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Regulating soil bacterial diversity, 
community structure and enzyme 
activity using residues from golden 
apple snails
Jiaxin Wang  1,5, Xuening Lu1,5, Jiaen Zhang  1,2,3,4*, Guangchang Wei1 & Yue Xiong1

It has been shown that the golden apple snail (GAS, Pomacea canaliculata), which is a serious 
agricultural pest in Southeast Asia, can provide a soil amendment for the reversal of soil acidification 
and degradation. However, the impact of GAS residue (i.e., crushed, whole GAS) on soil bacterial 
diversity and community structure remains largely unknown. Here, a greenhouse pot experiment 
was conducted and 16S rRNA gene sequencing was used to measure bacterial abundance and 
community structure in soils amended with GAS residue and lime. The results suggest that adding 
GAS residue resulted in a significant variation in soil pH and nutrients (all P < 0.05), and resulted in a 
slightly alkaline (pH = 7.28–7.75) and nutrient-enriched soil, with amendment of 2.5–100 g kg−1 GAS 
residue. Soil nutrients (i.e., NO3-N and TN) and TOC contents were increased (by 132–912%), and 
some soil exocellular enzyme activities were enhanced (by 2–98%) in GAS residue amended soil, with 
amendment of 1.0–100 g kg−1 GAS residue. Bacterial OTU richness was 19% greater at the 2.5 g kg−1 
GAS residue treatment than the control, while it was 40% and 53% lower at 100 g kg−1 of GAS residue 
and 50 g kg−1 of lime amended soils, respectively. Firmicutes (15–35%) was the most abundant phylum 
while Bacterioidetes (1–6%) was the lowest abundant one in GAS residue amended soils. RDA results 
suggest that the contents of soil nutrients (i.e., NO3-N and TN) and soil TOC explained much more of 
the variations of bacterial community than pH in GAS residue amended soil. Overuse of GAS residue 
would induce an anaerobic soil environment and reduce bacterial OTU richness. Soil nutrients and 
TOC rather than pH might be the main factors that are responsible for the changes of bacterial OTU 
richness and bacterial community structure in GAS residue amended soil.

Due to the greater inputs of agrochemicals and synthetic chemical fertilizers required by an increasing 
population1–3, the progression of intensive agriculture has resulted in severe soil erosion4, acidification5 and loss 
of fertility and biodiversity6,7. Anthropogenic nitrogen (N) inputs to terrestrial ecosystems have increased three to 
fivefold8 over the past century. High levels of N fertilization has caused serious soil acidification and degradation 
as well as environmental pollution. Guo et al.5 reported that the use of N fertilizer (such as ammoniacal nitro-
gen (NH4-N) and nitrate N (NO3-N)) may drive anthropogenic acidification, and that this acidification effect is 
at least 10–100 times greater than that induced by acid rain. This application and deposition of N are expected 
to continue to increase9. The most commonly used method to neutralize acidic soil is to apply Ca-amendment 
in the forms of either lime, gypsum or the combination of both10.

The invasive golden apple snail (GAS), Pomacea canaliculata, has become a serious problem for agricultural 
production in Southeast Asia11. A series of control methods have been developed12,13 and the most widely used 
method is chemical control by molluscicides14, which may unintentionally endanger environmental quality and 
human health15. Although physical and biological control methods such as manual collection or raising ducks in 
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the paddy fields were also proposed16,17, the low effectiveness or high cost of these methods limited the possibility 
for their practical application. An alternative strategy would be to use it as an agricultural amendment. Studies 
have reported that GAS contains abundant CaCO3 and proteins and may be used as feed for livestock, such as 
pigs and ducks18. However, only small GAS can be eaten by ducks and pigs because the hard shells of large adult 
GAS make them unpalatable. Alternatively, a recent study suggests that GAS residue (i.e., crushed, whole GAS) 
can be used to neutralize acidic soils. Compared to lime, however, GAS residue also was shown to improve soil 
total organic carbon (TOC) and soil nutrient content19. Lime amendment may result in soil compaction, Si and 
P deficiency in soil and reduce soil microbial biomass and diversity20. What remains largely unknown is the effect 
that GAS residue has on soil microbial properties, especially bacterial community and diversity.

Previous studies have proposed that soil pH and N input are the main predictors of soil microbial diversity 
in soils21,22. However, the responses of soil microbes to elevated N inputs and pH can vary greatly. Numerous 
studies have revealed that N addition leads to significant reductions in soil microbial activity23, diversity24 and 
significant changes in community structure25 because of increases in carbon (C) sequestration and/or decreases 
in soil respiration rate23. Previous studies suggested that neutral soils support greater bacterial diversity than do 
acidic soils21,26. However, some studies have suggested that forest soils with lower pH support greater microbial 
diversity than agricultural soils with higher pH values27.

Soil microbes, such as bacteria and fungi, generate extracellular enzymes to release assimilable C, N and 
phosphorus (P) from organic compounds28. Soil extracellular enzymes not only play important roles in min-
eralization, nutrient recycling and the degradation of soil organic compounds, but they also been used as indi-
cators of soil biological processes29. For example, β-1,4-glucosidase (BG), β-d-cellobiosidase (CB), β-1,4-N-
acetylglucosaminidase (NAG) and acid phosphatase (ACP) were reported as the key enzymes associated with 
the recycling of nutrients related to C, N, and P28,30. Numerous environmental factors, such as water31, salinity31, 
pollution32, soil nutrients33, temperature34 and soil pH, can affect the activities of extracellular enzymes directly 
or indirectly.

In the previous study, the microbial biomass and community structure in GAS residue-amended soils were 
analyzed using phospholipid fatty acid (PLFA)19. Still, the characterization of soil bacterial communities remains 
unknown at a much finer taxonomic resolution, and this study aimed to achieve this through next-generation 
sequencing.

Here, a series of greenhouse experiments were conducted by amending GAS residue and lime to slightly acidic 
and degraded soils. It was hypothesized that GAS residue and lime—both of which increase soil pH—may differ 
in their regulation of microbial community structure, richness and microbial enzyme activity due to varying 
effects on soil nutrient availability and soil physiochemical properties. It was expected that the amendment of 
GAS residues would improve soil fertility and nutrients for microbes, consequently increase the relative abun-
dance of some bacterial taxonomic groups, and regulate bacterial diversity. Additionally, elevated soil pH and 
soil nutrients induced by the amendment of GAS residue may be the major factors that are responsible for the 
changes of bacterial community structure and bacterial diversity.

Materials and methods
Testing materials.  The GAS were hand-collected using butyronitrile gloves from the paddy fields at the 
Zengcheng Teaching and Research Farm (23° 14′ N, 113° 37′ E) of South China Agricultural University (SCAU), 
which is located in Zengcheng District, Guangzhou city, Guangdong Province, China. The GAS were washed 
and frozen at − 40 °C in a freezer for 24 h. Then the dead GAS were dried and ground into powder (GAS resi-
dues, which consisted of snail shell and meat), and packed in sealed bags and stored in a desiccator. A slightly 
acidic soil was also collected from the paddy fields (pH ranging from 6.25 to 6.53). The soil used in this study 
was the main soil type of this region where the GAS are heavily invasive and widespread. According to the USDA 
textural soil classification, the soil is characterized as sandy clay35. The soil predominately consisted of medium 
(37%) and fine (23%) sand, silt (5%) and clay (35%) and had 16.38 g kg−1 of TOC, 2.20 g kg−1 of total nitrogen 
(TN) and 0.38 g kg−1 of total phosphorus (TP)19. The GAS residue added to the soil consisted of 23.02% C, 0.58% 
N and 0.46% P19.

Experimental design.  The experiments were conducted in the Ecological Research Station (23° 09′ N, 113° 
21′ E) at the SCAU campus in Guangzhou, China. Three treatments were implemented: (1) the control treatment 
with soil only (CK); (2) soil amended with GAS residue (SR); and (3) soil amended with lime (SL). The treated 
amounts of GAS residue and lime amendment were set according to the liming experiment reported by He 
et al.36. Each treatment had six levels of amendment: 0.5, 1.0, 2.5, 25, 50, and 100 g kg−1 (the amount in grams of 
GAS residue used per kg of dry soil). Low amount amendments were employed (i.e., 0.5, 1.0 and 2.5 g kg−1 dry 
weight) to explore the amendment complementarity effects of GAS residue on soil physicochemical and biologi-
cal properties, and very high amounts were also employed (i.e., 25, 50 and 100 g kg−1) to investigate the enlarged 
effects of GAS residue amendment on those soil properties, as well as to explore the threshold value of overuse. 
Amendments were homogenized with aired soil (total weight 2 kg) for each treatment and carefully packaged 
in polyvinyl chloride (PVC) pots with a bottom diameter of 180 mm, a top diameter of 200 mm and a height 
of 260 mm. Each pot was placed on a plastic dish with a piece of filter paper beneath to prevent the loss of soil 
and GAS residue. At the beginning of incubation, about 600–800 mL of deionized water was poured into each 
pot. During the incubation period, about 400 mL of deionized water (pH = 7.0 ± 0.1) was sprayed into the pots 
each week to prevent the soil from drying. Each treatment was triplicated in this study. Soils were kept plant-free 
throughout the experiment. After 120 days of incubation37, the soil samples were collected and stored at 4 °C for 
experimental use.
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Soil analyses.  Five-point sampling method was used to sample soil to the bottom of each pot using a stain-
less-steel soil auger (10 mm ø, 200 mm in length). And then soil samples were homogenized by hands wearing 
butyronitrile gloves, crushed with a rubber hammer and passed through a 2-mm sieve to remove rocks, roots 
and organic residues. It was then divided evenly into three subsamples using the coning and quartering tech-
nique. The three subsamples were treated as follows: the first subsample was stored at room temperature (about 
22 °C) for about 4 h, the second subsample was stored at 4 °C, and the third subsample was stored at − 20 °C 
in preparation for further analysis38. The first subsample was aired at room temperature, ground, and analyzed 
for soil pH, TOC, TN, available phosphorus (AP), NH4-N and NO3-N. The second subsample was analyzed for 
soil gravimetric moisture and extracellular enzyme activity. The third subsample was lyophilized, ground into 
powder, and passed through a 0.25 mm sieve for DNA extraction.

Soil pH was measured from fresh soil slurries using a handheld multiparameter meter (1 g of soil: 2.5 ml of 
deionized water, SX-620, San Xin, China). Approximately 20 mg of each powdered sample was analyzed for the 
contents of TOC and TN using a Vario micro Cube elemental analyzer (Elementar, Germany). Concentrations of 
NH4-N were analyzed using a UV–Vis spectrophotometer at a wavelength of 420 nm39. Concentrations of NO3-N 
were determined using a UV–Vis spectrophotometer applying double wavelengths of 275 nm and 220 nm39. 
Concentrations of AP were analyzed using the molybdenum-antimony anti-spectrophotometric method40.

Extracellular enzyme assay.  Activities of soil enzymes, including β-1,4-glucosidase (BG), acid phos-
phatase (ACP), β-1,4-N-acetylglucosaminidase (NAG) and β-d-cellobiosidase (cellulose degradation; CB), were 
measured using fluorometry as described by Au-Bell et al.41. Incubation was conducted in a constant tempera-
ture incubator (RXZ, Dongqi, Ningbo, China) at 37 °C for 3 h. After the incubation, each sample was centrifuged 
(Eppendorf, USA) at 2900 rpm for 3 min, and the supernatant was pipetted and injected into a black flat-bot-
tomed 96-well microplate for fluorescence determination in a microplate reader (SYNERGY H1, BioTek, USA) 
at an excitation wavelength of 365 nm and an emission wavelength of 450 nm.

Bacterial community and diversity analysis.  Soil DNA using the E.Z.N.A.® soil DNA Kit (Omega 
Bio-tek, Norcross, GA, USA.) according to the manufacturer’s instructions. Extracted DNA was quantified 
(Nanodrop 2000, Thermo Scientific, UAS), and stored − 20 °C. The universal primer sets of 338F (5′-ACT​CCT​
ACG​GGA​GGC​AGC​AG-3′) and 806R (5′-GGA​CTA​CHVGGG​TWT​CTAAT-3′) were used for polymerase chain 
reaction (PCR), which was carried out using the thermocyclingr PCR system (GeneAmp 9700, ABI, USA). 
PCR reactions were performed to amplify 1 μL of template DNA in a 20 μL reaction system containing 4 μL 
of 5 × FastPfu Buffer, 2 μL of 2.5 mM dNTPs and 0.8 μL of each primer (5 μM), 0.4 μL of FastPfu polymerase 
and 10 ng of template DNA. Amplification procedure was as follows: 95 °C for 3 min; 27 cyclings of 95 °C for 
30 s, 30 s for annealing at 55 °C, 45 s for elongation at 72 °C and extension at 72 °C for 10 min. Each reaction 
was performed in triplicate, and subsequently pooled. PCR products were detected by electrophoresis in a 2% 
agarose gel and purified using the AxyPrepDNA Gel Extraction Kit (Axygen Biosciences, Union City, CA, U.S.) 
according to the manufacturer’s instructions. QuantiFluor TM-ST (Promega, USA) was used to quantify puri-
fied PCR products according to the manufacturer’s protocol. According to the standard protocol set forth by 
Majorbio Bio-Pharm Technology Co. Ltd. (Shanghai, China), purified amplicons were assembled in equimolar 
and paired-end sequences (2 × 300) on an Illumina MiSeq platform (Illumina, San Diego, USA).

Sequences were processed using QIIME (version 1.9.1) with the following criteria: (1) 250-bp reads were 
truncated at any site receiving an average quality score < 20 over a 10 bp sliding window, and any truncated reads 
shorter than 50 bp were discarded; (2) exact barcode matching, 2 nucleotide mismatch in primer matching, reads 
containing ambiguous characters were removed. (3) only sequences that overlap more than 10 bp were assembled 
according to their overlap sequence. Any reads that could not be assembled were discarded. Operational taxo-
nomic units (OTUs) with 97% similarity using UPARSE (version 7.1 https​://drive​5.com/upars​e/), and chimeric 
sequences were categorized and eliminated using UCHIME42,43. Each 16S rRNA gene sequence was classified 
using the RDP Classifier algorithm (https​://rdp.cme.msu.edu/) and compared to the SILVA ribosomal RNA 
gene database (version 132) using a confidence threshold of 70%44. Prokaryotic OTUs assigned to chloroplasts 
and mitochondria were removed, and the resulting sequences were used for final analysis45. Sequence data was 
deposited at the NCBI SRA archive (accession number PRJNA609530).

Statistical analyses.  It should be pointed out that the data from the treatment of 100 g kg−1 of lime amend-
ment was not used in analysis because the soils were overly alkalized and compacted. To evaluate the significance 
of GAS residue and lime amendment effects on soil physicochemical properties, Analysis of variance (ANOVA) 
followed by Duncan multiple comparison tests was performed using SPSS25.0 software (IBM Corp., New York, 
USA). When assumptions of normality and homogeneity of variance were not met, data were rank-transformed 
using the Rankit method to obtain normal scores for data analysis19. Regression analysis was performed to 
examine the relationship between environmental variables and bacterial OTU richness. Our assessment gener-
ated 1,889,237 high-quality 16S rRNA gene sequences from 36 samples with an average sequencing depth of 
52,478 reads per sample. The sequences were clustered into 2687 OTUs and assigned to 30 phyla and 462 genera 
of bacteria. Each sample was subsampled to an equal sequencing depth (23,520 reads per sample, Figure S1). The 
variations of microbial communities were tested using ANalysis Of SIMilarity (ANOSIM) with 9999 permuta-
tions. Non-metric multidimensional scaling (NMDS) ordination was conducted to reveal the treatment effects 
on bacterial community structure. The Sobs index was used to assess soil bacterial OTU richness46. Spearman’s 
correlations were used to identify significant relationships between soil physical and chemical properties and 
the most abundant phyla and genera. Redundancy analysis (RDA) using bacterial phyla and environmental 
factors was performed to explore the main factors determining the bacterial community structure. Co-linearity 
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between environmental variables was checked using variance inflation factors (VIF), and the environmental 
variables with VIF > 10 were removed prior to the RDA analysis.

Results
Variations of soil properties.  Amendment of GAS residue and lime significantly increased soil pH com-
pared with the control (P < 0.01, Fig. 1a). The addition of 1.0–2.5 g kg−1 GAS residue increased soil pH to neutral 
(around 7.0), and additional amendment further increased pH (up to 7.75). Even the smallest level of lime 
amendment (0.5 g kg−1) altered soil pH significantly (P < 0.01), from slightly acidic (6.32) to slightly alkaline 
(pH > 7.8) (Fig. 1a). The addition of GAS residue also increased the contents of soil carbon and soil nutrients 
(except for AP). Significant changes were observed at high amendment amounts (i.e., 25–100 mg kg−1). Specifi-
cally, the contents of TOC, TN, NO3-N and NH4-N all significantly elevated with 25–100 mg kg−1 GAS residue 
amendment compared with the control (P < 0.05, Fig. 1b–e). The TOC and NH4-N progressively increased as 
more GAS residue was added, specifically, the levels rose by 134% (TOC) and 168% (NH4-N) from the control 
to the amendment of 100 g kg−1 GAS residue (all P < 0.01, Table S1 and Fig. 1). The contents of NO3-N and TN 
significantly increased by 912% and 132% at 25 g kg−1 GAS residue amendment compared with the control, but 
then they significantly decreased by 27% and 32% at 100 mg kg−1 GAS residue amendment compared with that 
of 25 g kg−1 GAS residue amendment (Fig. 1b,e). A significant decrease in AP was observed in GAS residue 
amendment-treated soil at the amendment amount of 100 g kg−1. Specifically, AP content decreased by 80% 
compared with the control.

Bacterial OTU richness.  Amendments of GAS residue and lime both significantly affected soil bacterial 
OTU richness (F11,24 = 30.336, P < 0.001, Figure S2). Specifically, the low level (0.5–2.5 g kg−1) amendment of GAS 
residues gradually elevated bacterial Sobs index, while the high level (25–100 g kg−1) amendment of GAS residue 
and the amendment of lime significantly decreased bacterial Sobs index compared with that of CK. The highest 
bacterial OTU richness (1908) was at GAS residue amendment at the 2.5 g kg−1 content, while the lowest one 
(1094) was found in lime amendment at content of 50 g kg−1. Table S2 reveals the regression analysis results of 
environmental variables and bacterial OTU richness, and the R and R square of soil TOC and soil nutrients (i.e., 
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Figure 1.   Variation in soil indicators induced by the GAS residue (SR) and lime (SL) amendments in a 
slightly acidic soil after incubation for 120 days. Variation in soil pH (a), NO3-N nitrate nitrogen, (b), NH4-N 
ammoniacal nitrogen, (c), TOC total organic carbon, (d), TN Total Nitrogen, (e) and AP Available Phosphorus, 
(f) (n = 3). Error bars represent standard errors, and the different lowercase letters indicate significance between 
treatments according to Duncan’s multiple range test.
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NO3-N, NH4-N, TN) were larger than that of pH. For example, the R and R square of TOC, NO3-N, NH4-N and 
TN were 8–30% and 8–69% higher than that of pH.

Bacterial community structure.  The bacterial community structure of the soil samples shifted signifi-
cantly as a result of the GAS residue and lime amendments, and was clearly distinguishable (Fig. 2, ANOSIM, 
R = 0.683, P = 0.001) among the different amendment treatments. This pattern was confirmed by hierarchical 
clustering based on OTU level (Figure S3). Specifically, the analysis identified three groups of bacterial com-
munity structures (i.e., in the soils amended with high content of lime, soils amended with high content of GAS 
residue, and soils amended with low content of either lime or GAS residue). Amendment of GAS residue and 
lime did induce changes in bacterial community structure. The most abundant bacterial phyla detected in soil 
samples were Firmicutes (8–35%), Proteobacteria (20–22%), Chloroflexi (12–22%), Actinobacteria (8–20%), 
Cyanobacteria (0.3–16%), Gemmatimonadetes (4–13%), Acidobacteria (1–10%) and Bacterioidetes (1–6%) 
(Figure S4). More specifically, with the increase in GAS residue amendment from CK to 100 g kg−1, the relative 
abundance of Firmicutes significantly increased from about 8% to 35% (F6,14 = 59.84, P < 0.001, Figure S4), while 
that of Chloroflexi significantly declined from about 22% to 12% (F6,14 = 36.51, P < 0.001, Figure S4). The relative 
abundance of Gemmatimonadetes and Bacterioidetes significantly raised by 3–6 folds with the amendment of 
GAS residue from CK to 100 g kg−1.

Soil properties and bacterial community structure.  Based on the results of co-linearity check, envi-
ronmental variables were classified into two groups, and results of RDA analyses of these two groups to bacte-
rial community structure were shown in Fig. 3. Using RDA analysis (Fig. 3a,b), it was shown that RDA 1 and 
RDA 2 in Fig. 3a (the environmental variables are pH, ACP, AP and BG ) explained 28.50% and 4.16% of the 
variations of bacterial community structure, respectively, while that in Fig. 3b (the environmental variables are 
TOC, TN, NO3-N, NH4-N and CB) explained 39.77% and 12.37% of the variations of bacterial community 
structure, respectively. It was observed that CK, low levels amendment of GAS residues and lime clustered, 
while high levels amendment of GAS residues and lime clustered. As Fig. 3a shows, pH exhibited significant 
and positive correlations (R2 = 0.5722, P = 0.001) with bacterial community at high levels of lime amendment. 
Whereas soil nutrients such as TOC, TN, NO3-N and NH4-N exhibited significant and positive correlations 
(TOC, R2 = 0.7120, P = 0.001; NO3-N, R2 = 0.6908, P = 0.001; TN, R2 = 0.6881, P = 0.001; and NH4-N, R2 = 0.5958, 
P = 0.001) with bacterial community at high levels of GAS residues amendment (Fig. 3 and Table 1).  

Extracellular enzyme activities and bacterial community structure.  Four enzymes related to C, 
N and P cycling in soil were determined to reveal the status of soil nutrients and C cycling after the amendment 
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of either GAS residue or lime. ANOVA results suggest that the activities of BG, CB and NAG increased signifi-
cantly with the increase of GAS residue amendment, while decreased with the elevation of lime amendment 
(all P ≤ 0.001, Fig. 4). Specifically, the activities of BG, CB and NAG increased gradually with the amendment 
treatment changed and the levels elevated from CK to about SR50–SR100, while these activities declined gen-
erally with the treatment changed from SL0.5 to SL50. The highest values of BG, CB and NAG were found in 
SL0.5 (7.81 m mol h−1 g−1), SL2.5 (4.59 m mol h−1 g−1) and SL2.5 (4.83 m mol h−1 g−1), respectively. However, we 
observed an “M” shape change of the activity of ACP, specifically the activity of ACP increased from CK to SR0.5, 
decreased from SR1.0 to SR25, then increased from SR50 to SR100, and then decreased from SL0.5 to SL50. The 
highest and lowest values of ACP were found in SR100 (8.68 m mol h−1 g−1) and SL50 (3.79 m mol h−1 g−1).

Discussion
Amendment effect on soil properties.  The GAS residue amendment increased soil pH. This may have 
happened due to the CaCO3 in the GAS shell paired with the decomposition of the proteins (from the snail flesh) 
into amino acids and glucose by soil microbes47,48. Soil nitrogen, TN and NO3-N content exhibited the highest 
content when 25 g kg−1 GAS residue was added. This was found to be the threshold value prior to which proteins 
in the GAS residue decomposed or dispersed quickly, but after which anaerobic soils limited both soil microbe 
activity and the breakdown of proteins into small molecular and inorganic matter, like NH4-N, NH3 and NO2

47.

Amendment effect on bacterial OTU richness.  Previous studies have proposed that soil pH impacts 
soil bacterial community structure and diversity21,49–51. Fierer and Jackson26 found significant correlations 
between the diversity and richness of soil bacterial communities and soil pH, even across different types of 
ecosystems, with the highest bacterial diversity being found in neutral soils rather than in acidic soils26. Our 
results are consistent with previous observations52, in which bacterial diversity and richness were relatively low 
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Figure 3.   Redundancy analysis (RDA) of bacterial species and environmental factors. TOC total organic 
carbon, TN total nitrogen, NH4-N ammoniacal nitrogen, NO3-N nitrate nitrogen, AP available phosphorus. BG 
β-1,4-glucosidase, ACP acid phosphatase, NAG β-1,4-N-acetylglucosaminidase, CB β-d-cellobiosidase (n = 3).

Table 1.   The explanatory weight ratio of each dimension. Bold p values represent the significant 
environmental variables tested by RDA method. TOC total organic carbon, TN total nitrogen, NH4-N 
ammoniacal nitrogen, NO3-N nitrate nitrogen, AP available phosphorus, BG β-1,4-glucosidase, ACP acid 
phosphatase, NAG β-1,4-N-acetylglucosaminidase, CB β-d-cellobiosidase.

Index RDA1 RDA2 R2 p values

TOC 0.9214 − 0.3885 0.7120 0.001

NO3-N 0.8699 − 0.4931 0.6908 0.001

TN 0.8397 − 0.5431 0.6881 0.001

NAG 0.7345 − 0.6786 0.2889 0.007

AP − 0.7133 − 0.7008 0.2797 0.005

CB 0.6993 − 0.7148 0.1055 0.162

pH 0.6741 0.7387 0.5722 0.001

NH4-N 0.6187 − 0.7856 0.5958 0.001

BG − 0.5433 − 0.8395 0.0352 0.545

ACP 0.0254 − 0.9997 0.2740 0.008
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in alkaline soils with biochar amendment. We found that soil bacterial OTU richness increased with the addi-
tion of either 2.5 g kg−1 GAS residue or lime amendments. This is likely because the acidic soil was neutralized 
to a neutral or slightly alkaline soil. Bacterial OTU richness then declined when more GAS residue or lime were 
added (≥ 25 g kg−1), which may have been due to the effects of different factors such as pH, elevated TOC and 
nutrient contents. In the SL treatment, a high soil pH likely restricted the growth and proliferation of soil bacte-
ria. This is consistent with the results reported by Xiong et al.53, in which soil pH was negatively correlated with 
soil bacterial OTU richness in alkaline lake sediments across the Tibetan Plateau. Nevertheless, high amounts of 
soil nutrients in the GAS residue treatment, such as NO3-N and NH4-N, likely contributed to the decline of bac-
terial OTU richness. These results differed from the previous work in which the addition of N had no significant 
effect on bacterial OTU richness, while elevated P did increase bacterial OTU richness marginally54.

Regression analysis results revealed that soil TOC and soil nutrients (i.e., NO3-N, NH4-N and TN) exhib-
ited stronger negative relationships with bacterial OTU richness than that of soil pH (Table S2). Our results 
contrast with other studies that show positive relationships between soil nutrients and bacterial diversity and 
richness54. This discrepancy may be caused by differences in soil and nutrient type, as well as in the amount of 
nutrient amendment26,55,56. For example, Zhang et al.57 reported that addition of NPK nutrients (consisted of 
urea, KH2PO4, and K2SO4) has no significant effects on bacterial diversity or richness in alkaline soil, while the 
addition of NPK would significantly lower bacterial OTU richness in acidic and near-neutral soils.

Amendment effect on bacterial community structure.  Gemmatimonadetes and Bacterioidetes 
increased in relative abundance in GAS residue treatments, but not in lime treatments, possibly because Gem-
matimonadetes and Bacterioidetes have both been shown to play a role in the soil carbon cycling58,59. Amend-
ment of GAS residue (especially high levels, i.e., 50–100 g kg−1) increased soil TOC, which likely contributed 
to the increases in relative abundance of Gemmatimonadetes and Bacterioidetes. Our results contrast with 
previous studies that found that high soil pH (with biochar amendment) resulted in a decrease in Firmicutes 
abundance60. The present results may reflect the integrated effects of elevated soil pH, C and N (particularly N), 
because Firmicutes is involved in N cycling61. Here, we also noticed that the relative abundance of the bacterial 
phyla related to N cycling such as Nitrospirae and Actinobacteria significantly and negatively correlated with the 
elevation of nutrients induced by the amendment of GAS residues (Figure S5), and these results are in line with 
the finding that N addition decreased both soil microbial diversity and the relative abundance of Actinobacteria 
and Nitrospirae62.

Besides, the significant changes observed in the soil bacterial communities in GAS residue treatments can also 
be explained by copiotroph and oligotroph mechanisms that are driven by changes in soil nutrients. Copiotrophs 
and oligotrophs possess an antipodal nutritional requirement as well as totally different utilization mechanisms of 
C pools. For instance, copiotrophs preferentially consume labile soil organic C pools, while oligotrophs are likely 
to live in conditions of low nutrient availability because they have higher substrate affinities63. In our study, the 
GAS residue amendment significantly increased the content of soil nutrients (i.e., TN, NO3-N,TP and NH4-N) 
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and TOC (by as high as 132–912%), and these results may have induced copiotrophic soil conditions that may 
have benefited copiotrophs and impaired oligotrophs. Our results were similar to previous studies in which 
bacteria belonging to the Acidobacteria phylum were most abundant in oligotrophic soils, and their relative 
abundances declined in soils amended with high concentrations of organic C, N and P54,63.

Relationships between soil properties and bacterial community structure.  Gemmatimona-
detes, Tenericutes, Chlorobi, Firmicutes, Bacteroidetes and Deinococcus-Thermus are all involved in C and N 
cycling61, and the GAS residue amendment induced high levels of C and N, especially at high concentrations 
(Fig. 1). The negative effects of the GAS residue treatment on Antinobacteria, Cyanobacteria, Nitrospirae, Aci-
dobacteria, Planctomycetes and Verrucomicrobia may reflect sensitivities of some of these groups to higher soil 
pH. Previous studies have found that some of these groups decrease in abundance after nutrient fertilizer appli-
cation. For instance, Nemergut et al.58 reported that the relative abundance of Verrucomicrobia declined in urea 
fertilized soil. Jones et al.64 reported that although the abundance of Acidobacteria was highly variable among 
different soil types, strong negative correlations were found with soil pH. Baker et al.65 and Xu et al.66 reported 
that Nitrospirae was active in nitrogen cycling, specifically nitrite oxidation, and thus the GAS residue treatment 
could increase labile nitrogen availability in the soil, which possibly restricted growth of Nitrospirae. Although 
Prasanna67 reported that Cyanobacteria prefer neutral to slightly alkaline pH for optimum growth, we found 
that the relative abundance of Cyanobacteria decreased in the GAS residue treatment, where an alkaline pH was 
observed. These results may be caused by the restrictions of elevated soil nutrient levels.

Our results are in line with previous research, in which the estimated soil carbon availability, instead of soil 
pH, was the main factor strongly correlating with the abundance of Bacteroidetes, Betaproteobacteria, and 
Acidobacteria63. In addition, soil nutrient (N and P) amendments were confirmed to significantly affect soil 
bacterial community structure54. Nevertheless, our results are not consistent with other studies which sug-
gest that pH is a strong predictor of bacterial community structure and diversity21,49,68. For example, recently 
published results suggest that, in GAS residue-treated soil, the soil NH4-N content explains more than 48% of 
the variation in soil microbial properties, while soil pH only explains 8.3% of that variation19. In this study, the 
regression analysis results suggest that the soil TOC and soil nutrients (i.e., NO3-N, NH4-N and TN) contents 
exhibited stronger relationship with the change in soil bacterial community structure than did the soil pH in 
GAS residue amended soil (Table S2).

Extracellular enzyme activities and bacterial community structure.  The amendment treatment 
induced significantly variations in soil extracellular enzyme activities associated with C, N and P cycling, and the 
strong correlation between bacterial community structure and enzyme activities may be attributed to changes in 
liable substrates. Waldrop et al.69 reported that bacterial community structure was correlated with BG and ACP 
activities, and concluded that enzyme activity may reflect the variations between microbial carbon processing 
and community structure. As Figure S6a shows, significant and negative correlations were observed between 
bacterial phyla, such as Actinobacteria, Acidobacteriae and Nitrospirae, and enzyme activities, such as CB, NAG 
and BG. Previous studies have suggested that N addition resulted in significant reductions in soil microbial 
activity23, diversity24 and community structure composition25 because of increases in C sequestration and/or 
decreases in soil respiration rates23. However, in our study, the enzyme activities significantly increased after the 
addition of GAS residue, which contains abundant N in the form of proteins and amino acids18,70. It is possible 
that the elevated organic C and N induced by GAS residue treatments promoted hydrolyzation, but suppressed 
the mineralization of C and N71,72. These results are consistent with the results reported by Carreiro et al.73, who 
found that microbes responded to N (in form of NO3-N) by increasing cellulase activity. The “M” shape changes 
of ACP observed here could be attributed to the variations of soil pH and N induced by the amendment of GAS 
residues and lime. It was observed that the amendment of GAS residues significantly elevated soil N (including 
TN, NH4-N and NO3-N) content and pH, while significantly decreased AP content especially at high amend-
ment levels. The input of N would increase the activity of ACP, while the elevation of soil pH would substantially 
decrease the activity of ACP74,75. These results probably indicate that there is a threshold of soil pH, which deter-
mines the activity of ACP influenced by addition of N and elevation of soil pH.

Limitations.  Despite the effects of amending GAS residue to acidic and infertile soil on soil properties and 
bacterial OTU richness as well as bacterial community structure observed in this study, there remain some limi-
tations. For instance, to quantify the usage of GAS residue, the GAS were collected, washed, killed, dried and 
ground into powder,  this process is not cost-effective and is energy-consuming, however,  these step-by-step 
treatments we explored can provide an approach for the possibility and feasibility of amending GAS residue 
increasing soil fertility and health. Farmers intending to make full use of GAS residue, typically drain the paddy 
fields affected, and then plough with a rotary tiller to crush and mix the GAS residue into the soil directly. In 
this way, GAS residues in the paddy fields can be easily used in situ with a low cost and less time input. Our 
study demonstrates how GAS residue can influence soil health, an important knowledge gap if this agricultural 
strategy is increasingly adopted.

Conclusion
Our study suggests that compared to the amendment of lime, the amendment of GAS residue significantly 
increased soil nutrients (i.e., NO3-N and TN) and TOC content, and the amendment of GAS residue could sig-
nificantly replace soil bacterial community structure and richness. The GAS residue amendment likely induced 
a copiotrophic environment, in which the relative abundance of copiotrophic bacterial communities increased 
while oligotrophic bacterial communities declined, and soil exocellular enzyme activities enhanced. Overuse of 
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GAS residue (25–100 g kg−1) would induce an anaerobic condition and reduce bacterial OTU richness. In GAS 
residue amended soil, soil nutrients and TOC rather than pH might be the main factors that are responsible for 
the changes of bacterial OTU richness and bacterial community structure.

Data availability
The datasets generated during the current study are available from the corresponding author on reasonable 
request.

Received: 7 November 2019; Accepted: 10 September 2020

References
	 1.	 Duchene, O., Vian, J.-F. & Celette, F. Intercropping with legume for agroecological cropping systems: complementarity and 

facilitation processes and the importance of soil microorganisms. A review. Agric. Ecosyst. Environ. 240, 148–161. https​://doi.
org/10.1016/j.agee.2017.02.019 (2017).

	 2.	 Tilman, D., Cassman, K. G., Matson, P. A., Naylor, R. & Polasky, S. Agricultural sustainability and intensive production practices. 
Nature 418, 671. https​://doi.org/10.1038/natur​e0101​4 (2002).

	 3.	 Duchene, O. et al. Integrating multipurpose perennial grains crops in Western European farming systems. Agric. Ecosyst. Environ. 
284, 106591. https​://doi.org/10.1016/j.agee.2019.10659​1 (2019).

	 4.	 Karamesouti, M. et al. Land-use and land degradation processes affecting soil resources: evidence from a traditional Mediterranean 
cropland (Greece). CATENA 132, 45–55. https​://doi.org/10.1016/j.caten​a.2015.04.010 (2015).

	 5.	 Guo, J. H. et al. Significant acidification in major Chinese croplands. Science 327, 1008–1010. https​://doi.org/10.1126/scien​ce.11825​
70 (2010).

	 6.	 Brinkmann, N. et al. Intensive tropical land use massively shifts soil fungal communities. Sci. Rep. 9, 3403. https​://doi.org/10.1038/
s4159​8-019-39829​-4 (2019).

	 7.	 Muhammed, S. E. et al. Impact of two centuries of intensive agriculture on soil carbon, nitrogen and phosphorus cycling in the 
UK. Sci. Total Environ. 634, 1486–1504. https​://doi.org/10.1016/j.scito​tenv.2018.03.378 (2018).

	 8.	 Galloway, J. N. et al. Transformation of the nitrogen cycling: recent trends, questions, and potential solutions. Science 320, 889–892. 
https​://doi.org/10.1126/scien​ce.11366​74 (2008).

	 9.	 Zhao, Y. et al. Soil acidification in China: is controlling SO2 emissions enough? Environ. Sci. Technol. 43, 8021–8026. https​://doi.
org/10.1021/es901​430n (2009).

	10.	 Alonso, F. P., Arias, J. S., Fernández, R. O., Fernández, P. G. & Serrano, R. E. Agronomic implications of the supply of lime and 
gypsum by-products to palexerults from western Spain. Soil Sci. 171, 65–81. https​://doi.org/10.1097/01.ss.00002​00557​.25306​9.50 
(2006).

	11.	 Chiu, Y.-W. et al. Alterations of biochemical indicators in hepatopancreas of the golden apple snail, Pomacea canaliculata, from 
paddy fields in Taiwan. J. Environ. Biol. 35, 667–673 (2014).

	12.	 Dong, S., Zheng, G., Yu, X. & Fu, C. Biological control of golden apple snail, Pomacea canaliculata by Chinese soft-shelled turtle, 
Pelodiscus sinensis in the wild rice, Zizania latifolia field.  Sci. Agric. 69, 142–146. https​://doi.org/10.1590/S0103​-90162​01200​02000​
09 (2012).

	13.	 Guo, J., Zhang, J.-E., Zhao, B., Luo, M. & Zhang, C. The role of spotted green pufferfish Tetraodon nigroviridis in controlling 
golden apple snail Pomacea canaliculata: an effective biological control approach involving a new agent. Biocontrol Sci. Technol. 
26, 1100–1112. https​://doi.org/10.1080/09583​157.2016.11855​11 (2016).

	14.	 Olivier, H. M., Jenkins, J. A., Berhow, M. & Carter, J. A pilot study testing a natural and a synthetic molluscicide for controlling 
invasive apple snails (Pomacea maculata). Bull. Environ. Contam. Toxicol. 96, 289–294. https​://doi.org/10.1007/s0012​8-015-1709-z 
(2016).

	15.	 Litsinger, J. & Estano, D. B. Management of the golden apple snail Pomacea canaliculata (Lamarck) in rice. Crop Prot. 12, 363–370. 
https​://doi.org/10.1016/0261-2194(93)90079​-X (1993).

	16.	 Teo, S. S. Evaluation of different duck varieties for the control of the golden apple snail (Pomacea canaliculata) in transplanted and 
direct seeded rice. Crop Prot. 20, 599–604. https​://doi.org/10.1016/S0261​-2194(01)00029​-1 (2001).

	17.	 Halwart, M. The golden apple snail Pomacea canaliculata in Asian rice farming systems: present impact and future threat. Int. J. 
Pest Manag. 40, 199–206. https​://doi.org/10.1080/09670​87940​93718​82 (1994).

	18.	 Serra, A. The use of golden snail Pomacea Sp. as animal feed in the Philippines. Tropicultura 15, 40–43 (1997).
	19.	 Wang, J. et al. Using golden apple snail to mitigate its invasion and improve soil quality: a biocontrol approach. Environ. Sci. Pollut. 

Res. 27, 14903–14914. https​://doi.org/10.1007/s1135​6-020-07998​-9 (2020).
	20.	 Haynes, R. J. & Zhou, Y.-F. Effect of pH and added slag on the extractability of Si in two Si-deficient sugarcane soils. Chemosphere 

193, 431–437. https​://doi.org/10.1016/j.chemo​spher​e.2017.10.175 (2018).
	21.	 Rousk, J. et al. Soil bacterial and fungal communities across a pH gradient in an arable soil. ISME J. 4, 1340–1351. https​://doi.

org/10.1038/ismej​.2010.58 (2010).
	22.	 Lauber, C. L., Strickland, M. S., Bradford, M. A. & Fierer, N. The influence of soil properties on the structure of bacterial and fungal 

communities across land-use types. Soil Biol. Biochem. 40, 2407–2415. https​://doi.org/10.1016/j.soilb​io.2008.05.021 (2008).
	23.	 Ramirez, K. S., Craine, J. M. & Fierer, N. Consistent effects of nitrogen amendments on soil microbial communities and processes 

across biomes. Glob. Change Biol. 18, 1918–1927. https​://doi.org/10.1111/j.1365-2486.2012.02639​.x (2012).
	24.	 Campbell, B. J., Polson, S. W., Hanson, T. E., Mack, M. C. & Schuur, E. A. The effect of nutrient deposition on bacterial communi-

ties in Arctic tundra soil. Environ. Microbiol. 12, 1842–1854. https​://doi.org/10.1111/j.1462-2920.2010.02189​.x (2010).
	25.	 Yu, H. et al. Responses of soil biological traits and bacterial communities to nitrogen fertilization mediate maize yields across three 

soil types. Soil Till. Res. 185, 61–69. https​://doi.org/10.1016/j.still​.2018.08.017 (2019).
	26.	 Fierer, N. & Jackson, R. B. The diversity and biogeography of soil bacterial communities. Proc. Natl. Acad. Sci. 103, 626–631. https​

://doi.org/10.1073/pnas.05075​35103​ (2006).
	27.	 Roesch, L. F. W. et al. Pyrosequencing enumerates and contrasts soil microbial diversity. ISME J. 1, 283–290. https​://doi.org/10.1038/

ismej​.2007.53 (2007).
	28.	 Waring, B. G., Weintraub, S. R. & Sinsabaugh, R. L. Ecoenzymatic stoichiometry of microbial nutrient acquisition in tropical soils. 

Biogeochemistry 117, 101–113. https​://doi.org/10.1007/s1053​3-013-9849-x (2014).
	29.	 Baldrian, P. Microbial enzyme-catalyzed processes in soils and their analysis. Plant Soil Environ. 55, 370–378 (2009).
	30.	 Jian, S. et al. Soil extracellular enzyme activities, soil carbon and nitrogen storage under nitrogen fertilization: a meta-analysis. 

Soil Biol. Biochem. 101, 32–43 (2016).
	31.	 Frankenberger, W. & Bingham, F. Influence of salinity on soil enzyme activities 1. Soil Sci. Soc. Am. J. 46, 1173–1177. https​://doi.

org/10.2136/sssaj​1982.03615​99500​46000​60011​x (1982).

https://doi.org/10.1016/j.agee.2017.02.019
https://doi.org/10.1016/j.agee.2017.02.019
https://doi.org/10.1038/nature01014
https://doi.org/10.1016/j.agee.2019.106591
https://doi.org/10.1016/j.catena.2015.04.010
https://doi.org/10.1126/science.1182570
https://doi.org/10.1126/science.1182570
https://doi.org/10.1038/s41598-019-39829-4
https://doi.org/10.1038/s41598-019-39829-4
https://doi.org/10.1016/j.scitotenv.2018.03.378
https://doi.org/10.1126/science.1136674
https://doi.org/10.1021/es901430n
https://doi.org/10.1021/es901430n
https://doi.org/10.1097/01.ss.0000200557.253069.50
https://doi.org/10.1590/S0103-90162012000200009
https://doi.org/10.1590/S0103-90162012000200009
https://doi.org/10.1080/09583157.2016.1185511
https://doi.org/10.1007/s00128-015-1709-z
https://doi.org/10.1016/0261-2194(93)90079-X
https://doi.org/10.1016/S0261-2194(01)00029-1
https://doi.org/10.1080/09670879409371882
https://doi.org/10.1007/s11356-020-07998-9
https://doi.org/10.1016/j.chemosphere.2017.10.175
https://doi.org/10.1038/ismej.2010.58
https://doi.org/10.1038/ismej.2010.58
https://doi.org/10.1016/j.soilbio.2008.05.021
https://doi.org/10.1111/j.1365-2486.2012.02639.x
https://doi.org/10.1111/j.1462-2920.2010.02189.x
https://doi.org/10.1016/j.still.2018.08.017
https://doi.org/10.1073/pnas.0507535103
https://doi.org/10.1073/pnas.0507535103
https://doi.org/10.1038/ismej.2007.53
https://doi.org/10.1038/ismej.2007.53
https://doi.org/10.1007/s10533-013-9849-x
https://doi.org/10.2136/sssaj1982.03615995004600060011x
https://doi.org/10.2136/sssaj1982.03615995004600060011x


10

Vol:.(1234567890)

Scientific Reports |        (2020) 10:16302  | https://doi.org/10.1038/s41598-020-73184-z

www.nature.com/scientificreports/

	32.	 Wang, Y. et al. The influence of soil heavy metals pollution on soil microbial biomass, enzyme activity, and community composition 
near a copper smelter. Ecotoxicol. Environ. Saf. 67, 75–81. https​://doi.org/10.1016/j.ecoen​v.2006.03.007 (2007).

	33.	 Camenzind, T., Hättenschwiler, S., Treseder, K. K., Lehmann, A. & Rillig, M. C. Nutrient limitation of soil microbial processes in 
tropical forests. Ecol. Monogr. 88, 4–21. https​://doi.org/10.1002/ecm.1279 (2018).

	34.	 Alvarez, G. et al. Catalytic power of enzymes decreases with temperature: New insights for understanding soil C cycling and 
microbial ecology under warming. Glob. Change Biol. 24, 4238–4250. https​://doi.org/10.1111/gcb.14281​ (2018).

	35.	 Semer, R. & Reddy, K. R. Evaluation of soil washing process to remove mixed contaminants from a sandy loam. J. Hazard. Mater. 
45, 45–57. https​://doi.org/10.1016/0304-3894(96)82887​-1 (1996).

	36.	 He, Z., Baligar, V., Ritchey, K., Martens, D. & Kemper, W. Factors affecting phosphate rock dissolution in acid soil amended with 
liming materials and cellulose. Soil Sci. Soc. Am. J. 60, 1596–1601. https​://doi.org/10.2136/sssaj​1996.03615​99500​60000​50045​x 
(1996).

	37.	 Moreno, J., Hernández, T. & Garcia, C. Effects of a cadmium-contaminated sewage sludge compost on dynamics of organic matter 
and microbial activity in an arid soil. Biol. Fertil. Soils 28, 230–237. https​://doi.org/10.1007/s0037​40050​487 (1999).

	38.	 Lauber, C. L., Zhou, N., Gordon, J. I., Knight, R. & Fierer, N. Effect of storage conditions on the assessment of bacterial community 
structure in soil and human-associated samples. FEMS Microbiol. Lett. 307, 80–86. https​://doi.org/10.1111/j.1574-6968.2010.01965​
.x (2010).

	39.	 Dong, L. et al. Enhanced nitrate-nitrogen removal by modified attapulgite-supported nanoscale zero-valent iron treating simulated 
groundwater. J. Environ. Manag. 213, 151–158. https​://doi.org/10.1016/j.jenvm​an.2018.02.073 (2018).

	40.	 Bray, R. H. & Kurtz, L. Determination of total, organic, and available forms of phosphorus in soils. Soil Sci. 59, 39–46 (1945).
	41.	 Au-Bell, C. W. et al. High-throughput fluorometric measurement of potential soil extracellular enzyme activities. J. Vis. Exp. 81, 

e50961. https​://doi.org/10.3791/50961​ (2013).
	42.	 Edgar, R. C. UPARSE: highly accurate OTU sequences from microbial amplicon reads. Nat. Methods 10, 996. https​://doi.

org/10.1038/nmeth​.2604 (2013).
	43.	 Edgar, R. C., Haas, B. J., Clemente, J. C., Quince, C. & Knight, R. UCHIME improves sensitivity and speed of chimera detection. 

Bioinformatics 27, 2194–2200. https​://doi.org/10.1093/bioin​forma​tics/btr38​1 (2011).
	44.	 Quast, C. et al. The SILVA ribosomal RNA gene database project: improved data processing and web-based tools. Nucleic Acids 

Res. 41, D590–D596. https​://doi.org/10.1093/nar/gks12​19 (2012).
	45.	 Meenatchi, R. et al. Revealing the impact of global mass bleaching on coral microbiome through 16S rRNA gene-based metagen-

omic analysis. Microbiol. Res. 233, 126408. https​://doi.org/10.1016/j.micre​s.2019.12640​8 (2020).
	46.	 Gotelli, N. J. & Colwell, R. K. Estimating species richness. Biol. Divers. Front. Meas. Assess. 12, 39–54 (2011).
	47.	 Keenan, S. W., Schaeffer, S. M., Jin, V. L. & DeBruyn, J. M. Mortality hotspots: nitrogen cycling in forest soils during vertebrate 

decomposition. Soil Biol. Biochem. 121, 165–176. https​://doi.org/10.1016/j.soilb​io.2018.03.005 (2018).
	48.	 Birla, A., Singh, B., Upadhyay, S. & Sharma, Y. Kinetics studies of synthesis of biodiesel from waste frying oil using a heterogeneous 

catalyst derived from snail shell. Biores. Technol. 106, 95–100. https​://doi.org/10.1016/j.biort​ech.2011.11.065 (2012).
	49.	 Lauber, C. L., Hamady, M., Knight, R. & Fierer, N. Pyrosequencing-based assessment of soil pH as a predictor of soil bacterial 

community structure at the continental scale. Appl. Environ. Microbiol. 75, 5111–5120. https​://doi.org/10.1128/AEM.00335​-09 
(2009).

	50.	 Nicol, G. W., Leininger, S., Schleper, C. & Prosser, J. I. The influence of soil pH on the diversity, abundance and transcriptional activ-
ity of ammonia oxidizing archaea and bacteria. Environ. Microbiol. 10, 2966–2978. https​://doi.org/10.1111/j.1462-2920.2008.01701​
.x (2008).

	51.	 Delgado-Baquerizo, M. et al. A global atlas of the dominant bacteria found in soil. Science 359, 320–325. https​://doi.org/10.1126/
scien​ce.aap95​16 (2018).

	52.	 Li, Q. et al. Biochar amendment decreases soil microbial biomass and increases bacterial diversity in Moso bamboo (Phyllostachys 
edulis) plantations under simulated nitrogen deposition. Environ. Res. Lett. 13, 1–10. https​://doi.org/10.1088/1748-9326/aab53​a 
(2018).

	53.	 Xiong, J. et al. Geographic distance and pH drive bacterial distribution in alkaline lake sediments across Tibetan Plateau. Environ. 
Microbiol. 14, 2457–2466. https​://doi.org/10.1111/j.1462-2920.2012.02799​.x (2012).

	54.	 Leff, J. W. et al. Consistent responses of soil microbial communities to elevated nutrient inputs in grasslands across the globe. Proc. 
Natl. Acad. Sci. 112, 10967–10972. https​://doi.org/10.1073/pnas.15083​82112​ (2015).

	55.	 Gomez, E., Ferreras, L. & Toresani, S. Soil bacterial functional diversity as influenced by organic amendment application. Biores. 
Technol. 97, 1484–1489. https​://doi.org/10.1016/j.biort​ech.2005.06.021 (2006).

	56.	 Freitag, T. E., Chang, L., Clegg, C. D. & Prosser, J. I. Influence of inorganic nitrogen management regime on the diversity of nitrite-
oxidizing bacteria in agricultural grassland soils. Appl. Environ. Microbiol. 71, 8323–8334. https​://doi.org/10.1128/AEM.71.12.8323-
8334.2005 (2005).

	57.	 Zhang, Y. et al. Fertilization shapes bacterial community structure by alteration of soil pH. Front. Microbiol. 8, 1325. https​://doi.
org/10.3389/fmicb​.2017.01325​ (2017).

	58.	 Nemergut, D. R. et al. The effects of chronic nitrogen fertilization on alpine tundra soil microbial communities: implications for 
carbon and nitrogen cycling. Environ. Microbiol. 10, 3093–3105. https​://doi.org/10.1111/j.1462-2920.2008.01735​.x (2008).

	59.	 Zhang, H. et al. Gemmatimonas aurantiaca gen. nov., sp. nov., a Gram-negative, aerobic, polyphosphate-accumulating micro-
organism, the first cultured representative of the new bacterial phylum Gemmatimonadetes phyl. nov. Int. J. Syst. Evol. Microbiol. 
53, 1155–1163. https​://doi.org/10.1099/ijs.0.02520​-0 (2003).

	60.	 Sheng, Y. & Zhu, L. Biochar alters microbial community and carbon sequestration potential across different soil pH. Sci. Total 
Environ. 622, 1391–1399. https​://doi.org/10.1016/j.scito​tenv.2017.11.337 (2018).

	61.	 Cobo-Díaz, J. F. et al. Metagenomic assessment of the potential microbial nitrogen pathways in the rhizosphere of a Mediterranean 
forest after a wildfire. Microb. Ecol. 69, 895–904. https​://doi.org/10.1007/s0024​8-015-0586-7 (2015).

	62.	 Wang, C., Liu, D. & Bai, E. Decreasing soil microbial diversity is associated with decreasing microbial biomass under nitrogen 
addition. Soil Biol. Biochem. 120, 126–133. https​://doi.org/10.1016/j.soilb​io.2018.02.003 (2018).

	63.	 Fierer, N., Bradford, M. A. & Jackson, R. B. Toward an ecological classification of soil bacteria. Ecology 88, 1354–1364. https​://doi.
org/10.1890/05-1839 (2007).

	64.	 Jones, R. T. et al. A comprehensive survey of soil acidobacterial diversity using pyrosequencing and clone library analyses. ISME 
J. 3, 442–453. https​://doi.org/10.1038/ismej​.2008.127 (2009).

	65.	 Baker, B. J. et al. Community transcriptomic assembly reveals microbes that contribute to deep-sea carbon and nitrogen cycling. 
ISME J. 7, 1962–1973. https​://doi.org/10.1038/ismej​.2013.85 (2013).

	66.	 Xu, N., Tan, G., Wang, H. & Gai, X. Effect of biochar additions to soil on nitrogen leaching, microbial biomass and bacterial com-
munity structure. Eur. J. Soil Biol. 74, 1–8. https​://doi.org/10.1016/j.ejsob​i.2016.02.004 (2016).

	67.	 Prasanna, S. N. R. Soil pH and its role in cyanobacterial abundance and diversity in rice field soils. Appl. Ecol. Environ. Res. 5, 
103–113. https​://doi.org/10.15666​/aeer/0502_10311​3 (2007).

	68.	 Shen, C. et al. Soil pH drives the spatial distribution of bacterial communities along elevation on Changbai Mountain. Soil Biol. 
Biochem. 57, 204–211. https​://doi.org/10.1016/j.soilb​io.2012.07.013 (2013).

	69.	 Waldrop, M., Balser, T. & Firestone, M. Linking microbial community composition to function in a tropical soil. Soil Biol. Biochem. 
32, 1837–1846. https​://doi.org/10.1016/S0038​-0717(00)00157​-7 (2000).

https://doi.org/10.1016/j.ecoenv.2006.03.007
https://doi.org/10.1002/ecm.1279
https://doi.org/10.1111/gcb.14281
https://doi.org/10.1016/0304-3894(96)82887-1
https://doi.org/10.2136/sssaj1996.03615995006000050045x
https://doi.org/10.1007/s003740050487
https://doi.org/10.1111/j.1574-6968.2010.01965.x
https://doi.org/10.1111/j.1574-6968.2010.01965.x
https://doi.org/10.1016/j.jenvman.2018.02.073
https://doi.org/10.3791/50961
https://doi.org/10.1038/nmeth.2604
https://doi.org/10.1038/nmeth.2604
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1016/j.micres.2019.126408
https://doi.org/10.1016/j.soilbio.2018.03.005
https://doi.org/10.1016/j.biortech.2011.11.065
https://doi.org/10.1128/AEM.00335-09
https://doi.org/10.1111/j.1462-2920.2008.01701.x
https://doi.org/10.1111/j.1462-2920.2008.01701.x
https://doi.org/10.1126/science.aap9516
https://doi.org/10.1126/science.aap9516
https://doi.org/10.1088/1748-9326/aab53a
https://doi.org/10.1111/j.1462-2920.2012.02799.x
https://doi.org/10.1073/pnas.1508382112
https://doi.org/10.1016/j.biortech.2005.06.021
https://doi.org/10.1128/AEM.71.12.8323-8334.2005
https://doi.org/10.1128/AEM.71.12.8323-8334.2005
https://doi.org/10.3389/fmicb.2017.01325
https://doi.org/10.3389/fmicb.2017.01325
https://doi.org/10.1111/j.1462-2920.2008.01735.x
https://doi.org/10.1099/ijs.0.02520-0
https://doi.org/10.1016/j.scitotenv.2017.11.337
https://doi.org/10.1007/s00248-015-0586-7
https://doi.org/10.1016/j.soilbio.2018.02.003
https://doi.org/10.1890/05-1839
https://doi.org/10.1890/05-1839
https://doi.org/10.1038/ismej.2008.127
https://doi.org/10.1038/ismej.2013.85
https://doi.org/10.1016/j.ejsobi.2016.02.004
https://doi.org/10.15666/aeer/0502_103113
https://doi.org/10.1016/j.soilbio.2012.07.013
https://doi.org/10.1016/S0038-0717(00)00157-7


11

Vol.:(0123456789)

Scientific Reports |        (2020) 10:16302  | https://doi.org/10.1038/s41598-020-73184-z

www.nature.com/scientificreports/

	70.	 Bombeo-Tuburan, I., Fukumoto, S. & Rodriguez, E. Use of the golden apple snail, cassava, and maize as feeds for the tiger shrimp, 
Penaeus monodon, in ponds. Aquaculture 131, 91–100 (1995).

	71.	 DeForest, J. L., Zak, D. R., Pregitzer, K. S. & Burton, A. J. Atmospheric nitrate deposition, microbial community composition, and 
enzyme activity in northern hardwood forests. Soil Sci. Soc. Am. J. 68, 132–138. https​://doi.org/10.2136/sssaj​2004.1320 (2004).

	72.	 Keeler, B. L., Hobbie, S. E. & Kellogg, L. E. Effects of long-term nitrogen addition on microbial enzyme activity in eight forested 
and grassland sites: implications for litter and soil organic matter decomposition. Ecosystems 12, 1–15. https​://doi.org/10.1007/
s1002​1-008-9199-z (2009).

	73.	 Carreiro, M., Sinsabaugh, R., Repert, D. & Parkhurst, D. Microbial enzyme shifts explain litter decay responses to simulated nitrogen 
deposition. Ecology 81, 2359–2365. https​://doi.org/10.1890/0012-9658(2000)081[2359:MESEL​D]2.0.CO;2 (2000).

	74.	 Demisie, W. & Zhang, M. Effect of biochar application on microbial biomass and enzymatic activities in degraded red soil. Afr. J. 
Agric. Res. 10, 755–766. https​://doi.org/10.5897/AJAR2​013.8209 (2015).

	75.	 Zheng, M., Huang, J., Chen, H., Wang, H. & Mo, J. Responses of soil acid phosphatase and beta-glucosidase to nitrogen and 
phosphorus addition in two subtropical forests in southern China. Eur. J. Soil Biol. 68, 77–84. https​://doi.org/10.1016/j.ejsob​
i.2015.03.010 (2015).

Acknowledgements
This work supported by Guangdong Provincial Key Laboratory of Eco-Circular Agriculture (No. 
2019B030301007), the National Natural Science Foundation of China (Nos. 31870525, U1701236, 41871034), 
and the Guangdong Modern Agricultural Technology Innovation Team Construction Project (Nos. 2018LM1100, 
2019KJ105). We are thankful for three anonymous reviewers’ constructive comments and kind help for the 
improvement of the manuscript.

Author contributions
J.Z. and J.W. designed the experiment. J.W. and X.L. conducted the study. J. W., X.L., Y.X., G.W. and J.Z. contrib-
uted to data analyses, documenting the results and writing and revising the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary information  is available for this paper at https​://doi.org/10.1038/s4159​8-020-73184​-z.

Correspondence and requests for materials should be addressed to J.Z.

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) 2020

https://doi.org/10.2136/sssaj2004.1320
https://doi.org/10.1007/s10021-008-9199-z
https://doi.org/10.1007/s10021-008-9199-z
https://doi.org/10.1890/0012-9658(2000)081[2359:MESELD]2.0.CO;2
https://doi.org/10.5897/AJAR2013.8209
https://doi.org/10.1016/j.ejsobi.2015.03.010
https://doi.org/10.1016/j.ejsobi.2015.03.010
https://doi.org/10.1038/s41598-020-73184-z
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Regulating soil bacterial diversity, community structure and enzyme activity using residues from golden apple snails
	Materials and methods
	Testing materials. 
	Experimental design. 
	Soil analyses. 
	Extracellular enzyme assay. 
	Bacterial community and diversity analysis. 
	Statistical analyses. 

	Results
	Variations of soil properties. 
	Bacterial OTU richness. 
	Bacterial community structure. 
	Soil properties and bacterial community structure. 
	Extracellular enzyme activities and bacterial community structure. 

	Discussion
	Amendment effect on soil properties. 
	Amendment effect on bacterial OTU richness. 
	Amendment effect on bacterial community structure. 
	Relationships between soil properties and bacterial community structure. 
	Extracellular enzyme activities and bacterial community structure. 
	Limitations. 

	Conclusion
	References
	Acknowledgements


