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Abstract
Soil aggregation, microbial community, and functions (i.e., extracellular enzyme activities; EEAs) are critical factors
affecting soil C dynamics and nutrient cycling. We assessed soil aggregate distribution, stability, nutrients, and microbial
characteristics within >2, 0.25–2, 0.053–0.25, and <0.053 mm aggregates, based on an eight-year field experiment in a
greenhouse vegetable field in China. The field experiment includes four treatments: 100% N fertilizer (CF), 50% substitution
of N fertilizer with manure (M), straw (S), and manure plus straw (MS). The amounts of nutrient (N, P2O5, and K2O) input
were equal in each treatment. Results showed higher values of mean weight diameter in organic-amended soils (M, MS,
and S, 2.43–2.97) vs. CF-amended soils (1.99). Relative to CF treatment, organic amendments had positive effects on
nutrient (i.e., available N, P, and soil organic C (SOC)) conditions, microbial (e.g., bacterial and fungal) growth, and EEAs in
the >0.053 mm aggregates, but not in the <0.053 mm aggregates. The 0.25–0.053 mm aggregates exhibited better nutrient
conditions and hydrolytic activity, while the <0.053 mm aggregates had poor nutrient conditions and higher oxidative activity
among aggregates, per SOC, available N, available P, and a series of enzyme activities. These results indicated that the
0.25–0.053 mm (<0.053 mm) aggregates provide suitable microhabitats for hydrolytic (oxidative) activity. Interestingly, we
found that hydrolytic and oxidative activities were mainly impacted by fertilization (58.5%, P<0.01) and aggregate fractions
(50.5%, P<0.01), respectively. The hydrolytic and oxidative activities were significantly (P<0.01) associated with nutrients
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(SOC and available N) and pH, electrical conductivity, respectively. Furthermore, SOC, available N, and available P closely
(P<0.05) affected microbial communities within >0.25, 0.25–0.053, and <0.053 mm aggregates, respectively. These findings
provide several insights into microbial characteristics within aggregates under different fertilization modes in the greenhouse
vegetable production system in China.
Keywords: fertilization, soil aggregate distribution, microbial characteristics

1. Introduction
Soil, as a highly complex system, provides a heterogeneous
environment (e.g., non-uniform distribution of organic C and
nutrients) for microbes (Liao et al. 2018). Soil aggregate is
an important facet of soil structure, which can contribute to
spatial heterogeneity by creating microhabitats that differ
in C and nutrients status, soil aeration, and pore spaces
(Regelink et al. 2015; Wang S et al. 2018b). Macroaggregates (>0.25 mm) normally have more big pores
(Regelink et al. 2015) and contain large amounts of labile
substrates that originate principally from plant residues
or organic resources (ORs) inputs (Six et al. 2004). In
contrast, micro-aggregates (<0.25 mm) are composed of
more recalcitrant C fractions formed by the high degree
of humification of organic matter or microbial residues
(Davinic et al. 2012) and provide a protective microhabitat
for microbes and soil organic C (SOC) sequestration
(Totsche et al. 2018). Moreover, the variations in soil
structural characteristics induced by different fertilization
modes influence soil aggregate distribution and stability
(Chen et al. 2015), which impacts the spatial heterogeneity
of soil physicochemical properties, and, consequently, the
distribution of microbes and their activity among various
aggregates (Jiang et al. 2013; Kim et al. 2015).
Soil microbes and extracellular enzyme activities (EEAs)
together not only play important roles in maintaining
soil fertility and productivity through controlling essential
biochemical processes, such as SOC dynamics and
nutrient recycling (Sinsabaugh 2010), but also provide
more comprehensive information involved in changes in
soil environment than physicochemical properties (Luo et al.
2017). Commonly, soil microbial communities and functions
(i.e., a series of EEAs) are strongly affected by fertilization,
and their responses to manure, straw, and/or chemical
fertilizers in soils have been well investigated in recent years
(Zhang et al. 2012; Li et al. 2016). The impacts of fertilization
on microbial characteristics in soils were interpreted by direct
effects of C and nutrient resource supply (Dong et al. 2014),
or indirect variations in soil physical and other characteristics
(Rousk et al. 2010). However, information on the microbial
characteristics within soil aggregates is relatively scarce in

agricultural soils under different fertilization patterns.
Recognizing the spatial distribution of microbial
communities and functions at the aggregate scale is crucial
for the exploration of microbial ecology and its influence
on biogeochemical processes (e.g., the transformations of
SOC and nutrients) in soils (Upton et al. 2019). The different
aggregates supply spatially heterogeneous microhabitats
for microbes, which are distinguished by discrepancies in
organic C complexity, nutrient abundance, moisture status,
and oxygen concentrations (Liao et al. 2018; Wang S et al.
2018b). Research on microbial communities and functions
within soil aggregates has shown inconsistent results about
the spatial distribution in microbial characteristics (Jiang
et al. 2011; Wang et al. 2015). Greater microbial biomass
or activities have been detected in the small aggregatesize fractions, i.e. <0.053 or 0.25–0.053 mm aggregates
(Kong et al. 2011; Bach et al. 2018), or the large aggregatesize fractions, i.e. >0.25 mm aggregates (Kuzyakov and
Blagodatskaya 2015; Li J et al. 2015). This inconsistency
motivates the need for additional studies to investigate the
heterogeneous distribution of microbial communities and
functions (Wang S et al. 2017).
Recently, greenhouse vegetable production (GVP)
systems have developed rapidly in China (Zhang et al.
2017). In 2010, the planting area of GVP systems reached
3.7 million ha in China, which accounts for approximately
85% of the worldwide greenhouse cultivation area (Yang
et al. 2014). In intensive agricultural production systems
(e.g., GVP systems), farmers adopted unreasonable
agricultural management practices, such as overuse
fertilizers, to obtain high yields and economic benefits
(Huang et al. 2017). Moreover, GVP systems are
characterized by a large cropping index, unique environment
with high internal temperature and humidity, and the
absence of rain leaching (Hu et al. 2017). These unique
characteristics have resulted in a series of consequences,
such as soil structure deterioration, soil acidification, and
salination (Wang et al. 2014), which may influence soil
microbial properties in GVP systems (Moeskops et al.
2010). To solve these problems, organic amendments
are increasingly recommended as promising fertilization
strategies to ameliorate soil physicochemical and microbial
attributes (Chen et al. 2015). Examination of how ORs
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(e.g., manure and/or straw) addition induces changes in
microbial characteristics at the soil aggregate scale will
deepen our understanding of the improvement of soil quality
in response to ORs addition. However, studies that have
explored the effects of ORs application on soil aggregates
and its associated microbial communities and functions in
GVP systems are scarce.
Consequently, an 8-year field experiment was established
to systematically evaluate the effects of 50% substitution
of N fertilizer with ORs (i.e., manure and/or straw) on soil
aggregates (>2, 2–0.25, 0.25–0.053, and <0.053 mm
aggregates) as well as aggregate-associated microbial
communities and functions in a GVP system in Tianjin,
China. The aims were: (i) to evaluate the effects of different
fertilization patterns (organic vs. chemical fertilization)
on soil aggregate distribution, aggregate-associated
physicochemical and microbial properties and (ii) to assess
the spatial distribution in physicochemical and microbial
properties within different aggregates.

2. Materials and methods

classified as medium-loam Chao (aquic cambisols) soil by
FAO soil classification. The initial soil properties of plough
horizon (0–20 cm) were: pH, 7.9; soil organic C, 15.3 g kg−1;
available N, 186.2 mg kg−1; available P, 144.6 mg kg−1; and
available K, 404.0 mg kg−1.

2.2. Experimental design
The trial was designed in a randomized block design with
three replicates and four treatments. The area of one
individual plot was 2.4 m wide and 6.0 m long (14.4 m2).
Each plot is separated with PVC plates within 105 cm deep
to prevent nutrient and water cross-contamination between
neighboring plots. Four fertilization treatments were: (1)
100% N fertilizer (CF), (2) 50% N fertilizer plus 50% manure
(commercial pig manure; M), (3) 50% N fertilizer plus 25%
manure and 25% straw (MS), and (4) 50% N fertilizer plus
50% straw (S). The detailed description of nutrients (N,
P2O5, and K2O) and C inputs, and information about the
fertilizers used, was shown in Table 1 and Appendix A.

2.3. Soil sampling and aggregate size preparation

2.1. Study sites description
The field experiment was conducted in October 2009 at a
typically managed vegetable agroecosystem in a suburban
area of Xiqing District (117°0´E, 39°13´N), Tianjin City,
China, where cropping system is leafy vegetables (celery)–
fruit vegetables (tomato) rotation. This area belongs to a
typical warm sub-humid continental climate zone. The mean
annual temperature inside and outside the shed is 21.4 and
11.6°C, respectively. Annually, there are 203 days free of
frost and over 2 810 h of sunshine. The soils in this site are

After the celery harvest in mid-January 2017, five
undisturbed surface soil block (0–20 cm in depth) samples
were collected randomly from each plot and then mixed
for one representative soil sample. The combined soil
samples were preserved in sterile containers (rigid plastic
boxes) under 4°C conditions and rapidly transferred to the
laboratory for sieving. All combined soil samples were
passed through an 8-mm sieve by carefully breaking soil
clods along the natural planes of fracture to eliminate
macrofauna, stones, and large roots (Yu et al. 2015).

Table 1 The amounts of nitrogen and carbon application (kg ha−1) in the present study
Treatment1)

Chemical fertilizer

Spring vegetable
season (tomato)
CF
450.0
M
225.0
MS
225.0
S
225.0
Autumn–winter vegetable
season (celery)
CF
450.0
M
225.0
MS
225.0
S
225.0
1)

N inputs
Manure

Straw

Sum

Manure

C inputs
Straw

Sum

0
225.0
112.5
0

0
0
112.5
225.0

450.0
450.0
450.0
450.0

0
2 260.0
1 130.0
0

0
0
4 618.0
9 236.0

0
2 260.0
5 748.0
9 236.0

0
225.0
112.5
0

0
0
112.5
225.0

450.0
450.0
450.0
450.0.

0
2 260.0
1 130.0
0

0
0
4 618.0
9 236.0

0
2 260.0
5 748.0
9 236.0

CF, 100% N fertilizer; M, 50% N fertilizer plus 50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw; S, 50% N fertilizer
plus 50% straw.
The amounts of N, P2O5, and K2O inputs (900.0, 525.0 and 1 200.0 kg ha–1 yr–1, respectively) were equal in each treatment. All the
organic manure and corn straw were applied into soils (15 cm in depth) as basal fertilization before vegetables (e.g., celery or potato)
planting.
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Soil aggregates were separated by the wet-sieving
method described by Yu et al. (2012a) for microbialassociated analysis. Briefly, the sieved field-moist clods
(<8 mm), the equivalent of 100 g dry weight equivalent,
were placed on top of three stacked sieves (2, 0.25, and
0.053 mm in diameter), and gently immersed in deionized
water, pre-wetting for 10 min prior to sieving. Then, the
sieves were manually moved (amplitude 3 cm) vertically 50
times within 2 min using a digital metronome to separate
the clods into four water-stable aggregates as follows:
>2, 2–0.25, 0.25–0.053, and <0.053 mm aggregates.
Afterwards, >2, 2–0.25, and 0.25–0.053 mm aggregates
were then collected from the corresponding sieves, while
the <0.053 mm aggregates passed through 0.053 mm
sieve were centrifuged (5 000 r min–1, 2 min) for collection.
Each separated aggregate was divided into two portions.
One portion was air-dried for dry-weight conversion and
determination of nutrient-related properties (e.g., soil organic
C (SOC) and available P (AP)), whereas the other portion
was stored at 4°C (less than one week) until subsequent
analysis of soil microbial characteristics (e.g., soil microbial
community and EEAs) and available N (nitrate-N (NO3−-N)
and ammonium-N (NH4+-N)) contents. Notably, loss of
microbial biomass and nutrients could happen through
diffusion into the supernatant, but the loss could be negligible
as shown in Appendix B and by Balser et al. (2002).

2.4. Physicochemical property analysis within
aggregates
The pH in the four aggregates was gauged in soil/water
mixture (1:2.5) through a compound electrode pH meter.
The electrical conductivity (EC) was measured in soil/water
mixture (1:5) using an electromagnetic device. SOC was
analyzed following the heated dichromate/titration method
(Mebius 1960). Soil NO3–-N and NH4+-N were extracted
by 2 mol L−1 KCl and determined through a flow injection
auto-analyzer. AP was extracted with 0.5 mol L–1 NaHCO3
and measured through the Olsen method (Olsen and
Oisen 1982). Available K (AK) was extracted with 1 mol L–1
NH4OAc and measured by atomic absorption spectrometry.
Soil bulk density (BD) was evaluated through the core
sampling method (Li et al. 2019).

2.5. Soil microbial community analyses
Soil microbial community composition within aggregates was
evaluated using phospholipid fatty acids (PLFAs) analysis
(Jiang et al. 2013). The nonadecanoic acid methyl ester
(19:0) was added as the internal standard, and 24 individual
PLFAs were applied to evaluate microbial community as
follows: Gram-positive bacteria (G+; i15:0, a15:0, i16:0,
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a17:0 and i17:0), Gram-negative bacteria (G−; 16:1ω7c,
cy17:0, 18:1ω7c and cy19:0), bacteria (B; 15:00, 17:00 and
G+ plus G−), actinomycetes (Acti; 10Me-16:0, 10Me-17:0 and
10Me-18:0), arbuscular mycorrhizal fungi (AMF, 16:1ω5c),
saprotrophic fungi (SF; 18:2ω6c and 18:1ω9c), fungi (F;
AMF and SF) and general microorganisms (14:00, 16:00
and 18:00) (Wang C et al. 2018). The sum of bacteria,
actinomycetes, fungi, and general microorganisms was
expressed as the total biomass. Ratios of F/B and G+/
G− were calculated to evaluate the changes of microbial
community composition by fertilization (Frostegård et al.
2011).

2.6. Soil EEA analysis
Seven EEAs (α-glucosidase (αG), β-glucosidase (βG),
β-cellobiosidase (CBH), β-xylosidase (BX), N-acetylglucosaminidase (NAG), phenol oxidase (PHOs), peroxidase
(PerX)) were measured through a micro-plate enzyme
assay (Bell et al. 2013). Three labelled fluorogenic
substrates (4-methylumbelliferone-β-D-glucoside, 7-amino4-methylocumarin, and 1-3,4-dihydroxyphenylalanine
(L-DOPA)) were used for the determination of enzyme
activities. Briefly, aggregate samples (1.0 g in dry weight)
was dissolved in 50 mL Na-acetate (50 mmol L–1) buffer
to create soil suspension. For hydrolase (αG, βG, CBH,
BX, and NAG) analysis, the buffer, sample suspension,
10 mmol L–1 references, and 200 μmol L–1 substrates were
placed into the wells of a black 96-well microplate. The
black 96-well microplates were incubated at 25°C for 4 h in
the dark. Afterwards, to terminate the enzymatic reaction,
10 μL NaOH (1 mol L–1) solution was added immediately
to each well. Fluorescence was quantified by a microplate
fluorometer with 365 nm excitation and 450 nm emission
filters. For oxidase (PHOs and PerX) activities, the buffer,
sample suspension, 25 mmol L–1 L-DOPA, and 0.3% (w/v)
H2O2 were dispensed into the wells of a clear 96-well
microplate. The microplates were incubated at 20°C for 20 h
in the dark. Afterwards, oxidase activities were gauged by
the microplate fluorometer with the absorbance at 450 nm.
The units of EEAs were nmol g−1 soil h−1.

2.7. Calculations
Soil aggregate stability Mean weight diameter (MWD;
mm) was calculated to evaluate soil aggregate stability
(Wang S et al. 2018b):
4

MWD=∑ (Xi×Wi)
i=1

where Xi is the mean diameter of aggregate fraction i (mm);
and Wi is relative mass of aggregate fraction i (%).
The geometric mean of EEAs The geometric mean of
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the assayed enzyme activities (Gmea), hydrolase (GH) and
oxidase (GOR) were calculated as (Wang H et al. 2017):
7

Gmea= αG×βG×CBH×BX×NAG×PHOs×PeroX
5
GH= αG×βG×CBH×BX×NAG
2

GOR= PHOs×PeroX
where αG, βG, CBH, BX, NAG, PHOs, and PeroX
are α-glucosidase, β-glucosidase, β-cellobiosidase,
β-xylosidase, N-acetyl-glucosaminidase, phenol oxidase,
and peroxidase, respectively.
Calcuations of soil bacterial stress indices The ratio
of saturated to monounsaturated PLFAs (sat/mono) and
cyclopropyl to precursor PLFAs (cy/pre) were used as two
indices to estimate the bacterial stress in soils, which were
calculated as follows (Moeskops et al. 2012; Yu et al. 2018):
sat/mono=
(14:00+15:00+16:00+17:00+18:00)
(16:1ω5c+16:1ω7c+18:1ω7c+18:1ω9c+18:2ω6c)
cy/pre=

cy19:0
18:1ω7c

CANOCO 4.5 Software, principal component analysis (PCA)
and redundancy analysis (RDA) were used to investigate
the shifts in microbial community among different fertilization
patterns and explore the correlations between microbial
community and physicochemical properties, respectively.

3. Results
3.1. Vegetable yields
The total yields of autumn-winter celery and spring tomato
from 2009 to 2017 were shown in Fig. 1. The total yield of
celery (2009–2017; 9 seasons) was the highest for the MS
treatment (1 082.8 t ha–1), decreasing in the order MS>S
(1 071.7 t ha–1)>M (1 020.7 t ha–1)>CF (986.2 t ha–1). Similarly,
the total yield of tomato (2010–2016, 7 seasons) was the
highest in straw-amended treatments (S and MS, 724.9 and
719.0 t ha–1, respectively), followed by M treatment (671.7 t
ha–1) and the lowest in CF treatment (623.7 t ha–1).

2.8. Statistical analyses

3.2. Distribution and stability of soil aggregates

One-way analysis of variance (ANOVA) with Duncan
tests was applied to evaluate the significance (P<0.05) of
physicochemical and microbial attributes (e.g., microbial
FAME and EEAs) using the SPSS 16.0 Software (SPSS Inc.
Chicago, IL, USA). Permutational multivariate analysis of
variance (PERMANOVA) and two-way ANOVA based on 48
soil samples (4 fertilizer treatments×4 aggregate fractions×3
replicates) were performed to evaluate the effects of
fertilization, aggregate fractions and their interactions on the
obtained parameters (e.g., microbial community, EEAs, and
physicochemical properties) using PRIMER-E (PRIMER-E,
Plymouth, UK) and SPSS 16.0 Software. Pearson’s
correlation and linear regression analysis were conducted
to investigate the relationships between physicochemical
and microbial characteristics using SPSS 16.0. By using

The soil aggregates in the surface soil layer (0–20 cm) were
found to be dominated by >0.25 mm aggregates (74.7–
82.8%), followed by 0.25–0.053 and <0.053 mm aggregates
(9.1–11.4 and 7.9–13.9%, respectively) (Table 2). Compared
with CF treatment, organic amendments (M, MS, and S)
significantly (P<0.05) increased the mass proportions of
>2 mm aggregates by 34.1–78.4%, decreased the mass
proportions of <0.053 mm aggregates by 21.2–43.3%,
but had no significant effect on the mass proportions of
0.25–0.053 mm aggregates (Table 2). Moreover, the
values of MWD, varied from 1.99 to 2.97 mm, were higher
in ORs-amended soils by 22.1–48.9% than those in CFtreated soils. BD values were the highest in CF-treated
soils (1.32 g cm−3), intermediate in manure-amended soils
(M and MS, 1.24 g cm−3), and the lowest in straw-amended
B
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Fig. 1 Effects of different fertilization treatments on the total yields (t ha–1) of autumn–winter celery (A) and spring tomato (B) from
2009 to 2017. CF, 100% N fertilizer; M, 50% N fertilizer plus 50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw;
S, 50% N fertilizer plus 50% straw. Different lowercase letters donated significant differences (P<0.05) among different fertilization
treatments. Error bars indicate SE.
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soils (S, 1.14 g cm−3).

3.3. Carbon and nutrient concentrations within soil
aggregates
In the >0.053 mm (i.e., >2, 2–0.25, and 0.25–0.053 mm)
aggregates, the contents of SOC and available N (i.e.,
NO3−-N and NH4+-N) increased with increasing C addition
rate (CF<M<MS<S; Table 1), whereas AP contents were
the highest for manure-amended soils (MS and S), and
decreased in the order M≈MS>S≥CF (Table 3). However, in
the <0.053 mm aggregates, the contents of NO3−-N, NH4+-N,
and AP were 6.0–8.9, 26.1–38.2, and 160.3–180.4 mg kg−1,
respectively, and did not differ significantly across different
fertilization patterns. In contrast to these parameters (SOC
and available N), the AK contents in all aggregates showed
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the following trend, with the order S<MS<M<CF.
In all fertilization treatments, 0.25–0.053 mm aggregates
had higher contents of SOC, available N (NH4+-N and NO3−-N),
and AP, but lower AK contents than other aggregates (>2,
2–0.25, and <0.053 mm) (Table 3). Moreover, aggregateassociated pH declined with decrease in aggregate
size, whereas aggregate-associated EC values were the
highest for >2 mm aggregates and decreased in the order
(>2 mm)>(<0.053 mm)>(0.25–0.053 mm)>(2–0.25 mm)
(Appendix C).

3.4. Microbial community within soil aggregates
The microbial community composition at the aggregate
scale was measured by PLFA analysis. In the >0.053 mm
aggregates, the contents of total microbes (Fig. 2-A)

Table 2 Effects of different fertilization treatments on soil aggregate distribution, stability, and bulk density
Treatment1)
CF
M
MS
S

>2 mm
29.2±0.9 d
39.2±1.6 c
45.2±4.2 b
52.1±2.6 a

Distribution of aggregate fractions (%)
2–0.25 mm
0.25–0.053 mm
45.4±1.4 a
11.4±0.2 a
40.7±2.8 b
9.1±1.2 a
35.8±1.8 c
9.5±1.6 a
30.7±0.4 d
9.3±1.5 a

<0.053 mm
13.9±0.3 a
11.0±0.4 b
9.6±1.2 bc
7.9±1.4 c

Mean weight
diameter (mm)
1.99±0.03 d
2.43±0.05 c
2.68±0.19 b
2.97±0.13 a

Bulk density
(g cm−3)
1.32±0.04 a
1.24±0.04 b
1.14±0.06 c
1.14±0.03 c

1)

CF, 100% N fertilizer; M, 50% N fertilizer plus 50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw; S, 50% N fertilizer
plus 50% straw.
Data are mean±SE. Different letters indicate significant differences (P<0.05) among different fertilization treatments.

Table 3 Effects of different fertilization treatments on soil aggregate-associated chemical characteristics
Soil variable
Soil organic C
(g kg−1)

NH4+-N
(mg kg−1)

NO3−-N
(mg kg−1)

Available P
(mg kg−1)

Available K
(mg kg−1)

1)

Treatment1)
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S

>2 mm
14.2±0.4 Bd
19.0±0.6 Cc
21.9±0.5 Bb
23.0±0.5 Ca
4.5±0.2 Ac
5.8±0.2 Bb
6.6±0.7 Cab
8.0±1.4 ABa
25.3±0.3 Ab
29.2±4.2 Bb
39.6±5.4 Ab
55.1±13.2 Aa
159.5±11.8 Bb
206.6±11.0 Ba
218.3±17.1 Ba
201.6±8.2 Aa
593.1±66.0 Aa
540.2±46.9 Aab
485.9±28.0 Ab
469.8±50.5 Ab

Aggregate size
2–0.25 mm
0.25–0.053 mm
16.6±0.3 Ac
17.5±1.2 Ac
21.5±0.6 Bb
24.7±1.6 Ab
24.8±0.9 Aa
27.0±2.3 Aab
26.1±1.2 Ba
28.5±0.8 Aa
5.5±0.6 Ab
6.3±1.4 Ab
6.7±0.5 Ba
9.8±0.5 Aa
7.4±0.4 Ba
8.9±0.0 Aa
7.4±0.4 Ba
10.3±1.0 Aa
24.9±3.5 Ab
23.6±1.0 Ab
42.1±7.3 Aa
49.3±6.7 Aa
49.0±10.1 ABa
54.2±1.7 Aa
56.6±9.6 Aa
54.1±2.9 Aa
172.8±14.4 ABb
185.3±9.2 Ab
220.3±19.9 Ba
252.0±17.2 Aa
222.4±9.5 ABa
245.4±12.7 Aa
195.6±13.3 Aab
187.6±17.6 ABb
528.8±18.2 Aa
435.0±18.2 Ba
496.9±14.6 Ab
415.4±8.0 Ba
491.1±2.2 Ab
418.1±7.0 Ba
482.8±14.6 Ab
378.6±24.4 Bb

<0.053 mm
11.0±0.4 Cc
13.3±0.4 Db
15.0±0.3 Ca
15.2±0.9 Da
6.0±1.3 Aa
6.3±1.8 Ba
8.3±0.8 ABa
8.9±1.9 ABa
26.1±2.3 Aa
29.3±2.9 Ba
35.1±10.9 Ba
38.2±15.0 Aa
160.3±8.5 Ba
175.2±8.0 Ca
180.4±10.2 Ca
161.4±16.6 Ba
537.3±18.8 Aa
513.6±1.8 Aab
495.8±11.8 Abc
470.1±19.5 Ac

CF, 100% N fertilizer; M, 50% N fertilizer plus 50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw; S, 50% N fertilizer
plus 50% straw.
Data are mean±SE. Capital letters indicate significant differences (P<0.05) among different aggregate fractions within the same
fertilization treatment, while lowercase letters indicate significant differences (P<0.05) among different fertilization treatments within the
same aggregate fraction.
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Fig. 2 Effects of different fertilization treatments on the contents of total PLFAs (A) and relative abundances of microbial subgroups
of PLFAs (fungi (B); bacteria (C) and actinomycetes (D)) within soil aggregates. CF, 100% N fertilizer; M, 50% N fertilizer plus
50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw; S, 50% N fertilizer plus 50% straw. Capital letters indicate
significant differences among different aggregate fractions, while lowercase letters indicate significant differences among different
treatments within the same aggregate fraction at the P<0.05 level. Error bars indicate SE.

and microbial subgroups (e.g., fungi, bacteria, and
actinomycetes; Appendix D) showed similar trends among
different fertilization patterns as follows: CF<M<MS<S.
Additionally, no significant changes in these parameters
were observed between organic amendments and CF
treatment in the <0.053 mm aggregates (Appendix D).
Compared with the CF treatment, organic amendments
significantly increased the relative abundance of fungi in
>0.053 mm (>2, 2–0.25, and 0.25–0.053 mm) aggregates
by 5.2–7.7%, 18.6–28.4%, and 26.7–33.8%, respectively
(Fig. 2-B), and had little effect on the relative abundance
of bacteria among all aggregates (Fig. 2-C). The relative
abundance of actinomycetes tended to decline with ORs
application among all aggregates (except for >2 mm
aggregates) (Fig. 2-D).
Total biomass of microbes was higher in the <0.053 mm
aggregates under CF treatment, but higher in the >2 and
2–0.25 mm aggregates under straw-amended treatment
(Fig. 2-A). Similarly, the changes in the contents of
fungi, bacteria, and actinomycetes across different
aggregates showed similar distribution patterns to those
of total microbes (Appendix D). Regardless of fertilization
treatments, the relative abundance of fungi was the highest
and of actinomycetes was the lowest in the 0.25–0.053 mm
aggregates, whereas the relative abundance of bacteria

was the highest in the <0.053 mm aggregates (Fig. 2-B–D).
Besides, the relative abundance of G + declined with
decrease in aggregate size, whereas the relative abundance
of G− showed the opposite tendency with decreasing
aggregate size (Appendix E). PERMANOVA results (Fig. 3)
showed that fertilization (35.8%**; P<0.01) exhibited more
pronounced effects on microbial community composition

Fertilization

6.7%**

Aggregatesize fractions

22.7%**

35.8%**
Microbial
community

Unexplained
34.9%

Fig. 3 The permutational multivariate analysis of variance
values revealing the percent that fertilization and aggregate
fractions contributed to the variation in microbial community.
**
, P<0.01.
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than aggregate fractions (22.7%**; P<0.01).

(Appendix F).

Principal component analysis (PCA) revealed that organic

The changes in microbial community composition within

amendments altered the profiles of microbial communities

the four aggregates were driven by organic amendment-

within the four aggregates (Fig. 4). The PLFA profiles of

induced changes in aggregate-associated basic properties:

organic amendments had a distinct boundary with the CF

the eight selected soil factors (SOC, NO3−-N, NH4+-N, AP,

treatment in the larger aggregates, but not in the <0.053 mm

AK, pH, EC, and C/N) together accounted for >68.9, 68.6,

aggregates (Fig. 4). In addition, the PLFA profiles in the

72.9, and 58.5%, of the total variation in PLFAs within

<0.053 mm aggregates were distinctly separated from

>2, 2–0.25, 0.25–0.053, and <0.053 mm aggregates,

the other aggregates within all fertilization treatments

respectively (Fig. 5). The results of redundancy analysis
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Fig. 4 Principal component analysis (PCA) of PLFAs across different fertilization treatments within aggregate fractions (>2 mm
aggregates (A), 2–0.25 mm aggregates (B), 0.25–0.053 mm aggregates (D), <0.053 mm aggregates (D)).
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3.5. Microbial community structure within soil
aggregates

(RDA; Fig. 5-A and B) showed that SOC content (50.8%,
P=0.004 and 52.3%, P=0.002) was the most important
contributor to variation in microbial community composition
within >2 and 2–0.25 mm aggregates. In 0.25–0.053 mm
aggregates, available N (NO3−-N, 51.3%, P=0.002 and
NH4+-N, 9.0%, P=0.016) and EC (14.8%, P=0.006) had
significant influences on microbial community composition
(Fig. 5-C). Meanwhile, AP content (22.1%, P=0.024) was the
main driver for regulating microbial community composition
within <0.053 mm aggregates (Fig. 5-D).

A

The ratios of F/B and G +/G − as indices of microbial
community structure were affected by fertilization and
aggregate fractions (Fig. 6-A and 6-B). The F/B ratio was
markedly higher under organic amendments compared
with those under CF treatment in aggregates (except for
<0.053 mm aggregates) (Fig. 6-A). No significant changes
in the G+/G− ratio were observed among different fertilization
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Fig. 5 Redundancy analysis (RDA) of PLFAs constrained by soil physicochemical properties within aggregate fractions (>2 mm
aggregates (A), 2–0.25 mm aggregates (B), 0.25–0.053 mm aggregates (C) and <0.053 mm aggregates (D)) under different
fertilization treatments.
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patterns within all aggregates (Fig. 6-B). Regardless of

(Table 4) and GH (Fig. 8-B) in all aggregates increased as

fertilization treatments, the F/B ratio was the highest in the

follows: CF<M<MS<S. In all fertilization patterns, these

0.25–0.053 mm aggregates and the lowest in the <0.053 mm

hydrolase activities were the highest within the 0.25–

aggregates, whereas the G /G ratio declined with decrease

0.053 mm aggregates among four aggregates (Table 4).

in aggregate size.

However, the changes in oxidase activities (e.g., PHOs,

+

–

The values of cy/pre and sat/mono were lower in ORs-

PerX, and GOR) with increasing C supply were less

amended soils compared with those in CF-treated soils

pronounced than those in hydrolytic activity. Specifically,

in the >0.053 mm aggregates, but not in the <0.053 mm

oxidase activities (Table 4) and GOR (Fig. 8-C) were the

aggregates (Fig. 7). Moreover, these stress indices

highest for MS treatment and decreased in the order

increased with decrease in aggregate size, regardless of

MS>S>M>CF in all aggregates. Regardless of fertilization

fertilization treatments (Fig. 7).

treatments, these oxidase activities increased basically with
decrease in aggregate size (Table 4). In addition, the ratios

3.6. Microbial functions within soil aggregates

of GH/GOR differed remarkably among the four aggregates
and followed the rank order (0.25–0.053 mm)>(>2 mm)≈(2–
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Fig. 6 Effects of different fertilization treatments on microbial associated ratios (F/B (A) and G+/G− (B)) within soil aggregates. CF,
100% N fertilizer; M, 50% N fertilizer plus 50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw; S, 50% N fertilizer
plus 50% straw; F, fungi; B, bacteria; G+, gram-positive bacteria; G−, gram-negative bacteria. Capital letters indicate significant
differences among different aggregate fractions, while lowercase letters indicate significant differences among different treatments
within the same aggregate fraction at the P<0.05 level. Error bars indicate SE.
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Fig. 7 Effects of different fertilization treatments on the bacterial physiological stress indices (cy/pre (A); sat/mono (B)) within soil
aggregates. CF, 100% N fertilizer; M, 50% N fertilizer plus 50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw;
S, 50% N fertilizer plus 50% straw; sat/mono, (14:00+15:00+16:00+17:00+18:00)/(16:1ω5c+16:1ω7c+18:1ω7c+18:1ω9c+18:2ω
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letters indicate significant differences among different treatments within the same aggregate fraction at the P<0.05 level. Error
bars indicate SE.
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Table 4 Effects of different fertilization treatments on seven extracellular enzyme activities (EEAs) within soil aggregates
EEAs
(nmol g−1 soil h−1)1)
βG

CBH

NAG

BX

αG

PHOs

PerX

Treatment2)
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S
CF
M
MS
S

>2 mm
91.2±17.7 Cd
178.4±21.9 Bc
289.3±27.7 Bb
354.1±14.1 Ca
12.3±1.9 Cd
29.8±2.1 Cc
51.4±6.3 Cb
72.4±6.7 Ca
11.6±1.7 Cd
29.7±4.1 Bc
61.2±6.9 Bb
75.7±8.7 Ba
28.3±3.2 Cc
58.7±4.7 Cb
81.5±11.6 Ca
99.2±13.9 Ca
37.6±3.9 Cc
64.9±12.2 Cb
90.6±9.6 Ca
99.7±14.4 Ca
1.21±0.08 Cc
1.30±0.08 Cbc
1.78±0.16 Ba
1.40±0.03 Bb
1.07±0.04 Cc
1.27±0.13 Bb
1.55±0.10 Ba
1.29±0.07 Cb

Aggregate size
2–0.25 mm
0.25–0.053 mm
159.6±4.3 Bc
205.7±9.6 Ac
195.6±13.6 Bc
298.6±16.1 Ac
365.7±27.3 Bb
631.1±134.0 Ab
501.6±72.1 Ba
857.5±100.9 Aa
24.8±2.0 Bd
34.9±4.9 Ad
39.8±1.2 Bc
60.8±1.8 Ac
84.5±8.4 Bb
126.6±4.7 Ab
119.8±11.1 Ba
197.0±13.9 Aa
17.2±1.0 Bc
27.9±3.8 Ac
28.6±3.2 Bc
39.4±2.2 Ac
70.2±12.5 Bb
124.9±16.1 Ab
92.7±5.6 Ba
180.9±21.8 Aa
52.0±3.3 Bd
67.3±10.5 Ad
67.0±4.5 Cc
101.8±3.9 Ac
114.7±2.5 Bb
162.3±9.5 Ab
153.6±10.2 Ba
225.7±31.9 Aa
51.8±3.9 Bd
75.2±11.5 Ad
82.4±3.8 Bc
106.3±1.7 Ac
109.9±10.0 Bb
148.5±8.7 Ab
144.1±13.1 Ba
198.7±18.3 Aa
1.55±0.06 Bb
1.51±0.14 Bc
1.78±0.15 ABa
1.65±0.07 Bbc
1.87±0.09 Ba
1.99±0.09 ABa
1.81±0.10 Aa
1.82±0.15 Aab
1.45±0.10 Bc
1.48±0.02 ABa
1.58±0.10 Abc
1.54±0.15 Aa
1.93±0.18 Ba
1.66±0.09 Ba
1.71±0.09 ABab
1.53±0.13 Ba

<0.053 mm
152.1±14.3 Bd
207.3±19.0 Bc
251.3±14.1 Bb
343.6±28.2 Ca
22.0±2.4 Bc
38.4±4.6 Bb
45.4±2.0 Cb
80.4±8.5 Ca
12.9±1.0 BCd
20.6±1.8 Cc
32.9±5.4 Cb
45.3±5.0 Ca
57.8±5.3 ABc
80.9±7.4 Bb
91.8±5.9 Cb
130.1±15.4 BCa
68.6±5.6 Ac
95.3±6.1 ABb
104.9±10.9 BCb
137.2±11.1 Ba
1.74±0.08 Ab
1.85±0.09 Ab
2.12±0.11 Aa
1.86±0.10 Ab
1.56±0.04 Ac
1.61±0.02 Abc
2.05±0.15 Aa
1.80±0.15 Ab

1)

βG, β-glucosidase; CBH, β-cellobiosidase; NAG, N-acetyl-glucosaminidase; BX, β-xylosidase; αG, α-glucosidase; PHOs, phenol
oxidase; PeroX, peroxidase.
2)
CF, 100% N fertilizer; M, 50% N fertilizer plus 50% manure; MS, 50% N fertilizer plus 25% manure and 25% straw; S, 50% N fertilizer
plus 50% straw.
Data are mean±SE. Capital letters indicate significant differences (P<0.05) among different aggregate fractions within the same
fertilization treatment, while lowercase letters indicate significant differences (P<0.05) among different fertilization treatments within the
same aggregate fraction.

revealed that microbial functions (i.e., a series of EEAs) were
strongly affected by fertilization and aggregate fractions.
Hydrolase activity was mainly driven by fertilization
(51.5−62.7%; P<0.01), whereas oxidase activity was
preferentially impacted by aggregate fractions (45.1−47.1%;
P<0.01; Appendix G).
Table 5 showed that significant positive correlations were
found between hydrolase activities (βG, CBH, NAG, BX,
and αG) and the contents of fungi (r=0.62**–0.66**), bacteria
(r=0.50 **–0.57 **), and actinomycetes (r=0.40 **–0.47 **).
Similarly, soil nutrient-related properties were closely
associated with hydrolase activities (e.g., SOC, r=0.65**–
0.79**; NO3−-N, r=0.68**–0.72**) (Appendix H). Oxidase
(i.e., PHOs and PerX) activities were correlated with pH
(−0.62** and −0.50**) and EC (−0.43** and −0.47**), but not
significantly correlated with microbial subgroups (e.g., fungi
and bacteria) and nutrient-related properties (e.g., SOC and
AP) (Appendix H and Table 5).

4. Discussion
4.1. Organic amendments promote soil aggregation
and stability
As indicated by the MWD values, organic amendments had
more positive effects on soil aggregation and aggregate
stability than CF treatment (Table 2). These observations
were in line with the findings of studies on the upland
Ultisol of Jiangxi Province (Lin et al. 2019) and the brown
soil of Northeast China (Xie et al. 2015), where manure
addition promoted >0.25 mm aggregates formation and
enhanced aggregate stability. The possible reason for
these findings was that ORs application could increase
organic binding agents of different origins (e.g., organic
matter derived from ORs and microorganism exudates)
(Guo et al. 2019), and thus promoted soil aggregation
(Huang et al. 2010). Similarly, Yan et al. (2013) and Liu
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Fig. 8 Effects of different fertilization treatments on the geometric mean of the assayed enzyme activities (Gmea (A), GH (B), GOR
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aggregate fraction at the P<0.05 level. Error bars indicate SE.

Table 5 Pearson’s correlation coefficients between the contents of microbial subgroups and extracellular enzyme activities (n=48)1)
Fungi
Bacteria

βG
0.62**
0.51**

CBH
0.66**
0.55**

NAG
0.63**
0.50**

BX
0.64**
0.54**

αG
0.64**
0.57**

PHOs
0.29
0.30

PerX
0.25
0.25

1)

**

βG, β-glucosidase; CBH, β-cellobiosidase; NAG, N-acetyl-glucosaminidase; BX, β-xylosidase; αG, α-glucosidase; PHOs, phenol
oxidase; PeroX, peroxidase.
, P<0.01.

et al. (2014) indicated that there was a positive relationship
between the amounts of C inputs and soil aggregate

4.2. Responses of nutrient-related properties to
fertilization and aggregate fractions

stability in several agricultural soils. This was supported
by our findings, i.e., the linear relationships between SOC

Mounting evidence indicates that organic amendments

contents and MWD (R2=0.84**, Appendix I). Additionally, the

promote SOC and nutrients accumulation in soil aggregates

intrinsic recalcitrance of ORs inputs has much effects on

(Zhang et al. 2014). In the current study, organic amendments

aggregate stability dynamics (Abiven et al. 2007). Abiven

strongly increased SOC and nutrient (NO3−-N, NH4+-N, and

et al. (2009) reported that easily degradable ORs have

AP) contents in the >0.053 mm aggregates. This may be

a strong and transitory influence on aggregate stability,

explained by Li et al. (2016), who indicated that ORs (e.g.,

while recalcitrant ORs have a weak but long-term effect on

manure) application could improve soil nutrient holding

aggregate stability. Thus, in our experimental sites, straw-

ability and incorporate large amounts of C resources into

amended treatments (recalcitrant ORs and high C inputs;

soils. Thus, although many nutrients are taken away during

Table 1) had more strong effects on aggregate stability

vegetable growth (Fig. 1), more nutrients are retained in

than manure-amended treatment (easily degradable ORs

ORs-amended soils than in CF-amended soils. Additionally,

and low C inputs).

we found that organic amendments had little effect on
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nutrient properties in the <0.053 mm aggregates (Table 3).
This could be explained by the following two reasons. Firstly,
several studies suggested that the addition of exogenous
ORs are mainly preferentially preserved in >0.25 mm
aggregates, and then transferred to <0.053 mm aggregates
over long-term microbial metabolism (Grandy and Neff 2008;
Guan et al. 2015). This was supported by Wang Y et al.
(2017), who reported that ORs-derived nutrients are difficult
to reach the <0.053 mm aggregates because of the priority
of nutrient localization in >0.25 mm aggregates. Second,
the <0.053 mm aggregates are physically protected by
the mineral surface, as well as iron and aluminum oxides,
which are the most stable fractions and their properties are
difficult to be influenced by fertilization (Chung et al. 2008).
Therefore, organic amendments had different effects on the
nutrient-related properties within different aggregates (e.g.,
strong effects on >0.053 mm aggregates, and weak effects
on <0.053 mm aggregates; see Table 3).
Many researchers have found that the contents of
SOC and available nutrients increase with increase in
aggregate size (Ayoubi et al. 2012; Yao et al. 2019). This
may be explained by the findings of Six et al. (2004), who
demonstrated that >0.25 mm aggregates are formed by
0.25–0.053 and <0.053 mm aggregates plus organic binding
agents, which subsequently result in the accumulation of
organic matter and nutrients in the >0.25 mm aggregates.
However, in the present study, higher concentrations
of SOC, available N (NO3−-N and NH4+-N) and AP were
observed in the 0.25–0.053 mm aggregates than that in
the other aggregates (Table 3). Recent evidence suggests
that 0.25–0.053 mm aggregates are physically more
stable than >0.25 mm aggregates and preserve greater
quantities of SOC and nutrients (Simonetti et al. 2017;
Totsche et al. 2018). Similarly, Yu et al. (2012b) pointed
out that although the microhabitats in 0.25–0.053 mm
aggregates were suitable for enzymes, especially for
hydrolase (Table 4), the enzymes were not physiologically
capable of degrading organic C because of their microporeto nanopore-dominated structure as well as the tortuosity of
the pore network. These studies could explain the present
results that the contents of SOC, available N, and P were
higher in the 0.25–0.053 mm aggregates than in other
aggregates.
Moreover, the AK contents were consistently lower in
the 0.25–0.053 mm aggregates than in other aggregates
(Table 3), which were different from the distribution patterns
of SOC, available N (NO3−-N and NH4+-N), and P among
aggregates in our study. These discrepancies may be
primarily explained by the following two possible reasons.
Firstly, the properties of K are different from those of other
nutrients, such as SOC (Arienzo et al. 2009). Liu et al.
(2019) indicated that K mostly exists in soils as ion forms,

which are hardly protected by soil aggregates; however,
other nutrients, e.g., SOC, can exist in organic forms in
soils and are protected at different levels within different
size aggregates (Totsche et al. 2018). Secondly, Liao et al.
(2013) reported that K absorption capacity in soils was
largely controlled by SOC contents. Specifically, SOC had
positive effects on K absorption at low K level (<120 mg kg−1)
in soils; inversely, SOC would prohibit K absorption when
soils at high K level (>160 mg kg−1). In the current study,
under the premise of high AK content (469.8−593.1 mg
kg−1) in soils, the high SOC contents in 0.25–0.053 mm
aggregates were not beneficial for K absorption and reduced
AK contents. These studies may explain the present results
(Table 3) and suggest that 0.25–0.053 mm aggregates
can be regarded as a suitable microenvironment for the
preservation of organic C and nutrients (except for AK).

4.3. Responses of microbial communities to
fertilization and aggregate fractions
Results showed that organic amendments strongly increased
total microbial biomass (total PLFAs) and most microbial
subgroups within aggregates (except for <0.053 mm
aggregates) (Fig. 2 and Appendix D). These findings were
supported by Wang Y et al. (2017), who observed that
manure application over 23 years mainly promoted microbial
(e.g., fungal and bacterial) growth in large aggregate-size
fractions (> 0.25 mm). These impacts were mainly attributed
to the adequate supply of C and nutrient resources by ORs
application (Appendix J; Ma et al. 2016). Similar results
were also reported by Liu et al. (2009), who found that C and
nutrients from ORs (e.g., manure or straw) application play a
vital role in stimulating agricultural soil microbial growth. In
addition, ORs addition was beneficial for vegetable growth
(Fig. 1), thereby providing active C resources (e.g., roots and
their secretions) that are easily utilized for microorganisms.
Meanwhile, at the aggregate scale, straw-amended
treatments have stronger positive effects on microbial growth
than manure-amended treatment (Fig. 2). In the present
study, the large amounts of C input from straw was more
useful than manure in improving soil structure and nutrient
conditions for microbial growth (Tables 3 and 4), which
were consistent with several studies (Abiven et al. 2009;
Bei et al. 2018). These findings could be the reason for the
present results (see Fig. 2 and Appendix D) that different
fertilization patterns had different effects on microbial (fungal
and bacterial) biomass within aggregates.
Organic fertilizer application may also result in some
microbial subgroups becoming competitively dominant
while restraining other microbial subgroups (Wang Y et al.
2017). In this study, organic amendments increased the
ratio of F/B in the >0.053 mm aggregates, but not in the
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<0.053 mm aggregates (Fig. 6). These changes indicate
that fungi adapt better to ORs application over 8 years
than bacteria. Lazcano et al. (2013) observed that the
utilization of exogenous ORs by microbes has a community
succession effect: fast-growing microbes (e.g., bacteria)
proliferate soon after ORs addition, and subsequently, their
population size decreases, which promotes the growth
of other microorganisms that grow more slowly, such as
fungi. Zhou et al. (2016) indicated that long-term (21 years)
organic fertilizer application could create more intra- and
inter-aggregate pores, which are favorable for fungal
growth (Simonetti et al. 2017). These results may explain
the increase in the F/B ratio in ORs-amended soils in the
present investigation.
The microbial community is unevenly distributed among
different aggregates among various ecosystems (Wang S
et al. 2018a). Murugan et al. (2019) indicated that microbial
biomass declines with decrease in aggregate size, whereas
Zhang et al. (2013) reported an inverse relationship between
microbial biomass and aggregate size. These variations in
microbial biomass among different aggregates are generally
considered to be associated with aggregate-associated
physicochemical properties (Zhang et al. 2016). In our
study, different distribution patterns involved in microbial
biomass were found in four fertilization treatments, where
microbial (e.g., fungal and bacterial) biomass was enriched
in the <0.053 mm aggregates under CF-amended soils, and
enriched in the >0.25 mm aggregates under ORs-amended
soils (Fig. 2 and Appendix D). The present observations
are supported by Zhang et al. (2014), who indicated that
microbial biomass C is enriched in the >0.25 mm aggregates
under manure-amended soils, and that this difference
may be ascribed to manure increasing the availability of C
and nutrients (Li J et al. 2015) and creating suitable pore
characteristics (Wang Y et al. 2017) for microbial growth
within the >0.25 mm aggregates. Bach et al. (2010)
indicated that <0.053 mm aggregates could protect soil
microbes from predation, due to its low porosity. This may
be responsible for high microbial biomass in the <0.053
mm aggregates on the premise of no ORs inputs (i.e., CF
treatment).
Interestingly, we observed that the F/B ratio was higher
in 0.25–0.053 mm aggregates and lower in <0.053 mm
aggregates (except for the CF treatment) among soil
aggregates (Fig. 6). This result may be explained by
the results of Kong et al. (2011), which indicated that the
0.25–0.053 mm aggregates provide a relatively unique
micro-environment (e.g., a suitable pore size, low pH
values (Appendix C)) for fungal growth (Rousk et al. 2010;
Simonetti et al. 2017), whereas the <0.053 mm aggregates
are not suitable for fungal growth due to its low porosity
(Chen et al. 2014).
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Lower values for cy/pre and sat/mono ratios were
observed in ORs-amended treatments than in CF treatment
among different aggregates (Fig. 7). Lower values for these
ratios were associated with increased nutrient turnover,
increased bacterial growth rates, and reduced SOC
limitation (Fierer et al. 2003; Yu et al. 2018). These studies
indicate that organic amendments may increase nutrient
turnover (i.e., increase nutrient availability; Table 3), reduce
SOC limitation (i.e., increase SOC contents; Table 3), and
then promote bacterial growth (Appendix D) within different
aggregates. Moreover, the ratios of cy/pre and sat/mono
decline with decrease in aggregate size, suggesting that
nutrient availability and C resources were less limiting to
the bacterial population in the <0.053 mm aggregates than
in other aggregates.
In the present study, we found that SOC (P=0.002),
available N (NO3−-N and NH4+-N; P=0.002 and P=0.016),
and AP (P=0.024) contents had the significant influence on
microbial community composition within >0.25, 0.25–0.053,
and <0.053 mm aggregates, respectively. The current results
may be partially explained by the findings of Regelink et al.
(2015), who demonstrated that soil aggregates can provide
spatially heterogeneous microhabitats for microorganisms
because the different aggregates create microhabitats that
differ in resource availability, soil aeration, and pore spaces.
Consequently, this specific and heterogeneous microclimate
within aggregates may be that the main factors for regulating
the distribution of microbes among different aggregate
fractions in our study.

4.4. Responses of EEAs to fertilization and aggregate
fractions
Extracellular enzyme production by microorganisms, which
is closely related to SOC and nutrient cycling (Nie et al.
2014). Our findings confirmed that organic amendments
strongly enhanced hydrolase activities among the four
aggregates (Table 4 and Fig. 8). Similar to these findings,
Wang Y et al. (2017) observed that manure addition over
23 years increased a series of hydrolase activities in soils
under a rice–barley rotation. The changes in organic C and
nutrient contents in soils induced by ORs addition may be
partially responsible for this observation (Banerjee et al.
2016; Appendix H). Zhang et al. (2016) also confirmed
that the variation in hydrolase activities could be explained
by C and nutrient availability, which are recognized to be
greatly affected by ORs application. Moreover, ORs inputs
may trigger hydrolases production via microbial activation
(Table 5; Schnecker et al. 2015), which may be another
reason for the enhanced hydrolase activities observed
in this study. Meanwhile, the positive effects on oxidase
activities (Table 4) induced by organic amendments are
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weaker than that of hydrolase activities among aggregates.
We suggest one possible explanation for these results
in this study. Oxidase activities were mainly affected by
soil pH (Keeler et al. 2009; Sinsabaugh 2010), rather
than nutrient properties, whereas the changes in soil pH
induced by organic amendments are small in the present
study. Furthermore, several studies reported that fungi are
the major producer of oxidases (Burns et al. 2013), and its
growth is inhibited in alkaline soils (Rousk et al. 2010), which
suggested that fungal growth was inhibited in CF-treated
soils (high pH level; Appendix C) and subsequently reduce
oxidase expression.
Based on several studies, aggregate size has been
found to affect EEAs; however, research results have been
inconsistent in recent years, with positive (Kim et al. 2015),
negative (Nie et al. 2014) and neutral effects (Awad et al.
2018) on EEAs being reported. However, in our study,
hydrolase activities were generally higher in 0.25–0.053 mm
aggregates than in other aggregates (Table 4). Liu et al.
(2013) indicated that the distribution of hydrolase activities
among aggregates was mainly regulated by C and nutrient
resources. Banerjee et al. (2016) also observed that
hydrolase activities were the greatest in C-rich aggregates.
Thus, the 0.25–0.053 mm aggregates with high levels of
C and nutrients (Table 3) exhibit high hydrolase activities
among different aggregates, and suggest that the
0.25–0.053 mm aggregates provide a relatively unique
microenvironment for hydrolase activity. Additionally,
several researchers reported that the smaller aggregates,
especially <0.053 mm aggregates, have the highest activities
of oxidase among different aggregates (Allison and Jastrow
2006; Sinsabaugh 2010). These studies are consistent
with our observation that oxidase activities decreased
with increase in aggregate size (Table 4). Oxidases (e.g.,
PHOs) are produced primarily by fungi and their activities
are sensitive to agricultural management practices as well
as soil properties (Sinsabaugh 2010; Burns et al. 2013).
For example, low organic C level in soils creates positive
feedback on oxidase activity (Li N et al. 2015), whereas
N addition or high N availability in soils inhibits oxidase
activities or expression by fungi (Sinsabaugh 2010; Jian
et al. 2016). Thus, in the present study, oxidase activities
were higher in the <0.053 mm aggregates owing to the low
SOC and available N level (Table 3).

4.5. Organic amendments increase vegetable yields
over 8 years
Our results showed that organic amendments improved
the 8-year total vegetable (celery and tomato) yields
compared to CF treatment (Fig. 1), in agreement with several
studies conducted in cropland (e.g., maize and wheat) and

vegetable fields (Rong et al. 2018; Li et al. 2019). These
results could be explained by the following two possible
reasons. First, ORs inputs provide plenty of C and nutrient
resources into soils and improve soil nutrient conditions,
which is beneficial for improving crop (e.g., vegetable) yields
(Table 3; Muhammad et al. 2020). Meanwhile, Agegnehu
et al. (2016) indicated that organic amendments can improve
soil physical quality (e.g., soil porosity and aggregate
stability; Table 2), which provide a suitable microenvironment
for root growth and development, finally in turn promote crop
growth and increase crop yields. Second, as important ORs,
manure and straw could provide C resource for microbial
growth and activity in soils, which in turn improved soil
nutrient status and consequently the vegetable yield (Zhang
et al. 2019). Tautges et al. (2016) also found that microbial
utilization of ORs may have promoted ORs-derived C and
nutrient cycling, activating C and nutrient availability, then
became available for vegetable growth. Taken together,
these studies showed that organic amendments over
8 years could enhance the yields of vegetables (i.e., celery
and tomato) through promoting microbial growth and activity,
improving soil structure and nutrient conditions, which
was supported by evidence from Appendix K. Meanwhile,
several studies indicated that these features (e.g., crop
growth, soil nutrient conditions, microbial growth and activity,
etc.) influence each other, e.g., crop growth, especially
root growth, promoted microbial metabolism and nutrient
activation in soils (Tautges et al. 2016; Jing et al. 2019).
Therefore, we should notice that the effects of fertilization
on soil physical, chemical, and microbial characteristics, as
well as crop yields in the soil–crop system are complicated,
which were influenced by multi-factors. Moreover, based
on several studies (Liu et al. 2018, 2019), together with our
previous study (Luan et al. 2019), we speculated that soil
physical, chemical and microbial characteristics (e.g., SOC,
BD, etc.) improved gradually with an increase in the years
of organic fertilization; and then these characteristics (e.g.,
SOC) would reach relative constant levels after several
years.

5. Conclusion
After 8-year of ORs (organic manure and/or corn straw)
application in a GVP system in Tianjin, China, we observed
significant changes in soil aggregate distribution and
aggregate-associated physicochemical and microbial
properties. Firstly, we confirmed that ORs application over
8 years improved vegetable yields and aggregate stability;
meanwhile, ORs application had stronger effects on the
nutrient and microbial characteristics in the >0.053 mm
aggregates than those in the <0.053 mm aggregates.
Secondly, across aggregates, the 0.25–0.053 mm
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aggregates provide suitable microsites for conserving
nutrients and hydrolytic activity; meanwhile, the microsites of
<0.053 mm aggregates was beneficial for oxidative activity.
Thirdly, we found that SOC, available N, and available P
contents had significant influences on microbial community
composition within the >0.25, 0.25–0.053, and <0.053 mm
aggregates, respectively. Finally, by combining aggregateassociated nutrient and microbial properties and vegetable
yields, we recommend 2/4CN+1/4MN+1/4SN is continuous
high-yield fertilization patterns in GVPs. These findings
will help us enhance our understanding of the factors and
mechanisms responsible for driving microbial characteristics
at the aggregate scale under different fertilization patterns
in GVP systems.

Acknowledgements
The authors sincerely acknowledge the financial support
provided by the earmarked fund for China Agriculture
Research System (CARS-23-B02), the National Key Research
and Development Program of China (2016YFD0201001),
and the Key Research and Development Program of
Shandong Province, China (2017CXGC0206).
Appendices associated with this paper can be available on
http://www.ChinaAgriSci.com/V2/En/appendix.htm

References
Abiven S, Menasseri S, Angers D A, Leterme P. 2007. Dynamics
of aggregate stability and biological binding agents during
decomposition of organic materials. European Journal of
Soil Science, 58, 239–247.
Abiven S, Menasseri S, Chenu C. 2009. The effects of organic
inputs over time on soil aggregate stability - A literature
analysis. Soil Biology & Biochemistry, 41, 1–12.
Agegnehu G, Nelson P N, Bird M I. 2016. Crop yield, plant
nutrient uptake and soil physicochemical properties under
organic soil amendments and nitrogen fertilization on
Nitisols. Soil & Tillage Research, 160, 1–13.
Allison S D, Jastrow J D. 2006. Activities of extracellular enzymes
in physically isolated fractions of restored grassland soils.
Soil Biology & Biochemistry, 38, 3245–3256.
Arienzo M, Christen E M, Quayle W, Kumar A. 2009. A review
of the fate of potassium in the soil–plant system after land
application of wastewaters. Journal of Hazardous Materials,
164, 415–422.
Awad Y M, Lee S S, Kim K H, Ok Y S. 2018. Carbon and nitrogen
mineralization and enzyme activities in soil aggregate-size
classes: Effects of biochar oyster shells and polymers.
Chemosphere, 198, 40–48.
Ayoubi S, Karchegani P M, Mosaddeghi M R, Naser H.
2012. Soil aggregation and organic carbon as affected by
topography and land use change in western Iran. Soil &

2545

Tillage Research, 121, 18–26.
Bach E M, Baer S G, Meyer C K, Six J. 2010. Soil texture affects
soil microbial and structural recovery during grassland
restoration. Soil Biology & Biochemistry, 42, 2182–2191.
Bach E M, Williams R J, Hargreaves S K, Yang F, Hofmockel
K S. 2018. Greatest soil microbial diversity found in microhabitats. Soil Biology & Biochemistry, 118, 217–226.
Balser T C, Kirchner J W, Firestone M K. 2002. Methodological
variability in microbial community level physiological profiles.
Soil Science Society of America Journal, 66, 519–523.
Banerjee J, Bora S, Thrall P H, Richardson A E. 2016. Soil C
and N as causal factors of spatial variation in extracellular
enzyme activity across grassland-woodland ecotones.
Applied Soil Ecology, 105, 1–8.
Bei S, Zhang Y, Li T, Christie P, Li X, Zhang J. 2018. Response
of the soil microbial community to different fertilizer inputs
in a wheat-maize rotation on a calcareous soil. Agriculture,
Ecosystems and Environment, 260, 58–69.
Bell C W, Fricks B E, Rocca J D, Steinweg J M, McMahon S
K, Wallenstein M D. 2013. High-throughput fluorometric
measurement of potential soil extracellular enzyme
activities. Jove-Journal of Visualized Experiments, 81,
e50961.
Burns R G, Deforest J L, Marxsen J, Sinsabaugh R L,
Stromberger M E, Wallenstein M D, Weintraub M N,
Zoppini A. 2013. Soil enzymes in a changing environment:
Current knowledge and future directions. Soil Biology &
Biochemistry, 58, 216–234.
Chen J, He F, Zhang X, Sun X, Zheng J, Zheng J. 2014. Heavy
metal pollution decreases microbial abundance, diversity
and activity within particle-size fractions of a paddy soil.
FEMS Microbiology Ecology, 87, 164–181.
Chen X, Li Z, Liu M, Jiang C, Che Y. 2015. Microbial community
and functional diversity associated with different aggregate
fractions of a paddy soil fertilized with organic manure and/or
NPK fertilizer for 20 years. Journal of Soils and Sediments,
15, 292–301.
Chung H, Grove J H, Six J. 2008. Indications for soil carbon
saturation in a temperate agroecosystem, Soil Science
Society of America Journal, 72, 1132–1139,
Davinic M, Fultz L M, Acosta-Martinez V, Calderón F J, Cox
S B, Dowd S E, Allen V G, Zak J C, Moore-Kucera J.
2012. Pyrosequencing and mid-infrared spectroscopy
reveal distinct aggregate stratification of soil bacterial
communities and organic matter composition. Soil Biology
& Biochemistry, 46, 63–72.
Dong W, Zhang X, Dai X, Fu X, Yang F, Liu X, Sun X, Wen X,
Schaeffer S. 2014. Changes in soil microbial community
composition in response to fertilization of paddy soils in
subtropical China. Applied Soil Ecology, 84, 140–147.
Fierer N, Schimel J P, Holden P A. 2003. Variations in microbial
community composition through two soil depth profiles. Soil
Biology & Biochemistry, 35, 167–176.
Frostegård Å, Tunlid A, Bååth E. 2011. Use and misuse of
PLFA measurements in soils. Soil Biology & Biochemistry,
43, 1621–1625.

2546

LUAN Hao-an et al. Journal of Integrative Agriculture 2020, 19(10): 2530–2548

Grandy A S, Neff J C. 2008. Molecular C dynamics downstream:
The biochemical decomposition sequence and its impact
on soil organic matter structure and function. Science of
the Total Environment, 404, 271–307.
Guan S, Dou S, Chen G, Wang G, Zhuang J. 2015. Isotopic
characterization of sequestration and transformation of plant
residue carbon in relation to soil aggregation dynamics.
Applied Soil Ecology, 96, 18–24.
Guo Z, Zhang L, Yang W, Hua L, Cai, C. 2019. Aggregate
stability under long-term fertilization practices: The case
of eroded Ultisols of South-Central China. Sustainability,
11, 1169.
Hu W, Zhang Y, Huang B, Teng Y. 2017. Soil environmental
quality in greenhouse vegetable production systems in
eastern China: Current status and management strategies.
Chemosphere, 170, 183–195.
Huang S, Peng X, Huang Q, Zhang W. 2010. Soil aggregation
and organic carbon fractions affected by long-term
fertilization in a red soil of subtropical China. Geoderma,
154, 364–369.
Huang S, Tang J, Li C, Zhang H, Yuan S. 2017. Reducing
potential of chemical fertilizers and scientific fertilization
countermeasure in vegetable production in China. Journal
of Plant Nutrition and Fertilizers, 23, 1480–1493.
Jian S, Li J, Chen J, Wang G, Mayes M A, Dzantor K E, Hui
D, Luo Y. 2016. Soil extracellular enzyme activities soil
carbon and nitrogen storage under nitrogen fertilization: A
meta-analysis. Soil Biology & Biochemistry, 101, 32–43.
Jiang X, Wright A L, Wang J, Li Z. 2011. Long-term tillage
effects on the distribution patterns of microbial biomass
and activities within soil aggregates. Catena, 87, 276–280.
Jiang Y, Sun B, Jin C, Wang F. 2013. Soil aggregate
stratification of nematodes and microbial communities
affects the metabolic quotient in an acid soil. Soil Biology
& Biochemistry, 60, 1–9.
Jing Y, Wang Y, Liu S, Zhang X, Wang Q, Liu K, Yin Y, Deng
J. 2019. Interactive effects of soil warming, throughfall
reduction, and root exclusion on soil microbial community
and residues in warm-temperate oak forests. Applied Soil
Ecology, 142, 52–58.
Keeler B L, Hobbie S E, Kellogg L E. 2009. Effects of longterm nitrogen addition on microbial enzyme activity in eight
forested and grassland sites: implications for litter and soil
organic matter decomposition. Ecosystems, 12, 1–15.
Kim H, Nunan N, Dechesne A, Juarez S, Grundmann G. 2015.
The spatial distribution of exoenzyme activities across the
soil micro-landscape as measured in micro- and macroaggregates and ecosystem processes. Soil Biology &
Biochemistry, 91, 258–267.
Kong A Y Y, Scow K M, Córdova-Kreylos A L, Holmes W E,
Six J. 2011. Microbial community composition and carbon
cycling within soil microenvironments of conventional
low-input and organic cropping systems. Soil Biology &
Biochemistry, 43, 20–30.
Kuzyakov Y, Blagodatskaya E. 2015. Microbial hotspots and
hot moments in soil: Concept & review. Soil Biology &

Biochemistry, 83, 184–199.
Lazcano C, Gómez-Brandón M, Revilla P, Domínguez J. 2013.
Short-term effects of organic and inorganic fertilizers on soil
microbial community structure and function. Biology and
Fertility of Soils, 49, 723–733.
Li C, Yan K, Tang L, Jia Z, Li Y. 2014. Change in deep soil
microbial communities due to long-term fertilization. Soil
Biology & Biochemistry, 75, 264–272.
Li J, Cooper J M, Lin Z A, Li Y, Yang X, Zhao B. 2015. Soil
microbial community structure and function are significantly
affected by long-term organic and mineral fertilization
regimes in the North China Plain. Applied Soil Ecology,
96, 75–87.
Li N, Yao S, Qiao Y, Zou W, You M, Han X, Zhang B. 2015.
Separation of soil microbial community structure by
aggregate size to a large extent under agricultural practices
during early pedogenesis of a Mollisol. Applied Soil Ecology,
88, 9–20.
Li S, Lei Y, Zhang Y, Liu J, Shi X, Jia H, Wang C, Chen F, Chu
Q. 2019. Rational trade-offs between yield increase and
fertilizer inputs are essential for sustainable intensification:
A case study in wheat–maize cropping systems in China.
Science of the Total Environment, 679, 328–336.
Li S, Li Q, Wang C, Li B, Gao X, Li Y, Wu D. 2019. Spatial
variability of soil bulk density and its controlling factors in
an agricultural intensive area of Chengdu Plain, Southwest
China. Journal of Integrative Agriculture, 18, 290–300.
Li S, Zhang S, Pu Y, Li T, Xu X, Jia Y, Deng O, Guo G. 2016.
Dynamics of soil labile organic carbon fractions and C-cycle
enzyme activities under straw mulch in Chengdu Plain. Soil
& Tillage Research, 155, 289–297.
Liao H, Zhang Y, Zuo Q, Du B, Chen W, Wei D, Huang Q.
2018. Contrasting responses of bacterial and fungal
communities to aggregate-size fractions and long-term
fertilizations in soils of northeastern China. Science of the
Total Environment, 635, 784–792.
Liao Y, Zheng S, Nie J, Xie J, Lu Y, Qin X. 2013. Long-term
effect of fertilizer and rice straw on mineral composition
and potassium adsorption in a reddish paddy soil. Journal
of Integrative Agriculture, 12, 694–710.
Lin Y, Ye G, Kuzyakov Y, Liu D, Fan J, Ding W. 2019. Longterm manure application increases soil organic matter and
aggregation and alters microbial community structure and
keystone taxa. Soil Biology & Biochemistry, 134, 187–196.
Liu H, Zhang J, Ai Z, Wu Y, Xu H, Li Q, Xue S, Liu G. 2018.
16-Year fertilization changes the dynamics of soil oxidizable
organic carbon fractions and the stability of soil organic
carbon in soybean–corn agroecosystem. Agriculture,
Ecosystems and Environment, 265, 320–330.
Liu K, Han T, Huang J, Huang Q, Li D, Hu Z, Yu X, Muhammad
Q, Ahmed W, Hu H, Zhang H. 2019. Response of soil
aggregate-associated potassium to long-term fertilization
in red soil. Geoderma, 352, 160–170.
Liu M, Hu F, Chen X, Huang Q, Jiao J, Zhang B, Li H. 2009.
Organic amendments with reduced chemical fertilizer
promote soil microbial development and nutrient availability

LUAN Hao-an et al. Journal of Integrative Agriculture 2020, 19(10): 2530–2548

in a subtropical paddy field: The influence of quantity, type
and application time of organic amendments. Applied Soil
Ecology, 42, 166–175.
Liu X, Zhou F, Hu G, Shao S, He H, Zhang W, Zhang X, Li L.
2019. Dynamic contribution of microbial residues to soil
organic matter accumulation influenced by maize straw
mulching. Geoderma, 333, 35–42.
Liu Y, Li X, Shen Q, Xu Y. 2013. Enzyme activity in waterstable soil aggregates as affected by long-term application
of organic manure and chemical fertiliser. Pedosphere,
23, 111–119.
Liu Z, Chen X, Jing Y, Li Q, Zhang J, Huang Q. 2014. Effects of
biochar amendment on rapeseed and sweet potato yields
and water stable aggregate in upland red soil. Catena,
123, 45–51.
Luan H, Gao W, Huang S, Tang J, Li M, Zhang H, Chen X.
2019. Partial substitution of chemical fertilizer with organic
amendments affects soil organic carbon composition and
stability in a greenhouse vegetable production system. Soil
& Tillage Research, 191, 185–196.
Luo L, Meng H, Gu J. 2017. Microbial extracellular enzymes
in biogeochemical cycling of ecosystems. Journal of
Environmental Management, 197, 539–549.
Ma X, Liu M, Li Z. 2016. Shifts in microbial biomass and
community composition in subtropical paddy soils under
a gradient of manure amendment. Biology and Fertility of
Soils, 52, 775–787.
Mebius L J. 1960. A rapid method for the determination of
organic carbon in soil. Analytica Chimica Acta, 22, 120–124.
Moeskops B, Buchan D, Beneden S V, Fievez V, Sleutel S,
Gasper M S, D’Hose T, Neve S D. 2012. The impact of
exogenous organic matter on SOM contents and microbial
soil quality. Pedobiologia, 55, 175–184.
Moeskops B, Sukristiyonubowo B D, Sleutel S, Herawaty L,
Husen E, Saraswati R, Setyorini D, Neve S D. 2010. Soil
microbial communities and activities under intensive organic
and conventional vegetable farming in West Java Indonesia.
Applied Soil Ecology, 45, 112–120.
Muhammad Q, Huang J, Waqas A, Li D, Liu S, Zhang L, Cai A,
Liu L, Xu Y, Gao J, Zhang H. 2020. Yield sustainability, soil
organic carbon sequestration and nutrients balance under
long-term combined application of manure and inorganic
fertilizers in acidic paddy soil. Soil & Tillage Research,
198, 104569.
Murugan R, Djukic I, Keiblinger K, Zehetner F, Bierbaumer
M, Zechmeister-Bolternstern S, Joergernsen R G. 2019.
Spatial distribution of microbial biomass and residues
across soil aggregate fractions at different elevations in the
Central Austrian Alps. Geoderma, 339, 1–8.
Nie M, Pendall E, Bell C, Wallenstein M D. 2014. Soil aggregate
size distribution mediates microbial climate change
feedbacks. Soil Biology & Biochemistry, 68, 357–365.
Olsen S R, Olsen L E. 1982. Sommers Methods of Soil Analysis.
9th ed. American Society of Agronomy and Soil Science
Society of America, Madison, WI, USA.
Regelink I C, Stoof C R, Rousseva S, Weng L, Lair G J, Kram

2547

P, Nikolaidis N P, Kercheva M, Banwart S, Comans R N
J. 2015. Linkages between aggregate formation porosity
and soil chemical properties. Geoderma, 247–248, 24–37.
Rong Q, Li R, Huang S, Tang J, Zhang Y, Wang L. 2018.
Soil microbial characteristics and yield response to partial
substitution of chemical fertilizer with organic amendments
in greenhouse vegetable production. Journal of Integrative
Agriculture, 17, 1432–1444.
Rousk J, Brookes P C, Bååth E. 2010. The microbial PLFA
composition as affected by pH in an arable soil. Soil Biology
& Biochemistry, 42, 516–520.
Schnecker J, Wild B, Takriti M, Eloy A R J, Gentsch N, Gittel
A, Hofer A, Klaus K, Knoltsch A, Lashchinskiy N, Mikutta
R, Richter A. 2015. Microbial community composition
shapes enzyme patterns in topsoil and subsoil horizons
along a latitudinal transect in western Siberia. Soil Biology
& Biochemistry, 83, 106–115.
Simonetti G, Francioso O, Ferro N D, Nardi S, Berti A, Morari
F. 2017. Soil porosity in physically separated fractions and
its role in SOC protection. Journal of Soils and Sediments,
17, 70–84.
Sinsabaugh R L. 2010. Phenol oxidase peroxidase and organic
matter dynamics of soil. Soil Biology & Biochemistry, 42,
391–404.
Six J, Bossuyt H, Degryze S, Denef K. 2004. A history of
research on the link between (micro)aggregates soil biota
and soil organic matter dynamics. Soil & Tillage Research,
79, 7–31.
Tautges N E, Sullivan T S, Reardon C L, Burke I C. 2016. Soil
microbial diversity and activity linked to crop yield and quality
in a dryland organic wheat production system. Applied Soil
Ecology, 108, 258–268.
Totsche K U, Amelung W, Gerzabek M H, Guggenberger G,
Klumpp E, Knief C, Lehndorff E, Mikutta R, Peth S, Prechtel
A, Ray N, Kogel-Knabner I. 2018. Microaggregates in soils.
Journal of Plant Nutrition and Soil Science, 181, 104–136.
Upton R N, Bach E M, Hofmockel K S. 2019. Spatio-temporal
microbial community dynamics within soil aggregates. Soil
Biology & Biochemistry, 132, 58–68.
Wang C, Lu X, Mori T, Mao Q, Zhou K, Zhou G, Nie G, Mo J.
2018. Responses of soil microbial community to continuous
experimental nitrogen additions for 13 years in a nitrogenrich tropical forest. Soil Biology & Biochemistry, 121,
103–112.
Wang H, Guan D, Zhang R, Chen Y, Hu Y, Xiao L. 2014.
Soil aggregates and organic carbon affected by the land
use change from rice paddy to vegetable field. Ecological
Engineering, 70, 206–211.
Wang H, Nie Y, Butterly C R, Wang L, Chen Q, Tian W,
Song B, Xi Y, Wang Y. 2017. Fertilization alters microbial
community composition and functional patterns by changing
the chemical nature of soil organic carbon: A field study in
a Halosol. Geoderma, 292, 17–24.
Wang R, Dorodnikov M, Yang S, Zhang Y, Filley T R, Turco
R F, Zhang Y, Xu Z, Li H, Jiang Y. 2015. Responses of
enzymatic activities within soil aggregates to 9-year nitrogen

2548

LUAN Hao-an et al. Journal of Integrative Agriculture 2020, 19(10): 2530–2548

and water addition in a semi-arid grassland. Soil Biology &
Biochemistry, 81, 159–167.
Wang S, Li T, Zheng Z. 2017. Distribution of microbial biomass
and activity within soil aggregates as affected by tea
plantation age. Catena, 153, 1–8.
Wang S, Li T, Zheng Z. 2018a. Response of soil aggregateassociated microbial and nematode communities to tea
plantation age. Catena, 171, 475–484.
Wang S, Li T, Zheng Z. 2018b. Tea plantation age effects on
soil aggregate-associated carbon and nitrogen in the hilly
region of western Sichuan China. Soil & Tillage Research,
180, 91–98.
Wang Y, Hu N, Ge T, Kuzyakov Y, Wang Z, Li Z, Tang Z,
Chen Y, Wu C, Lou Y. 2017. Soil aggregation regulates
distributions of carbon microbial community and enzyme
activities after 23-year manure amendment. Applied Soil
Ecology, 111, 65–72.
Xie H, Li, J, Zhang B, Wang L, Wang J, He H, Zhang X. 2015.
Long-term manure amendments reduced soil aggregate
stability via redistribution of the glomalin-related soil protein
in macroaggregates. Scientific Reports, 5, 14687.
Yan X, Zhou H, Zhu Q, Wang X, Zhang Y, Yu X, Peng X. 2013.
Carbon sequestration efficiency in paddy soil and upland
soil under long-term fertilization in southern China. Soil &
Tillage Research, 130, 42–51.
Yang L, Huang B, Hu W, Chen Y, Mao M, Yao L. 2014. The
impact of greenhouse vegetable farming duration and soil
types on phytoavailability of heavy metals and their health
risk in eastern China. Chemosphere, 103, 121–130.
Yao Y, Ge N, Yu S, Wei X, Wang X, Jin J, Liu X, Shao M,
Wei Y, Kang L. 2019. Response of aggregate associated
organic carbon nitrogen and phosphorous to re-vegetation
in agro-pastoral ecotone of northern China. Geoderma,
341, 172–180.
Yu H, Ding W, Chen Z, Zhang H, Luo J, Bolan N. 2015.
Accumulation of organic C components in soil and
aggregates. Scientific Reports, 5, 13804.
Yu H, Ding W, Luo J, Geng R, Cai Z. 2012a. Long-term
application of organic manure and mineral fertilizers on
aggregation and aggregate-associated carbon in a sandy
loam soil. Soil & Tillage Research, 124, 170–177.

Yu H, Ding W, Luo J, Geng R, Ghani, A, Cai Z. 2012b. Effects
of long-term compost and fertilizer application on stability
of aggregate-associated organic carbon in an intensively
cultivated sandy loam soil. Biology and Fertility of Soils,
48, 325–336.
Yu L, Yu M, Lu X, Tang C, Liu X, Brookes P C, Xu J. 2018.
Combined application of biochar and nitrogen fertilizer
benefits nitrogen retention in the rhizosphere of soybean
by increasing microbial biomass but not altering microbial
community structure. Science of the Total Environment,
640–641, 1221–1230.
Zhang H, Huang B, Dong L, Hu W, Akhtar M S, Qu M. 2017.
Accumulation sources and health risks of trace metals
in elevated geochemical background soils used for
greenhouse vegetable production in southwestern China.
Ecotoxicology and Environmental Safety, 137, 233–239.
Zhang J, Zhuang M, Shan N, Zhao Q, Li H, Wang L. 2019.
Substituting organic manure for compound fertilizer
increases yield and decreases NH3 and N2O emissions in
an intensive vegetable production systems. Science of the
Total Environment, 670, 1184–1189.
Zhang Q, Liang G, Zhou W, Sun J, Wang X, He P. 2016.
Fatty-acid profiles and enzyme activities in soil particle-size
fractions under long-term fertilization. Soil Science Society
of America Journal, 80, 97–111.
Zhang Q, Shamsi I H, Xu D, Wang G, Lin X, Jilani G, Hussain
N, Chaudhry A N. 2012. Chemical fertilizer and organic
manure inputs in soil exhibit a vice versa pattern of microbial
community structure. Applied Soil Ecology, 57, 1–8.
Zhang S, Li Q, Lv Y, Zhang L, Liang W. 2013. Contributions of
soil biota to C sequestration varied with aggregate fractions
under different tillage systems. Soil Biology & Biochemistry,
62, 147–156.
Zhang X, Wu X, Zhang S, Xing Y, Wang R, Liang W. 2014.
Organic amendment effects on aggregate-associated
organic C microbial biomass C and glomalin in agricultural
soils. Catena, 123, 188–194.
Zhou H, Fang H, Mooney S J, Peng X. 2016. Effects of longterm inorganic and organic fertilizations on the soil micro and
macro structures of rice paddies. Geoderma, 266, 66–74.

Executive Editor-in-Chief ZHANG Wei-li
Managing editor SUN Lu-juan

