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Effects of carbon source addition 
in rearing water on sediment 
characteristics, growth and health 
of cultured marron (Cherax cainii)
Thi Thu Thuy Nguyen 1,2*, Md Javed Foysal 1,3,4*, Sanjay Kumar Gupta 1,5, Alfred Tay 6, 
Ravi Fotedar 1 & Marthe Monique Gagnon 1

Carbon sources are considered as critical input for the health and immunity of aquatic animals. The 
present study investigated the impact of different carbon sources on water quality parameters, carbon 
to nitrogen (C/N) ratio and microbial community in sediments, and health responses of marron (Cherax 
cainii) under laboratory conditions. Following one week of acclimation, 120 marron were randomly 
assigned to 12 experimental tanks. There were four treatments including one untreated control and 
three groups with carbon addition to maintain a C/N ratio of 12 maintained in culture water. Carbon 
supplementation groups included corn flour (CBC12), molasses (MBC12) and wheat flour (WBC12). 
At the end of the 60-day trial, MBC12 resulted in the highest sediment C/N ratio, followed by CBC12. 
Weight gain and specific growth rate were higher in MBC12, compared to control. The protease 
activity in marron hepatopancreas, total haemocyte count and lysozyme activity in haemolymph were 
highest in MBC12. Analysis of 16S rRNA sequence data of tank sediments revealed increased bacterial 
alpha diversity in MBC12 and WBC12. Proteobacteria was the most abundant phylum in MBC12 
(88.6%), followed by control (82.4%) and CBC12 (72.8%). Sphingobium and Novosphingobium were 
the most abundant genera in control and MBC12 groups, respectively. Higher Aeromonas abundance 
in CBC12 and Flavobacterium in WBC12 were observed. Overall results indicated that MBC12 led to 
improved water quality, retaining high C/N ratio and enriched the bacterial populations in sediments 
resulting in improved growth and immune performance of marron.

Marron (Cherax cainii) is an important farmed freshwater crayfish in Western  Australia1. It has a significant 
potential to expand and improve its farming  productivity2 due to its large size, mobility and  omnivore3. Numerous 
studies on  marron4,5 have been conducted and further research is in  progress6,7 with the aim to enhance marron 
productivity through feeding of formulated diets and improving the management practices. Like other decapods, 
the natural habitat of marron is the sediment–water interface which is the boundary between the bottom and 
overlying water column. The detritus/sediment is recognised as a vital in-situ food source for marron  nutrition8. 
However, research efforts to decode the sediment characteristics in marron aquaculture is still in infancy stage, 
and its effects on marron growth and health parameters are obscure.

In aquaculture systems, a large amount of undigested feed limits the conversion of carbon (C) and nitrogen 
(N) into final  biomass9. For instance, a maximum of 16% (C) and 37% (N) were found to be converted into 
the flesh of freshwater prawn (Macrobrachium rosenbergii)10, tiger shrimp (Penaeus monodon)11,12 and white 
leg shrimp (Litopenaeus vannamei)9 farmed in earthen ponds. The retained percentage could be even lower to 
10% (C) and 6% (N) due to low shrimp survival in integrated rice-shrimp culture  systems13. A relatively high 
percentage of unused N settles as sediments in  ponds12 or in  tanks14. From the total inputs, up to 53% of the N 
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can be deposited as tank  sediments11,14. Hence, it is absolutely imperative to optimise feed utilisation in order to 
reduce the amount of undigested feed and the deposition of N wastes in sediments.

Carbon to nitrogen (C/N) ratio is an integral element that plays a vital role in converting N wastes into 
bacterial  biomass15–17 and thereby promoting circular growth of blue economy. Analysis of the C/N ratio in 
sediment is vital for gaining insight into the source of essential elements such as C and N in the aquaculture 
pond  environment15,18. Therefore, managing the C/N ratio and understanding their interaction with microbial 
communities in sediment is necessary for water quality control and animal performance in aquaculture ecosys-
tems. By adding external carbon sources into aquaculture rearing systems, the C/N ratio can be manipulated 
for enhanced nitrogen uptake by heterotrophic bacteria leading to decreased ammonium concentration and 
increased microbial  biomass19. Carbohydrates such as corn and wheat flour are not only essential ingredients in 
the diets of decapod  species2,20,21 but are in vogue as exogenous carbon sources in aquaculture rearing systems. 
Supplementation of corn starch and wheat flour are reported to enhance water quality, heterotrophic bacterial 
biomass, growth and survival of various cultured shrimp species such as pink shrimp (Farfantepenaeus bra-
siliensis)22, freshwater  prawn23 and white leg  shrimp14. Unlike corn and wheat, molasses are not the prevalent 
ingredient in crustacean diets including marron, but has been widely used in aquaculture of tiger  shrimp24, 
white leg  shrimp25, and freshwater  prawn26–28 as an external carbon source. Compared to other exogenous 
carbon sources, molasses have been validated as superior carbon source in removing ammonia and improving 
the growth of white leg  shrimp29,30. Therefore, molasses has the indisputable potential for their use as additional 
carbon sources in marron aquaculture.

Previous studies on red claw (Cherax quadricarinatus)31 and red swamp (Procambarus clarkii)32–34 reported 
beneficial effects of carbohydrate supplementation. For example, molasses supplementation improved water 
quality and feed utilization efficiency of red  claw31. Adding external carbon sources (glucose and wheat bran) 
enhanced the growth performance and proximate composition of red  swamp33. Additionally, another study found 
that narrow-clawed crayfish (Astacus leptodactylus), as indicated by their normal haemolymph indices, can adapt 
well to high stocking densities in the carbon supplementation  system35. However, similar studies are lacking for 
marron, necessitating further investigation to elucidate the potential advantages of carbon supplementation on 
the growth and overall health of marron. It is hypothesized that carbohydrate supplementation might play a vital 
role in stimulating the assimilation of nitrogenous wastes either suspended in the water column or sediments, 
thereby improving water quality as well as augmenting physiological and immunological performances of mar-
ron. The present experiment aims to assess the effect of three carbohydrate sources, corn flour, wheat flour, and 
molasses, on the water quality characteristics, C/N ratio and microbial communities of the tank sediments in 
relation to the growth and health responses of marron under laboratory conditions.

Results
Water quality
Water temperature did not differ significantly between treatments during the trial. Overall, pH, dissolved oxygen, 
and nitrogenous compound levels were significantly higher in control than in carbon-added treatments (Table 1). 
No significant differences between the three carbon-treated groups were observed in all tested water quality 
parameters, except for a lower pH level in WBC12 than in the other two carbon-added treatments. Phosphate 
level in MBC12 was significantly lower than in the control and WBC12; however, it did not differ from CBC12.

Sediment C/N ratio
Adding different carbon sources in the culture system significantly affected C/N ratio in the tank sediments from 
week four onwards (Fig. 1). The sediment C/N ratio was significantly higher in MBC12 relative to the control at 
weeks four, six, and eight of the trial. In the fourth and sixth weeks, there were significant increases in sediment 
C/N ratio of MBC12. In the eighth week, MBC12 still had the highest sediment C/N ratio (8.12 ± 0.10), followed 
by CBC12 (8.08 ± 0.08) and WBC12 (7.78 ± 0.08), and the lowest C/N ratio was observed in control (6.36 ± 0.02).

Bacterial load and composition in tank sediments
Sequence statistics and alpha–beta diversities
A total of 639,788 quality reads were obtained from 12 samples after trimming, ranging from 47,490 to 127,236 
reads. Reads were assigned to 1301 OTUs, 8 phyla, 56 families, and 129 genera. The rarefaction depth curve 

Table 1.  Water quality (mean ± standard error) in different treatments over a 60-day trial. Temp. temperature, 
DO dissolved oxygen. Within the same row, data having different superscript alphabet (a, b, c) are significantly 
different (P < 0.05).

Parameters (n = 3) Control CBC12 MBC12 WBC12

Temp. (°C) 21.61 ± 0.01a 21.55 ± 0.02a 21.59 ± 0.05a 21.41 ± 0.1a

pH 7.74 ± 0.01a 7.46 ± 0.00b 7.44 ± 0.02b 7.37 ± 0.00c

DO (mg  L−1) 8.24 ± 0.01a 7.57 ± 0.02b 7.57 ± 0.01b 7.58 ± 0.04b

Nitrate (mg  L−1) 0.93 ± 0.01a 0.76 ± 0.02b 0.74 ± 0.03b 0.77 ± 0.01b

Nitrite (mg  L−1) 0.10 ± 0.00a 0.08 ± 0.00b 0.07 ± 0.00b 0.07 ± 0.00b

Ammonia (mg  L−1) 0.05 ± 0.00a 0.04 ± 0.00b 0.04 ± 0.00b 0.04 ± 0.00b

Phosphate (mg  L−1) 0.32 ± 0.00a 0.3 ± 0.01ab 0.28 ± 0.00b 0.31 ± 0.01a
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(Fig. 2A) and Good’s coverage indices (0.992–0.997) indicated that each sample was sequenced at enough depth 
to capture maximum diversity. The alpha diversity measurements showed that MBC12 and WBC12 had a posi-
tive influence on bacterial diversity, compared to the control (Fig. 2B), however WBC12 generated the highest 
unique OTUs in the sediments (Fig. 2C). The clustering of bacterial OTUs for four different groups was found 
distinct in the Beta-ordination principal coordinate analysis (PCoA) where PERMANOVA R and P-value of 
weighted uniFrac metric revealed significantly different of bacterial composition in different groups (Fig. 2D).

Microbial composition
At the phylum level, Proteobacteria was the most abundant bacteria in the control (82.4%), CBC12 (72.8%), and 
MBC12 (88.6%) while Bacteroidetes (56.2%) dominated microbial communities in WBC12 sediments. At the 
genus level, Sphingobium and Novosphingobium comprised 62% and 48% of the read abundance in the control 
and MBC12, respectively, whereas, in CBC12 and WBC12, Aeromonas and Flavobacterium accounted for 82.2% 
of the read abundance (Fig. 3A,B).

Alongside these four bacteria groups, Acinetobacter in the control and MBC12, Dechloromonas in CBC12 
and WBC12, Hirschia in control, and Serratia in CBC12 and WBC12 had more than 1% read abundance in 
the sediment bacterial communities. Relative to the control group, eight bacteria groups at the genus level had 
significantly different reared read abundance in three carbon-treated groups. The abundance of Massilia and 
Paucibacter was high in CBC12 while MBC12 favoured the growth of hgcl clade, Paraperlucidibaca, and Sphin-
gobium whereas WBC12 promoted the abundance of Aeromonas, Deefgea and Nocardioides (Fig. 4A). PICRUSt2 
data showed that CBC12 and MBC12 enriched pathways for carbohydrate, protein and amino acid metabolism. 
In addition, MBC12 enhanced activities for the biosynthesis and metabolism of amino acids. WBC12 only 
enriched beta-alanine metabolism compared to others. Control samples on the other hand mostly involved in 
amino acid metabolism (Fig. 4B).

Sediment C/N ratio-taxa correlations
Among the correlations between sediment C/N ratio and the relative abundance of most abundant genera, sedi-
ment C/N ratio was found to have significant correlations with Acinetobacter and Acidovorax. C/N ratio was 
positively and negatively correlated to Acinetobacter and Acidovorax, respectively (Fig. 5).

Marron growth performance
The supplementation of different carbon sources into the culture system led to significant changes in WG and 
SGR of marron; however, it did not significantly affect the survival rate at the end of the trial (Table 2). The 
highest and lowest growth performances, as measured by WG and SGR were observed in MBC12 and control 
group, respectively. Similarly, MWI was significantly higher in MBC12 than in the control. No significant differ-
ences were observed in moult intervals between treatments. The highest protease activity in the hepatopancreas 
of marron was also observed in the MBC12 (1.65 ± 0.05 μg/mL), followed by WBC12 (1.34 ± 0.04 μg/mL). In 
contrast, the lowest protease activity among the treatments was observed in CBC12 (0.99 ± 0.05 μg/mL), which 
was statistically similar to the control (1.05 ± 0.08 μg/mL).

Marron organosomatic indices
Organosomatic indices of marron are presented in Fig. 6. No significant changes in TM (%), Tid, and Hid 
among the different carbon-treated groups were observed in marron by the end of the experiment. HM (%) in 

Figure 1.  Changes in carbon/nitrogen in the tank sediment in different treatments at four sampling points. The 
alphabet letters (a, b, c) on the top of each bars indicate statistical difference between treatments (P < 0.05).
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the control was significantly lower than those in all carbon treatments. In MBC12, Tiw was significantly higher 
than in WBC12; however, there was no significant difference in this parameter between MBC12 and the other 
two treatments. Hiw was significantly higher in CBC12 than in the control but did not differ statistically from 
other carbon-treated groups.

Marron immunological parameters
Figure 7 shows that by the end of the experiment, THC in the marron haemolymph was significantly higher in 
MBC12 relative to the control; however, it did not differ from other carbon-treated groups. There was no sig-
nificant difference in the proportions of granular, semi-granular, and hyaline cells between all groups. However, 
the highest lysozyme activity was obtained with MBC12, and the differences were significant compared to all 
other treatments, including the control.

Discussion
Addition of an external carbon source is absolutely necessary to retain an optimal C/N ratio for promoting the 
growth of beneficial heterotrophic microorganisms in aquaculture  water15,19. Moreover, using a suitable external 
carbon source is vital to enhance the production of the targeted species cultured in this  system36. The present 
study demonstrated that adding external carbon sources to marron culture led to beneficial effects on water qual-
ity, sediment bacteria, growth performance and the health status of marron. Previous  reports17,37 demonstrated 
that water quality could be improved since heterotrophic bacteria can metabolize wastes in carbon-added aqua-
culture systems. Consistent with studies on other decapod  species14,38, the present research showed significantly 
reduction in concentration of nitrogen and phosphorus metabolites following carbon addition in the culture 
tanks. All carbohydrate sources can affect the immobilization of nitrogenous  compounds39,40. That could be the 

Figure 2.  Alpha–beta diversity measurements of bacterial diversity in sediment samples collected from tanks 
treated with three different carbon sources relative to one control group. (A) Rarefaction curve showing the 
depth and saturation level of 16S rRNA sequence. (B) Alpha-diversity measurements in terms of observed 
species and Shannon index. (C) Number of shared and unique ASVs in four different treatments. (D) Beta-
ordination plot regarding Bray-Curtis dissimilarity of relative abundance
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reason why various forms of added carbon investigated in the present study were effectively associated with 
reduced level of toxic nitrogenous wastes. Our results are in agreement with the prior studies on Nile tilapia 
(Oreochromis niloticus)41 and white-leg  shrimp42 that reported lower phosphorus levels in carbon-treated systems. 
In our study, among the three carbon sources, molasses treatment was found to be more effective in reducing 
phosphate concentrations in marron culture. It is likely that molasses are made up of simple sugars and thereby 
readily and rapidly used by  microbes29,43, which leads to phosphate  reduction28,44.

However, the inclusion of external carbon into marron culture resulted in declining dissolved oxygen and pH 
in the water. Similar to our results, low dissolved oxygen and pH values were reported in water of pink shrimp 
culture when sugarcane molasses and wheat bran were added as external carbon  sources22. Reduced dissolved 
oxygen and pH might be correlated with the increased respiration rates of heterotrophic microbial flora that 
enhanced the carbon dioxide concentration in limited water exchange  systems45; therefore, applying sodium 
bicarbonate  (NaHCO3) is necessary when water pH drops below 7.038.

Sediments in aquaculture systems receive most of the total carbon and nitrogen inputs from exogenous 
 sources14. Adding different carbon sources into the culture systems resulted in different amounts of carbon and 
nitrogen  accumulating14. In the present study, the sediment C/N ratio declined in control over time while it 
increased in carbon-added treatments. The lowest C/N ratios were recorded in the control over the entire trial. 
These results imply that nitrogenous wastes accumulated more in the sediment of the control but have been 
efficiently decomposed by bacteria in treatments that received carbon supplementation. The highest C/N ratio 
retained in the sediments of the molasses-treated group could be due to the greater solubility of molasses in 
the tank  water29. Molasses produce higher levels of dissolved organic carbon compared to the complex carbon 
sources of corn and wheat flour, which often require additional time for microbial degradation prior to the 
carbon source being utilisable by  microorganisms29. In addition, high C/N ratio could benefit the diversity and 
community structure of microbial communities in tank  sediments4.

In the present study, analysis of 16S rRNA sequence data exhibited that adding carbon sources significantly 
increased bacterial diversity in the sediments. The augmented bacteria in the sediments with wheat flour are 
reported to play diverse roles, including degradation of complex organic compounds such as atrazine, isoprene 
by the Nocardioides, hydrolytic Deefgea with unknown soil function, and one of the most diverse environmental 
bacteria Aeromonas that is mostly pathogenic to the aquatic  species46,47. On the other hand, increased bacte-
ria abundance with molasses supplementation are primarily involved in the degradation of contaminated soil 
by Sphingobium, organic waste decomposition by hgcl-clade48, and seawater bacteria Paraperlucidibaca49. The 
augmented genera in wheat flour and molasses attributed to better water quality and improved health status of 
marron.

In this study, PICRUSt2 has been employed for the metagenome prediction from the bacterial 16S dataset. 
Due to the low resolution of Illumina amplicon data, the phylogenetic classification has been restricted to the 
genus level only, and therefore, extraction of metabolic information from short-reads is difficult and not precisely 

Figure 3.  Relative abundance of bacteria at (A) phylum and (B) genus level. Only OTUs representing at least 
1% of the total reads are shown.
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accurate. However, PICRUSt2 has a co-efficiency of more than 80 for metagenome prediction for environmental 
 samples50. Alongside the building blocks of protein, amino acids are the primary sources of energy for the gut and 
hepatopancreas of  crustaceans51. Carbohydrate is essential, but the requirement for aquatic animals, including 
crustaceans, is very  low52, yet enrichment of glucose and carbohydrate metabolism by CBC12 and MBC12 is 
an indication of balanced carbohydrate, protein and amino acids biosynthesis and metabolism. These findings 
also support our previous studies with marron and different fed supplementations wherein elevated protein 
and amino acids activity positively linked to better immune and gut health of  marron53,54. No toxic activity or 
biofilm formation signifying no negative impacts of carbon supplementation on gut health and metabolism and 
the possibility of CBC12 and MBC12 to be used in marron aquaculture.

One of the most significant findings of this study is the correlation between bacterial communities and 
C/N ratio in the sediments. An increased C/N ratio is linked to better water quality features in aquaculture by 

Figure 4.  Significantly abundant genera (A) and metabolic pathways (B) in three different treatment groups 
with Linear Discriminant Analysis (LDA). No genus had differential abundance in the control group with LDA 
value 2.0 and 0.05 level of significance.

Figure 5.  Pearson correlations between the most abundant bacterial taxa and sediment C/N ratio. Significant 
level at P < 0.05.
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removing toxic nitrogenous compounds such as  ammonia55. We found that Acinetobacter positively correlated 
to C/N ratio in the sediments. This is the bacterial group that can increase C/N ratio through the evolution of 
 CO2

56. Hence, an increase in relative abundance for Acinetobacter in the molasses supplemented group might 
be associated with a higher C/N ratio in the sediment. No parallel reports are available on the negative correla-
tion between Acidovorax and C/N ratio in the sediment to further substantiate the findings. Therefore, future 
research should be focussed on microbial community network and sediment C/N ratio to better understand 
taxa-environmental correlation under marron aquaculture. However, despite having higher bacterial diversity 
in the sediment of both wheat flour and molasses added groups, the overall data largely suggest beneficial effects 
of molasses in terms of beneficial bacteria, and C/N ratio retention.

The addition of external carbon sources significantly benefited the growth performance of various  fish57,58 
and shrimp  species14,38. In the present study, all three exogenous carbon sources included in the marron culture 
did not significantly affect marron survival, marron weight gain; however specific growth rate, and moult weight 
increment were improved. The survival rate of the marron in this study was comparable to those reported in a 
previous  study8, which may be due to the same approach of housing the marron individually to prevent canni-
balism. Moreover, heterotrophic bacteria presented in the carbon-enriched treatments could assimilate nitrog-
enous waste and convert it into protein-rich microbial biomass, thereby supplying the nutrients for the growth 

Table 2.  Marron growth (mean ± standard error) performance parameters. SGR specific growth rate, MWI 
moult weight increment, MI Moult interval. Rows having different superscript are statistically different 
(P < 0.05).

Parameters Control CBC12 MBC12 WBC12

Initial weight (g) 11.98 ± 0.09a 11.5 ± 0.1a 11.7 ± 0.2a 11.49 ± 0.05a

Final weight (g) 14.47 ± 0.06a 14.49 ± 0.06a 16.15 ± 0.17b 15.55 ± 0.5ab

Survival (%) 90 ± 0.00a 96.67 ± 3.33a 93.33 ± 3.33a 90 ± 5.77a

Weight gain (%) 21.27 ± 1.16a 26.38 ± 1.15ab 32.23 ± 2.71b 28.05 ± 0.58ab

SGR (%/day) 0.34 ± 0.02a 0.42 ± 0.02a 0.5 ± 0.04b 0.44 ± 0.01ab

MWI (%) 22 ± 1.07a 26.53 ± 0.26bc 29.36 ± 0.85c 23.77 ± 0.5ab

MI (days) 32.44 ± 1.28a 31.42 ± 1.23a 32.67 ± 1.5a 31.02 ± 1.65a

Protease (μg/mL) 1.05 ± 0.08a 0.99 ± 0.05a 1.65 ± 0.05b 1.34 ± 0.04c

Figure 6.  Organosomatic measures (mean ± standard error) of marron treated with different carbon sources. 
(A) Tail muscle moisture content (TM%), (B) Dry tail muscle index (Tid), (C) Wet tail muscle index (Tiw), (D) 
Hepatopancreas moisture content (HM%), (E) Wet hepatosomatic index (Hiw), (F) Dry hepatosomatic index 
(Hid). Different superscript letters (a, b) on the top of the bar represents significant difference at P < 0.05.
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of aquatic  organisms30,43. Furthermore, decapod growth is restricted by the ability of their digestive systems to 
break down and absorb specific  nutrients59. Red swamp crayfish raised in the culture system with external carbon 
addition obtained higher hepatopancreatic pepsin  activities33. Results of the current study reveal that molasses 
treatment increased protease activity in marron hepatopancreas, resulting in the highest moult weight increment 
and specific growth rate of marron which is in line with the results documented in other  studies29,30. The lower 
specific growth rate of marron in the current study is in contrast to the findings of Tulsankar et al.8, which might 
be associated due to a larger size of marron used as experimental animal.

Moisture and immunological parameters have been widely used as robust indicators of marron health 
 conditions2. High dry tail muscle and hepatopancreatic indices indicate greater energy storage in marron flesh 
and hepatopancreas,  respectively2. In our study, carbon supplementation had significant impacts on some mois-
ture contents of marron such as hepatopancreas moisture, wet hepatosomatic and wet tail muscle indexes. In 
contrast to our results, hepatopancreas index and meat yield were unchanged in red swamp crayfish cultured 
in the system with carbon addition relative to the  control33. The different crayfish species and carbon sources 
used in these two studies could be responsible for the different outcomes. El-Sayed et al.36 reported that some 
probiotic agents presented in carbon-added systems can augment the immune system in shrimp. In the pre-
sent study, molasses addition improved the immunological parameters, including THC and lysozyme activity. 
High THC and lysozyme activity are associated with better marron health  conditions60. As an external carbon 
source, molasses has proven its effectiveness in strengthening the immune system of various farmed animals. For 
example, Zhao et al.61 reported significantly higher THC in the haemolymph of the shrimp treated with molas-
ses relative to shrimps reared with other carbon sources. Similar results were confirmed by farming white-leg 
shrimp with molasses  supplementation29,30. The findings of similar proportions of differential haemocyte cells in 
marron reared in carbon-enriched environments are reported for the first time in the scientific literature. These 
blood cells function in wound healing and phagocytosis; thereby, their fluctuations in the differential haemocyte 
profile suggest a response to foreign  invaders62,63. Further research is needed to clarify roles of haemocyte cells 
in marron health when the animals are cultured in carbon-supplemented systems.

In conclusion, adding carbon sources to the marron culture system led to improved performance of marron 
which are reflected on the water quality improvement, and high C/N ratio retention in the sediments. Among all 
the carbon sources tested, the molasses treated group remarkably fostered the diversity of bacterial populations in 
tank sediments. These conditions further contributed to improved growth and health performances of marron. 
Future research efforts on the optimisation levels of molasses will provide insightful understanding for better 
management and profitability of commercial marron farming and for promotion of sustainable blue economy.

Figure 7.  Immune responses of marron in different groups treated with different carbohydrate sources. 
Different superscript letters (a, b, c) on the top of the bar represents significant difference at P < 0.05. THC Total 
haemocyte count.
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Materials and methods
No animal ethic was required as the study involved invertebrates.

Preparation of microbial inoculum water for carbon-added treatments
Microbial inoculum water was prepared following the procedure provided by Ahmad et al.57 with some modifi-
cations. Three indoor plastic tanks were filled with 150 L freshwater. Each tank contained 3000 g of bottom soil 
from the commercial Blue Ridge Marron farm, Manjimup, Western Australia (34°12′22″ S, 116°01′01″ E), 1.5 g 
ammonium sulphate (NH)4SO4, and 60 g selected carbon sources being either corn flour, molasses or wheat 
flour. These tanks were kept in a laboratory with controlled temperature (22 °C), wherein a photoperiod of 
12-h light and 12-h dark was provided with optimum aeration for 24 h to stimulate the growth of heterotrophic 
microbial biomass.

Experimental design
A total of 120 marron with an initial body weight of 11.67 ± 0.11 g (mean ± SE) was purchased from Blue Ridge 
Marron farm. The marron were acclimated in experimental tanks for one week before being weighed at the start 
of the experiment, which lasted for 60 days. There were one clear water treatment (control) and the supplemen-
tation of corn flour, molasses and wheat flour as treatments of carbohydrate sources to maintain a C/N of 12 in 
the culture water, namely CBC12, MBC12, and WBC12, respectively. A complete randomized design with three 
replications per treatment was employed. Experimental tanks with 300 L water capacity were filled with 250 L 
freshwater for the control tanks and 200 L for carbon-treated tanks, and stocked with ten marron per tank housed 
individually in black plastic mesh cages. Throughout the experiment, a 12-h cycle of light and dark was main-
tained. Fishmeal based diet was formulated for marron containing 29.93% crude protein following the standard 
protocol as described in our previous  study54. Marron were fed once daily in the evening, and the feeding rate was 
set at 3% of the total stocked biomass during the acclimation and also during the experimental period. Uneaten 
feed and faeces were removed out from the tanks every morning to prevent the deterioration of water quality.

The prepared inoculum was used to inoculate the experimental tanks once at the beginning of the experi-
ment, 50 L of microbial inoculum water per tank, to provide a known community profile of the microbial source 
to imitate the microbial community in pond culture. Then to maintain the C/N ratio of 12 in the rearing water, 
method of Perez-Fuentes et al.58 was followed by daily adding the carbon source into the experimental tanks 
after feeding marron with a formulated feed. The amount of carbohydrate used per treatment was determined 
by the content of protein (%) in the formulated feed and the amount of feed supplied during the experiment, not 
considering the amount of carbon contained in the feed. Assuming that protein is 16% nitrogen and that marron 
excrete 65% of protein as nitrogen. In 1000 g of marron feed (29.93% crude protein), there is 47.89 g nitrogen. Of 
the nitrogen used, 31.13 g nitrogen is excreted into water by marron. Corn flour, molasses, and wheat flour con-
tained 39.55%, 40.38%, and 39.53% carbon, respectively. Therefore, to maintain a C/N ratio of 12 in the rearing 
water, 944.37 g corn flour, 924.96 g molasses, and 944.85 g wheat flour are required for 1000 g of feed supplied. 
Based on this calculation, the amount of corn flour, molasses, and wheat flour required per treatment per day 
was 9.78 g, 9.74 g, and 9.77 g, respectively. During the experiment, no water exchange was done in all treatments. 
However, every week, 30% of the water from each culture tank containing sediments was transferred to another 
empty tank, and the water was then carefully returned to the original tank after the sediments were collected.

Data collection
Water quality
The experiment was carried out in a wet laboratory room at a constant temperature of 22 °C. Air diffusers and 
air pumps were used to continuously aerate the tanks. Daily measurements were made of water temperature, pH 
and dissolved oxygen (DO) using digital pH/ºC CyberScan pH 300 and a YSI 55 DO meter, respectively. Other 
water parameters were measured weekly. According to the manufacturer’s instructions, a HACH colorimeter was 
used to analyse the concentrations of nitrite  (NO2−), nitrate  (NO3−), ammonia  (NH4+) and phosphate  (PO4−), 
using the diazotization method (low range 0–0.35 mg/L), cadmium reduction method (high range 0–30 mg/L), 
salicylate method (0–0.5 mg/L) and amino acid method (0–30 mg/L), respectively. All chemicals used to analyse 
these parameters were obtained from ROWE Scientific Pty Ltd.

Sampling of sediments
Sediment sampling for analysing C/N ratio. On weeks 2, 4, 6 and 8 of the experiment, sediment samples were 
collected for analysing the C/N ratio. Tank sediments were collected as mentioned above. The sediments along 
with 30% of the water from culture tanks were siphoned out to empty tanks. When the solid matters settled as 
sediments, sediment samples were collected and the supernatants were then returned to the original tanks. These 
sediment samples were oven dried at 60 °C for 24 h.

Assessment of carbon/nitrogen ratio in tank sediments. Centrifuged sediment samples were oven-dried at 
60 °C for 24 h, then pulverized to pass through a 0.25 mm mesh screen to obtain prepared sediment samples. A 
PE 2400 CHN Elemental analyser was used to measure carbon and nitrogen percentages in these samples. The 
combustion tube packing came with the equipment and consisted of silver vanadate, silver tungstate on magne-
sium oxide and EA-1000 (chromium oxidiser). In the reduction tube, there were Perkin-Elmer Copper Plus ( +) 
and Cuprox. Approximately 2 mg of prepared sediments were weighed into a tin capsule with a Perkin-Elmer 
AD-6 Autobalance, and the percentages of carbon and nitrogen were obtained to calculate the C/N  ratios64.
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Sediment sampling for analysing microbiota
On the final week of the experiment (days 52, 54, and 56), sediment samples were collected as described previ-
ously for analysing the microbial community. A pool was produced by thoroughly mixing the sediment samples 
from three replicated tanks within each treatment on a respective day. After pooling, three sediment samples of 
each treatment were created. These samples were then centrifuged for 10 min at 10,000 rpm to obtain sedimentary 
pellets for microbial composition analysis (n = 3 per treatment).

Assessment of microbial composition in tank sediments
Illumina sequencing
Bacterial DNA from sediment samples was extracted using DNeasy Power Soil Kit (Qiagen, Hilden, Germany) 
following the manufacturer’s instructions. DNA quantity was measured using NanoDrop Spectrophotometer 
(Thermo Fisher Scientific, USA), followed by dilution to 50 ng/μl final concentration. A total of 35 cycles of 
amplification for 50 µl final reactions were conducted in a BioRad S100 Gradient Thermal Cycler (Bio-Rad 
Laboratories, Inc., Foster City, California, USA) containing 2 µl template DNA, 1 µl of each V3-V4 sequenc-
ing primers (Part # 15,044,223 Rev. B), 25 µl of Hot Start Taq 2X Master Mix (New England BioLab Inc., USA) 
and 21 µl DEPC treated water. AMPure XP beads were used to process and clean amplified PCR products, and 
then, in accordance with the Illumina standard methodology (Part # 15044223 Rev. B), amplicon barcoding was 
performed using a secondary PCR. Samples were sequenced up to 50,000 reads on an Illumina MiSeq platform 
(Illumina Inc., USA) using a v3 kit (600 cycles, Part # MS-102-3003).

Bioinformatics and data analysis
The FastQC pipeline was used to check 16S rRNA sequence  quality65. Low quality (Q < 20) and short reads 
(l < 200) were trimmed using the Sickle program. Micca otu (v1.7.0) pipeline was utilised for merging the reads, 
filtering of chimeric sequences, open-reference clustering of sequences into operational taxonomic units (OTUs) 
at 97% similarity threshold level, and removing singletons  OTUs66. Phylogenetic information of each representa-
tive OTU was extracted at 97% similarity against the SILVA database (v132 release)67. PASTA algorithm and 
FastTree GRT + CAT models were utilised for multiple sequence alignment and phylogenetic tree  construction68. 
The QIIME pipeline (version 1.9.1) and R packages were used to calculate the alpha and beta diversities after an 
even rarefaction depth value of 40,672 was chosen. Utilising ANOSIM (1000 permutations), non-parametric 
statistical tests of the distance metric were conducted. Beta-ordination (principal coordinate analysis-PCoA) was 
performed relying on Bray–Curtis dissimilarity of weighted Unifrac-matric in the microbiomeSeq R  package69. 
Significant differential abundance at genus level were found using Linear Discriminant Analysis at a 0.05 level 
of  significance70. Metagenome prediction of functional features from 16S rRNA dataset was performed using 
PICRUSt2 pipeline (v2.2.0) which predicts the function of classified bacteria based on marker  gene50. Correla-
tion between environmental variables (sediment C/N) and sediment bacterial abundance was performed in 
terms of the “Pearson” correlation coefficient in microbiomeseq and phyloseq R package. One-way analysis of 
variance (ANOVA) with Tukey’s HSD was used to calculate any significant differences (P < 0.05) between treat-
ment groups in R Studio.

Calculations
Marron growth
Marron were counted and weighed at the start and conclusion of the experiment. They were also weighed after 
each moult. Survival rate, percentage weight gain, specific growth rate (SGR), moult interval (MI) and moult 
weight increment (MWI) were determined using the formulae as follows:

Protease activity
At the conclusion of the experiment, one marron from each tank was collected for hepatopancreatic protease 
assay. Subsamples of 0.2 g of hepatopancreatic tissue were homogenised on ice in 2 ml phosphate buffer saline. 
These subsamples were then centrifuged for 10 min at 10,000 rpm. The supernatants were used for enzyme 
activity analysis. Activities of protease were recorded as the difference in absorbance recorded at 450 nm using 
diagnostic reagent kits, following the instructions provided in the Thermo Scientific™ Pierce™ Protease Assay Kit.

Survival rate (%) =

(

∑

harvested marron
)

/

(

∑

stocked marron
)

× 100

SGR
(

%/day
)

=

[(

ln final weight− ln initial weight
)

/days
]

× 100

Weight gain (%) =
(

final weight− initial weight
)

/ initial weight

MI
(

day
)

= the number of days to moult

MWI(%) =

(

weight after moult − weight before moult
)

x100

weight before moult
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Marron organosomatic indices
To measure the marron organosomatic indices, one individual from each tank was dissected at the end of the 
trial. All hepatopancreatic lobes and the complete mass of muscle tissues from the marron abdomen were 
weighed and then dried for 24 h in the oven at 105 °C to determine the moisture contents and hepatosomatic 
indices. Organosomatic indices and moisture content were calculated using the following calculations previously 
described by  Fotedar2.

where, WTwet: weight of wet tail muscles (g); WTdry: weight of dry tail muscles (g); Wt: total weight of marron 
(g); WHwet: weight of wet hepatopancreas (g); and WHdry: weight of dry hepatopancreas (g).

Marron immunological parameters
For analysis of total haemocyte count (THC), differential haemocyte count (DHC – granular cells, semi-granular 
cells, and hyaline cells), and lysozyme activity; samples of 0.2 mL haemolymph was collected from marron 
pericardial cavity with a 1 mL syringe filled with 0.2 mL anticoagulant solution. Marron THC and DHC were 
assessed using methods described  previously71. THC was counted freshly in both grids of a haemocytometer 
(Neaubauer, Germany) while haemolymph samples were stained with May-Grunwald and Giemsa on glass slides 
before counting DHC under a microscope. The percentages of three different haemocyte types per 200 cells on 
each slide were determined.

Lysozyme activity in marron haemolymph was performed in a 96-well microplate (Iwaki, Japan) using the 
turbidimetric method as described  previously72 with some modifications. Each well contained 100 µL haemo-
lymph sample and 100 μL Micrococcus lysodeiktikus suspended in 0.25 mg/mL PBS (Sigma-Aldrich, USA) with 
two wells for each sample. During 16 min, the absorbance at 450 nm was measured every two minutes. Lysozyme 
activity was determined as the amount of enzyme causing in a decline in absorbance of 0.001/min. Lysozyme 
activities were presented as units/mL of haemolymph (EU/mL).

Data availability
Paired-end raw fastq amplicon sequences have been deposited to the National Centre for Biotechnology Infor-
mation (NCBI) under the Bioproject accession number PRJNA1015270.
All other data are available upon request to the corresponding authors.

Received: 17 September 2023; Accepted: 7 January 2024

References
 1. Holdich, D. M. A review of astaciculture: Freshwater crayfish farming. Aquat. Living Resour. 6, 307–317. https:// doi. org/ 10. 1051/ 

alr: 19930 32 (1993).
 2. Fotedar, R. Nutrition of MARRON, CHERAX TENUIMANUS (Smith) Under Different Culture Environments: A Comparative Study 

(Curtin University, 1998).
 3. Reynolds, J., Souty-Grosset, C. & Richardson, A. Ecological roles of crayfish in freshwater and terrestrial habitats. Freshw. Crayfish 

19, 197–218. https:// doi. org/ 10. 5869/ fc. 2013. v19-2. 197 (2013).
 4. Foysal, M. J. et al. Zeolite mediated processing of nitrogenous waste in the rearing environment influences gut and sediment 

microbial community in freshwater crayfish (Cherax cainii) culture. Chemosphere 298, 134276. https:// doi. org/ 10. 1016/j. chemo 
sphere. 2022. 134276 (2022).

 5. Tulsankar, S. S., Foysal, M. J., Cole, A. J., Gagnon, M. M. & Fotedar, R. A mixture of manganese, silica and phosphorus supple-
mentation alters the plankton density, species diversity, gut microbiota and improved the health status of cultured marron (Cherax 
cainii, Austin and Ryan, 2002). Biol. Trace Elem. Res. 200, 1383–1394. https:// doi. org/ 10. 1007/ s12011- 021- 02721-2 (2022).

Tail muscle moisture (TM %) =
(

WTwet−WTdry
)

× 100/WTwet

Dry tail muscle index (Tid) = WTdry × 100/Wt

Wet tail muscle index (Tiw) = WTwet× 100/Wt

Hepatopancreas moisture (HM%) =
(

WHwet−WHdry
)

× 100/WHwet

Dry hepatosomatic index (Hid) = WHdry × 100/Wt

Wet hepatosomatic index (Hiw) = WHwet × 100/Wt

THC (cells/mL) = (cells counted × dilution factor × 1000)/grid volume

Granular cell (%) =
(

number of granular cells/200
)

× 100

Semi− granular cell (%) =
(

number of semi− granular cells/200
)

× 100

Hyaline cell (%) =
(

number of hyaline cells/200
)

× 100

https://doi.org/10.1051/alr:1993032
https://doi.org/10.1051/alr:1993032
https://doi.org/10.5869/fc.2013.v19-2.197
https://doi.org/10.1016/j.chemosphere.2022.134276
https://doi.org/10.1016/j.chemosphere.2022.134276
https://doi.org/10.1007/s12011-021-02721-2


12

Vol:.(1234567890)

Scientific Reports |         (2024) 14:1349  | https://doi.org/10.1038/s41598-024-51585-8

www.nature.com/scientificreports/

 6. Achmad, H., Chaklader, M. R., Fotedar, R. & Foysal, M. J. From waste to feed: Microbial fermented abalone waste improves the 
digestibility, gut health, and immunity in marron, Cherax cainii. Fish Shellfish Immunol. 137, 108748. https:// doi. org/ 10. 1016/j. 
fsi. 2023. 108748 (2023).

 7. Cole, A. J., Fotedar, R. & Tulsankar, S. S. Chemoattractability of amino acid glycine, fish oil and star anise oil in smooth marron 
(Cherax cainii Austin & Ryan, 2002). Appl. Anim. Behav. Sci. 264, 105949. https:// doi. org/ 10. 1016/j. appla nim. 2023. 105949 (2023).

 8. Tulsankar, S. S., Fotedar, R., Cole, A. J. & Gagnon, M. M. Live plankton supplementation improves growth and health status of 
marron (Cherax cainii Austin 2002). Aquaculture 558, 738327. https:// doi. org/ 10. 1016/j. aquac ulture. 2022. 738327 (2022).

 9. David, F. S., Proença, D. C., Flickinger, D. L., Wolff Bueno, G. & Valenti, W. C. Carbon budget in integrated aquaculture systems 
with Nile tilapia (Oreochromis niloticus) and Amazon river prawn (Macrobrachium amazonicum). Aquac. Res. 52, 5155–5167. 
https:// doi. org/ 10. 1111/ are. 15384 (2021).

 10. Sahu, B. C., Adhikari, S., Mahapatra, A. S. & Dey, L. Carbon, nitrogen, and phosphorus budget in scampi (Macrobrachium rosen-
bergii) culture ponds. Environ. Monit. Assess. 185, 10157–10166. https:// doi. org/ 10. 1007/ s10661- 013- 3320-2 (2013).

 11. Thakur, D. P. & Lin, C. K. Water quality and nutrient budget in closed shrimp (Penaeus monodon) culture systems. Aquac. Eng. 
27, 159–176. https:// doi. org/ 10. 1016/ s0144- 8609(02) 00055-9 (2003).

 12. Jackson, C., Preston, N., Thompson, P. J. & Burford, M. Nitrogen budget and effluent nitrogen components at an intensive shrimp 
farm. Aquaculture 218, 397–411. https:// doi. org/ 10. 1016/ S0044- 8486(03) 00014-0 (2003).

 13. Dien, L. D., Hiep, L. H., Hao, N. V., Sammut, J. & Burford, M. A. Comparing nutrient budgets in integrated rice-shrimp ponds 
and shrimp grow-out ponds. Aquaculture 484, 250–258. https:// doi. org/ 10. 1016/j. aquac ulture. 2017. 11. 037 (2018).

 14. Tinh, T. H., Koppenol, T., Hai, T. N., Verreth, J. A. J. & Verdegem, M. C. J. Effects of carbohydrate sources on a biofloc nursery 
system for whiteleg shrimp (Litopenaeus vannamei). Aquaculture 531, 735795. https:// doi. org/ 10. 1016/j. aquac ulture. 2020. 735795 
(2021).

 15. Avnimelech, Y. Carbon/nitrogen ratio as a control element in aquaculture systems. Aquaculture 176, 227–235. https:// doi. org/ 10. 
1016/ S0044- 8486(99) 00085-X (1999).

 16. Bossier, P. & Ekasari, J. Biofloc technology application in aquaculture to support sustainable development goals. Microb. Biotechnol. 
10, 1012–1016. https:// doi. org/ 10. 1111/ 1751- 7915. 12836 (2017).

 17. Crab, R., Defoirdt, T., Bossier, P. & Verstraete, W. Biofloc technology in aquaculture: Beneficial effects and future challenges. 
Aquaculture 356–357, 351–356. https:// doi. org/ 10. 1016/j. aquac ulture. 2012. 04. 046 (2012).

 18. Wudtisin, I. & Boyd, C. E. Physical and chemical characteristics of sediments in catfish, freshwater prawn and carp ponds in 
Thailand. Aquac. Res. 37, 1202–1214 (2006).

 19. Abakari, G., Luo, G., Kombat, E. O. & Alhassan, E. H. Supplemental carbon sources applied in biofloc technology aquaculture 
systems: Types, effects and future research. Rev. Aquac. 13, 1193–1222. https:// doi. org/ 10. 1111/ raq. 12520 (2021).

 20. Sang, H. M. & Fotedar, R. Prebiotic mannan oligosaccharide diet improves health status of the digestive system of marron, Cherax 
tenuimanus (Smith 1912). J. Appl. Aquac. 22, 240–250. https:// doi. org/ 10. 1080/ 10454 438. 2010. 500593 (2010).

 21. Saputra, I., Fotedar, R., Gupta, S. K., Siddik, M. A. & Foysal, M. J. Effects of different dietary protein sources on the immunological 
and physiological responses of marron, Cherax cainii (Austin and Ryan, 2002) and its susceptibility to high temperature exposure. 
Fish Shellfish Immunol. 88, 567–577. https:// doi. org/ 10. 1016/j. fsi. 2019. 03. 012 (2019).

 22. Emerenciano, M., Ballester, E. L. C., Cavalli, R. O. & Wasielesky, W. Biofloc technology application as a food source in a limited 
water exchange nursery system for pink shrimp Farfantepenaeus brasiliensis (Latreille, 1817). Aquac. Res. 43, 447–457. https:// 
doi. org/ 10. 1111/j. 1365- 2109. 2011. 02848.x (2012).

 23. Hosain, M. E., Amin, S. M. N., Arshad, A., Kamarudin, M. S. & Karim, M. Effects of carbon sources on the culture of giant river 
prawn in biofloc system during nursery phase. Aquac. Rep. 19, 100607. https:// doi. org/ 10. 1016/j. aqrep. 2021. 100607 (2021).

 24. Kumar, S. et al. Effects of carbohydrate supplementation on water quality, microbial dynamics and growth performance of giant 
tiger prawn (Penaeus monodon). Aquac. Int. 22, 901–912. https:// doi. org/ 10. 1007/ s10499- 013- 9715-9 (2014).

 25. Samocha, T. M. et al. Use of molasses as carbon source in limited discharge nursery and grow-out systems for Litopenaeus van-
namei. Aquac. Eng. 36, 184–191. https:// doi. org/ 10. 1016/j. aquae ng. 2006. 10. 004 (2007).

 26. Ballester, E. L. C., Maurente, L. P. B., Heldt, A. & Dutra, F. M. Vitamin and mineral supplementation for Macrobrachium rosenbergii 
in biofloc system. Latin Am. J. Aquatic Res. 46, 855–859. https:// doi. org/ 10. 3856/ vol46- issue4- fullt ext- 25 (2018).

 27. Pérez-Fuentes, J. A., Pérez-Rostro, C. I. & Hernández-Vergara, M. P. Pond-reared Malaysian prawn Macrobrachium rosenbergii 
with the biofloc system. Aquaculture 400–401, 105–110. https:// doi. org/ 10. 1016/j. aquac ulture. 2013. 02. 028 (2013).

 28. Miao, S. Y., Sun, L. S., Bu, H. Y., Zhu, J. Y. & Chen, G. H. Effect of molasses addition at C: N ratio of 20:1 on the water quality and 
growth performance of giant freshwater prawn (Macrobrachium rosenbergii). Aquac. Int. 25, 1409–1425. https:// doi. org/ 10. 1007/ 
s10499- 017- 0124-3 (2017).

 29. Serra, F. P., Gaona, C. A. P., Furtado, P. S., Poersch, L. H. & Wasielesky, W. Use of different carbon sources for the biofloc system 
adopted during the nursery and grow-out culture of Litopenaeus vannamei. Aquac. Int. 23, 1325–1339. https:// doi. org/ 10. 1007/ 
s10499- 015- 9887-6 (2015).

 30. Khanjani, M. H., Sajjadi, M. M., Alizadeh, M. & Sourinejad, I. Nursery performance of Pacific white shrimp (Litopenaeus vannamei 
Boone, 1931) cultivated in a biofloc system: The effect of adding different carbon sources. Aquac. Res. 48, 1491–1501. https:// doi. 
org/ 10. 1111/ are. 12985 (2017).

 31. Azhar, M. H. et al. Biofloc-based co-culture systems of Nile tilapia (Oreochromis niloticus) and redclaw crayfish (Cherax quadri-
carinatus) with different carbon–nitrogen ratios. Aquac. Int. 28, 1293–1304. https:// doi. org/ 10. 1007/ s10499- 020- 00526-z (2020).

 32. Li, J. et al. Evaluation of the nutritional quality of edible tissues (muscle and hepatopancreas) of cultivated Procambarus clarkii 
using biofloc technology. Aquac. Rep. 19, 100586. https:// doi. org/ 10. 1016/j. aqrep. 2021. 100586 (2021).

 33. Li, J. et al. Juvenile Procambarus clarkii farmed using biofloc technology or commercial feed in zero-water exchange indoor tanks: 
A comparison of growth performance, enzyme activity and proximate composition. Aquac. Res. 50, 1834–1843. https:// doi. org/ 
10. 1111/ are. 14065 (2019).

 34. Li, J. et al. Exploration of the optimal stocking density of red swamp crayfish (Procambarus clarkii) larvae by using the biofloc 
technology. Aquac. Int. 31, 1569–1582. https:// doi. org/ 10. 1007/ s10499- 022- 01042-y (2023).

 35. Doğukan, K. et al. Evaluation of biofloc technology for Astacus leptodactylus: Effect of different stocking densities on production 
performance and physiological responses. Acta Aquatica Turcica 17, 569–579. https:// doi. org/ 10. 22392/ actaq uatr. 920606 (2021).

 36. El-Sayed, A.-F.M. Use of biofloc technology in shrimp aquaculture: A comprehensive review, with emphasis on the last decade. 
Rev. Aquac. 13, 676–705. https:// doi. org/ 10. 1111/ raq. 12494 (2021).

 37. Ebeling, J. M., Timmons, M. B. & Bisogni, J. J. Engineering analysis of the stoichiometry of photoautotrophic, autotrophic, and 
heterotrophic removal of ammonia–nitrogen in aquaculture systems. Aquaculture 257, 346–358. https:// doi. org/ 10. 1016/j. aquac 
ulture. 2006. 03. 019 (2006).

 38. Rajkumar, M. et al. Effect of different biofloc system on water quality, biofloc composition and growth performance in Litopenaeus 
vannamei (Boone, 1931). Aquac. Res. 47, 3432–3444. https:// doi. org/ 10. 1111/ are. 12792 (2016).

 39. de Lima, E. C. R., de Souza, R. L., Girao, P. J. M., Braga, Í. F. M. & Correia, E. D. S. Culture of Nile tilapia in a biofloc system with 
different sources of carbon. Revista Ciência Agronômica 49, 458–466. https:// doi. org/ 10. 5935/ 1806- 6690. 20180 052 (2018).

 40. Mansour, A. T. & Esteban, M. A. Effects of carbon sources and plant protein levels in a biofloc system on growth performance, 
and the immune and antioxidant status of Nile tilapia (Oreochromis niloticus). Fish Shellfish Immunol. 64, 202–209. https:// doi. 
org/ 10. 1016/j. fsi. 2017. 03. 025 (2017).

https://doi.org/10.1016/j.fsi.2023.108748
https://doi.org/10.1016/j.fsi.2023.108748
https://doi.org/10.1016/j.applanim.2023.105949
https://doi.org/10.1016/j.aquaculture.2022.738327
https://doi.org/10.1111/are.15384
https://doi.org/10.1007/s10661-013-3320-2
https://doi.org/10.1016/s0144-8609(02)00055-9
https://doi.org/10.1016/S0044-8486(03)00014-0
https://doi.org/10.1016/j.aquaculture.2017.11.037
https://doi.org/10.1016/j.aquaculture.2020.735795
https://doi.org/10.1016/S0044-8486(99)00085-X
https://doi.org/10.1016/S0044-8486(99)00085-X
https://doi.org/10.1111/1751-7915.12836
https://doi.org/10.1016/j.aquaculture.2012.04.046
https://doi.org/10.1111/raq.12520
https://doi.org/10.1080/10454438.2010.500593
https://doi.org/10.1016/j.fsi.2019.03.012
https://doi.org/10.1111/j.1365-2109.2011.02848.x
https://doi.org/10.1111/j.1365-2109.2011.02848.x
https://doi.org/10.1016/j.aqrep.2021.100607
https://doi.org/10.1007/s10499-013-9715-9
https://doi.org/10.1016/j.aquaeng.2006.10.004
https://doi.org/10.3856/vol46-issue4-fulltext-25
https://doi.org/10.1016/j.aquaculture.2013.02.028
https://doi.org/10.1007/s10499-017-0124-3
https://doi.org/10.1007/s10499-017-0124-3
https://doi.org/10.1007/s10499-015-9887-6
https://doi.org/10.1007/s10499-015-9887-6
https://doi.org/10.1111/are.12985
https://doi.org/10.1111/are.12985
https://doi.org/10.1007/s10499-020-00526-z
https://doi.org/10.1016/j.aqrep.2021.100586
https://doi.org/10.1111/are.14065
https://doi.org/10.1111/are.14065
https://doi.org/10.1007/s10499-022-01042-y
https://doi.org/10.22392/actaquatr.920606
https://doi.org/10.1111/raq.12494
https://doi.org/10.1016/j.aquaculture.2006.03.019
https://doi.org/10.1016/j.aquaculture.2006.03.019
https://doi.org/10.1111/are.12792
https://doi.org/10.5935/1806-6690.20180052
https://doi.org/10.1016/j.fsi.2017.03.025
https://doi.org/10.1016/j.fsi.2017.03.025


13

Vol.:(0123456789)

Scientific Reports |         (2024) 14:1349  | https://doi.org/10.1038/s41598-024-51585-8

www.nature.com/scientificreports/

 41. Luo, G. Z. et al. Growth, digestive activity, welfare, and partial cost-effectiveness of genetically improved farmed tilapia (Oreochromis 
niloticus) cultured in a recirculating aquaculture system and an indoor biofloc system. Aquaculture 422, 1–7. https:// doi. org/ 10. 
1016/j. aquac ulture. 2013. 11. 023 (2014).

 42. Luis-Villaseñor, I. E. et al. Effects of biofloc promotion on water quality, growth, biomass yield and heterotrophic community in 
Litopenaeus vannamei (Boone, 1931) experimental intensive culture. Ital. J. Anim. Sci. 14, 3726. https:// doi. org/ 10. 4081/ ijas. 2015. 
3726 (2015).

 43. Wei, Y. F., Wang, A. L. & Liao, S. A. Effect of different carbon sources on microbial community structure and composition of ex-
situ biofloc formation. Aquaculture 515, 734492. https:// doi. org/ 10. 1016/j. aquac ulture. 2019. 734492 (2020).

 44. Correia, E. S. et al. Intensive nursery production of the Pacific white shrimp Litopenaeus vannamei using two commercial feeds 
with high and low protein content in a biofloc-dominated system. Aquac. Eng. 59, 48–54. https:// doi. org/ 10. 1016/j. aquae ng. 2014. 
02. 002 (2014).

 45. Tacon, A. G. J. et al. Effect of culture system on the nutrition and growth performance of Pacific white shrimp Litopenaeus van-
namei (Boone) fed different diets. Aquac. Nutr. 8, 121–137. https:// doi. org/ 10. 1046/j. 1365- 2095. 2002. 00199.x (2002).

 46. Gibson, L., Larke-Mejía, N. L. & Murrell, J. C. Complete genome of isoprene degrading Nocardioides sp. WS12. Microorganisms 8, 
889. https:// doi. org/ 10. 3390/ micro organ isms8 060889 (2020).

 47. Piutti, S. et al. Isolation and characterisation of Nocardioides sp SP12, an atrazine-degrading bacterial strain possessing the gene 
trzN from bulk- and maize rhizosphere soil. Fems Microbiol. Lett. 221, 111–117. https:// doi. org/ 10. 1016/ s0378- 1097(03) 00168-x 
(2003).

 48. Ghylin, T. W. et al. Comparative single-cell genomics reveals potential ecological niches for the freshwater acI Actinobacteria 
lineage. ISME J. 8, 2503–2516. https:// doi. org/ 10. 1038/ ismej. 2014. 135 (2014).

 49. Oh, K.-H., Lee, S.-Y., Lee, M.-H., Oh, T.-K. & Yoon, J.-H. Paraperlucidibaca baekdonensis gen. nov., sp. Nov., isolated from seawater. 
Int. J. Syst. Evol. Microbiol. 61, 1382–1385. https:// doi. org/ 10. 1099/ ijs.0. 023994-0 (2011).

 50. Douglas, G. M. et al. PICRUSt2 for prediction of metagenome functions. Nat. Biotechnol. 38, 685–688. https:// doi. org/ 10. 1038/ 
s41587- 020- 0548-6 (2020).

 51. Li, X., Han, T., Zheng, S. & Wu, G. Nutrition and functions of amino acids in aquatic crustaceans. In Amino Acids in Nutrition 
and Health: Amino Acids in the Nutrition of Companion, Zoo and Farm Animals (ed. Wu, G.) 169–198 (Springer International 
Publishing, 2021).

 52. Wang, X., Li, E. & Chen, L. A review of carbohydrate nutrition and metabolism in crustaceans. N. Am. J. Aquac. 78, 178–187. 
https:// doi. org/ 10. 1080/ 15222 055. 2016. 11411 29 (2016).

 53. Foysal, M. J. et al. Sources of protein diet differentially stimulate the gut and water microbiota under freshwater crayfish, marron 
(Cherax cainii, Austin 2002) culture. Environ. Microbiol. Rep. 14, 286–298. https:// doi. org/ 10. 1111/ 1758- 2229. 13049 (2022).

 54. Foysal, M. J., Fotedar, R., Tay, C.-Y. & Gupta, S. K. Dietary supplementation of black soldier fly (Hermetica illucens) meal modulates 
gut microbiota, innate immune response and health status of marron (Cherax cainii, Austin 2002) fed poultry-by-product and 
fishmeal based diets. PeerJ 7, e6891. https:// doi. org/ 10. 7717/ peerj. 6891 (2019).

 55. da Silva, K. R., Wasielesky, W. Jr. & Abreu, P. C. Nitrogen and phosphorus dynamics in the biofloc production of the Pacific white 
shrimp, Litopenaeus vannamei. J. World Aquac. Soc. 44, 30–41. https:// doi. org/ 10. 1111/ jwas. 12009 (2013).

 56. Hoyle, B. L., Scow, K. M., Fogg, G. E. & Darby, J. L. Effect of carbon:nitrogen ratio on kinetics of phenol biodegradation by Acine-
tobacter johnsonii in saturated sand. Biodegradation 6, 283–293. https:// doi. org/ 10. 1007/ BF006 95259 (1995).

 57. Ahmad, I. et al. Carbon sources affect water quality and haemato-biochemical responses of Labeo rohita in zero-water exchange 
biofloc system. Aquac. Res. 50, 2879–2887. https:// doi. org/ 10. 1111/ are. 14241 (2019).

 58. Perez-Fuentes, J. A., Hernandez-Vergara, M. P., Perez-Rostro, C. I. & Fogel, I. C: N ratios affect nitrogen removal and production 
of Nile tilapia Oreochromis niloticus raised in a biofloc system under high density cultivation. Aquaculture 452, 247–251. https:// 
doi. org/ 10. 1016/j. aquac ulture. 2015. 11. 010 (2016).

 59. Houlihan, D. F., Hall, S. J., Gray, C. & Noble, B. S. Growth rates and protein turnover in Atlantic cod, Gadus morhua. Can. J. Fish. 
Aquat. Sci. 45, 951–964. https:// doi. org/ 10. 1139/ f88- 117 (1988).

 60. Jussila, J. Carapace mineralization and hepatopancreatic indices in natural and cultured populations of marron Cherax tenuimanus 
in Western Australia. Mar. Freshw. Res. 48, 67–72. https:// doi. org/ 10. 1071/ MF960 57 (1997).

 61. Zhao, D., Pan, L., Huang, F., Wang, C. & Xu, W. Effects of different carbon sources on bioactive compound production of biofloc, 
immune response, antioxidant level, and growth performance of Litopenaeus vannamei in zero-water exchange culture tanks. J. 
World Aquac. Soc. 47, 566–576. https:// doi. org/ 10. 1111/ jwas. 12292 (2016).

 62. Aladaileh, S., Nair, S. V., Birch, D. & Raftos, D. A. Sydney rock oyster (Saccostrea glomerata) hemocytes: Morphology and function. 
J. Invertebr. Pathol. 96, 48–63. https:// doi. org/ 10. 1016/j. jip. 2007. 02. 011 (2007).

 63. Ruddell, C. L. The fine structure of oyster agranular amebocytes from regenerating mantle wounds in the Pacific oyster, Crassostrea 
gigas. J. Invertebr. Pathol. 18, 260–268. https:// doi. org/ 10. 1016/ 0022- 2011(71) 90154-6 (1971).

 64. Culmo, R. F. & Shelton, C. The elemental analysis of various classes of chemical compounds using CHN. Shelton, CT (2013).
 65. Andrews, S. (Babraham Bioinformatics, Babraham Institute, Cambridge, United Kingdom, 2010).
 66. Albanese, D., Fontana, P., De Filippo, C., Cavalieri, D. & Donati, C. MICCA: A complete and accurate software for taxonomic 

profiling of metagenomic data. Sci. Rep. 5, 9743. https:// doi. org/ 10. 1038/ srep0 9743 (2015).
 67. Quast, C. et al. The SILVA ribosomal RNA gene database project: Improved data processing and web-based tools. Nucleic Acids 

Res. 41, 590–596. https:// doi. org/ 10. 1093/ nar/ gks12 19 (2012).
 68. Mirarab, S. et al. PASTA: Ultra-large multiple sequence alignment for nucleotide and amino-acid sequences. J. Computat. Biol. 22, 

377–386. https:// doi. org/ 10. 1089/ cmb. 2014. 0156 (2015).
 69. Segata, N. et al. Metagenomic biomarker discovery and explanation. Genome Biol. 12, R60. https:// doi. org/ 10. 1186/ gb- 2011- 12-6- 

r60 (2011).
 70. Ni, Y. et al. M2IA: A web server for microbiome and metabolome integrative analysis. Bioinformatics 36, 3493–3498. https:// doi. 

org/ 10. 1093/ bioin forma tics/ btaa1 88 (2020).
 71. Nugroho, R. & Fotedar, R. Growth, survival and physiological condition of cultured marron, Cherax tenuimanus (Smith, 1912) 

fed different levels of organic selenium. J. Agric. Sci. Technol. B 3, 125–135 (2013).
 72. Bowden, T. J., Butler, R. & Bricknell, I. R. Seasonal variation of serum lysozyme levels in Atlantic halibut (Hippoglossus hippoglossus 

L.). Fish Shellfish Immunol. 17, 129–135. https:// doi. org/ 10. 1016/j. fsi. 2003. 12. 001 (2004).

Acknowledgements
The authors would like to acknowledge to CARL staff for providing technical assistance during the wet labora-
tory work. We sincerely thank Blue Ridge marron farm, Manjimup, Western Australia for supplying live marron.

Author contributions
T.T.T.N. and R.F. conceived the study. S.K.G. and T.T.T.N. did all technical tasks. A.T. and J.F. conducted molecu-
lar analysis. T.T.T.N. performed all biochemical analysis, growth and health of marron measurements. T.T.T.N. 
and J.F. undertook all statistical analysis. All authors contributed to the writing and editing of the manuscript.

https://doi.org/10.1016/j.aquaculture.2013.11.023
https://doi.org/10.1016/j.aquaculture.2013.11.023
https://doi.org/10.4081/ijas.2015.3726
https://doi.org/10.4081/ijas.2015.3726
https://doi.org/10.1016/j.aquaculture.2019.734492
https://doi.org/10.1016/j.aquaeng.2014.02.002
https://doi.org/10.1016/j.aquaeng.2014.02.002
https://doi.org/10.1046/j.1365-2095.2002.00199.x
https://doi.org/10.3390/microorganisms8060889
https://doi.org/10.1016/s0378-1097(03)00168-x
https://doi.org/10.1038/ismej.2014.135
https://doi.org/10.1099/ijs.0.023994-0
https://doi.org/10.1038/s41587-020-0548-6
https://doi.org/10.1038/s41587-020-0548-6
https://doi.org/10.1080/15222055.2016.1141129
https://doi.org/10.1111/1758-2229.13049
https://doi.org/10.7717/peerj.6891
https://doi.org/10.1111/jwas.12009
https://doi.org/10.1007/BF00695259
https://doi.org/10.1111/are.14241
https://doi.org/10.1016/j.aquaculture.2015.11.010
https://doi.org/10.1016/j.aquaculture.2015.11.010
https://doi.org/10.1139/f88-117
https://doi.org/10.1071/MF96057
https://doi.org/10.1111/jwas.12292
https://doi.org/10.1016/j.jip.2007.02.011
https://doi.org/10.1016/0022-2011(71)90154-6
https://doi.org/10.1038/srep09743
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1089/cmb.2014.0156
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1093/bioinformatics/btaa188
https://doi.org/10.1093/bioinformatics/btaa188
https://doi.org/10.1016/j.fsi.2003.12.001


14

Vol:.(1234567890)

Scientific Reports |         (2024) 14:1349  | https://doi.org/10.1038/s41598-024-51585-8

www.nature.com/scientificreports/

Funding
First author sincerely acknowledges the joint financial support provided by the Curtin International Postgradu-
ate Research Scholarship (CIPRS) and Ministry of Education and Training (MOET), Vietnam, (No. 18508848 
– Curtin) in the form of doctoral program fellowship.

Competing interests 
The authors declare no competing interests.

Additional information
Correspondence and requests for materials should be addressed to T.T.T.N. or M.J.F.

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

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

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

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

© The Author(s) 2024

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

	Effects of carbon source addition in rearing water on sediment characteristics, growth and health of cultured marron (Cherax cainii)
	Results
	Water quality
	Sediment CN ratio
	Bacterial load and composition in tank sediments
	Sequence statistics and alpha–beta diversities
	Microbial composition
	Sediment CN ratio-taxa correlations

	Marron growth performance
	Marron organosomatic indices
	Marron immunological parameters

	Discussion
	Materials and methods
	Preparation of microbial inoculum water for carbon-added treatments
	Experimental design
	Data collection
	Water quality
	Sampling of sediments
	Sediment sampling for analysing CN ratio. 
	Assessment of carbonnitrogen ratio in tank sediments. 


	Sediment sampling for analysing microbiota
	Assessment of microbial composition in tank sediments
	Illumina sequencing
	Bioinformatics and data analysis

	Calculations
	Marron growth

	Protease activity
	Marron organosomatic indices
	Marron immunological parameters

	References
	Acknowledgements


