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Abstract
The use of antibiotics in fish and shrimp aquaculture all over the world was found to be only partially
successful in preventing infectious diseases. However, their overuse has resulted in the contamination of
closed aquatic ecosystems, reduced antibiotic resistance in organisms that fight infectious diseases, and
compromised the effectiveness of various antibiotic medications in controlling diseases. Excessive use of
antibiotics damages aquaculture species and impacts human health, also rendering the most potent
antibiotics increasingly ineffective, with limited alternatives. Therefore, intensive research efforts have been
made to replace antibiotics with other protocols and methods like vaccines, phage therapy, quorum
quenching technology, probiotics, prebiotics, chicken egg yolk antibody (IgY), and plant therapy,” etc.
Though all these methods have great potential, many of them are still in the experimental stage, except for
fish vaccines. All these alternative technologies need to be carefully standardized and evaluated before
implementation. In recent times, after realizing the importance of the gut microbiome community in
maintaining the health of animals, efforts have been made to use the microbiome strains for the prevention
of pathogenic bacterial and viral infections. Now it has been experimentally proven that animals should
possess a healthy microbiome community in their gut tract to strengthen the immune system and prevent
the entry of harmful pathogens. Investigations are now being carried out on the derivation of various
bioactive compounds from the gut microbiome strains and their structural profile and functionality using
the molecular tools of metagenomics and bioinformatics. Such newly discovered compounds from micro-
biomes can be used as potential alternatives to replace antibiotic drugs in the aquaculture industry. These
alternatives are likely to emerge as breakthroughs in animal healthmanagement and farming, with effects on
cost efficiency, species health, productivity, and yield enhancement. Therefore, introducing new micro-
innovative technologies into an overall health management plan will be highly beneficial.
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Introduction

The gutmicrobiomes inmost organisms are a rich source of bioactive compounds that have the potential to
be developed into future antibiotics (O’Neill, 2014). These compounds include antimicrobial peptides,
bacteriocins, and other small bioactive molecules that can interact with other pathogenic bacteria to inhibit
or modify their growth and colonization (Tortorella et al., 2018). There are billions of microbes present in
the body that have coevolved with organisms and play a pivotal role in controlling many physiological
activities, including the strengthening of the immune system. The emerging resistance to known antibiotics
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for preventing the recurrence of diseases in aquaculture farming and also for the need for new and green
antibiotics has led to the discovery of new bioactive compounds frommicrobiome strains. Themicrobiome
species produce several bioactive compounds in response to either pathogenic bacteria and viruses or other
environmental stresses. All such bioactive compounds produced have significant functional properties like
antimicrobials and antibiotics and can be used for therapeutic purposes to mitigate infectious diseases in
cultivable organisms. In the early 1960 an antibiotic like penicillin was discovered by screening 19 micro-
biome species, and later several novel bioactive compounds and antimicrobial peptides were isolated from
the microbiomes of soil and marine, and other diverse habitats (Moore and Gerwick, 2012; Lam and
Crawford, 2018). At present, several bioactive compounds are being discovered using a combination of
genome mining, activation of silent biosynthetic pathways, and metagenomic analysis of a variety of
ecosystems (Challinor and Bode, 2015; Garcia-Gutierrez et al., 2018). Even small biomolecules, peptides,
and secondarymetabolites are also being discovered from themicrobiome species, and such compounds are
obtainedmostly from the commensalmicrobiomes and throughmicrobe–host interactions. To understand
the host-microbiome interaction and identify potential antimicrobial compounds focus of research is now
given to large-scale genome sequencing of isolates of body parts of the cultivable organisms. Metagenomics
and meta-transcriptome data collected from different commensal microbiomes were analyzed using
bioinformatics applications to understand the functional aspects of molecules (Diwan et al., 2023, 2024).

In aquaculture farming, the surge of antimicrobial resistance infections and the concurrent increase in the
usage of antibiotic drugs and other chemicals have jeopardized the healthcare system in cultivable organisms.
This has created an unhealthy aquatic environment, creating opportunities for the entry of new pathogens.
There is a need to build a robust healthcare system naturally, without using any drugs among the cultivable
organisms, so that incidences of mass mortality and losses can be avoided. Therefore, the search for alternate
antimicrobial agents has become a necessity. In recent years, emphasis has now been given to searching for
natural products as sources of therapeutic agents, with antimicrobials being one of the most compelling
biomolecules. Unlike microbial-originated antibiotics, plant-based antimicrobials have been extensively
explored and with varied applications in medicine, veterinary, agriculture, and biotechnology. The micro-
biomes located in the gut system of animals have been recognized as producers of bioactive compounds with
antibacterial, antifungal, and cytotoxic bioactivity (Xu et al., 2015; El-Demerdash et al., 2018; Karpinski, 2019;
Elissawyetal.,2021).Duetotheirdistinctivebiologicalproperties,researchershaverecentlyidentifiedmicrobes
as untapped reservoirs for novel antimicrobial agents (Swift et al., 2021). Specifically, the invention of state-of-
the-art molecular biology, genetic, genomic, and computational tools has facilitated the mining of microbial
structural systems to enhance drug discovery (Moir et al., 1999; Schnappinger, 2015;Maghembe et al., 2020).

The microbiome present in the gut system of fish and shellfish is ubiquitous, diverse community of
organisms broadly categorized into viruses, bacteria, archaea, fungi, and protists. Among these microbiome
communities, bacteria and fungi have been explored as potential sources of novel antimicrobial bioactive
compounds. There are reports regarding the isolation of several peptide compounds (mathiapeptide,
destotamide, Marfomycins, spirotetronates abyssomycin, and Lobophorin) from the bacteria including
staphylococcus aureus, Micrococcus luteus, Bacillus subtilis, Enterococcus faecalis having the properties of
antimicrobial compounds. Several researchers have conducted in vivo and in vitro studies to show that the
bioactive compounds extracted fromCyanobacteria, yeast, andmicroalgae have antibacterial functions. Such
discoveries of antimicrobial compounds frommicrobiome species have inspired several workers to produce
synthetic antimicrobials from natural products to overcome antibiotic resistance (Mitcheltree et al., 2021).
Due to the emergence of diverse strains of microbiomes having antimicrobial properties and the advent of
modern scientific tools for analysis, there is a large potential and opportunities to enhance the bioprospecting
of new antimicrobial compounds. Therefore, the main objectives of this review are to investigate and report
the novel antimicrobial compounds from the gut microbiome species of fish and shellfish of aquaculture
importance and further explore their potential use for therapeutic purposes, replacing antibiotic drugs.

Antibacterial compounds from the bacterial community

Since the ban on antibiotics in aquaculture farming, emphasis is now being given to searching for natural
products as sources of therapeutic agents to prevent the recurring spread of diseases in fish and shellfish
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during their captive culture. The plant-based anti-microbial has been extensively explored, and its
therapeutic use in medicine, veterinary, agriculture, and biotechnology has been well-proved. However,
anti-microbial compounds from microbiomes of fish and shellfish have not been explored much, and
extensive research is warranted in this niche area of science (Diwan et al., 2023). The gut microbiome
species present in fish and shellfish have been recognized as the producers of several novel bioactive
compounds with antibacterial, antifungal, and cytotoxic functional properties (Xu et al., 2015;
El-Demerdash et al., 2018; Karpinski, 2019; Elissawy et al., 2021). They also produce functionally rich
secondarymetabolites, which enable them to survive in varied environmental conditions. Several reports
in the recent past mention that microbes are unexplored reservoirs of novel antimicrobial agents due to
their distinctive biological properties (Swift et al., 2021). Because of the advancement in analytical
molecular tools, the innovative inventions in molecular genomics and genetics, and in-silico technology
have facilitated the mining of microbial structural profiles to enhance drug discovery research (Moir
et al., 1999; Schnappinger, 2015; Maghembe et al., 2020). Themicrobiome community in such cultivable
aquatic organisms is ubiquitous, diverse in composition, and broadly categorized into viruses, bacteria,
archaea, fungi, and protists. Predominantly, bacteria and fungi are explored as potential sources of novel
antimicrobial agents. Sanchez et al. (2012), while working on the marine fish gut microbiome, reported
that several natural bioactive compounds produced by the gut microbiomes possess significant func-
tional properties.

The microbiome belongs to the group Actinobacteria, including Rhodococcus, Microbacterium, and
Micromonospora species, which are present in the digestive tract of six varieties of fish predominantly,
and produces a novel lipid compound, viz., sebastenoic acid. Many researchers have reported that
Sebastenoic acid has antibacterial properties that protect organisms against bacterial infection, particu-
larly from strains like Staphylococcus aureus, Bacillus subtilis, Enterococcus faecium, andVibrio mimicus.
Diwan et al. (2021) in their review paper mentioned about 1000 new bioactive compounds produced by
themicrobiome species associated with severalmarine invertebrates. As themicrobiome species produce
several vital bioactive compounds having the properties of antimicrobials, a lot of research work has been
done on genome sequencing of these microbiome communities (Van Trindade et al., 2015). It has been
further reported that 37 secondarymetabolites have been discovered from the gene clusters of the fish gut
microbiome species like Streptomyces avermitilis, having the properties of antimicrobials. The strains of
firmicutes and proteobacteria from the gut of fish have been shown to contain active biological
ingredients having functional properties against Gram-positive and Gram-negative pathogenic bacteria.
Several peptides, alkaloids, and sesquiterpenes have been isolated from the different bacterial species,
having the properties of antimicrobials (Tortorella et al., 2018). Furthermore, in vivo and in vitro assays
have also demonstrated the anti-infective potential of other microbial products extracted from cyano-
bacteria, microalgae, and yeast (Rojas et al., 2020; Alsenani et al., 2020). Several workers have reported
that the lactic acid bacteria found in the gut of fish produce bacteriocin compounds that are effective
against pathogenic bacteria (Tenea et al., 2016). Similarly, bacteriocin produced by Lactobacillus
pentosus has been found to arrest the proliferation of certain pathogenic bacteria like E. coli, Pseudo-
monas aeruginosa, E. faecalis, K. pneumoniae, and Lactobacillus curvatus (Todorov and Dicks, 2007).
Bonnie Waycott (2023) mentioned that the bacteriocin produced by the lactobacillus sp. can be used as
an antibiotic alternative. It was confirmed by the application of bacteriocin in shrimp farming.
Bacteriocins are low molecular weight polypeptides synthesized in ribosomes and contain 20–60 amino
acid residues. Since the discovery of different forms of bacteriocin from microbial species and their
antimicrobial properties, several workers have taken an interest in this product and worked out their
mechanisms related to antimicrobials (Oscáriz and Pisabarro, 2001; Cotter et al., 2005; Güllüce et al.,
2013; Herzog et al., 2020; Jiang et al., 2020; Hernández-González et al., 2021; Thakur et al., 2021). These
compounds have shown various biological activities against microorganisms, biofilm, tumors, and
oxidation. Several biopharma industries are now looking for such new microbial products from the
microbiome species of both fish and shellfish, and manufacturing these products under different
commercial names for their use in aquaculture farming. To promote the prospects of such microbial
products in these industries, there is an urgent need for intensive research on fish and shellfish
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microbiomes, particularly in genomics and metagenomics areas. The functional aspects of the gut
microbiome are an important issue for future investigation, and therefore, in-depth knowledge of
functional metagenomics is very much essential. Table 1 summarises fish and shellfish microbiomes
producing bioactive compounds for their potential use in the development of aqua-bio industries. It has
been reported that Actinobacteria found in the gut of several marine fish produce many bioactive
compounds, including the most important one i.e., bacteriocin. Another compound called anthramycin
which has the property of an antibiotic, is produced by actinomycete bacteria, which works against
Bacillus anthracis, a pathogenic bacterium.

Anthramycin is also found to be produced by the gut bacterium Streptomyces from marine environ-
ments, particularly in higher organisms 65 (Valliappan et al., 2014). Actinobacteria frommarine fish have
been the focus of several researchers as this group ofmicrobiomes producesmany antibacterial compounds
(Vignesh et al., 2019; Vadivel et al., 2021). The antimicrobial activity of Actinobacteria against pathogens
like Salmonella enterica, S. aureus, E. coli, and Streptomyces bacterium, working as antimicrobial, anti-
fungal, and quorum-sensing inhibitory activity, has been well-established in the recent past.

After realizing the importance of fish gut microbiomes as the best resources for producing novel
bioactive compounds, one of the challenges researchers faced was how to culture these microbiome
strains under lab conditions for their large-scale production and utilization in aquaculture to replace
antibiotic drugs. It was also felt that the structure and functional properties of the bioactive compounds
they produce in laboratory culture systems should not be altered as several environmental factors
including the temperature, PH, and dissolved O2 concentration may affect not only the diversity of
microbiome composition but also the nature of the bioactive compounds (Abe andNakazawa, 1994; Lim
et al., 1994; Knappe et al., 2008; Saalim et al., 2020). It is reported that in lab culture of such microbiome
strains, often, modified or selective media are often used with long incubation times of days, or even
weeks, for antimicrobial production to occur. Sanchez et al. (2012), while working on the fish gut
microbiome, used selectivemedia for the lab culture ofActinobacteria to produce bioactive enzymes. For
streptomyces culture in the lab, Vadivel et al. (2021)mentioned that by substituting carbon, nitrogen, and
salt sources as well as altering the pH, there was a drastic change in the antimicrobial properties of
streptomyces. Uniacke-Lowe et al. (2024) while working on the gut microbiome of fish as a source of
bacteriocins, reported that several environmental factors such as high salinity, hydrostatic pressure and a
range of environmental temperatures all have an impact on the structural and functional diversity of
marine antimicrobial molecules produced in the gut microbiomes, including bacteriocins. Further, it is
mentioned that the characterization of the diversity of microbiome composition in such variable
environments and the nature of the bioactive compounds they produce are still future challenges that
require a lot of research investigations. In such challenges, advanced molecular tools like metagenomics,
bioinformatics, and next-generation sequencing technologies will greatly support resolving the fish gut
microbiome’s taxonomic diversity and identifying the microbiome ingredients with their functional
aspects. Efforts have been made to summarise different antimicrobial compounds produced by fish and
shellfish microbiomes in Figure 1.

Antifungal compounds from the microbiomes

The fungal diseases in fish and shellfish are common and, if left untreated, can cause a secondary
infection, leading to septicemia, fin rot, or dropsy. Further, it can severely damage the fish population and
lead to heavy mortality in aquaculture farming systems. The fungus infection is a disease that affects
mainly the skin and gills of fish and shellfish, and spores of the fungus cause fish fungus (Brown et al.,
2012). Many different species of fungus can infect fish, and these include Saprolegnia, Achylia, and
Fusarium. To prevent the spread of fungal diseases, standard protocols are available in the literature,
including the use of antibiotics in severe cases of fungal infections. To replace antibiotics, research is
being focused on using microbiome therapies or new antifungal drugs derived from the marine
invertebrate (Zhang et al., 2020). There are reports that the killer fungus, Candida auris is spreading
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Table 1. Bioactive compounds derived from the gut microbiomes of finfish and shellfish

Finfish Gut microbiomes Bioactive compounds Possible functions Reference

Microbes (Atlantic
Salmon)

Antibiosis Antibacterial Liu et al. (2010)
andCaruffo et al.
(2015)

Microbes Seabass Beta-lactamases Antibacterial Xia et al. (2014) and
Ringø and Holzapfel
(2000)

Fish Microbes Lipoprotein
Lipopolysaccharides,
peptidoglycan,
bacterial flagellin

Recognition of
immune receptors

Pietretti and Wiegertjes
(2014) and

Freshwater
carp

Clostridium sp. Lactic and phosphoric
acid

Strengthening of the
immune system

Li et al. (2017)

Shrimp Bacillus sp. Anti-bacterial peptides Prevent entry of
pathogens

Proespraiwong et al.
(2023)

Fish Luminal bacteria Mucins, enzymes,
piscidins, defensins

Anti-microbial Zou et al. (2007),
Silphaduang et al.
(2006) and
Hormannsperger and
Haller (2011)

Shrimp Vibrio sp. Chitinolytic enzymes Decalcifying effects Jayasree et al. (2006)

Fish Actinobacteria Sebastenoic acid antimicrobial Sanchez et al. (2012) and
Tyagi et al. (2019)

Fish Cetobacterium sp. Vitamin B12 Strengthening
immune system

Larsen et al. (2014),
Lyons et al. (2015) and
Gaulke et al. (2016)

Shrimp Photobacterium
Aeromonads, Bacillus,
Vibrio

Chitinase enzyme Degradation of chitin Itoi et al. (2006)

Fish Clostridium species Fatty acids, Vitamins
Enzymes-Acid and
Alkaline phosphatases

Strengthening
immune system

Ramirez and Dixon
(2003)

Fish Actinomycetales
Firmicutes
Proteobacteria sp.

Antibacterial compounds Anti-bacterial Van Trindade et al. (Van
Trindade et al., 2015)

Shrimp Streptomyces avermitilis Secondary metabolites Anti-bacterial Van Trindade et al. (2015)

Fish Cetobacterium sp.,
Fusobacteria

Vitamin B–12-like
compounds

Vitamin B12 Tsuchiya et al. (2008),
Roeselers et al. (2011),
Ye et al. (2014), Liu
et al. (2016) and
Eichmiller et al. (2016)

Fish Lactobacillus, E. coli,
Bacteroides

Digestive enzymes
(b-glucanases,
carbohydrases,
cellulases, chitinases)

Cellulose digestion
enzyme products

Ray et al. (2012)

Fish/
Shrimp

Clostridium group Enzymes for collagen
digestion Propionate
compounds, short
chain fatty acids,
butyrate, collagen-
degrading enzymes,

Enzyme production for
collagen
degradation Growth
promoting
stimulants
Probiotics

Baldo et al. (2015),
Eichmiller et al. (2016)
and Ramirez and
Dixon (2003)

5



in healthcare facilities worldwide, and cautious threat alerts are being issued from time to time by the
Centers for Disease Control and Prevention, USA (Meis and Voss, 2019; Zhang et al., 2020) for
controlling the spread of the fungus. However, preventing the spread of this fungus using multiple
drugs has been tried by several researchers, but with limited benefits. In recent years because of the
invention of molecular tools like liquid chromatography-mass spectrometry (LC–MS)–based metabo-
lomics, and antimicrobial activity screening of metabolomic arrays from the microbiome isolates of
marine animals (Hou et al., 2012; Chanana et al., 2017), emphasis is now being given to finding out new
natural bioactive compounds from the gut microbiome strains which are effective in preventing fungus
infection.

Zhang et al. (2020), while working on the discovery of a new anti-fungal drug from the marine
microbiome,Micromonospora sp, found that turbinmicin is a promising antifungal bioactive compound.
in vitro and in vivo, this compound exhibited powerful antifungal activity against emerging multidrug-
resistant human fungal pathogens, including C. auris. Turbinmicin belongs to a small group of
polyketides. It has been reported that this compound is highly antimicrobial and works effectively
againstC. auris, andAspergillus fumigatus.This prominent functional antimicrobial property supports
the compound’s development for future clinical use. Turbinmicin, when it was tested with different
concentrations and doses on other fungal species like Candida albicans, C. glabrata, C. tropicalis,
Aspergillus fumigatus, Fusarium spp., Scedosporium spp., and Rhizopus spp., was found to be very
effective. Kingwell (2021), while working on themarinemicrobiome and antifungal properties, made a

Table 1. Continued

Finfish Gut microbiomes Bioactive compounds Possible functions Reference

acid and alkaline
phosphatase enzymes

Fish Shrimp Luminous and
nonluminous
photobacteria

Enzyme chitinases Chitin digestive
enzymes

Itoi et al. (2006), Ward et
al. (2009) and Smriga
et al. (2010)

Fish/
Shrimp

Proteobacteria Degrading enzymes for
cellulose,
hemicellulose, chitin,
pectin, starch, etc

Enzymes in the form of
probiotics
supplements

Tyagi et al. (2019)

Fish Vibrio sp. Hydrolytic enzymes,
amylases, lipases,
cellulases, and
chitinases

Digestive enzymes
products

Itoi et al. (2006) and
Sugita and Ito (2006)

Fish/
Shrimp

Lactobacillus,
Enterococcus, Bacillus,
Aeromonas,
Alteromonas,
Arthrobacter,
Bifidobacterium,
Clostridium,
Microbacterium,
Paenibacillus,
Phaeobacter,
Pseudoalteromonas,
Pseudomonas,
Rhodosporidium,
Roseobacter,
Streptomyces and
Vibrio

Growth and
immunostimulants
bioactive compounds

Probiotics Ringø (2020)

Shrimp Aliivibrio bacteria
Lactobacillus

Bacteriocins Probiotics Bonnie Waycott (2023)
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similar observation about the compound turbinmicin and its significant role in controlling the fungus
infection caused by C. albicans. Another microbiome species from marine habitats Micromonospora,
has been identified with the production of antifungal compounds. These species produce a secondary
metabolite called spartanamycin, which is active against C. albicans, Aspergillus Cladosporium, and
cryptococcus sp. (Kerr, 1999; Boumehira et al., 2016). Boumehira et al. (2016) also reported that
Micromonospora neiheumicin produces an antifungal compound, neiheumicin, which works against
Saccharomyces cerevisiae. Some workers have reported that bacilli species are good sources of
producing several antifungal compounds, like iturin, bacillomycin, mycosubtilin, and mojavensin
(Kerr, 1999; Dunlap et al., 2019). According to Kerr (1999), anti-microbial compounds like azox-
ybacilin, bacereutin, cispentacin, and mycocerein are found to be produced by Bacillus cereus, and all
these compounds work against Aspergillus species, Saccharomyces spp., Candida albicans, and other

Figure 1. Illustrates the functional aspects of different microbial compounds produced by the gut microbiome community in fish and
shrimp.
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fungi. Chernin et al. (1996) reported that Enterobacter sp. produces a compound called herbicolins,
which has been found to be active against yeasts and filamentous fungi. Similarly, Pseudomonas sp. has
been reported to produce antimicrobial compounds, pseudomycin, caryoynencins, and cyclic hydro-
xamic acid (Vincent et al., 1991; Yamaguchi et al., 1995; Kerr, 1999).

Antimicrobial peptides from microbiomes

Several workers have reported that the microbiomes produce various antimicrobial peptides and play a
significant role in the host defense systems (Wang et al., 2019). These antimicrobial peptides are small-
sized protein compounds consisting of large numbers of lysine and arginine residues, which are cationic.
These compounds positively charged cationic properties enable them to react withmicrobialmembranes
of infectious bacteria that are negatively charged (Narayana and Chen, 2015). In aquaculture farming,
infection with bacteria and viruses is so common, and every time, there is no alternative technology
except to use antibiotic drugs to control such infectious diseases. However, after discovering antimicro-
bial peptides frommicrobiome species and their vital role in controlling diseases, much attention is now
paid to replacing antibiotic drugs with antimicrobial peptides (Danquah et al., 2022). Recently,
antimicrobial peptides have shown excellent antibacterial activity against harmful pathogenic micro-
organisms by acting on multiple target points (Huerta-Cantillo and Navarro-García, 2016; da Cunha
et al., 2017). A few reports also indicated that antimicrobial peptides act as antifungal, antiviral,
antiparasitic, and immunomodulatory agents (Wang et al., 2019). Even common pathogenic bacteria
like Acinetobacter baumannii, Listeria monocytogenes, E. coli, and Vibrio parahaemolyticus are affected
and controlled by antimicrobial peptides. The antimicrobial peptides like nisin, cecropins, and defensins
have shown excellent results in preventing infection caused by Gram-positive and Gram-negative
bacteria. 104 Though applications of antimicrobial peptides are diverse, their potential use has good
scope not only in the aquaculture industry but also in human medicines, the food industry, agriculture
sector; however, their production at the industrial scale is low. One reason speculated for low production
is that the antimicrobial peptides are susceptible to proteolytic degradation due to the L-amino acids in
them (da Cunha et al., 2017). Hence, genetic engineering tools are now being used to increase the
production of antimicrobial peptides with better functional properties.

Therapeutic applications

It is well-established that the commensal microbiome community available in the gut tract of fish and
shellfish plays a significant role in building strong immunity to manage the prevention of infectious
diseases and keep the animal’s body healthy. Therefore, in aquaculture farming, several researchers have
focused on investigating the possible role of antimicrobial compounds produced by the microbiome
species in fish gut tracts in controlling bacterial and viral diseases. Many investigations in the recent past
have also emphasized their research programs on interactive mechanisms between commensal micro-
biomes and pathogenic bacteria and viruses (Diwan et al., 2023). Zhang et al. (2010) and Salinas et al.
(2011) discovered a compound called “immunoglobulin” while working on fish microbiomes, and this
compound they derived from the interaction between commensal and pathogenic bacteria present in
mucosal layers of the skin and other tissues. Further, these authors have mentioned whether the
mechanism involved in immunoglobulin production by the microbes present in the gut tract and skin
tissues in response to pathogenic bacteria is similar to the mechanisms that also exist for the gill tissues.
Zhang et al. (2010) reported the presence of different types of immunoglobulins in the gill tissues of
rainbow trout, performing the function of defense, and from these findings, it was speculated that the
possibility of developing a cost-effective vaccine from microbiomes for controlling infectious diseases
(Rawls et al., 2004). Many findings suggest that the genes in the fish body that control different
physiological activities in the digestive tract, including functions like immunity, nutrition, and metab-
olism, are also governed by the gut microbiomes. Hence, there is an urgent need to identify these
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microbiomes, their ingredient molecules, functions, and their interaction with the host microbiome.
Perez et al. (2010) found that the lymphoid tissues that are associated with the gastrointestinal tract can
identify the pathogenic bacteria in the gut system, and at the same time, the commensal microbiomes
regulate the immune system in fish. From some of these observations, it was inferred that the micro-
biome present in the intestinal mucosal layers produces many antimicrobial compounds mucins,
enzymes piscidins, and defensins in response to pathogenic bacteria, and this sort of reaction is the first
line of defense provided in fish and the second line of defense is the lymphoid tissues which produce
many immunoglobulins as mentioned earlier (Silphaduang et al., 2006; Zou et al., 2007). It has been
observed that the continuous use of antibiotic drugs, vaccines, and other chemotherapeutic methods to
control the frequent occurrence of bacterial and viral diseases in aquaculture farming has offered limited
solutions and allowed the entry of more infectious new pathogens. Therefore, new methods and
protocols based on natural compounds are necessary for the purpose. Becattini et al. (2016) while
working on fish microbiomes reported that the microbe, Clostridium butyricum produces short-chain
fatty acids that help the animal not only provide energy for the regeneration and repair of epithelial cells
of the gut tract but also to reduce the pH of intestinal fluid, promoting the growth of bacteria, and
preventing the entry of invasive pathogens. There are also reports thatC. butyricum produces bacteriocin
and lipoteichoic acid that act as antibacterial compounds (Gao et al., 2011, 2013; Junghare et al., 2012).
Applications of C. butyricum in preventing Vibrio harveyi attack in freshwater prawn Macrobrachium
rosenbergii have been reported by Sumon et al. (2018). Duan et al. (2017) also observed that the presence
of C. butyricum in the shrimp is advantageous in preventing bacterial and viral infection, strengthening
the immune system, and managing thermal stress. The production of antibacterial compounds like
crustin, prophenoloxidase enzymes, lysozymes, and glucan-binding proteins from C. butyricum in the
gut tract of shrimp and their role in controlling infectious diseases have been reported byMiandare et al.
(2017) and Chen et al. (2016). While investing in the health benefits of the bacterium C. butyricum and
the butyrate in fish and shellfish, Tran et al. (2023) in their paper mentioned that this bacterium can
enhance the growth performance of cultured animals. This is because C. butyricum facilitates the
structural modification of surface layers in the intestine and the activity of digestive enzymes, as well
as modulating gut microbiota, with an increase in the commensal bacteria and a decrease in the
population of infectious pathogens. Having realized the importance of C. butyricum, it is necessary to
prioritize further research on this bacterium’s genomic and metagenomics profile so that such studies
will help us in the larger production of antibacterial compounds for their wide application in controlling
diseases. Similar research work must be planned to investigate more gut microbiome species that are
involved in antibacterial functions.

Though a considerable amount of information is now available covering several aspects of the gut
microbiomes in fish and shellfish, research on the functional aspects of microbial species at the genomic
level is lacking. Several reports indicated that the gut microbiome plays an important role inmaintaining
the proper growth and health of the animals. In earlier years, they indicated that the gut microbiome in
fish and shellfish produces various digestive enzymes. However, some enzymes like β-glucanases,
carbohydrases, cellulases, and chitinases fish do not produce particularly herbivorous and detritivorous
species. In such animals, the digestion of cellulose is taken over by the microbiome species present in the
gut system at that time (Ray et al., 2012). Tsuchiya et al. (2008) reported that microbiome species like
Cetobacterium somerae present in the gut tract produce an abundant amount of vitamin B12. Findings of
Cetobacterium producing vitamin B12 have been supported by Romero et al. (2014), who alsomentioned
that this bacterium produces vitamin B12 in fish like Nile tilapia and common carp Cyprinus carpio,
which have no dietary vitamin B12 requirement. However, fish species like channel catfish Ictalurus
punctatus, and Japanese eelAnguilla japonica, in which Cetobacterium is not commonly present in their
gut system, require dietary vitamin B12 from external sources. Some other workers reported that the
production of various short-chain fatty acids occurs when gut tract microbes are involved in the
digestion of dietary fiber, particularly in herbivorous fish species (Mountfort et al., 2002).

Several reports have described the functional aspects of short-chain fatty acids in many fish,
emphasizing that the presence of short-chain fatty acids can make the environment non-conducive to
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some potential pathogens and increase the solubility of minerals, making them more easily absorbed
(Mountfort et al., 2002; Merrifield and Rodiles, 2015). Certain findings have confirmed that the fishes
cannot digest food containing cellulose and degrade and eliminate xenobiotic compounds from their
body without certain gut microbiome species. Few reports mention the digestion of cellulose materials
and converting them into β-glucans and β-glucose in the presence ofVerrucomicrobia bacteria in the gut
of the fish. These findings confirmed that they are important for digesting plant cellulose in the fish gut.
These aspects have been experimentally proved in carp and further strengthened by reduced cellulase
activity in antibiotic-treated fish (van Kessel et al., 2011). Eichmiller et al. (2016) noted that microbes
belonging to the Clostridia group produce several bioactive compounds, including propionate, short
fatty acid chains, and butyrate, within the host gut tract system to maintain and promote the host’s
growth. Identical observations have been made by Baldo et al. (2015) while working on these bacteria,
which perform the function of collagen digestion as they produce collagen-degrading enzymes. Several
workers have reported that the Fusobacteria present in the gut tract of fish produce vitamin B12, which is
vital in performing the function of the growth and development process (Roeselers et al., 2011; Ye et al.,
2014; Eichmiller et al., 2016; Liu et al., 2016).

Advanced tools for the analysis of antimicrobial compounds

The antimicrobial compounds from microbiomes and their functional role in antimicrobial resistance
are well understood, however, their large-scale applications in aquaculture farming and other sectors
have been hindered due to less investment and the high cost of production of such compounds from
natural resources. In addition to this, we also need innovative and sophisticated advanced techniques for
their discovery and analysis, particularly from the gut microbiome species of fish and shellfish.
Traditional methods of analysis of antimicrobial compounds from microorganisms include several
types of diffusion methods. These methods are agar disk diffusion, agar well diffusion, antimicrobial
gradient, and agar plug diffusion (Rex et al., 2010; Balouiri et al., 2016). The agar disk diffusionmethod is
the most commonly used test to assess pathogen susceptibility, and in this method, a desired concen-
tration of the compound to be tested is placed on the surface of agar containing microbes. Here,
antimicrobial agents enter the test compound, diffuse into the agar, and inhibit the proliferation of
susceptible microbes, which can be measured. Though his method cannot accurately determine the
minimal inhibitory concentration, it is simple and less expensive (Weinstein et al., 2019). Another
method is the antimicrobial gradient, which combines dilution and diffusion to determine the inhibitory
concentration value of antibiotics and antimicrobial activity, including antifungal. The microbe’s cell
damage and viability and its antimicrobial resistance capacity can be determined by the flow cytofluoro-
metric protocol (Weinstein et al., 2019; Landaburu et al., 2020). Therefore, in summary, traditional
protocols for determining antimicrobial resistance of the microbes have been replaced in the recent past
bymore advanced tools like bioinformatics-based subtractive genomics andmetabolic pathway analyses.
(Uddin et al., 2015; Zhan et al., 2016; Khan et al., 2020; Shahid et al., 2020). However, the use of protocols
based on in silico approaches is more advantageous in the future, but the full knowledge of their
capabilities has not been explored yet. Nonetheless, other molecular and genomic technologies have
recently seen some success.

Several workers have mentioned earlier that infection-based antimicrobial activity has enhanced the
development of identification of promising therapeutics protocols, in the management of microbial
diseases (Hackbarth et al., 2002), as well as in the investigation of antibacterial inhibitors like peptide
deformylase, which is a vital ingredient in the survival of pathogenic strains, such as Mycobacterium
smegmatis (Chen et al., 2004; Teo et al., 2006; Kaplan et al., 2012; Naor et al., 2019). In recent years,
Fanelli et al. (2020) mentioned that due to the emergence of molecular tools, notably genomics,
transcriptomics, and proteomics, has gained momentum in the development of bioinformatics know-
ledge to identify novel drugs and several other lead bioactive compounds that have the properties of
antimicrobials. Further, it is also mentioned that genome mining technologies can be used to detect and
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analyze the biosynthetic gene clusters of such antimicrobial compounds. Vamathevan et al. (2019)
emphasized that artificial intelligence and machine learning technologies also allow scientists to develop
alternate protocols to battle against antimicrobial resistance using microbiome ingredients.

Challenges and future prospects

Several efforts are being made to replace antibiotic drugs and chemicals with natural products without
diluting the impact of preventing bacterial and viral infectious diseases in fish and shellfish for the
development of sustainable aquaculture all over the world. Many have suggested the use of plant-based
phytochemical compounds, and there are reports on the use of marine bioactive compounds derived
from various sources of animals and microorganisms. However, all these products derived from natural
resources are still experimental stage and may take a long time to become a reality. Research investi-
gations on the use of bioactive compounds derived from gut microbiomes of fish and shellfish for
preventing infectious diseases in aquaculture farming have gained momentum in the recent past and
several products like probiotics, prebiotics, synbiotics, bacteriophage technology, etc., are now available
in the market and are being used in the aquaculture farming. However, using these products has its
limitations, with variable results on the growth and performance of cultured organisms. Some anti-
microbial compounds like bacteriocins, sebastenoic acid, spartanamycin, anthramycin, and turbinmicin,
which have been discovered inmicrobiomes and experimentally proved to have great potential to replace
antibiotic drugs, need further research investigations. The genomemapping, transcriptome studies, and
metagenomics studies of such antimicrobial-producing microbiome species are essential and to be done
on a priority basis. The number of novel bioactive compounds mentioned in this review illustrates the
importance of the antibiotic properties of the gut microbiome species and some innovative ways the
search for new antimicrobials in the management of various infectious diseases. Further investigation of
thesemicrobiomes will pave theway for searching for new antimicrobial compounds and present us with
potent antimicrobials. With such novel compounds, antimicrobial resistance can be reduced among
cultivable species in aquaculture farming. Investigations of such antimicrobial bioactive compounds
from the microbiome communities will unlock a new innovative concept in animal health management
and aquaculture farming, with effects on cost efficiency, species health, productivity, and yield enhance-
ment. Therefore, introducing such new methods for therapeutic purposes in the treatment of bacterial
diseases in cultivable organisms will be highly beneficial to the aquaculture industry.

Another challenge in investigating antimicrobial compounds from microbial communities in the
marine environment includes the mass culture of the microbes and the expression of genes responsible
for producing antimicrobial compounds under in vitro conditions. Because under variable environ-
mental conditions, there is a possibility of changing the structural profile of microbiomes and their
metabolites. Several ecological factors significantly disturb microbial diversity and the bioactive com-
pounds/metabolites they produce. It has been suggested that the use of some selective and targetedmedia
for the isolation of bioactivemarine Actinobacteria from fish needs further investigation. It has also been
observed that the presence of specific signaling molecules found in the bacteria inhabiting their natural
environment has a direct impact on the growth of some marine bacterial flora. Advanced molecular
technologies, such as next-generation sequencing, metagenomics, metabolomics, and genome mining,
are more frequently being used to assess in-depth knowledge of microbial communities. In the recent
past, many studies have emphasized the use of metagenomic sequencing and bioinformatic tools to
characterize the functionality of microbial communities, antimicrobial resistance genes, and bioactive
metabolite genes in marine organisms, including those from rarer deep-sea fish species.

Acknowledgements. All the authors sincerely acknowledge their gratitude and thanks to Shri Ankushrao Kadam, Chancellor
and Secretary, MGM University, Aurangabad, Maharashtra, India, for his cooperation, constant encouragement, and for
providing all the facilities during manuscript preparation.

11



Author contribution. A. D. Diwan is themain author who has articulated the concept of the theme of this paper, and he wrote
and drafted the manuscript. S. N. Harke has helped collect the literature, supervised the work, and validated the manuscript.
Archana Panche has equally contributed to the preparation of the manuscript.

Funding. For writing this review there was no funding from any agency.

Ethics approval. As this is a review paper, a declaration of ethics is not applicable.

References
AbeM andNakazawa T (1994) Characterization of hemolytic and antifungal substance, cepalycin, from Pseudomonas cepacia.

Microbiology and Immunology 38, 1–9.
Alsenani F, Tupally KR,Chua ET, Eltanahy E,Alsufyani H, Parekh HS and Schenk PM (2020) Evaluation of microalgae and

cyanobacteria as potential sources of antimicrobial compounds. Saudi Pharmaceutical Journal 28, 1834–1841.
Baldo L, Riera JL, Tooming KA,AlbaMM and SalzburgerW (2015) Gut microbiota dynamics during dietary shift in eastern

African cichlid fishes. PLoS One 10(5), e0127462. https://doi.org/10.1371/journal.pone.0127462.
Balouiri M, Sadiki M and Ibnsouda SK (2016) Methods for in vitro evaluating antimicrobial activity: A review. Journal of

Pharmaceutical Analysis 6, 71–79.
Becattini S, Taur Y and Pamer EG (2016) Antibiotic-induced changes in the intestinal microbiota and disease. Trends in

Molecular Medicine 22(6), 458–478. https://doi.org/10.1016/j.molmed.2016.04.003.
Boumehira AZ, El-Enshasy HA, Hacene H, Elsayed EA, Aziz R and Park EY (2016) Recent progress on the development of

antibiotics from the genus Micromonospora. Biotechnology and Bioprocess Engineering 21, 199–223.
Brown GD, Denning DW, Gow NA, Levitz SM, Netea MG and White TC (2012) Hidden killers: Human fungal infections.

Science Translational Medicine 4(165), 165rv13. https://doi.org/10.1126/scitranslmed.3004404.
Caruffo M,Navarrete N, Salgado O, et al. (2015) Potential probiotic yeasts isolated from the fish gut protect zebrafish (Danio

rerio) from a vibrio anguillarum challenge. Frontiers in Microbiology 6, 1093.
Challinor VL and Bode HB (2015) Bioactive natural products from novel microbial sources. Annals of the New York Academy

of Sciences 1354, 82–97. https://doi.org/10.1111/nyas.12954.
Chanana S, Thomas CS, Braun DR, Hou Y, Wyche TP and Bugni TS (2017) Natural product discovery using planes of

principal component analysis in R (PoPCAR). Metabolites 7, 34.
Chen D, Hackbarth C, Ni ZJ, Wu C, Wang W, Jain R, He Y, Bracken K, Weidmann B and Patel DV (2004) Peptide

deformylase inhibitors as antibacterial agents: Identification of VRC3375, a proline-3-alkyl succinyl hydroxamate derivative,
by using an integrated combinatorial and medicinal chemistry approach. Antimicrobial Agents and Chemotherapy 48,
250–261.

Chen YY, Chen JC,Kuo YH, Lin YC,Chang YH andGong HY (2016) Lipopolysaccharide and β-1, 3-glucan-binding protein
(LGBP) bind to seaweed polysaccharides and activate the prophenoloxidase system in white shrimp Litopenaeus vannamei.
Developmental and Comparative Immunology 55, 144–151. https://doi.org/10.1016/j.dci.2015.10.023.

Chernin L, Brandis A, Ismailov Z and Chet I (1996) Pyrrolnitrin production by an Enterobacter agglomerant strain with a
broad spectrum of antagonistic activity towards fungal and bacterial phytopathogens. Current Microbiology 32, 208–212.

Cotter PD,Hill C andRoss RP (2005) Foodmicrobiology: Bacteriocins: Developing innate immunity for food.Nature Reviews.
Microbiology 3, 777–788.

da Cunha NB,Cobacho NB,Viana JFC, Lima LA, Sampaio KBO,Dohms SSM, Ferreira ACR, de la Fuente-Núñez C,Costa
FF and Franco OL (2017) The next generation of antimicrobial peptides (AMPs) as molecular therapeutic tools for the
treatment of diseases with social and economic impacts. Drug Discovery Today 22, 234–248.

Danquah AC, Minkah PAB, Osei Duah Junior I, Amankwah KB and Somuah SO (2022) Antimicrobial compounds from
microorganisms. Antibiotics 11, 285. https://doi.org/10.3390/antibiotics11030285.

Diwan AD, Harke SN, Gopalkrishna and Panche AN (2021) Aquaculture industry prospective from the gut microbiome of
fish and shellfish: An overview. Journal of Animal Physiology and Animal Nutrition 106, 441–469. https://doi.org/10.1111/
jpn.13619.

Diwan AD, Harke SN and Panche AN (2023) Host-microbiome interaction in fish and shellfish: An overview. Fish and
Shellfish Immunology Reports 4, 100091. https://doi.org/10.1016/j.fsirep.2023.100091.

Diwan AD, Harke SN and Panche AN (2024). Studies on exploring the potentials of gut microbiomes to mitigate the
bacterial and viral diseases of fish and shellfish in aquaculture farming. TheMicrobe 2, 100031 https://doi.org/10.1016/j.
microb.2023.100031

Duan Y, Dong H, Wang Y, Li H, Liu Q, Zhang Y, et al (2017) Intestine oxidative intestine oxidative stress and immune
response to sulphide stress in Pacific white shrimp Litopenaeus vannamei. Fish & Shellfish Immunology 63, 201–207.

Dunlap CA, Bowman and Rooney AP (2019) Iturinic lipopeptide diversity in the bacillus subtilis species group-important
antifungals for plant disease biocontrol applications. Frontiers in Microbiology 10, 1794.

Eichmiller JJ, Hamilton MJ, Staley C, Sadowsky MJ and Sorensen PW (2016) Environment shapes the fecal microbiome of
invasive carp species. Microbiome 4, 44. https://doi.org/10.1186/s40168-016-0190-1.

12 Arvind Diwan, Sanjay Harke and Archana N. Panche

https://doi.org/10.1371/journal.pone.0127462
https://doi.org/10.1016/j.molmed.2016.04.003
https://doi.org/10.1126/scitranslmed.3004404
https://doi.org/10.1111/nyas.12954
https://doi.org/10.1016/j.dci.2015.10.023
https://doi.org/10.3390/antibiotics11030285
https://doi.org/10.1111/jpn.13619
https://doi.org/10.1111/jpn.13619
https://doi.org/10.1016/j.fsirep.2023.100091
https://doi.org/10.1016/j.microb.2023.100031
https://doi.org/10.1016/j.microb.2023.100031
https://doi.org/10.1186/s40168-016-0190-1


El-Demerdash A, TammamMA, Atanasov AG,Hooper JNA, Al-Mourabit A and Kijjoa A (2018) Chemistry and biological
activities of the marine sponges. Marine Drugs 16, 214.

Elissawy AM, Dehkordi ES, Mehdi Nezhad N, Ashour ML and Pour PM (2021) Cytotoxic alkaloids derived from marine
sponges: A comprehensive review. Biomolecules 11, 258.

Fanelli U, PappalardoM,Chine V,Gismondi P,Neglia C,Argentiero A,Calderaro A, Prati A and Esposito S (2020) Role of
artificial intelligence in fighting antimicrobial resistance in Pediatrics. Antibiotics 9, 767.

Gao QX, Wu TX and Wang JB (2011) Inhibition of bacterial adhesion to HT-29 cells by lipoteichoic acid extracted from
Clostridium butyricum. African Journal of Biotechnology 39, 7633–7639.

GaoQX,XiaoYP, SunP,Peng SM,Yin F,MaXM, et al (2013) In vitro protective efficacy ofClostridium butyricum against fish
pathogen infections. Indian Journal of Microbiology 53, 453–459. https://doi.org/10.1007/s12088-013-0394-z

Garcia-Gutierrez E, Mayer MJ, Cotter PD and Narbad A (2018) Gut microbiota as a source of novel antimicrobials. Gut
Microbes 10, 1–57. https://doi.org/10.1080/19490976.2018.145579

Gaulke CA, Barton CL, Proffitt S, Tanguay RT and Sharpton TJ (2016) Triclosan exposure is associated with rapid
re-structuring of the microbiome in adult zebrafish. PLoS One 11(10), e0154632.

Güllüce M, Karadayı M and Barı SÖ (2013) Bacteriocins: Promising natural antimicrobials. Local Environment 3, 6.
Hackbarth CJ, Chen DZ, Lewis JG, Clark K,Mangold JB, Cramer JA,Margolis PS,WangW, Koehn J andWu C (2002) N-

alkyl urea hydroxamic acids as a new class of peptide deformylase inhibitors with antibacterial activity.Antimicrobial Agents
and Chemotherapy 46, 2752–2764.

Hernández-González JC, Martínez-Tapia A, Lazcano-Hernández G, García-Pérez BE and Castrejón-Jiménez NS (2021)
Bacteriocins from lactic acid bacteria. A powerful alternative as antimicrobials, probiotics, and immunomodulators in
veterinary medicine. Animals 11, 979.

Herzog M, Tiso T, Blank LM and Winter R (2020) Interaction of rhamnolipids with model biomembranes of varying
complexity. Biochimica et Biophysica Acta - Biomembranes 2020(1862), 183431.

Hormannsperger G andHaller D (2011)Molecular crosstalk of probiotic bacteria with the intestinal immune system: Clinical
relevance in the context of inflammatory bowel disease. International Journal of Medical Microbiology 300, 63–73.

Hou Y, Braun DR, Michel CR, Klassen JL, Adnani N, Wyche TP, et al (2012) Microbial strain prioritization using
metabolomics tools for the discovery of natural products. Analytical Chemistry 84, 4277–4283.

Huerta-Cantillo J and Navarro-García F (2016) Properties and design of antimicrobial peptides as potential tools against
pathogens and malignant cells. Investigation en Discapacidad 5, 96–115.

Itoi S, Okamura T, Koyama Y and Sugita H (2006) Chitinolytic bacteria in the intestinal tract of Japanese coastal fishes.
Canadian Journal of Microbiology 52, 1158– 1163. https://doi.org/10.1139/w06-082

Jayasree L, Janakiram P andMadhavi R (2006) Characterization of Vibrio spp associated with diseased shrimp from culture
ponds of Andhra Pradesh (India). Journal of the World Aquaculture Society 37(4), 523–532. https://doi.org/10.1111/j.1749-
7345.2006.00066.x.

Jiang J, Zu Y, Li X, Meng Q and Long X (2020) Recent progress towards industrial rhamnolipids fermentation: Process
optimization and foam control. Bioresource Technology 298, 122394. https://doi.org/10.1016/j.biortech.2019.122394

Junghare M, Subudhi S and Lal B (2012) Improvement of hydrogen production under decreased partial pressure by newly
isolated alkaline tolerant anaerobe, Clostridium butyricum TM-9A: Optimization of process parameters. International
Journal of Hydrogen Energy 37, 3160–3168. https://doi.org/10.1016/j.ijhydene.2011.11.043.

Kaplan N, Albert M, Awrey D, Bardouniotis E, Berman J, Clarke T, Dorsey M, Hafkin B, Ramnauth J and Romanov V
(2012) Mode of action, in vitro activity, and in vivo efficacy of AFN-1252, a selective anti-staphylococcal FabI inhibitor.
Antimicrobial Agents and Chemotherapy 56, 5865–5874.

Karpinski TM (2019) Marine macrolides with antibacterial and/or antifungal activity. Marine Drugs 17, 241.
Kerr JR (1999) Bacterial inhibition of fungal growth and pathogenicity.Microbial Ecology in Health and Disease 11, 129–142.
Khan MT,Mahmud A, Iqbal A,Hoque SF andHasan M (2020) Subtractive genomics approach towards the identification of

novel therapeutic targets against human Bartonella bacilliformis. Informatics in Medicine Unlocked 20, 100385.
Kingwell K (2021)Marinemicrobiome harbours new antifungal.Nature Reviews. Microbiology 19, 73. https://doi.org/10.1038/

s41579-020-00495-3.
Knappe TA, Linne U, Zirah S, Rebuffat S, Xie X and Marahiel MA (2008) Isolation and structural characterization of

Capistrano, a lasso peptide predicted from the genome sequence of Burkholderia thailandensis E264. Journal of the American
Chemical Society 130, 11446–11454.

Lam YC and Crawford JM (2018) Discovering antibiotics from the global microbiome. Nature Microbiology 3, 392–393.
https://doi.org/10.1038/s41564-018-0135-5

Landaburu LU, Berenstein AJ, Videla S, Maru P, Shanmugam D, Chernomoretz A and Agüero F (2020) TDR targets:
Driving drug discovery for human pathogens through intensive chemogenomic data integration. Nucleic Acids Research 48,
D992.

Larsen AM, Mohammed HH and Arias CR (2014) Characterization of the gut microbiome of three commercially valuable
warm water fish species. Journal of Applied Microbiology 116, 1396–1404.

13

https://doi.org/10.1007/s12088-013-0394-z
https://doi.org/10.1080/19490976.2018.145579
https://doi.org/10.1139/w06-082
https://doi.org/10.1111/j.1749-7345.2006.00066.x
https://doi.org/10.1111/j.1749-7345.2006.00066.x
https://doi.org/10.1016/j.biortech.2019.122394
https://doi.org/10.1016/j.ijhydene.2011.11.043
https://doi.org/10.1038/s41579-020-00495-3
https://doi.org/10.1038/s41579-020-00495-3
https://doi.org/10.1038/s41564-018-0135-5


Li X,Zhou L,YuY,Ni J,XuW andYanQ (2017) Composition of Gutmicrobiota in the gibelio carp (Carassius auratus gibelio)
varies with host development. Microbial Ecology 74, 239–249. https://doi.org/10.1007/s00248-016-0924-4.

Lim Y, Suh JW, Kim S, Hyun B, Kim C and Lee C (1994) Hoon Cepacidine a, a novel antifungal antibiotic produced by
pseudomonas cepacia. II. Physico-chemical properties and structure elucidation. Journal of Antibiotics 47, 1406–1416.

Liu H, Guo X, Gooneratne R, Lai R, Zeng C, Zhan F and Wang W (2016) The gut microbiome and degradation enzyme
activity of wild freshwater fishes influenced by their trophic levels. Scientific Reports 6, 24340. https://doi.org/10.1038/
srep24340.

Liu Y, De Schryver P, Van Delsen B, et al. (2010) PHB-degrading bacteria isolated from the gastrointestinal tract of aquatic
animals as protective actors against luminescent vibriosis. FEMS Microbiology Ecology 74, 196–204.

Lyons PO, Turnbull JF, Dawson KA and Crumlish M (2015) Exploring the microbial diversity of the distal intestinal lumen
and mucosa of farmed rainbow trout Oncorhynchus mykiss (Walbaum) using next generation sequencing (NGS).
Aquaculture Research 48(7), 7–91

Maghembe R, Damian D, Makaranga A, Nyandoro SS, Lyantagaye SL, Kusari S and Hatti-Kaul R (2020) Omics for
bioprospecting and drug discovery from bacteria and microalgae. Antibiotic 9, 229.

Meis JF and Voss A (2019) Candida auris in an intensive care setting. New England Journal of Medicine 380(9), 890–891.
https://doi.org/10.1056/NEJMc1900112.

Merrifield DL and Rodiles A (2015) The fish microbiome and its interactions with mucosal tissues. In Benjamin H and
Peatman E (eds), Mucosal Health in Aquaculture. Cambridge, MA: Academic Press, Chapter 10, pp. 273–295. https://doi.
org/10.1016/B978-0-12-417186-2.00010-8.

Miandare HK, Mirghaed AT, Hosseini M, Mazloumi N, Zargar A and Nazari S (2017) Dietary immunogen modulated
digestive enzyme activity and immune gene expression in Litopenaeus vannamei post larvae. Fish& Shellfish Immunology 70,
621–627. https://doi.org/10.1016/j.fsi.2017.09.048

MitcheltreeMJ, Pisipati A, Syroegin EA, Silvestre KJ,Klepacki D,Mason JD,Terwilliger DW,Testolin G, Pote AR andWu
KJY (2021) A synthetic antibiotic class overcoming bacterial multidrug resistance. Nature 599, 507–512.

Moir DT, Shaw KJ, Hare RS and Vovis GF (1999) Genomics and antimicrobial drug discovery. Antimicrobial Agents and
Chemotherapy 43, 439.

Moore BS and Gerwick WH (2012) Lessons from the past and charting the future of marine natural products drug discovery
and chemical biology. ACS Chemical Biology 19, 85–98. https://doi.org/10.1016/j.chembiol.2011.12.014.Lessons

Mountfort DO, Campbell J and Clements KD (2002). Hindgut fermentation in three species of marine herbivorous fish.
Applied andEnvironmentMicrobiology 68, 1374–1380. https://doi.org/10.1128/AEM.68.3.1374-1380.2002.Mucosal Immunol
3(4), 355–360. https://doi.org/10.1038/mi.2010.12.

Naor N, Gadot O,Meir M and Barkan D (2019) Peptide Deformylase (def) is essential in Mycobacterium smegmatis, but the
essentiality is compensated by inactivation of methionine formylation. BMC Microbiology 19, 232.

Narayana JL and Chen JY (2015) Antimicrobial peptides: Possible anti-infective agents. Peptides 72, 88–94.
O’Neill J (2014) Antimicrobial resistance: Tackling a crisis for the health and wealth of nations. Review of Antimicrobial

Resistance 20, 1–16.
Oscáriz JC and Pisabarro AG (2001) Classification and mode of action of membrane-active bacteriocins produced by Gram-

positive bacteria. International Microbiology 4, 13–19.
Perez T, Balcazar JL, Ruiz-Zarzuela I, Halaihel N, Vendrell D and Iú de Blas JLMZ (2010) Host–microbiota interactions

within the fish intestinal ecosystem. Mucosal Immunology 3(4), 355–360. https://doi.org/10.1038/mi.2010.12.
Pietretti D and Wiegertjes GF (2014) Ligand specificities of Toll-like receptors in fish: Indications from infection studies.

Developmental and Comparative Immunology 43, 205–222.
Proespraiwong P, Mavichak R, Imaizumi K, Hirono I and Unajak S (2023) Evaluation of bacillus spp. as potent probiotics

with reduction in AHPND-related mortality and facilitating growth performance of Pacific White shrimp (Litopenaeus
vannamei) farms. Microorganisms 11, 2176. https://doi.org/10.3390/microorganisms11092176.

Ramirez RF and Dixon BA (2003) Enzyme production by obligate intestinal anaerobic bacteria isolated from Oscars
(Astronotus ocellatus), angelfish (Pterophyllum scalare) and southern flounder (Paralichthys lethostigma). Aquaculture
227, 417–426. https://doi.org/10.1016/S0044-8486(03)00520-9.

Rawls JF, Samuel BS and Gordon J I (2004) Gnotobiotic zebrafish reveal evolutionarily conserved responses to the gut
microbiota. Proceedings of the National Academy of Sciences 101, 4596–4601.

RayAK,GhoshK, andRingø E. (2012). Enzyme-producing bacteria isolated from fish gut: A review.Aquaculture Nutrition 18:
465–492.

Rex J, Ghannoum MA, Alexander DB, Andes D, Brown DA, Diekema DJ, Espinel-Ingroff A, Fowler CL, Johnson EJ and
Knapp CC (2010) Method for Antifungal Disk Diffusion Susceptibility Testing of Nondermatophyte Filamentous Fungi;
Approved Guideline; CLSI Document M51-A, Vol. 30. Wayne: Clinical and Laboratory Standards Institute, pp. 1–29.

Ringø E (2020) Probiotics in shellfish aquaculture.Aquaculture and Fisheries 5(1), 1–27. https://doi.org/10.1016/j.aaf.2019.12.001.
Ringø E and Holzapfel W (2000) Identification and characterization of carnobacteria associated with the gills of Atlantic

salmon (Salmo salar L.). Systematic and Applied Microbiology 23, 523–527.

14 Arvind Diwan, Sanjay Harke and Archana N. Panche

https://doi.org/10.1007/s00248-016-0924-4
https://doi.org/10.1038/srep24340
https://doi.org/10.1038/srep24340
https://doi.org/10.1056/NEJMc1900112
https://doi.org/10.1016/B978-0-12-417186-2.00010-8
https://doi.org/10.1016/B978-0-12-417186-2.00010-8
https://doi.org/10.1016/j.fsi.2017.09.048
https://doi.org/10.1016/j.chembiol.2011.12.014.Lessons
https://doi.org/10.1128/AEM.68.3.1374-1380.2002
https://doi.org/10.1038/mi.2010.12
https://doi.org/10.1038/mi.2010.12
https://doi.org/10.3390/microorganisms11092176
https://doi.org/10.1016/S0044-8486(03)00520-9
https://doi.org/10.1016/j.aaf.2019.12.001


Roeselers G, Mittge EK, Stephens WZ, Parichy DM and Cavanaugh CM (2011) Evidence for a core gut microbiota in the
zebrafish. ISME Journal 10, 1595–1608. https://doi.org/10.1038/ismeJ2011.38.

Rojas V, Rivas L, Cardenas C and Guzman F (2020) Cyanobacteria and eukaryotic microalgae as emerging sources of
antibacterial peptides. Molecules 25, 5804.

Romero J, Ringø E and Merrifield DL (2014) The gut microbiota of fish. In Merrifield D and Ringø E (eds), Aquaculture
Nutrition: Gut Health, Probiotics and Prebiotics. Wiley Blackwell Publishing, pp. 75–100.

SaalimM,Villegas-Moreno J andClark BR (2020) Bacterial Alkyl-4-quinolones: Discovery, structural diversity and biological
properties. Molecules 25, 5689.

Salinas I, Zhang YA and Sunyer JO (2011) Mucosal immunoglobulins and B cells of teleost fish. Developmental and
Comparative Immunology 35, 1346–1365. https://doi.org/10.1016/j.dci.2011.11.009

Sanchez LM, Wong WR, Romina MR, Christopher JS and Roger GL (2012) Examining the fish microbiome: Vertebrate-
derived bacteria as an environmental niche for the discovery of unique marine natural products. PLoS One 7(5), e35398.
https://doi.org/10.1371/journal.pone.0035398.

Schnappinger D (2015) Genetic approaches to facilitate antibacterial drug development. Cold Spring Harbor Perspectives in
Medicine 5, a021139; seaweed polysaccharides and activate the prophenoloxidase system in white.

Shahid F, Shehroz M, Zaheer T and Ali A (2020) Subtractive genomics approaches: Towards anti-bacterial drug discovery.
Frontiers in Anti-Infective Drug Discovery 8, 144–158.

Silphaduang U, Colorni A and Noga EJ (2006) Evidence for widespread distribution of piscidins antimicrobial peptides in
teleost fish. Diseases of Aquatic Organisms 72, 241–252.

Smriga S, Sandin SA andAzam F (2010) Abundance, diversity, and activity of microbial assemblages associated with coral reef
fish guts and feces. FEMS Microbiology Ecology 73, 31–42. https://doi.org/10.1111/j.1574-6941.2010.00879.x.

Sugita H and Ito Y (2006) Identification of intestinal bacteria from Japanese flounder (Paralichthys olivaceus) and their ability
to digest chitin. Letters in Applied Microbiology 43, 336–342. https://doi.org/10.1111/j.1472-765X.2006.01943.x.

Sumon MS, Ahmmed F, Khushi SS, Ahmmed MK, Rouf MA, Chisty MAH, et al. (2018) Growth performance, digestive
enzyme activity and the immune response of Macrobrachium rosenbergii fed with probiotic Clostridium butyricum
incorporated diets. Journal of King Saud University, Science 30, 21–28. https://doi.org/10.1016/j.jksus.2016.11.003.

Swift CL, Louie KB, Bowen BP,Olson HM, Purvine SO, Salamov A,Mondo SJ, Solomon KV,Wright AT andNorthen TR
(2021) Anaerobic gut fungi are an untapped reservoir of natural products. Proceedings of the National Academy of Sciences
USA 118, e2019855118.

Tenea GN,Yépez L andBioactive Compounds of Lactic Acid Bacteria (2016) Case study: Evaluation of antimicrobial activity
of bacteriocin-producing lactobacilli isolated from native ecological niches of Ecuador. Probiotics Prebiotics. Human
Nutrition Health XXX, 149–167.

Teo JW, Thayalan P, Beer D, Yap AS,NanjundappaM,Ngew X,Duraiswamy J, Liung S,Dartois V and Schreiber M (2006)
Peptide deformylase inhibitors as potent antimycobacterial agents.Antimicrobial Agents and Chemotherapy 50, 3665–3673.

Thakur P, Saini NK, Thakur VK, Gupta VK, Saini RVand Saini AK (2021) Rhamnolipid the glycolipid biosurfactant:
Emerging trends and promising strategies in the field of biotechnology and biomedicine.Microbial Cell Factories 20, 1–15.

Todorov SD and Dicks LMT (2007) Bacteriocin production by Lactobacillus pentosus ST712BZ isolated from boza. Brazilian
Journal of Microbiology 38, 166–172.

Tortorella E, Tedesco P, Espositom FP, January GG, Fani R, Jaspars M and de Pascale D (2018) Antibiotics from Deep-Sea
microorganisms: Current discoveries and perspectives. Marine Drugs 16, 355.

Tran NT, Huifen L, Jinkun L, Taoqiu D, Zhang M and Shengkang L (2023) Health benefits of butyrate and its producing
bacterium, Clostridium butyricum, on aquatic animals. Fish and Shellfish Immunology Reports 4, 088. https://doi.org/
10.1016/j.fsirep.2023.100088.

Tsuchiya C, Sakata T and Sugita H (2008) Novel ecological niche of Cetobacterium somerae, an anaerobic bacterium in the
intestinal tracts of freshwater fish. Letters in Applied Microbiology 46(1), 43–48. https://doi.org/10.1111/j.1472-765X.
2007.02258.x.

Tyagi A, Singh B, Billekallu TNK and Singh NK (2019) Shotgun metagenomics offers novel insights into taxonomic
compositions, metabolic pathways, and antibiotic resistance genes in fish gut microbiome. Archives of Microbiology 201(3),
295–303. https://doi.org/10.1007/s00203-018-1615-y.

Uddin R, Saeed K, Khan W, Azam SS and Wadood A (2015) Metabolic pathway analysis approach: Identification of novel
therapeutic target against methicillin-resistant Staphylococcus aureus. Gene 556, 213–226.

Uniacke-Lowe S, Stanton C, Hill C and Ross RP (2024) The marine fish gut microbiome as a source of novel Bacteriocins.
Microorganisms 12, 1346. https://doi.org/10.3390/microorganisms12071346.

Vadivel M,Venugopal G,Angamuthu V,ManikkamR, Joseph J andAruniW (eds) (2021) Exploration of fish gut associated
Actinobacteria for its anti-microbial and anti-quorum sensing properties. In International Seminar on Promoting Local
Resources for Sustainable Agriculture and Development (ISPLRSAD 2020). Dordrecht: Atlantis Press.

Valliappan K, Sun W and Li Z (2014) Marine actinobacteria associated with marine organisms and their potentials in
producing pharmaceutical natural products. Appl. Microbiol. Biotechnol. 98, 7365–7377.

15

https://doi.org/10.1038/ismeJ2011.38
https://doi.org/10.1016/j.dci.2011.11.009
https://doi.org/10.1371/journal.pone.0035398
https://doi.org/10.1111/j.1574-6941.2010.00879.x
https://doi.org/10.1111/j.1472-765X.2006.01943.x
https://doi.org/10.1016/j.jksus.2016.11.003
https://doi.org/10.1016/j.fsirep.2023.100088
https://doi.org/10.1016/j.fsirep.2023.100088
https://doi.org/10.1111/j.1472-765X.2007.02258.x
https://doi.org/10.1111/j.1472-765X.2007.02258.x
https://doi.org/10.1007/s00203-018-1615-y
https://doi.org/10.3390/microorganisms12071346


Vamathevan J, Clark D, Czodrowski P, Dunham I, Ferran E, Lee G, Li B, Madabhushi A, Shah P and Spitzer M (2019)
Applications of machine learning in drug discovery and development. Nature Reviews. Drug Discovery 18, 463–477.

Van Kessel MAHJ, Dutilh BE, Neveling K, Kwint MP, Veltman JA, Flik G, Jetten MSM, Klaren PHM and Op den Camp
HJM (2011) Pyro sequencing of 16S rRNA gene amplicons to study the microbiome in the gastrointestinal tract of carp
(Cyprinus carpio L.). AMB Express 1, 41.

Van Trindade M, Zyl LJ, Navarro FJ and Abd Elrazak A (2015) Targeted metagenomics as a tool to tap into marine natural
product diversity for the discovery and production of drug candidates. Frontiers in Microbiology, 6, 890. https://doi.
org/10.3389/fmicb.2015.00890

VigneshA,Ayswarya S,GopikrishnanV andRadhakrishnanM (2019) Bioactive Potential of Actinobacteria Isolated from the
Gut of Marine Fishes. Indian Journal of Geo Marine Sciences 48 (08), 1280–1285.

Vincent MN, Harrison LA, Brackin JM, Kovacevich PA,Mukerji P,Weller DM and Pierson EA (1991) Genetic analysis of
the antifungal activity of a soilborne Pseudomonas aureofaciens strain. Applied and Environmental Microbiology 57,
2928–2934.

Wang J, Dou X, Song J, Lyu Y, Zhu X, Xu L, Li W and Shan A (2019) Antimicrobial peptides: Promising alternatives in the
post-feeding antibiotic era. Medicinal Research Reviews 39, 831–859.

Ward N, Steven B, Penn K, Methé B and Detrich W (2009) Characterization of the intestinal microbiota of two Antarctic
notothenioid fish species. Extremophiles 13(4), 679–685. https://doi.org/10.1007/s00792-009-0252-4.

Waycott B (2023) Novel Alternatives Like Bacteriocins Take the Lead as Future Antibiotics Replacements for Aquaculture.
Responsible Seafood Advocate. https://www.globalseafood.org/advocate/1-6.

WeinsteinMP,Patel JB,BobenchikAM,Campeau S,Cullen SK,GallasMF,GoldH,Humphries RM,Kirn TJ, Lewis JS et al.
(2019) Performance standards for antimicrobial disk susceptibility tests: Approved standard. In Clinical and Laboratory
Standards Institute Supplement M100 (Vol. 32; 29). Wayne: Clinical and Laboratory Standards Institute.

Xia JH, Lin G, Fu GH, et al. (2014) The intestinal microbiome of fish under starvation. BMC Genomics 15, 266.
Xu L, Meng W, Cao C, Wang J, Shan W and Wang Q (2015) Antibacterial and antifungal compounds from marine fungi.

Marine Drugs 13, 3479–3513.
Yamaguchi M, Park HJ, Ishizuka S, Omata K and Hirama M (1995) Chemistry and antimicrobial activity of Caryoynencins

analogs. Journal of Medicinal Chemistry 38, 5015–5022.
Ye L, Amberg J, Chapman D, Gaikowski M and Liu WT (2014) Fish gut microbiota analysis differentiates physiology and

behavior of invasive Asian carp and indigenous American fish. The ISME Journal 8(3), 541–551. https://doi.org/10.1038/
ismej.2013.181.

Zhan P, Pannecouque C,De Clercq E and Liu X (2016) Anti-HIV drug discovery and development: Current innovations and
future trends. Journal of Medicinal Chemistry 59, 2849–2878.

Zhang YA, Salinas I, Li J et al (2010) IgT, a primitive immunoglobulin class specialized in mucosal immunity. Nature
Immunology 11:827–835.

Zhang et al (2020) A marine microbiome antifungal targets urgent-threat drug-resistant fungi. Science 370, 974–978.
Zou J, Mercier C, Koussounadis A and Secombes C (2007) Discovery of multiple beta-defensins like homologues in teleost

fish. Molecular Immunology 44, 638–647.

Cite this article: Diwan A, Harke S and Panche AN 2025. Exploration of novel bioactive compounds from the microbiome of
fish and shellfish as an alternative to replace antibiotic drugs in aquaculture farming. Gut Microbiome, 6, e8, 1–16. https://doi.
org/10.1017/gmb.2025.6

16 Arvind Diwan, Sanjay Harke and Archana N. Panche

https://doi.org/10.3389/fmicb.2015.00890
https://doi.org/10.3389/fmicb.2015.00890
https://doi.org/10.1007/s00792-009-0252-4
https://www.globalseafood.org/advocate/1-6
https://doi.org/10.1038/ismej.2013.181
https://doi.org/10.1038/ismej.2013.181
https://doi.org/10.1017/gmb.2025.6
https://doi.org/10.1017/gmb.2025.6

	Exploration of novel bioactive compounds from the microbiome of fish and shellfish as an alternative to replace antibiotic drugs in aquaculture farming
	Introduction
	Antibacterial compounds from the bacterial community
	Antifungal compounds from the microbiomes
	Antimicrobial peptides from microbiomes
	Therapeutic applications
	Advanced tools for the analysis of antimicrobial compounds
	Challenges and future prospects
	Acknowledgements
	Author contribution
	Funding
	Ethics approval
	References


