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Abstract: Biogeographic separation has been an important cause of faunal and floral distribution;
however, little is known about the differences in soil microbial communities across islands. In this
study, we determined the structure of soil microbial communities by analyzing phospholipid fatty
acid (PLFA) profiles and comparing enzymatic activities as well as soil physio-chemical properties
across five subtropical granite-derived and two tropical volcanic (andesite-derived) islands in Taiwan.
Among these islands, soil organic matter, pH, urease, and PLFA biomass were higher in the tropical
andesite-derived than subtropical granite-derived islands. Principal component analysis of PLFAs
separated these islands into three groups. The activities of soil enzymes such as phosphatase,
β-glucosidase, and β-glucosaminidase were positively correlated with soil organic matter and total
nitrogen. Redundancy analysis of microbial communities and environmental factors showed that
soil parent materials and the climatic difference are critical factors affecting soil organic matter and
pH, and consequently the microbial community structure.
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1. Introduction
Soil microbial communities contribute to soil ecology by playing critical roles in
mineralizing soil organic matter and nutrient cycling [1]. The distribution of soil microbes
is non-random and displays spatial aggregation [2]. In the forest soil, microbial distribution
can be linked to soil types [3], tree species [4], and climatic conditions such as temperature
and precipitation [5]. These variables controlling microbial communities can be altered by
the distribution of islands—the geographical effect—resulting in various spatial patterns of
microbial associations and nutrient cycling [6]. Only a few studies have so far addressed
the diversity of soil microbial community structures in different islands [7,8].
Many studies have indicated that the effects of temperature and moisture of regional
climates along a biogeographic distribution could influence soil community structures and
soil enzymatic activities [9,10]. In addition, soil pH was found to be another primary factor
affecting microbial composition and function along a biogeographical distribution [6].
The influence of soil type on microbial properties is even more important than the season or management system, as established in a long-term field farming system trial [3].
The cycling of nutrients in the soil involves chemical and biochemical reactions that are
driven/catalyzed by soil enzymes [11]. Microbial communities contain unique phospholipid ester-linked fatty acids (PLFAs) [12], and thus quantifying the PLFAs can estimate the
abundance of the major microbial communities in the soil.
The objective of this study was to investigate the biogeographical separation of microbial community structures in forest soils by measuring PLFAs and soil enzyme activities in
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the archipelagoes of Matsu Islets (MIs), Orchid Island (OI), and Green Island (GI). Matsu
Islets (MIs) are offshore islands of mainland China with soil derived from granite parent
materials. Orchid Island (OI) and Green Island (GI), two tropical volcanic islands, are
located offshore of Taiwan and have soils derived from parent materials of andesite. We hypothesized that the climate and soil parent materials regulate soil chemical properties
and soil microbial activities, consequently changing the microbial community structure.
The larger goal of this study was to elucidate whether soil properties play critical roles in
the biogeographic distribution of soil microbial communities in offshore islands.
2. Materials and Methods
The study was conducted on several remote islands: the archipelagoes of Matsu Islets
(MIs), Orchid Island (OI), and Green Island (GI) (Figure 1). MIs are located 10–50 km
offshore of mainland China and face the Taiwan Strait. Five MI islands, Beigan (MI-BG)
(26◦ 220 N, 119◦ 990 E), Nangan (MI-NG) (26◦ 150 N, 119◦ 930 E), Dongju (MI-DJ) (25◦ 950 N,
119◦ 970 E), Hsiju (SJ) (25◦ 970 N, 119◦ 940 E), and Dongyin (MI-DY) (26◦ 360 N, 120◦ 490 E)
Islands, were used in the sampling. These subtropical islands have a mean precipitation of
about 1000 mm and annual average temperature of 18.6 ◦ C. In the 1950s, the military started
a large-scale afforestation effort on the islands. The forests on the islands are broadleaf and
dominated by the tree species Acacia confuse, Casuarina equisetifolia, and Ficus microcarpa.
The soil on these islands comes from granite parent material, and we classified it is as
Haplustults based on the United States Department of Agriculture (USDA) Soil Taxonomy
key [13].

Figure 1. Sampling sites on offshore islands (Adapted from Lin et al. [5]). Site abbreviations are in
Table 1.
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Table 1. Soil microbial biomass and activity characteristics of different islands.
Island
Matsu
(Nangan)
Matsu
(Beigan)
Matsu
(Donju)
Matsu (Shiju)
Matsu
(Dongyin)
Orchid
Green

Abbreviation

pH §

Org C §
(g kg−1 )

Cmic §
(µg g−1 )

Cmic /Corg
(%)

Respiration
(µg g−1 h−1 )

Metabolic
Quotient (qCO2 )

MI-NG

4.86 b

24.0 c

448.5 de

1.90 a

2.89 c

5.75 c

MI-BG

4.24 b

57.1 a

641.7 c

1.17 b

3.66 bc

5.67 c

MI-DJ

4.81 b

21.0 c

412.7 e

1.99 a

2.32 c

5.44 c

MI-SJ

4.47 b

22.9 c

503.9 d

2.25 a

2.73 c

5.41 c

MI-DY

4.85 b

29.7 c

565.8 c

1.91 a

5.4 b

9.64 a

OI
GI

6.10 a
6.43 a

64.0 a
44.9 b

1241.6 b
1963.5 a

1.95 a
2.34 a

8.84 a
10.3 a

7.17 b
9.86 a

§

Data from Lin et al. [5]; Cmic : microbial biomass C; Values in each column followed by the same letter are not significantly different at
p = 0.05 based on Duncan’s multiple range test.

Orchid Island (OI) and Green Island (GI) are tropical volcanic islands. OI (22◦ 010 N,
E) is located about 60 km from the southeastern part of Taiwan and faces the Pacific
Ocean, with a mean precipitation of >3000 mm and annual average temperature of 22.6 ◦ C.
The vegetation is natural and little disturbed secondary tropical broadleaved forest. GI
(22◦ 39 N, 121◦ 29) is located about 30 km east from Taiwan and faces the Pacific Ocean;
it has a mean temperature of 23.5 ◦ C and mean precipitation of about 2500 mm. Compared
to OI, vegetation in GI is heavily disturbed by wildfire and human activities. A large-scale
afforestation effort was conducted in the 1960s, and consequently most of the area is now
covered with secondary broadleaved forest. The dominant tree species in these broadleaf
forests are Ardisia sieboldii, Schefflera octophylla, and Ficus nervosa. The soils on these two
islands come from andesite parent material, and we classified them as Paleudults based on
the USDA Soil Taxonomy key [13].
Four replicate plots of 50 × 50 m were sampled for each island—except for GI,
where only three replicates were sampled. Matsu Islets were sampled in October 2016,
and Orchid Island and Green Island were sampled in November 2016 and February 2017,
respectively. After removing the surface litter, samples at each plot were collected at three
points with a soil auger (8 cm in diameter and 10 cm deep) to make a composite sample.
Soil samples were stored at 4 ◦ C in the dark until microbial biomass and enzymatic activity
analyses, which were completed within one month of field collection. Portions of soil
samples were freeze-dried at −20 ◦ C immediately after sampling to analyze PLFAs. Other
subsamples were dried and ground for chemical analyses. Aliquots of fresh soil samples
were weighed and oven-dried at 105 ◦ C to determine moisture content.
Soil organic C (Corg ) and total N (Ntot ) concentrations were determined using an
NSC analyzer (NA1500 Series 2, Fisons, Italy). Soil pH values in air-dried samples were
measured using a combination of glass electrodes (soil: water ratio 1:2.5) [14].
Soil basal respiration was estimated using an alkali method [15] from the average
CO2 flux rate over a three-day incubation after seven days of pre-incubation. The soil
was adjusted to 60% water-holding capacity. After pre-incubation, the plastic tube (with
soil inside) was removed and carefully placed into another 250-mL serum bottle with a
beaker at the bottom containing 20 mL of 0.05 M NaOH. The serum bottle was capped
and incubated at 25 ◦ C for 3 days. After incubation, BaCl2 was added and the 20 mL
NaOH solution in the beaker was titrated using 0.05 M HCl with phenolphthalein. Basal
respiration was calculated based on the CO2 produced during the incubation. The microbial
quotient (qCO2 ) was calculated as the ratio of respiration to microbial biomass C (Cmic ),
while the data on Cmic came from Lin et al. [5].
Phosphatase activity was determined followed the method of Tabatabai and Bremner [16]. Cellulase and xylanase activities were determined using the method of Schinner
and von Mersi [17]. Arylsulfatase activity was determined based on Tabatabai and Brem-

121◦ 340
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ner [18]. Urease, protease, and β-glucosaminidase activities were determined as described
in Kandeler and Gerber [19], Ladd and Butler [20], and Parham and Deng [21].
PLFA extraction and analysis followed the method of Frostegård et al. [22]. Lipids
were extracted using a single-phase mixture of chloroform-methanol-citrate (1:2:0.8). FAME
content was analyzed by capillary gas chromatography and flame ionization detection
using a Thermo Finnigan Trace chromatographer as described in Chang et al. [23]. The fatty
acid nomenclature used is described in Frostegård et al. [22]. The total amounts of PLFAs
were used to indicate the total microbial biomass. The sum of PLFAs (i15:0, a15:0, 15:0,
i16:0, 16:1ω7c, 17:0, i17:0, cy17:0, 18:1ω7c, and cy19:0) was considered to be the bacterial
origin. PLFAs 16:1ω7c, cy17:0, 18:1ω7c, and cy19:0 represent gram-negative (G−) bacteria,
while PLFAs i15:0, a15:0, i16:0, and i17:0 represent gram-positive (G+) bacteria. PLFAs
18:2ω6,9c are considered to be common fungi-16:1ω5c is arbuscular mycorrhizal fungi and
10Me18:0 is actinomycetes, as described in Zogg et al. [24] and Zelles [25].
Data obtained from fresh samples were converted to the oven-dried basis using
soil moisture content. A one way analysis of variance and Duncan’s multiple range test
were performed to compare each measurement among the different islands. Principal
component analysis was used to compare the relative concentrations (mol%) of individual
fatty acids across different community structures. Redundancy analysis was conducted
using Canoco for Windows (Version 5.0) to determine whether the microbial communities
and soil enzymatic activities could be correlated to environmental factors that we evaluated
in parallel studies, such as microbial biomass C (Cmic ), microbial biomass N (Nmic ), Corg ,
and Ntot [5]. Statistical analyses, unless specified, were conducted using SPSS v18.0 (SPSS,
Chicago, IL, USA). p < 0.05 was considered statistically significant.
3. Results
3.1. Soil Properties and Microbial Biomass
Among the MI islets, most soil samples had similar chemical properties such as pH,
Corg , Ntot contents, and the ratios of Cmic /Corg (except for high Corg ) in the MI-BG soil
(Table 1). Soil respiration and qCO2 were the highest in the MI-DY soil, but no significant
differences were found between other islets. By comparison, soil pH was significantly
lower in MI soils than in OI or GI ones (Table 1). Corg and Ntot were also significantly
higher in OI and GI than MI soils, except for MI-BG soil. Soil respiration was significantly
higher in GI and OI than MI soils. qCO2 was higher in GI and OI soils than MI soils (except
for the MI-DY soil).
3.2. Soil Enzyme Activities
Among MI islets, soil cellulase, xylanase, phosphatase, β-glucosaminidase, and proteinase activities were significantly higher in MI-BG soil than others (Table 2). However,
urease and β-glucosidase showed no significant difference among MI islet soils.
By comparison, urease, acid phosphatase, β–glucosamidase, and arylsulfatase activities were highest in the OI soil; however, glucosidase was not significantly different among
these soils. Proteinase was significantly higher in GI soil than other soils.
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Table 2. Soil enzymatic activities of different islands.

Island
Matsu
(Nangan)
Matsu
(Beigan)
Matsu (Donju)
Matsu (Shiju)
Matsu
(Dongyin)
Orchid
Green

Cellulase
(µg glucose
g−1 d−1 )

Xylanase
(µg glucose
g−1 d−1 )

Urease
(mmole NH4 + -N
g−1 h−1 )

Phosphatase
(µg nitrophenol
g−1 h−1 )

β–Glucosaminidase
(µg nitrophenol
g−1 h−1 )

Glucosidase
(µg nitrophenol
g−1 h−1 )

Arylsulfatase
(µg nitrophenol
g−1 h−1 )

Proteinase
µg tyrosine
g−1 2h−1 )

MI-NG

762 b

2955 b

1.08 b

1574 b

260 bc

101 a

97.0 cd

92.5 b

MI-BG

3070 a

6608 a

1.79 b

1987 b

403 a

135 a

97.3 cd

199 ab

MI-DJ
MI-SJ

1149 b
704 b

3190 b
2331 b

1.34 b
0.85 b

870 c
755 c

211 c
253 bc

93.0 a
120 a

42.7 d
128 c

153 b
141 b

MI-DY

677 b

2722 b

2.18 b

565 c

87.0 d

106 a

119 cd

162 b

OI
GI

960 b
973 b

2530 b
3347 b

10.5 a
2.37 b

2762 a
842 c

340 ab
95.3 d

127 a
91 a

788 a
308 b

180 ab
340 a

Abbreviation

Values in each column followed by the same letter are not significantly different at p = 0.05 based on Duncan’s multiple range test.
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3.3. PLFA Biomarkers
Among MI islets, soil total PLFAs, and the abundance of G+, G− bacteria and actinobacteria were significantly higher in MI-DY soil than in others (Table 3). The levels
of both fungal and arbuscular mycorrhizal fungal PLFA biomarkers were also highest in
MI-DY soils. The ratio of fungi/bacteria was higher in MI-NG and MI-DY soils than in
others. The ratio of G+/G− in MI-NG and MI-DY was lower than in other soils.
Table 3. Soil biomass content based on phospholipid acid biomarkers (nmol g− 1 soil) and the ratios of the biomarkers of
different islands.
Island
Matsu
(Nangan)
Matsu
(Beigan)
Matsu
(Donju)
Matsu
(Shiju)
Matsu
(Dongyin)
Orchid
Green

G+

G−

G+/G−

Fungi/
Bacteria

0.374 c

5.26 d

3.84 c

1.37 c

0.10 a

1.14 bc

0.572 c

9.95 bc

5.32 c

1.91 a

0.057 bc

0.448 c

0.617 c

0.449 c

6.18 d

3.37 c

1.84 ab

0.047 bc

13.7 d

0.681 c

1.01 bc

0.504 c

8.23 cd

5.0 c

1.64 b

0.050 bc

48.7 bc

21.6 bc

1.66 b

1.44 b

0.772 c

11.4 bc

9.56 b

1.19 c

0.080 ab

50.6 b
95.2 a

23.7 b
43.6 a

0.753 c
2.66 a

1.09 bc
3.71 a

1.77 b
2.73 a

12.8 b
21.3 a

10.4 b
20.7 a

1.27 c
1.02 d

0.035 c
0.067 abc

Abbreviation

Total
PLFAs

Bacteria

Fungi

AMF
Fungi

MI-NG

23.0 e

9.43 d

0.973
cd

0.724 c

MI-BG

37.2 cd

15.9 cd

0.948
cd

MI-DJ

22.7 e

9.92 d

MI-SJ

30.2 de

MI-DY
OI
GI

Actinobacteria

Please refer to the footnotes in Table 2.

By comparison, soil total PLFAs, and the abundance of G+, G− bacteria and actinobacteria were significantly higher in GI than MI or OI soils. The levels of both fungal and
arbuscular mycorrhizal fungal PLFA biomarkers were also highest in GI soil. The ratios of
G+/G− were significantly lower in GI than OI or MI soils, while the ratio of fungi/bacteria
was lowest in OI soil.
3.4. Soil Microbial Community Structure
Soil microbial communities, as analyzed by the principal component analysis of PLFA
levels, could be divided into three major clusters: OI, GI, and MI. The first and second
principal components (PC1, PC2) accounted for 68.7% of the PLFAs (Figure 2a). PC1
differentiated the GI soil from the other soils, and PC2 differentiated between MI and OI
soils according to their geographic locations. The principal component analysis loadings
identified the PLFA markers that were most important to geographic variations were as
follow: high positive loadings for G+ bacteria (i15:0, a15:0, i17:0,), high positive loadings
for G− bacteria (cy17:0 and cy19:0), and positive loading for actinobacteria (10Me16:0 and
10Me18:0) contributed to the PC1 axis (Figure 2b).
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Figure 2. Plots of the first two principle components (PCs) from the principal component analysis of
the mole % of microbial phospholipid fatty acid content of soil samples of different island. (a) Sample
distribution of the first two PCs. (b) Corresponding loading values of fatty acid distribution of two
PCs.

3.5. Correlation among Soil Properties and Microbial Communities
To evaluate the relationships among soil enzyme activities and environmental factors,
a redundancy analysis was conducted using soil enzyme activities and environmental
variables (Figure 3). Soil samples from the OI and GI were well separated from the MI
samples based on RDA analysis. Soil enzyme activities were positively correlated with soil
Cmic , Nmic , Corg , and Ntot , suggesting that Corg and Ntot had strong effects on the enzyme
activities in these soils.
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Figure 3. Redundancy analysis (RDA) results of the relationship between soil variables and enzymatic
properties of the different islands.

The results from the redundancy analysis of microbial communities and environmental
factors also showed similar patterns to those observed from the principal component
analysis (Figure 4). Soil Corg and Ntot were both positively related to microbial communities,
while the ratio of G+/G− was negatively correlated with soil environmental factors.
In summary, distinct soil physiochemical chemical properties and soil organic C and N were
responsible for the development of soil bacterial, fungal, and actinobacterial communities
across the islands.

Figure 4. Redundancy analysis (RDA) of the correlations between soil parameters (chemical properties and microbial biomass) and microbial communities of the different islands.

4. Discussion
4.1. Soil Chemistry and Biological Properties of the Different Islands
We observed that the soil microbial communities and enzyme activities varied across
offshore islands. Soil parent material and chemical properties may play significant roles in
discriminating soil microbial communities and biochemical activities among the islands.
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Forests in MI are dominated by relatively young-growth trees, whereas those in OI
and GI comprise more mature trees and less evidence of disturbance. As a result, OI and GI
forests accumulated higher soil Corg content and had more Cmic and soil respiration than
did those in MI. Tonon et al. [26] reported that microbial biomass was higher in older forests,
and that Corg and Ntot were the important factors affecting variations in microbial biomass.
In addition, high Corg content in tropical island soils could provide sufficient nutrient
availability for microbial growth [27]. Tufekcioglu et al. [28] showed that soil respiration
rates were highly correlated with soil Corg . Romanowicz et al. [29] indicated that high
temperature and precipitation in tropical soils could change the bacterial composition and
increase microbial activities at elevated temperature, which would lead to high microbial
biomass production in environments with high available C [30]. Some studies showed
soil respiration responses to precipitation and temperature and found that increases in
precipitation and temperature increase soil respiration [31,32]. The high qCO2 means that
microorganisms must produce high CO2 to meet energy demands under low available
decomposable substrates [33]. Wardle and Ghani [34] indicated that qCO2 has some
limitations because it can be insensitive to disturbance and stress. These studies suggest
that qCO2 might respond to not only biological factors, but also environmental factors, such
as substrate quality, soil parent material, and temperature [35–37]. The ecophysiological
state of soil microbes were shown to respond to soil acidity due to soil parent material and
lower pH, resulting in lower qCO2 [38]. On the other hand, values of qCO2 increased as
the result of metabolic activation, which means higher maintenance energy requirement at
high temperatures [39]; this supports our results of high qCO2 in the OI and GI soils.
4.2. The Differences in Soil Enzyme Activity among the Islands
In this study, soil enzyme activities were strongly correlated with soil Corg and soil
pH (Figure 3). Soil enzyme activity is generally positively correlated with soil organic
matter [11]. Our examination of the relationships between the soil enzyme activities and
environmental variables by redundancy analysis showed that OI soil was separate from
MI and GI soils (Figure 3). Urease and arylsulfatase in OI soil were significantly highest
(Table 2), and were also highly correlated with soil pH and soil microbial biomass. OI
and GI soil have the same soil parent material and pH; however, OI soil contained higher
Corg and Ntot than did GI soil, and thus the OI soil had greater enzyme activities than did
the GI soil. Meanwhile, the low urease activity in MI soils is probably due to the low soil
pH. Pommerening-Roser and Koops [40] indicated that low soil pH was not conducive to
urease.
4.3. Soil Microbial Community Structure of Different Islands
Studies have shown that total PLFAs and bacteria are positively related to soil Corg
and Ntot [23,41]. High total PLFAs, bacteria, and G+ bacteria in the soils of MI-BG and
MI-DY among the MI islets should be due to high Corg and Ntot in the soils of these islands.
Bacteria are generally neutrophils, preferring to grow in environments of pH 6–8 [42,43],
whereas fungi are better suited at pH 4–5 [44]. The mean pH of the MI soils was significantly
lower than those of the OI and GI soils; thus, relatively low pH of MI soils resulted in
significantly lower abundances of bacterial PLFAs and higher ratios of fungi/bacteria.
This is consistent with previous studies showing that the ratio of fungi/bacteria increased
with decreasing soil pH [45]. In addition, Frestegard et al. [22] pointed out that the ratio of
ergosterol/bacteria decreases with increasing soil pH. Other studies have also shown the
importance of soil pH on bacterial growth [46].
Some studies have shown that G− bacteria grow better under substrate-rich conditions, and slow-growing specialists, such as G+ bacteria, are more competitive than G−
bacteria in resource-limited areas [12,47]. The ratio of G+/G− bacteria was lower in GI and
OI than most MI soils, suggesting that OI and GI soils provided a substrate-rich environment for G− bacteria. In similar study sites, Lin et al. [5] indicated that OI and GI soils had
higher Verrucomicrobia (a phylum of heterotrophic G− bacteria) abundances than did MI
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soils. In addition, Shen et al. [48] found that Verrucomicrobia was significantly correlated
with soil pH and the C/N ratio. OI soils contain higher Corg , Ntot , and pH than do MI
soils, resulting in a high abundance of G− bacteria such as Verrucomicrobia. Therefore, in
addition to the relatively low disturbance and high accumulation of organic matter content
in the OI and GI forest soils, the soil chemistry developed from parent materials might
play an essential role in developing microbial communities in these soils. Wagai et al. [49]
suggested that the soils derived from different parent materials actively affect the microbial
community in forest soils. Thus, both the andesite-derived and granite-derived soils shape
soil microbial community structure, and the mechanism distinguishing these structures
appears to be soil pH changes [50].
The principal component analysis of PLFAs showed that microbial communities are
clustered closely in MI soils and scattered in OI and GI soils (Figure 2). In a previous study,
Lin et al. [5] showed that the differences in Corg and pH between subtropical granite and
tropical andesite islands deeply affected microbial community structure. Xiong et al. [51]
noted that both geographic distance—e.g., annual precipitation difference—and chemical
factors—e.g., pH—govern bacterial biogeography in lake sediments across the Tibetan
Plateau. These results indicate that geographic distribution and soil parent material resulting in variations in soil nutrients and pH are significant drivers of microbial communities
and their activities.
5. Conclusions
The geographic distributions of soil enzyme activities and microbial communities were
identified on islands across different climate conditions and soil parent materials. The total
PLFAs and bacterial abundances were lower in subtropical granite soils than in tropical
andesite ones. Soil microbial communities were closely clustered in subtropical granite
soils, but were separate in tropical andesite soils. This difference was highly correlated
with soil properties due to soil parent material. This study showed that microbial activities
and community structures are determined by soil chemical properties caused by different
soil parent material and climate conditions. Tropical warm and humid conditions induce
the weathering of parent material and help andesite soils secure more nutrients than
subtropical granite soils, which might be the critical reason why the former supports higher
microbial abundance and activity. Further pedological study is needed to ascertain the
mechanism behind the relationship between nutrient supply and microbial communities
in these soils. In addition, due to the limited scale and numbers of islands, further study
is still needed to clarify the relationship between climate and parent materials affecting
changes in soil microbial communities.
Author Contributions: Conceptualization, E.-H.C. and C.-Y.C.; data curation, E.-H.C., I.J.T., G.T. and
C.-Y.C.; formal analysis, E.-H.C.; funding acquisition, E.-H.C. and C.-Y.C.; investigation, E.-H.C.,
I.J.T., S.-H.J., G.T. and C.-Y.C.; methodology, E.-H.C.; project administration, E.-H.C. and C.-Y.C.;
resources, S.-H.J. and C.-Y.C.; software, S.-H.J.; supervision, C.-Y.C.; validation, E.-H.C. and I.J.T.;
visualization, E.-H.C. and C.-Y.C.; writing—original draft, E.-H.C.; writing—review and editing, G.T.
and C.-Y.C. All authors have read and agreed to the published version of the manuscript.
Funding: The research was granted by the Ministry of Science and Technology of Taiwan (MOST
105-2313-B-436-001, MOST 106-2313-B-436-001, and MOST 107-2313-B-436-001).
Institutional Review Board Statement: Not applicable for studies not involving humans or animals.
Informed Consent Statement: Informed consent was obtained from all subjects involved in the
study.
Data Availability Statement: The data presented in this study are available on request from the
corresponding author.
Acknowledgments: The authors thank the Ministry of Science and Technology of Taiwan, for
financially supporting this research (MOST 105-2313-B-436-001, MOST 106-2313-B-436-001, and
MOST 107-2313-B-436-001). The authors are also grateful to Pei-Yi Yu and Yun-chien Hsu from the
Biodiversity Research Center, Academia Sinica, Taipei, Taiwan, for soil analyses.

Forests 2021, 12, 4

11 of 12

Conflicts of Interest: The authors declare no conflict of interest.

References
1.

2.
3.
4.

5.
6.
7.

8.
9.

10.
11.
12.
13.
14.
15.

16.
17.
18.
19.
20.
21.
22.
23.
24.
25.
26.

Ochoa-Hueso, R.; Arca, V.; Delgado-Baquerizo, M.; Hamonts, K.; Piñeiro, J.; Serrano-Grijalva, L.; Shawyer, J.; Power, S.A. Links
between soil microbial communities, functioning, and plant nutrition under altered rainfall in Australian grassland. Ecol. Monogr.
2020, 90, e01424. [CrossRef]
Hossain, Z.; Sugiyama, S. Geographical structure of soil microbial communities in northern Japan: Effects of distance, land use
type and soil properties. Eur. J. Soil Biol. 2011, 47, 88–94. [CrossRef]
Bossio, D.A.; Scow, K.M.; Gunapala, N.; Graham, K.J. Determinants of soil microbial communities: Effects of agricultural
management, season and soil type on phospholipid fatty acid profiles. Microbiol. Ecol. 1998, 36, 1–12. [CrossRef] [PubMed]
Byers, A.K.; Condron, L.; Donavan, T.; O’Callaghan, M.; Patuawa, T.; Waipara, N.; Black, A. Soil microbial diversity in adjacent
forest systems—contrasting native, old growth kauri (Agathis australis) forest with exotic pine (Pinus radiata) plantation forest.
FEMS Microbial. Ecol. 2020, 96, fiaa047. [CrossRef] [PubMed]
Lin, Y.T.; Lin, Y.F.; Tsai, I.J.; Chang, E.H.; Jien, S.H.; Lin, Y.J.; Chiu, C.Y. Structure and Diversity of Soil Bacterial Communities in
Offshore Islands. Sci. Rep. 2019, 9, 4689. [CrossRef] [PubMed]
Cao, H.; Chen, R.; Wang, L.; Jiang, L.; Yang, F.; Zheng, S.; Wang, G.; Lin, X. Soil pH, total phosphorus, climate and distance are the
major factors influencing microbial activity at a regional spatial scale. Sci. Rep. 2016, 6, 25815. [CrossRef]
Jia, X.; He, Z.; Weiser, M.D.; Yin, T.; Akbar, S.; Kong, X.; Tian, K.; Jia, Y.; Lin, H.; Yu, M.; et al. Indoor evidence for the contribution
of soil microbes and corresponding environments to the decomposition of Pinus massoniana and Castanopsis sclerophylla litter from
Thousand Island Lake. Eur. J. Soil Biol. 2016, 77, 44–52. [CrossRef]
Li, S.P.; Wang, P.; Chen, Y.; Wilson, M.C.; Yang, X.; Ma, C.; Lu, J.; Chen, X.Y.; Wu, J.; Shu, W.S.; et al. Island biogeography of soil
bacteria and fungi: Similar patterns, but different mechanisms. ISME J. 2020, 14, 886–1896. [CrossRef]
Xu, Z.; Yu, G.; Zhang, X.; He, N.; Wang, Q.; Wang, S.; Xu, X.; Wang, R.; Zhao, N. Biogeographical patterns of soil microbial
community as influenced by soil characteristics and climate across Chinese forest biomes. Appl. Soil Ecol. 2018, 124, 298–305.
[CrossRef]
Xu, Z.; Yu, G.; Zhang, X.; He, N.; Wang, Q.; Wang, S.; Xu, X.; Wang, R.; Zhao, N. Divergence of dominant factors in soil microbial
communities and functions in forest ecosystems along a climatic gradient. Biogeosciences 2018, 15, 1217–1228. [CrossRef]
Zhou, Y.; Staver, A.C. Enhanced activity of soil nutrient-releasing enzymes after plant invasion: A meta-analysis. Ecology 2019,
100, e02830. [CrossRef] [PubMed]
Fanin, N.; Kardol, P.; Farrell, M.; Nilsson, M.C.; Gundale, M.J.; Wardle, D.A. The ratio of Gram-positive to Gram-negative bacterial
PLFA markers as an indicator of carbon availability in organic soils. Soil Biol. Biochem. 2019, 128, 111–114. [CrossRef]
Soil Survey Staff. Keys to Soil Taxonomy, 12th ed.; USDA-Natural Resources Conservation Service: Washington, DC, USA, 2014.
McLean, E.O. Soil pH and lime requirement. In Methods of Soil Analysis, Part 2 Chemical and Microbiological Properties; Page, A.L.,
Ed.; American society of Agronomy: Madison, WI, USA, 1982; pp. 199–224.
Huang, C.Y.; Jien, S.H.; Chen, T.H.; Tian, G.; Chiu, C.Y. Soluble organic C and N and their relationships with soil organic C and N
and microbial characteristics in moso bamboo (Phyllostachys edulis) plantations along an elevation gradient in central Taiwan.
J. Soils Sediments 2014, 14, 1061–1070. [CrossRef]
Tabatabai, M.A.; Bremner, J.M. Use of p-nitrophenyl phosphate for assay of soil phosphatase activity. Soil Biol. Biochem. 1969, 1,
301–307. [CrossRef]
Schinner, F.; von Mersi, W. Xylanase-, CM-cellulase- and invertase activity in soil: An improved method. Soil Biol. Biochem. 1990,
22, 511–515. [CrossRef]
Tabatabai, M.A.; Bremner, J.M. Arylsulphatase activity of soils. Soil Sci. Soc. Am. Proc. 1970, 34, 427–429. [CrossRef]
Kandeler, E.; Gerber, H. Short-term assay of soil urease activity using colorimetric determination of ammonium. Biol Fertil. Soils
1988, 8, 199–202. [CrossRef]
Ladd, J.N.; Butler, J.H.A. Short-term assays of soil proteolytic enzyme activities using proteins and dipeptide derivatives as
substrates. Soil Biol. Biochem. 1972, 4, 19–30. [CrossRef]
Parham, J.A.; Deng, S.P. Detection, quantification and characterization of β-glucosaminidase activity in soil. Soil Biol. Biochem.
2000, 32, 1183–1190. [CrossRef]
Frostegård, A.; Baath, E.; Tunlid, A. Shifts in the structure of soil microbial communities in limed forests as revealed by
phospholipid fatty acid analysis. Soil Biol. Biochem. 1993, 25, 723–730. [CrossRef]
Chang, E.H.; Chen, C.T.; Chen, T.H.; Chiu, C.Y. Soil microbial communities and activities in sand dunes of subtropical coastal
forests. Appl. Soil Ecol. 2011, 49, 256–262. [CrossRef]
Zogg, G.P.; Zak, D.R.; Ringleberg, D.B.; MacDonald, N.W.; Pregitzer, K.S.; White, D.C. Compositional and functional shifts in
microbial communities due to soil warming. Soil Sci. Soc. Am. J. 1997, 61, 475–481. [CrossRef]
Zelles, L. Fatty acid patterns of phospholipids and lipopolysaccharides in the characterization of microbial communities in soil: A
review. Biol. Fertil. Soils 1999, 29, 111–129. [CrossRef]
Tonon, G.; Boldreghini, P.; Gioacchini, P. Seasonal changes in microbial nitrogen in an old broadleaf forest and in a neighbouring
young plantation. Biol. Fertil. Soils 2005, 41, 101–108. [CrossRef]

Forests 2021, 12, 4

27.

28.
29.

30.
31.
32.
33.
34.
35.
36.
37.
38.
39.
40.
41.
42.
43.
44.
45.
46.
47.
48.
49.
50.
51.

12 of 12

Hofmann, K.; Lamprecht, A.; Pauli, H.; Illmer, P. Distribution of prokaryotic abundance and microbial nutrient cycling across a
high-alpine altitudinal gradient in the Austrian central Alps is affected by vegetation, temperature, and soil nutrients. Microb.
Ecol. 2016, 72, 704–716. [CrossRef] [PubMed]
Tufekcioglu, A.; Raich, J.W.; Isenhart, T.M.; Schultz, R.C. Soil respiration within riparian buffers and adjacent crop fields. Plant.
Soil 2001, 229, 117–124. [CrossRef]
Romanowicz, K.J.; Freedman, Z.B.; Upchurch, R.A.; Argiroff, W.A.; Zak, D.R. Active microorganisms in forest soils differ from the
total community yet are shaped by the same environmental factors: The influence of pH and soil moisture. FEMS Microb. Ecol.
2016, 92, fiw149. [CrossRef]
Verburg, P.S.J.; Van Dam, D.; Hefting, M.M.; Tietema, A. Microbial transformations of C and N in a boreal forest floor as affected
by temperature. Plant. Soil 1999, 208, 187–197. [CrossRef]
Davidson, E.A.; Janssens, I.A. Temperature sensitivity of soil carbon decomposition and feedbacks to climate change. Nature 2006,
440, 165–173. [CrossRef]
Deng, Q.; Hui, D.; Zhang, D.; Zhou, G.; Liu, J.; Liu, S.; Chu, G.; Li, J. Effects of Precipitation Increase on Soil Respiration: A
Three-Year Field Experiment in Subtropical Forests in China. PLoS ONE 2012, 7, e41493. [CrossRef]
Kassim, G.; Martin, J.R.; Haider, K. Incorporation of a wide variety of organic substrate carbons into soil biomass as estimated by
the fumigation procedure. Soil Sci. Soc. Am. J. 1982, 45, 1106–1112. [CrossRef]
Wardle, D.A.; Ghani, A. A critique of the microbial metabolic quotient (qCO2 ) as a bioindicator of disturbance and ecosystem
development. Soil Biol. Biochem. 1995, 27, 1601–1610. [CrossRef]
Mahía, J.; Pérez-Ventura, L.; Cabaneiro, A.; Díaz-Raviña, M. Soil microbial biomass under pine forests in the north-western Spain:
Influence of stand age, site index and parent material. For. Syst. 2006, 15, 152–159. [CrossRef]
Hagerty, S.B.; van Groenigen, K.J.; Allison, S.D.; Hungate, B.A.; Schwartz, E.; Koch, G.W.; Kolka, R.K.; Dijkstra, P. Accelerated
microbial turnover but constant growth efficiency with warming in soil. Nat. Clim. Chang. 2014, 4, 903–906. [CrossRef]
Xu, X.; Schimel, J.P.; Janssens, I.A.; Song, X.; Song, C.; Yu, G.; Sinsabaugh, R.L.; Tang, D.; Zhang, X.; Thornton, P.E. Global pattern
and controls of soil microbial metabolic quotient. Ecol. Monogr. 2017, 87, 429–441. [CrossRef]
Lamarche, J.; Bradley, R.L.; Paré, D.; Légaré, S.; Bergeron, Y. Soil parent material may control forest floor properties more than
stand type or stand age in mixedwood boreal forests. Écoscience 2004, 11, 228–237. [CrossRef]
Alvarez, R.; Santanatoglia, O.J.; Garcîa, R. Effect of temperature on soil microbial biomass and its metabolic quotient in situ under
different tillage systems. Biol. Fertil. Soils 1995, 19, 227–230. [CrossRef]
Pommerening-Roser, A.; Koops, H.P. Environmental pH as an important factor for the distribution of urease positive ammoniaoxidizing bacteria. Microbiol. Res. 2005, 160, 27–35. [CrossRef]
Shahbaz, M.; Kätterer, T.; Thornton, B.; Börjesson, G. Dynamics of fungal and bacterial groups and their carbon sources during
the growing season of maize in a long-term experiment. Biol. Fertil. Soils 2020, 56, 759–770. [CrossRef]
Fierer, N.; Jackson, R.B. The diversity and biogeography of soil bacterial communities. Proc. Natl. Acad. Sci. USA 2006, 103,
626–631. [CrossRef]
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. 2009, 75, 5111–5120. [CrossRef] [PubMed]
Rousk, J.; Brookes, P.C.; Bååth, E. Investigating the mechanisms for the opposing pH relationships of fungal and bacterial growth
in soil. Soil Biol. Biochem. 2010, 42, 926–934. [CrossRef]
Blagodatskaya, E.V.; Anderson, T.H. Interactive effects of pH and substrate quality on the fungal-to-bacterial ratio and qCO2 of
microbial communities in forest soils. Soil Biol. Biochem. 1998, 30, 1269–1274. [CrossRef]
Bååth, E.; Anderson, T.H. Comparison of soil fungal/bacterial ratios in a pH gradient using physiological and PLFA-based
techniques. Soil Biol. Biochem. 2003, 35, 955–963. [CrossRef]
Djukic, I.; Zehetner, F.; Mentler, A.; Gerzabek, M.H. Microbial community composition and activity in different Alpine vegetation
zones. Soil Biol. Biochem. 2010, 42, 155–161. [CrossRef]
Shen, C.; Ge, Y.; Yang, T.; Chu, H. Verrucomicrobial elevational distribution was strongly influenced by soil pH and carbon/nitrogen ratio. J. Soils Sediments 2017, 17, 2449–2456. [CrossRef]
Wagai, R.; Kitayama, K.; Satomura, T.; Fujinuma, R.; Balser, T. Interactive influences of climate and parent material on soil
microbial community structure in Bornean tropical forest ecosystems. Ecol. Res. 2011, 26, 627–636. [CrossRef]
Iovieno, P.; Alfani, A.; Bååth, E. Soil microbial community structure and biomass as affected by Pinus pinea plantation in two
Mediterranean areas. Appl. Soil Ecol. 2010, 45, 56–63. [CrossRef]
Xiong, J.; Liu, Y.; Lin, X.; Zhang, H.; Zeng, J.; Hou, J.; Yang, Y.; Yao, T.; Knight, R.; Chu, H. Geographic distance and pH drive
bacterial distribution in alkaline lake sediments across Tibetan Plateau. Environ. Microbiol. 2012, 14, 2457–2466. [CrossRef]

