geographic locality where
the Lesser Electric Rays were captured (Austin 2006). Species
of Pseudoalteromonas and Shewanella were common in the
blood of the Lesser Electric Rays studied herein, and isolates
representing these genera frequently have been reported from
fish; however, only in a few instances have they been isolated
from viscera. Some of the lesser-known bacteria isolated in the
present study include Amphritea atlantica, Arenibacter nan-
haiticus, and Zhouia amylolytica. These species or their closest
phylogenetic species were first discovered in marine sediments
(Liu et al. 2006; Gartner et al. 2008; Miyazaki et al. 2008;
Sun et al. 2010). Species of Vibrio, Pseudoalteromonas, and
Shewanella have also been recovered from marine sediments
(Urakawa et al. 2000; Holmstrom et al. 2006; Huang et al.
2010). Dean and Motta (2004) theorized that the suction feed-
ing behavior of the Lesser Electric Ray facilitates the ingestion
of sediment, and we think it is plausible that many bacteria
would also be ingested during this feeding activity; however,
we lack adequate behavior observations and microbial data to
accept or reject this notion. The interstitial and benthic habitat of
the Lesser Electric Ray could drive the taxonomic composition
of the microbiota. Regardless, how bacteria enter the blood is
unknown and also seemingly exceedingly difficult to test in an
open, natural system. A comparison of the present results with
those from a pelagic ray that is phylogenetically related to the
Lesser Electric Ray may be informative along these lines.

The culture techniques used in this study likely underesti-
mated the bacterial diversity of the tested samples since only
1–10% of all bacteria can be cultured under laboratory condi-
tions (Amann et al. 1995). We chose a culture-based strategy be-
cause culture methods are still the “gold standard” in fish disease
diagnostics laboratories (AFS–FHS 2014) and because the low
cost associated with this approach makes it seemingly more ac-
cessible to a broader spectrum of researchers. The type of culture
medium, even general media such as MA and BA, inadvertently
can select for specific bacterial groups, and we observed this
in the present study: species of Pseudoalteromonas, Amphritea,
Nautella, Arenibacter, Tenacibaculum, and Zhouia were recov-
ered on MA only; whereas, species of Ferrimonas, Microbac-
terium, Micrococcus, Photobacterium, and Pseudomonas were
recovered on BA only.

In summary, the present study reported a high prevalence of
bacteria in the blood of wild, apparently healthy Lesser Elec-
tric Rays. Vibrio spp. were found in all but one individual and
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230 TAO ET AL.

FIGURE 4. Phylogeny (partial 16S rRNA gene sequences) of bacterial isolates from the blood of Lesser Electric Rays and assigned as non-Vibrio Gammapro-
teobacteria species. The isolate number is followed by the GENBANK accession number. Sequences from type strains, or the closest match, were used for
comparison. The tree topology was obtained by neighbor-joining methods (Jukes–Cantor correction). Each genus clade is indicated. The numbers at the nodes
indicate bootstrap values (1,000 replicates). Scale bar = 5% sequence divergence.
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BACTERIA FROM BLOOD OF ELECTRIC RAYS 231

FIGURE 5. Phylogeny (partial 16S rRNA gene sequences) of bacterial isolates from the blood of Lesser Electric Rays and assigned as non-Gammaproteobacteria.
The isolate number is followed by the GENBANK accession number. Sequences from type strains, or the closest match, were used for comparison. The tree
topology was obtained by neighbor-joining methods (Jukes–Cantor correction). Each genus clade is indicated. The numbers at the nodes indicate bootstrap values
(1,000 replicates). The scale bar represents 5% sequence divergence.

included opportunistic fish pathogens (V. harveyi) and poten-
tially unnamed species (Figure 3, Clade III). Non-Vibrio Pro-
teobacteria were also common and contained putative unnamed
species within the Shewanella and Amphritea clades. These pu-
tative new species require further corroboration by full-length
sequence of their 16S rRNA gene and additional taxonomic
markers. Taken together, these insights on the elasmobranch
microbiota are relevant to the fundamental ecology and evolu-
tionary biology of aquatic symbioses. They are also vital to hus-
bandry and veterinary staffers who are employed by the aquar-
ium industry and tasked with keeping exhibited sharks and rays
healthy, oftentimes following protocols that use blood culture
as a means of assessing the overall health status of the exhibited
elasmobranch.
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and D. J. Lipman. 1997. Gapped blast and psi-blast: a new generation
of protein database search programs. Nucleic Acids Research 25:3389–
3402.

Amann, R. I., W. Ludwig, and K. H. Schleifer. 1995. Phylogenetic identifica-
tion and in situ detection of individual microbial cells without cultivation.
Microbiological Reviews 59:143–169.

Arias, C. R., J. W. Abernathy, and Z. Liu. 2006. Combined use of 16s ribosomal
DNA and automated ribosomal intergenic spacer analysis (ARISA) to study
the bacterial community in catfish ponds. Letters in Applied Microbiology
43:287–292.

Austin, B. 2006. The bacterial microflora in fish, revised. ScientificWorld Jour-
nal 6:931–945.

Benz, G. W., and S. A. Bullard. 2004. Metazoan parasites and associates of
chondrichthyans with emphasis on taxa harmful to captive hosts. Pages 325–
416 in M. F. L. Smith, D. A. Thoney, and R. E. Hueter, editors. The husbandry
of elasmobrach fishes, volume 16. Ohio Biological Survey, Columbus.

Borucinska, J. D., and S. Frascas. 2002. Naturally occuring lesions and micro-
organisms in two species of free-living sharks: the Spiny Dogfish, Squalus

D
ow

nl
oa

de
d 

by
 [

A
ub

ur
n 

U
ni

ve
rs

ity
 L

ib
ra

ri
es

] 
at

 0
4:

29
 2

5 
N

ov
em

be
r 

20
14

 



232 TAO ET AL.

acanthias L., and the Smooth Dogfish, Mustelus canis (Mitchill), from the
north-western Atlantic. Journal of Fish Diseases 25:287–298.

Briones, V., A. Fernandez, M. Blanco, F. Ramiro, J. Garcia, J. L. Mendez,
J. Goyache, and M. L. de Vicente. 1998. Hemorrhagic septicemia by
Aeromonas salmonicida salmonicida in a Black-tip Reef Shark (Carcharhinus
melanopterus). Journal of Veterinary Medicine 45:443–445.

Bullard, S. A., and S. M. Dippenaar. 2003. Branchotenthes robinoverstreeti
N. gen. and N. sp. (monogenea: Hezabothriidae) from gill filaments on the
Bowmouth Guitarfish, Rhina ancyclostoma (Rhynchobatidae), in the Indian
Ocean. Journal of Parasitology 89:595–601.

Cole, J. R., B. Chai, R. Farris, Q. Wang, A. Kulam-Syed-Mohideen, D. McGar-
rell, A. Bandela, E. Cardenas, G. Garrity, and J. Tiedje. 2007. The ribosomal
database project (rdp-ii): introducing myrdp space and quality controlled
public data. Nucleic Acids Research 35:D169–D172.

Dean, N. M., and P. J. Motta. 2004. Feeding behavior and kinematics of the
Lesser Electric Ray, Narcine brasiliensis (elasmobranchii: Batoidea). Zool-
ogy 107:171–189.

DeSantis, T., P. Hugenholtz, N. Larsen, M. Rojas, E. Brodie, K. Keller, T. Huber,
D. Dalevi, P. Hu, and G. G. Andersen. 2006. Greengenes, a chimera-checked
16s rrna gene database and workbench compatible with ARB. Applied and
Environmental Microbiology 72:5069–5072.

Gartner, A., J. Wisese, and J. Imhoff. 2008. Amphritea atlantica gen. nov., sp.
nov., a gammaproteobacterium from the logatchev hydrothermal vent field.
International Journal of Systematic and Evolutionary Microbiology 58:34–
39.

Goertz, C. 2004. Protozoan diseases of elasmobranchs. Pages 417–426 in
M. F. L. Smith, D. A. Thoney, and R. E. Hueter, editors. The husbandry
of elasmobrach fishes, volume 16. Ohio Biological Survey, Columbus.

Gomez-Gil, B., E. Fajer-Avila, and F. Garcia-Vargas. 2006. Vibrios of the Spot-
ted Rose Snapper lutjanus guttatus Steindachner, 1969 from northwestern
Mexico. Journal of Applied Microbiology 102:1518–1526.

Grimes, D. J., P. R. Brayton, R. R. Colwell, and S. Gruber. 1985. Vibrios as
autochthonous flora of neritic sharks. Systematic and Applied Microbiology
6:221–226.

Grimes, D. J., R. R. Colwell, J. Stemmler, H. Hada, D. Maneval, F. M. Hetrick,
E. B. May, R. T. Jones, and M. Stoskopf. 1984a. Vibrio species as agents of
elasmobranch disease. Helgolander Meeresunters 37:309–315.

Grimes, D. J., D. Jacobs, D. G. Swartz, P. R. Brayton, and R. R. Colwell.
1993. Numerical taxonomy of gram-negative, oxidase-positive rods from car-
charhinid sharks. International Journal of Systematic Bacteriology 1993:88–
98.

Grimes, D. J., J. Stemmler, H. Hada, D. Maneval, F. M. Hetrick, E. B. May, R.
T. Jones, M. K. Stoskopf, and R. R. Colwell. 1984b. Vibrio species associated
with mortality of sharks held in captivity. Microbial Ecology 10:271–282.

Hall, T. 1999. BioEdit, version 7.0.0. Available: http://www.mbio.ncsu.
edu/bioedit/biodoc.pdf. (October 2014).

Holmstrom, C., S. Egan, A. Franks, S. McCloy, and S. Kjelleberg. 2006.
Antifouling activities expressed by marine surface associated Pseudoal-
teromonas species. FEMS Microbiology Ecology 41:47–58.

Horsley, R. W. 1977. A review on the bacterial flora of teleosts and elamobrachs,
includings methods for its analysis. Journal of Fish Biology 10:529–553.

Huang, J. W., B. Sun, and X. Zhang. 2010. Shewanella xiamenensis sp. nov.,
isolated from coastal sea sediment. International Journal of Systematic and
Evolutionary Microbiology 60:1585–1589.

Jukes, T. H., and C. R. Cantor. 1969. Evolution of protein molecules. Pages
21–132 in H. N. Munro, editor. Mamalian protein metabolism, volume 3.
Academic Press, New York.

Knight, I. I., D. J. Grimes, and R. R. Colwell. 1987. Bacterial hydrolysis of
urea in the tissues of carcharhinid sharks. Journal of Fisheries and Aquatic
Sciences 45:357–360.

Larkin, M., G. Blackshields, N. Brown, R. Chenna, P. McGettigan, H.
McWilliam, F. Valentin, I. Wallace, A. Wilm, and R. Lopez. 2007. Clustal w
and clustal x version 2.0. Bioinformatics 23:2947–2948.

Liu, Z.-P., B.-J. Wang, X. Dai, X.-Y. Liu, and S.-J. Liu. 2006. Zhouia amylolytica
gen. nov., sp. nov., a novel member of the family flavobacteriaceae isolated
from sediment of the South China Sea. International Journal of Systematic
and Evolutionary Microbiology 56:2825–2829.

Marchesi, J. R., T. Sato, A. J. Weightman, T. A. Martin, J. C. Fry, S. J. Hiom, D.
Dymock, and W. G. Wade. 1998. Design and evaluation of useful bacterium-
specific PCR primers that amplify genes coding for bacterial 16s rRNA.
Applied Environmental Microbiology 64:795–799.

McEachran, J. D., and M. de Carvalho. 2002. Narcinidae. Food and Agriculture
Organization of the United Nations, Rome.

Miyazaki, M., Y. Nogi, Y. Fujiwara, M. Kawato, T. Nagahama, K. Kubokawa,
and K. Horikoshi. 2008. Amphritea japonica sp. nov. and Amphritea bale-
nae sp. nov., isolated from the sediment adjacent to sperm whale carcasses
off Kagashima, Japan. International Journal of Systematic and Evolutionary
Microbiology 58:2815–2820.

Mylniczenko, N. D., B. Harris, and R. E. Wilborn. 2007. Blood culture results
from healthy captive and free-ranging elasmobranchs. Journal of Aquatic
Animal Health 19:159–167.

Patella, R., and S. A. Bullard. 2013. Hexabothriids of Devil Rays (Mobulidae):
new genus and species from gill of Mobula hypostoma in the Gulf of Mexico
and redescription of a congener from Mobula rochebrunei in the eastern
Atlantic Ocean. Journal of Parasitology 99:856–867.

Pedersen, K., L. Verdonck, B. Austin, D. A. Austin, A. R. Blanch, P. A. D.
Grimont, J. Jofre, S. Koblavi, J. L. Larsen, T. Tiainen, M. Vigneulle, and J.
Swings. 1998. Taxonomic evidence that Vibrio carchariae Grimes et al. 1985
is a junior synonym of Vibrio harveyi (Johnson and Shunk 1936) Baumann
et al. 1981. International Journal of Systematic Bacteriology 48:749–758.

Robins, C. R., and G. C. Ray. 1986. A field guide to Atlantic coast fishes of
North America. Houghton Mifflin, Boston.

Rudloe, A. 1989. Habitat preferences, movement, size frequency patterns and
reproductive seasonality of the Lesser Electric Ray. Northeast Gulf Science
10:103–112.

Saitou, N., and M. Nei. 1987. The neighbor-joining method: a new method for
recostructing phylogenetic trees. Molecular Biology and Evolution 4:406–
425.

Sun, F., B. Wang, Y. Du, X. Liu, Q. Lai, G. Li, J. Luo, and Z. Shao. 2010.
Arenibacter nanhaiticus sp. nov., isolated from marine sediment of the South
China Sea. International Journal of Systematic and Evolutionary Microbiol-
ogy 60:78–83.

Tamura, K., D. Peterson, N. Peterson, G. Stecher, M. Nei, and S. Kumar. 2011.
Mega5: molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Molecular Biology
and Evolution 28:2731–2739.

Terrell, S. P. 2004. An introduction to viral, bacterial, and fungal diseases of
elasmobranchs. Pages 427–432 in M. F. L. Smith, D. A. Thoney, and R.
E. Hueter, editors. The husbandry of elasmobrach fishes, volume 16. Ohio
Biological Survey, Columbus.

Tindall, B. J., P. Kampfer, J. Euzeby, and A. Oren. 2006. Valid publication of
names of prokaryotes according to the rules of nomenclature: past history
and current practice. International Journal of Systematic and Evolutionary
Microbiology 56:2715–2720.

Urakawa, H., T. Yoshida, M. Nishimura, and K. Ohwada. 2000. Characterization
of depth-related population variation in microbial communities of a coastal
marine sediment using 16s rDNA-based approaches and quinone profiling.
Environmental Microbiology 5:542–554.

Van de Peer, Y., S. Nicolai, P. De Rijk, and R. Wachter. 1996. Database on the
structure of small ribosomal subunit DNA. Nucleic Acids Research 24:86–91.

D
ow

nl
oa

de
d 

by
 [

A
ub

ur
n 

U
ni

ve
rs

ity
 L

ib
ra

ri
es

] 
at

 0
4:

29
 2

5 
N

ov
em

be
r 

20
14

 


