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Alterations of the gut microbiome 
of largemouth bronze gudgeon 
(Coreius guichenoti) suffering from 
furunculosis
Tongtong Li1,2,*, Meng Long1,*, Cheng Ji3, Zhixin Shen4, François-Joël Gatesoupe5, 
Xujie Zhang1, Qianqian Zhang1, Lanli Zhang1, Yuanli Zhao1, Xinhua Liu1 & Aihua Li1

High-throughput sequencing was applied to compare the intestinal microbiota in largemouth bronze 
gudgeon either healthy or affected by furunculosis. Proteobacteria, Actinobacteria, Tenericutes, 
Firmicutes and Bacteroidetes were detected as the predominant bacterial phyla in the gut of both 
diseased and healthy fish. The abundance of Proteobacteria differed significantly between the 
two groups of fish, mainly due to the overwhelming prevalence of Aeromonas in the diseased fish 
(81% ± 17%), while the genus was unevenly spread among the apparently healthy fish (33% ± 33%). 
The bacterial diversity in the intestine of diseased fish was markedly lower than in healthy fish. Analysis 
revealed the significant dissimilarity between the gut microbiota of diseased and healthy fish. The 
bacterial profiles in the gut were further characterized with the 28 phylotypes that were shared by 
the two groups. In diseased fish, two shared OTUs (OTU0001 and OTU0013) were closely related to 
Aeromonas salmonicida, their total proportion exceeding 70% of the sequences in diseased fish, while 
averaging 5.2% ± 4.6% in the healthy fish. This result suggested the presence of healthy carriers of 
pathogenic A. salmonicida among the farmed fish, and the gut appeared as a probable infection source 
for furunculosis in largemouth bronze gudgeon.

Gut microbiota can play important roles in nutrition and health, and it may be considered as an integral com-
ponent of the host1–4. Teleosts are in direct contact with the aquatic environment, and thus in continual contact 
with complex and dynamic microbiota, possibly interacting with health5. In addition, gut microbiota may harbor 
opportunistic pathogens, indicating that the gastrointestinal tract is a potential pathway for pathogen invasion6,7. 
Recent studies have revealed the important contributions of gut microbiota to vertebrate health and disease, stim-
ulating the interest in understanding how gut microbial communities are assembled and how they impact host 
fitness8. Such studies have been increasingly carried out on fish gastrointestinal microbiota. Most data concerned 
healthy fish, with a view to investigate the factors that may contribute to shape gastrointestinal microbiota, such as 
diet, behavior and genotype of the host7,9–12. Few studies have yet focused on the interaction between gut micro-
biota and disease in fish by using next generation sequencing13.

Largemouth bronze gudgeon (Coreius guichenoti), belonging to the family Cyprinidae and the order 
Cypriniformes, is an endemic and economically important species, distributed only in the middle and upper 
reaches of Yangtze River13,14. The population of largemouth bronze gudgeon has significantly declined because of 
environmental pollution, overexploitation, and the construction of electric power plants in this area. The aquacul-
ture of this species began in 2005 for supplying the natural population, and for commercial exploitation. However, 
diseases have emerged with the development of intensive culture.
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Most Aeromonas species include opportunistic pathogens, which can infect wounded or stressed and immu-
nocompromised hosts15. Historically, Aeromonas salmonicida has been recognized as the most important bacte-
rial salmonid pathogen because of its severe economic impact on aquaculture16. Translocation of bacteria through 
the foregut was identified among the likeliest infection routes of A. salmonicida in Atlantic salmon17,18. Other 
studies have reported that this bacterium could also infect non-salmonid fishes19–22. This infection has been also 
diagnosed in largemouth bronze gudgeon (unpublished data), and it might cause the disease outbreaks that deci-
mated the natural population. The prevention of this widespread disease was difficult due to the lack of knowledge 
about the infection sources and routes, and further investigation in this area is of the utmost importance.

Gut is considered to be an important infection channel of many diseases, and enteritis is a common symptom 
of furunculosis. The importance of the intestinal tract as infection source in fish was previously evidenced in the 
case of motile Aeromonas septicemia, as the pathogenic clone of Aeromonas hydrophila that caused the disease 
was detected in the intestine before systemic infection23.

The present experiment focused on the emergence of furunculosis in largemouth bronze gudgeon cultured in 
net-cages from the perspective of intestinal microbial ecology. The first issue was to compare the relative abun-
dances of gut bacteria in diseased and healthy fish, in view to evaluate the changes in microbiota that may be 
caused by the disease. To this end, intestinal contents of diseased and healthy fish were sampled in the same 
farming unit, and analyzed by high throughput sequencing. The second purpose of this study was to investigate 
the hypothesis that furunculosis may occur in the same way as motile Aeromonas septicemia. In other words, a 
particular attention was paid to the detection of the phylotypes of pathogenic Aeromonas salmonicida in the gut 
of healthy fish, as a possible prerequisite for furunculosis outbreak. In addition, zebrafish were challenged with 
bacterial isolates corresponding to the pathogenic phylotypes to assess virulence, and to check the reproducibility 
of furunculosis symptoms.

Results
Sequencing depth and alpha diversity indices.  After initial quality filtering, removal of chimeras and 
“contaminants” sequences, 3,692 to 26,518 effective sequences were collected from each sample, resulting in a 
final dataset of 161,417 high quality sequences from the eleven samples. The average read length was 170 bp. For 
the downstream alpha and beta diversity analyses, the sequence number was normalized at 3,692 by randomly 
subsampling to standardized sampling effort. The subsampling of the sequences retained a sufficient resolution to 
compare the bacterial communities, as suggested by an average Good’s coverage of 97.44% ±​ 1.28% (mean ±​ SD, 
Table 1) and by the rarefaction curves (Figure S1). After sample-size standardization, 40,612 sequences remained, 
which clustered into a total of 1,184 OTUs at the 97%-similarity level. Each sample contained 49 to 328 OTUs 
(Table 1). The microbial complexity in the gut was estimated using alpha-diversity indices of the taxonomic pro-
files at the 97%-similarity threshold (Table 1).

The bacterial community diversity was measured by both Shannon and Simpson indices. A significantly 
greater diversity of bacterial community was found in the samples from healthy fish, compared to those from dis-
eased fish (F =​ 9.7, p <​ 0.05 and F =​ 11.7, p <​ 0.05, respectively). In healthy fish, the total number of OTUs and the 
richness estimator Chao1 tended to be higher than those in diseased fish, but not significantly (F =​ 2.8, p >​ 0.05 
and F =​ 0.5, p >​ 0.05, respectively).

OTU-based beta diversity of the intestinal microbial communities.  The gut microbial community 
structures of healthy and diseased fish were compared using the Principal Coordinate Analysis (PCoA), based on 
weighted UniFrac distance matrixes. PCoA plot showed that the bacterial communities clustered tightly among 
the samples from diseased fish, remaining distinct from the cluster corresponding to the healthy fish along PC1 
(69% variation explained, Fig. 1). The two groups of bacterial community were significantly different according to 
the UniFrac P-test. The normalized weighted UniFrac distances among the individuals ranged from 0.04 to 0.56 
(average: 0.29) for the diseased fish and from 0.35 to 0.88 (average: 0.58) for the healthy fish (F =​ 14.1, p <​ 0.05).

Samples OTUs Chao1 Shannon Simpson Coverage (%)

H.1 311 544 3.26 0.11 95.79

H.2 287 402 3.23 0.14 96.98

H.3 76 242 1.85 0.25 98.68

H.4 324 434 4.01 0.06 96.80

I.1 147 385 1.82 0.36 97.57

I.2 162 400 1.20 0.67 97.33

I.3 328 662 3.01 0.19 94.96

I.4 63 201 0.29 0.92 98.78

I.5 166 341 1.31 0.64 97.42

I.6 84 229 0.76 0.75 98.50

I.7 49 165 0.20 0.95 98.99

Table 1.   Number of sequences analyzed, observed diversity richness (OTUs), estimated OTU richness 
(Chao1), diversity index (Shannon and Simpson), and estimated sample coverage for 16S rRNA libraries 
of the different samples. H.1-H.4 stand for the intestinal samples of healthy fish, and I.1-I.7, for the intestinal 
samples of diseased fish.
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Taxonomic profiling of the bacterial community.  The distribution of OTUs at the phylum level in 
healthy and diseased fish was illustrated in Fig. 2. The phylogenetic classification of the sequences resulted in the 
identification of 21 phyla (18 and 20 phyla detected in the diseased and healthy fish, respectively). The sequences 
that could not be classified into any known group were assigned as “unclassified bacteria”.

Proteobacteria dominated the intestinal microbial community of C. guichenoti in both groups (Fig. 2). 
Compared with the healthy fish, the diseased fish had a significantly higher level of Proteobacteria (diseased: 
86% ±​ 12%; healthy: 55% ±​ 33%). The next most abundant phyla (average relative abundance >​1%) were 
Actinobacteria (diseased: 2.9% ±​ 3.3%; healthy: 16.3% ±​ 14.8%), Tenericutes (diseased: 3.5% ±​ 7.3%; healthy: 
11.5% ±​ 13.3%), Firmicutes (diseased: 2.6% ±​ 1.9%; healthy: 5.2% ±​ 5.1%) and Bacteroidetes (diseased: 
1.3% ±​ 1.5%; healthy: 4.9% ±​ 3.4%). Unclassified bacteria were particularly abundant in the gut microbiota of 
healthy fish, but the difference between groups was not significant (diseased: 1.4% ±​ 1.9%; healthy: 2.6% ±​ 1.8%, 
two-tailed Student’s t-test, p >​ 0.05). Other phyla were recurrently detected in the intestinal microbial commu-
nity of C. guichenoti (average relative abundance >​0.1%), namely: Verrucomicrobia (diseased: 0.60% ±​ 0.81%; 
healthy: 1.11% ±​ 0.91%), Fusobacteria (diseased: 1.02% ±​ 2.11%; healthy: 0.18% ±​ 0.03%), Gemmatimonadetes 
(diseased: 0.00% ±​ 0.01%; healthy: 1.35% ±​ 2.67%), Deinococcus-Thermus (diseased: 0.21% ±​ 0.26%; healthy: 
0.53% ±​ 0.41%), Spirochaetes (diseased: 0.02% ±​ 0.04%; healthy: 0.79% ±​ 0.88%) and Cyanobacteria_Chloroplast 
(diseased: 0.27% ±​ 0.31%; healthy: 0.33% ±​ 0.01%). Few phyla occurred at low abundance and sporadically in 
some intestinal samples (in total: approximately 0.13% of the sequences; namely: Acidobacteria, Nitrospira, 
Chloroflexi, TM7, Lentisphaerae, Synergistetes, Planctomycetes, WS3 and SR1).

At the genus level, Aeromonas was the dominant phylotype in both groups. Its abundance averaged 33% ±​ 33% 
in the healthy fish, but it was significantly higher in the diseased fish (81% ±​ 17%; Fig. 3; F =​ 10.7 and p <​ 0.05). 
Except Cetobacterium, which was more abundant in the diseased fish, the abundance of the other genera and 
unclassified taxonomic groups was higher in the healthy fish (unclassified_Actinomycetales, Mycoplasma, 
Acinetobacter, unclassified_bacteria, Pseudomonas, Escherichia_Shigella, Iodobacter, Flavobacterium, Shewanella, 
Brevundimonas, Anoxybacillus and Rubritalea; Fig. 3).

The most abundant OTUs in both of the healthy and diseased fish belonged to the genus Aeromonas. The 
OTUs with significant difference in abundance between healthy and diseased fish were revealed by LEfSe on the 
226 top OTUs (average relative abundance >​0.01%). This threshold allowed to keep as many OTUs as possible 
for meaningful comparisons, while excluding the rarest OTUs. The mean abundance of 28 OTUs was found 
significantly different between the two groups of samples (Fig. 4). A total of 26 OTUs was significantly more 
abundant in the healthy fish, including among the most prominent Acinetobacter_OTU0007, Pseudomonas_
OTU0009, and Brevinema_OTU0024. Conversely, only two OTUs were overrepresented in the diseased fish, 
Aeromonas_OTU0001 and Aeromonas_OTU0013, suggesting that these two OTUs might play an important role 
in furunculosis.

Partition between shared and unique OTUs.  The taxonomic profiles of the intestinal microbial com-
munity of C. guichenoti were further analyzed by distinguishing the OTUs that were shared by both groups from 
the unique representatives (Figure S2). Globally, 250 OTUs were shared among the intestinal samples of healthy 
and diseased fish, corresponding to 93% and 97% of the total reads in the two groups, respectively. The most 
abundant OTUs that represented more than 0.5% of the total from at least one group were further considered. 
Among these OTUs, 25 accounted in total for 76 and 91% of the sequences from healthy and diseased fish, respec-
tively. The phylogenetic affiliation of these OTUs was shown in Table S1. Five of these OTUs (00001, 00002, 00004, 
000011 and 00013) were assigned to the genus Aeromonas, which dominated the bacterial communities in healthy 
and diseased fish and they accounted for 33 and 81% of the sequences from the groups, respectively (Table S1). A 
phylogenetic tree was constructed based on representative sequences of these five OTUs assigned to Aeromonas 
by neighbor-joining (MEGA program version 6.0; Figure S3). Two of these OTUs (00001 and 00013) were clus-
tered with A. salmonicida, and remained distinct from the other reference strains (A. hydrophila, A. sobria, and 

Figure 1.  Three-dimensional principal coordinate analysis of the community structure using weighted 
UniFrac distances. H.1-H.4 stand for the intestinal samples of healthy fish, and I.1-I.7, for the intestinal samples 
of diseased fish. The distances between symbols on the ordination plot reflect the relative dissimilarities in 
community structures.
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A. veronii), and from the other OTUs that corresponded to same genus (00002, 00004 and 000011). Interestingly, 
two reference pathogenic strains of A. salmonicida were isolated and identified in samples from C. guichenoti 
affected by furunculosis (strains YTU1 and YTL1, isolated from ulcer and liver, respectively).

In an additional experiment, pathogenicity of YTU1 and YTL1 strains were studied using zebrafish as infec-
tion model, and the LD50 values were determined to be 1.6 ×​ 104 and 1.4 ×​ 104 cfu/fish after intraperitoneal injec-
tion, respectively. The clinical signs were similar to the typical signs of furunculosis including swellings and 
ulcerations in the dorsal muscle, a few blood clots in the back, and a reddened and swollen anus. Pure A. salmon-
icida cultures were obtained from the ulceration, liver, and kidney of moribund zebrafish after the challenge. No 
control fish developed clinical signs or died.

The proportion of the unique OTUs that were detected only in one group was similar in both groups (67 and 
63% of the sequences from healthy and diseased fish, respectively). In terms of abundance, however, the unique 
OTUs represented a small proportion of the total (7.3 and 2.7% of the sequences from healthy and diseased 
fish, respectively). The five most abundant representatives of the OTUs that were detected only in healthy fish 
were affiliated to Bacteroides, unclassified_Bacteroidetes, unclassified_Porphyromonadaceae (Bacteroidetes), 
and Rubellimicrobium and Perlucidibaca (Proteobacteria; Table S2). The top five unique OTUs in diseased fish 
corresponded to Cyanobacteria Chloroplast GpI, Gemmiger, Aeromonas and Glaciecola (Proteobacteria), and 
Staphylococcus (Firmicutes; Table S3).

Figure 2.  Circular representation of the intestinal microbial communities of C. guichenoti in both groups 
at the phylum level. The inner circular diagram shows the relative abundance of different phyla in fish gut 
samples; the sequences that could not be assigned at the phylum level were designated as ‘unclassified bacteria’; 
H.1-H.4 stand for the intestinal samples of healthy fish, and I.1-I.7, for the intestinal samples of diseased fish. 
Abbreviations: Ai-Acidobacteria, At-Actinobacteria, Ba-Bacteroidetes, Ch-Chloroflexi, Cy-Cyanobacteria_
Chloroplast, De-Deinococcus-Thermus, Fi-Firmicutes, Fu-Fusobacteria, Ge-Gemmatimonadetes, Le-
Lentisphaerae, Ni-Nitrospira, Pl-Planctomycetes, Pr-Proteobacteria,Sp-Spirochaetes, SR-SR1,Sy-Synergistetes, 
Te-Tenericutes, TM-TM7,Un-unclassified bacteria, Ve-Verrucomicrobia and WS-WS3.
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Discussion
The causative agent of furunculosis, A. salmonicida has threatened fish farms for more than a century, and the epi-
demics induced significant economic losses in the aquaculture industry throughout the world16,24–26. As a major 

Figure 3.  Differentially predominant genera (relative abundance >0.5%) in healthy and diseased fishes. 
The blue and red boxes represent healthy and diseased fishes, respectively. The boxes include the interquartile 
range (IQR), from the first and third quartiles, and the inside bold line represents the median. The dotted lines 
extending vertically from the boxes (whiskers) denote the lowest and highest values within 1.5 IQR from the 
first and third quartiles. The circles represent outliers beyond the whiskers.

Figure 4.  LEfSe identified the most differentially abundant OTUs (relative abundance >0.01%) between 
the healthy (green) and diseased (red) fish. The left histogram shows the linear discriminant analysis (LDA) 
scores computed for the most discriminating OTUs, based on their relative abundance in the gut microbiota of 
C. guichenoti. The right heatmap shows the scores of these relative abundances; H.1-H.4 stand for the intestinal 
samples of healthy fish, and I.1-I.7, for the intestinal samples of diseased fish.



www.nature.com/scientificreports/

6Scientific Reports | 6:30606 | DOI: 10.1038/srep30606

aquaculture country, China accounts for nearly 70% of the world’s total aquaculture production27. The under-
standing of pathogenic bacteria in the intestine of fish has also increased in the last two decades. Investigations 
have demonstrated that the intestine is likely to be the main port of entry for several fish pathogens under experi-
mental infections, including A. salmonicida17,18,23. Numerous studies have successfully used molecular techniques, 
alone or in combination with conventional methods, to characterize uncultured and culturable bacteria in the gut 
of a wide range of fish species. The observation of intestinal cellular damages is one of the most common symp-
toms in fishes affected by furunculosis28,29, but it is unclear whether the intestinal cellular damages are the cause 
or the result of the infection by A. salmonicida, and that warrants further investigation.

In mice and humans, many gastrointestinal diseases are associated with shifts in the gut microbial commu-
nity30–33. The study of the association between diseases and alterations in the diversity of intestinal microbiota is 
essential for understanding how gut microbes may impact host fitness, and for developing efficient measures to 
prevent or treat the diseases. Thus far, the high-throughput sequencing-based studies that regarded the association 
of fish intestinal bacterial communities with disease occurrence have been relatively limited. To our knowledge, 
the present study was the first one that addressed the relationship between furunculosis and fish gut bacterial 
communities of largemouth bronze gudgeon, an economically significant species in Chinese aquaculture. We 
found that alpha-diversity was markedly reduced in the gut microbiota of diseased fish. Moreover, the weighted 
UniFrac distance-based PCoA and P-test analysis revealed the significant dissimilarity between the intestinal 
bacterial community structures of diseased and healthy fish. Interestingly, the normalized weighted UniFrac dis-
tances among the samples from diseased individuals were significantly shorter, compared to those from healthy 
fish. In other words, the bacterial community associated with the intestine of healthy individuals was more diverse 
than that of diseased fish. It must be kept in mind that the present data concerned the relative abundance of taxo-
nomic units. In diseased fish, the likely overgrowth of the opportunistic bacterium diminished the relative impor-
tance of the other taxons, but not necessarily their population density. The preservation of the “microbial balance” 
in the intestine is critical for health, and everything must be done to inhibit the growth of opportunistic strains of  
A. salmonicida in the gastrointestinal tract of fish, as well as to endeavor to restore microbial diversity after infec-
tious episodes and antibacterial treatments.

In this study, Aeromonas was the dominant genus in both of the healthy and diseased fish, but in greater pro-
portion in the latter group. Previous studies revealed that the strains of Aeromonas with high-adhesive capability 
could colonize the surface of intestinal mucosa, and the intestine might be a primary site for stress-induced 
infections by pathogenic strains34.This was in accordance with another study that suggested that fish gut may be 
a reservoir for many opportunistic pathogens35. However, members of the genus Aeromonas are normal compo-
nents of fish gut microbiota6,7,12,36,37, and the bacteria associated with mucosa may be regarded as indigenous spe-
cies possibly beneficial to host nutrition, mucosal defense, and host immunity38. In the diseased fish, two OTUs, 
OTU0001 and OTU0013, were closely related to pathogenic strains of A. salmonicida, especially YTU1 and YTL1 
(Figure S3). These latter strains were isolated from ulcer and liver in C. guichenoti affected by furunculosis, and 
their virulence was demonstrated by the experimental infection of zebrafish (and also grass carp, unpublished 
data), suggesting that OTU0001 and OTU0013 might play an important role in furunculosis. The total propor-
tion of these two OTUs exceeded 70% of total sequences in the diseased group, but the two OTUs were shared by 
healthy individuals, averaging 5% of the sequences from the healthy group. This result suggested that pathogenic 
strains of A. salmonicida might be present in the intestine before furunculosis occurred, which is in accordance 
with a former study about Aeromonas hydrophila23. Environmental stressors, such as hypoxia, pollutants, or sud-
den changes in temperature, can weaken the host’s immune system and allow the pathogens to cause diseases by 
colonizing or invading the intestinal mucosa39. Previous study revealed that the “rare biosphere” might simply 
result from past ecological changes, but rare taxons can become dominant in response to shifts in environmental 
conditions, when local or global changes favor their growth40. The disruption of the ecological equilibrium in the 
intestine of animals can lead to the overgrowth of pathogenic intestinal bacteria41. Stress can alter the intestinal 
function in fish42; and then pathogenic A. salmonicida may attack membrane surfaces in fish intestine, translocate 
across the intestinal wall and propagate the disease. Therefore, dysbiosis and the transformation of microecolog-
ical niches in fish intestine in response to environmental stresses may cause the occurrence of the disease. This 
phenomenon highlights the need for manipulating the gut microbiota in fish, with suitable strategies for better 
health management. The present study may provide some cues to determine the etiology of furunculosis, and to 
work out effective prevention and control measures.

Methods
Sample collection and DNA extraction.  A severe disease outbreak of cage-cultured C. guichenoti 
occurred in the upper reaches of the Yangtze River in Luzhou, Sichuan province, Southwest China in late March 
2012. The cumulative mortality was approximately 42% during the epidemic at a water temperature ranging from 
15 °C to 20 °C. The fish were 18 cm to 20 cm in length. The major symptoms of the diseased fish were swollen dor-
sal muscle, shallow ulcerations, swollen mouth, slight exophthalmia, and slight hemorrhage on the body surface. 
The causative agent was identified as Aeromonas salmonicida subspecies salmonicida by conventional bacteriolog-
ical methods and molecular sequence data (data not shown; GenBank identifiers: KC254647, KC254648). The fish 
studied in the present study were reared in net cages (3 m ×​ 3 m ×​ 3 m) in the upper reaches of the Yangtze River. 
Seven fish showing typical clinical signs and four healthy fish were collected, placed in an ice box, and sent to the 
laboratory on the same day. The healthy fish were active and feeding normally, and the pathogen was not detected 
by bacteriological culture from the liver. These healthy fish were sampled from the same population as the dis-
eased fish, and every fish was reared under the same conditions. The methods used in this study were reviewed 
and approved by the ethics committee of the Institute of Hydrobiology, Chinese Academy of Sciences, and were 
carried out in accordance with the relevant guidelines, including any relevant details.
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Prior to dissection for sample collection, all fish were euthanized with an overdose of MS 222 (Sigma, 
Germany). All procedures for handling and euthanasia of fish were done according to the procedure described 
by Roeselers, et al.6. The total of eleven intestinal samples comprised the four ones from healthy fish (H.1-H.4) 
and the other seven from diseased fish (I.1-I.7). For every sample, 100 mg of excised intestines were placed into 
a sterile 2-mL tube with 200 mg of 0.1-mm glass beads, 300 μ​L lysis solution, and 10 μ​L Proteinase-K solution 
(OMEGA, Bio-Tek, USA). The samples were homogenized for 3 min in a bead beater (Biospec Products) and 
centrifuged at 4,000 ×​ g for 5 min to eliminate the pellet of debris. The supernatant was collected for isolating 
metagenomic DNA with E.Z.N.A. Stool DNA kit (OMEGA, Bio-Tek, USA) according to the manufacturer’s 
instructions. The DNA concentration was quantified with NanoDrop ND-1000 (Thermo Scientific, USA). The 
samples were extracted in duplicates, and the two extracts from the same sample were pooled together to avoid 
bias7,12. The extracted DNA was stored at −​80 °C until use.

PCR amplification and sequencing.  Universal primer 338F (5′​-ACTCCTACGGGAGGCAGCAG-3′​)  
and 533R (5′​-TTACCGCGGCTGCTGGCAC-3′​) with 6 nt unique barcode at 5′​-end of 338F was used to amplify 
the V3 hypervariable region of 16S rRNA gene43. The amplification reaction mix (final volume 25 μ​L) consisted 
of 0.25 Unit of TaKaRa Ex Taq DNA polymerase, 2 μ​L 10 ×​ Ex Taq buffer (Mg2+​), 1.6 μ​L dNTP mix (TaKaRa 
Biotechnology Co., Ltd., Dalian, China), forward and reverse primers (1.0 μ​M each), 1 μ​L BSA (10 mg mL−1), 1 μ​L  
DNA template (c. 10 ng), and sterile water added up to 25 μ​L. The amplification process comprised an initial 
denaturation step of 94 °C for 5 min, followed by 30 cycles at 94 °C for 30 s, 56 °C for 30 s, and 72 °C for 30 s, and a 
final extension at 72 °C for 10 min. The PCR reactions were duplicated for each sample, and the two products were 
pooled before migration on 1% agarose gel electrophoresis. The PCR products were re-extracted from the gel, and 
purified by using the QIAEX II Gel Extraction Kit (QIAGEN). All the samples were sequenced in one paired-end 
MiSeq run (Illumina Inc., San Diego, CA).

Statistical and bioinformatics analysis.  The sequence data were processed using QIIME 
Pipeline-Version 1.7.0 (http://qiime.org/)44. The sequences with an average phred score lower than 20, ambig-
uous bases, homopolymer runs exceeding 8 bp, primer mismatches, or sequence lengths shorter than 150 bp 
were removed. Only the sequences with an overlap longer than 10 bp and without any mismatch were assembled 
according to their overlap sequence. The reads that could not be assembled were discarded. All the sequence reads 
were trimmed and assigned to each sample, based on their barcodes. The barcode and sequencing primers were 
trimmed from the assembled sequence, and aligned with the Bacterial SILVA database (SILVA SSU 123), result-
ing in 14,956 bacterial sequences45. The chimeric sequences were excluded by using the Uchime algorithm46,47. 
Taxonomy was assigned using the Ribosomal Database Project classifier, with a confidence threshold of 50%48,49. 
The “contaminants” sequences classified as “Mitochondria,” “Eukaryota,” or “unknown,” as well as those from 
archaeal and eukaryotic 16S/18S rRNA genes were removed to focus as closely as possible on bacterial diversity. 
The remaining sequences were clustered into operational taxonomic units (OTUs) at 97% identity threshold. All 
the samples were randomly resampled to 3,692 reads. The rarefaction curves were generated from the remain-
ing numbers of OTUs, before analyzing both alpha-diversity (phylogenetic distance on whole tree; number of 
OTUs; Chao1 estimator of richness; Shannon and Simpson diversity indices) and beta-diversity with Principal 
Coordinates Analysis (PCoA) and UniFrac. The microbial communities were visualized using Circos50. A phy-
logenetic tree was generated with MEGA program (version 6.0). The heatmap was constructed using the heatmap 
2 function of the R gplots package51. The bacterial communities were compared by p test on the Fast UniFrac met-
ric matrix and PCoA, based on phylogenetic information52. LEfSe (http://huttenhower.sph.harvard.edu/galaxy/) 
was also utilized, the significance threshold of the alpha parameter for the Kruskal-Wallis test among classes was 
set to 0.05 and the cut-off logarithmic LDA score was 2.053. Differences between two independent groups were 
evaluated by Analysis of Variance (ANOVA) (SPSS, version 19.0). The raw sequences were deposited at NCBI/
EBI/DDBJ Sequence Read Archive (Accession No. DRA004067).

Experimental infection.  C. guichenoti has not been acclimatized well for artificial culture, resulting in difficulty  
in laboratory trials, particularly for artificial challenge experiments. Thus, we used zebrafish (mean weight: 
1.0 ±​ 0.2 g) as an alternative. The fish were randomly distributed between nine experimental groups of 20 fish 
each, and reared in 10-L aquaria filled with 5 L of stagnant water at 18 °C for 15 days prior to challenge. Half of the 
water was exchanged once a day. YTU1 and YTL1 was cultured on TSA plates at 18 °C overnight and suspended 
in PBS buffer. Zebrafish were intraperitoneally injected with 0.05 mL of four 10-fold serial dilutions of YTU1 or 
YTL1 suspension at final concentrations ranging from 8 ×​ 105 to 8 ×​ 108 colony-forming units (cfu) per milliliter. 
Sterile PBS was injected to the control group in the ninth and last aquarium. Clinical signs and mortalities were 
recorded daily for 15 d post-challenge. Dead fish specimens were subjected to standard microbiological and 
pathological examinations, and LD50 values were calculated according to the methodology of Reed54.

References
1.	 Flint, H. J., Bayer, E. A., Rincon, M. T., Lamed, R. & White, B. A. Polysaccharide utilization by gut bacteria: potential for new insights 

from genomic analysis. Nat Rev Microbiol 6, 121–131 (2008).
2.	 Ley, R. E., Lozupone, C. A., Hamady, M., Knight, R. & Gordon, J. I. Worlds within worlds: evolution of the vertebrate gut microbiota. 

Nat Rev Microbiol 6, 776–788 (2008).
3.	 Sugita, H., Miyajima, C. & Deguchi, Y. The vitamin B12-producing ability of the intestinal microflora of freshwater fish. Aquaculture 

92, 267–276 (1991).
4.	 Walter, J., Britton, R. A. & Roos, S. Host-microbial symbiosis in the vertebrate gastrointestinal tract and the Lactobacillus reuteri 

paradigm. Proc Natl Acad Sci USA 108, 4645–4652 (2011).
5.	 Perez, T. et al. Host-microbiota interactions within the fish intestinal ecosystem. Mucosal Immunol 3, 355–360, doi: 10.1038/

mi.2010.12 (2010).
6.	 Roeselers, G. et al. Evidence for a core gut microbiota in the zebrafish. ISME J 5, 1595–1608 (2011).

http://qiime.org/
http://huttenhower.sph.harvard.edu/galaxy/


www.nature.com/scientificreports/

8Scientific Reports | 6:30606 | DOI: 10.1038/srep30606

7.	 Wu, S. et al. Composition, diversity, and origin of the bacterial community in grass carp intestine. PLoS One 7, e30440, doi: 10.1371/
journal.pone.0030440 (2012).

8.	 Sekirov, I., Russell, S. L., Antunes, L. C. M. & Finlay, B. B. Gut Microbiota in Health and Disease. Physiol Rev 90, 859–904 (2010).
9.	 Li, T. et al. Comparative analysis of the intestinal bacterial communities in different species of carp by pyrosequencing. Microb Ecol 

69, 25–36, doi: 10.1007/s00248-014-0480-8 (2015).
10.	 Li, J. et al. Comparative study on gastrointestinal microbiota of eight fish species with different feeding habits. J Appl Microbiol 117, 

1750–1760, doi: 10.1111/jam.12663 (2014).
11.	 Sullam, K. E. et al. Environmental and ecological factors that shape the gut bacterial communities of fish: a meta-analysis. Mol Ecol 

21, 3363–3378 (2012).
12.	 Wu, S. et al. Microbial diversity of intestinal contents and mucus in yellow catfish (Pelteobagrus fulvidraco). Aquaculture 303, 1–7 

(2010).
13.	 Ingerslev, H. C. et al. Diet type dictates the gut microbiota and the immune response against Yersinia ruckeri in rainbow trout 

(Oncorhynchus mykiss). Fish Shellfish Immunol 40, 624–633, doi: 10.1016/j.fsi.2014.08.021 (2014).
14.	 Zhang, F. & Tan, D. Genetic diversity in population of largemouth bronze gudgeon (Coreius guichenoti Sauvage et Dabry) from 

Yangtze River determined by microsatellite DNA analysis. Genes Genet Syst 85, 351–357 (2010).
15.	 Figueras, M. J. Clinical relevance of Aeromonas sM503. Rev Med Microbiol 16, 145–153 (2005).
16.	 Olivier, G. Getting to know your enemy. Furunculosis. Multidisciplinary fish disease research. Academic, San Diego, 233–234 (1997).
17.	 Ringø, E. et al. Damaging effect of the fish pathogen Aeromonas salmonicida ssp. salmonicida on intestinal enterocytes of Atlantic 

salmon (Salmo salar L.). Cell Tissue Res 318, 305–311 (2004).
18.	 Jutfelt, F., Olsen, R. E., Glette, J., Ringo, E. & Sundell, K. Translocation of viable Aeromonas salmonicida across the intestine of 

rainbow trout, Oncorhynchus mykiss (Walbaum). J Fish Dis 29, 255–262, doi: 10.1111/j.1365-2761.2006.00715.x (2006).
19.	 Cornick, J., Morrison, C., Zwicker, B. & Shum, G. Atypical Aeromonas salmonicida infection in Atlantic cod, Gadus morhua L. J Fish 

Dis 7, 495–499 (1984).
20.	 Dalsgaard, I. & Paulsen, H. Atypical Aeromonas salmonicida isolated from diseased sand-eels, Ammodytes lancea (Cuvier) and 

Hyperoplus lanceolatus (Lesauvege). J Fish Dis 9, 361–364 (1986).
21.	 El Morabit, A., García-Márquez, S. & Santos, Y. Is sea Iamprey a potential source of infection with Aeromonas salmonicida for wild 

and farmed fish? B Eur Assoc Fish Pat 24, 100–103 (2004).
22.	 Inglis, V., Yimer, E., Bacon, E. & Ferguson, S. Plasmid-mediated antibiotic resistance in Aeromonas salmonicida isolated from 

Atlantic salmon, Salmo salar L., in Scotland. J Fish Dis 16, 593–599 (1993).
23.	 Zhang, X. J. et al. Does the gastrointestinal tract serve as the infectious route of Aeromonas hydrophila in crucian carp (Carassius 

carassius)? Aquac Res 46, 141–154 (2015).
24.	 Vincent, A. T. et al. Detection of variants of the pRAS3, pAB5S9, and pSN254 plasmids in Aeromonas salmonicida subsp. 

salmonicida: multidrug resistance, interspecies exchanges, and plasmid reshaping. Antimicrob Agents Ch 58, 7367–7374 (2014).
25.	 Wiklund, T. & Dalsgaard, I. Occurrence and significance of atypical Aeromonas salmonicida in non-salmonid and salmonid fish 

species: a review. Dis Aquat Organ 32, 49–69 (1998).
26.	 Long, M. et al. Transcriptomic and proteomic analyses of splenic immune mechanisms of rainbow trout (Oncorhynchus mykiss) 

infected by Aeromonas salmonicida subsp. salmonicida. J Proteomics 122, 41–54, doi: 10.1016/j.jprot.2015.03.031 (2015).
27.	 Zhang, D., Li, A., Xie, J. & Ji, C. In vitro antibacterial effect of berberine hydrochloride and enrofloxacin to fish pathogenic bacteria. 

Aquac Res 41, 1095–1100 (2010).
28.	 Scott, M. The pathogenicity of Aeromonas salmonicida (Griffin) in sea and brackish waters. J gen microbiol 50, 321–327 (1968).
29.	 Magnadóttir, B., Bambir, S. H., Gudmundsdóttir, B. K., Pilström, L. & Helgason, S. Atypical Aeromonas salmonicida infection in 

naturally and experimentally infected cod, Gadus morhua L. J Fish Dis 25, 583–597, doi: 10.1046/j.1365-2761.2002.00407.x (2002).
30.	 Larsen, N. et al. Gut Microbiota in Human Adults with Type 2 Diabetes Differs from Non-Diabetic Adults. PLoS One 5, e9085, doi: 

10.1371/journal.pone.0009085 (2010).
31.	 Ley, R. E. Obesity and the human microbiome. Curr Opin Gastroen 26, 5–11, doi: 10.1097/MOG.0b013e328333d751 (2010).
32.	 Kassinen, A. et al. The fecal microbiota of irritable bowel syndrome patients differs significantly from that of healthy subjects. 

Gastroenterology 133, 24–33 (2007).
33.	 Qin, N. et al. Alterations of the human gut microbiome in liver cirrhosis. Nature (2014).
34.	 Namba, A., Mano, N. & Hirose, H. Phylogenetic analysis of intestinal bacteria and their adhesive capability in relation to the 

intestinal mucus of carp. J Appl Microbiol 102, 1307–1317 (2007).
35.	 Pond, M. J., Stone, D. M. & Alderman, D. J. Comparison of conventional and molecular techniques to investigate the intestinal 

microflora of rainbow trout (Oncorhynchus mykiss). Aquaculture 261, 194–203 (2006).
36.	 Nayak, S. K. Role of gastrointestinal microbiota in fish. Aquac Res 41, 1553–1573 (2010).
37.	 Kim, D. et al. Shewanella haliotis sp. nov., isolated from the gut microflora of abalone, Haliotis discus hannai. ISME J 57, 2926–2931, 

doi: 10.1099/ijs.0.65257-0 (2007).
38.	 Ringø, E., Olsen, R. E., Mayhew, T. M. & Myklebust, R. Electron microscopy of the intestinal microflora of fish. Aquaculture 227, 

395–415 (2003).
39.	 Hansen, G. & Olafsen, J. Bacterial interactions in early life stages of marine cold water fish. Microb Ecol 38, 1–26 (1999).
40.	 Sogin, M. L. et al. Microbial diversity in the deep sea and the underexplored “rare biosphere”. Proc Natl Acad Sci USA 103, 

12115–12120, doi: 10.1073/pnas.0605127103 (2006).
41.	 Berg, R. In Mechanisms in the Pathogenesis of Enteric Diseases 2 Vol. 473 Advances in Experimental Medicine and Biology (eds PremS 

Paul & DavidH Francis) Ch. 2, 11–30 (Springer US, 1999).
42.	 Olsen, R. E., Sundell, K., Mayhew, T. M., Myklebust, R. & Ringø, E. Acute stress alters intestinal function of rainbow trout, 

Oncorhynchus mykiss (Walbaum). Aquaculture 250, 480–495 (2005).
43.	 Huse, S. M. et al. Exploring microbial diversity and taxonomy using SSU rRNA hypervariable tag sequencing. PLoS Genet 4, 

e1000255, doi: 10.1371/journal.pgen.1000255 (2008).
44.	 Caporaso, J. G. et al. QIIME allows analysis of high-throughput community sequencing data. Nat Methods 7, 335–336, doi: 10.1038/

nmeth.f.303 (2010).
45.	 Schloss, P. D. A high-throughput DNA sequence aligner for microbial ecology studies. PLoS One 4, e8230 (2009).
46.	 Edgar, R. C., Haas, B. J., Clemente, J. C., Quince, C. & Knight, R. UCHIME improves sensitivity and speed of chimera detection. 

Bioinformatics 27, 2194–2200, doi: 10.1093/bioinformatics/btr381 (2011).
47.	 Schloss, P. D. et al. Introducing mothur: open-source, platform-independent, community-supported software for describing and 

comparing microbial communities. Appl Environ Microbiol 75, 7537–7541 (2009).
48.	 Wang, Q., Garrity, G. M., Tiedje, J. M. & Cole, J. R. Naive Bayesian classifier for rapid assignment of rRNA sequences into the new 

bacterial taxonomy. Appl Environ Microbiol 73, 5261–5267 (2007).
49.	 Claesson, M. J. et al. Comparative analysis of pyrosequencing and a phylogenetic microarray for exploring microbial community 

structures in the human distal intestine. PLoS One 4, e6669, doi: 10.1371/journal.pone.0006669 (2009).
50.	 Krzywinski, M. et al. Circos: an information aesthetic for comparative genomics. Genome Res 19, 1639–1645 (2009).
51.	 Gentleman, R. C. et al. Bioconductor: open software development for computational biology and bioinformatics. Genome Biol 5, 

R80 (2004).



www.nature.com/scientificreports/

9Scientific Reports | 6:30606 | DOI: 10.1038/srep30606

52.	 Lozupone, C., Hamady, M. & Knight, R. UniFrac–an online tool for comparing microbial community diversity in a phylogenetic 
context. BMC Bioinformatics 7, 371, doi: 10.1186/1471-2105-7-371 (2006).

53.	 Segata, N. et al. Metagenomic biomarker discovery and explanation. Genome Biol 12, R60, doi: 10.1186/gb-2011-12-6-r60 (2011).
54.	 Reed, L. J. & Muench, H. A simple method of estimating fifty per cent endpoints. Am J Epidemiol 27, 493–497 (1938).

Acknowledgements
This work was supported by grants from FEBL project (2011FBZ26), Jiangsu Provincial Department of Science 
and Technology project D2015-11 and the Natural Science Foundation of China (No. 30670112 and 31070112). 
We would like to thank Dr. James T. Hollibaugh for providing helpful comments on a previous version of this 
manuscript.

Author Contributions
T.L., M.L., C.J. and A.L. conceived the research. T.L., M.L. and X.Z. performed the experiments. T.L. wrote the 
manuscript. T.L., M.L., F.-J.G. and A.L. edited the manuscript. Z.S., Q.Z., L.Z., Y.Z. and X.L. contributed sampling, 
reagents or data analysis pipeline. All authors reviewed and accepted the manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Li, T. et al. Alterations of the gut microbiome of largemouth bronze gudgeon (Coreius 
guichenoti) suffering from furunculosis. Sci. Rep. 6, 30606; doi: 10.1038/srep30606 (2016).

This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 

unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
 
© The Author(s) 2016

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	Alterations of the gut microbiome of largemouth bronze gudgeon (Coreius guichenoti) suffering from furunculosis
	Introduction
	Results
	Sequencing depth and alpha diversity indices
	OTU-based beta diversity of the intestinal microbial communities
	Taxonomic profiling of the bacterial community
	Partition between shared and unique OTUs

	Discussion
	Methods
	Sample collection and DNA extraction
	PCR amplification and sequencing
	Statistical and bioinformatics analysis
	Experimental infection

	Additional Information
	Acknowledgements
	References



 
    
       
          application/pdf
          
             
                Alterations of the gut microbiome of largemouth bronze gudgeon (Coreius guichenoti) suffering from furunculosis
            
         
          
             
                srep ,  (2016). doi:10.1038/srep30606
            
         
          
             
                Tongtong Li
                Meng Long
                Cheng Ji
                Zhixin Shen
                François-Joël Gatesoupe
                Xujie Zhang
                Qianqian Zhang
                Lanli Zhang
                Yuanli Zhao
                Xinhua Liu
                Aihua Li
            
         
          doi:10.1038/srep30606
          
             
                Nature Publishing Group
            
         
          
             
                © 2016 Nature Publishing Group
            
         
      
       
          
      
       
          © 2016 Macmillan Publishers Limited
          10.1038/srep30606
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep30606
            
         
      
       
          
          
          
             
                doi:10.1038/srep30606
            
         
          
             
                srep ,  (2016). doi:10.1038/srep30606
            
         
          
          
      
       
       
          True
      
   




