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both biomass and taxonomic structure of the bacte-
rial and fungal communities analyzed were differently 
sensitive to HM contamination, depending on the 
type of soil. The Ag-humus-poor soil microbial com-
munity was significantly affected by the HM pollution 
with an increase in both fungi and bacteria and inside 
the latter several species changed their percentages. 
Differently, the Ch-humus-rich soil microbial com-
munity was not influenced by the HM addition. How-
ever, the negative impact of HM can manifest itself 
over time, so the microbial structure and its function-
ing cannot represent accurate indicators of the qual-
ity of all soil types. The results show that microbial 
characteristics should be taken into account only in a 
comprehensive assessment of soil quality in accord-
ance with ISO 19,204:2017—soil quality TRIAD 
approach. This approach to environmental risk 
assessment combines biological data (from bioassay 
and ecological observations) with chemical analysis.

Keywords Soil quality indicators · Microbial 
lipid markers · Heavy metal pollution · Microbial 
community · Biomass · Biodiversity · Humus content

1 Introduction

Soil contamination and degradation are critical 
issues worldwide having serious implications for 
the stability of the ecosystems and its functioning 
and ultimately human health (Moreira et al., 2019; 

Abstract Reliable stable indicators are very impor-
tant for assessing soil quality. This paper compares 
the dynamics of microbial parameters in two different 
soils (rich/poor in organic carbon), contaminated in 
laboratory experiments with an equal dose of heavy 
metals (HMs) after 30 and 90 days. For this purpose, 
the changes in the number, biomass, and taxonomic 
structure of bacterial and fungal communities were 
assessed in microcosm experiments using an organic 
carbon–rich ordinary chernozem (Ch-humus-rich 
soil) and a depleted carbon agrozem (Ag-humus-poor 
soil), spiked with high concentrations of a zinc, lead, 
and copper solution (1100 Zn + 660 Cu + 650 Pb mg 
per kg soil). At the 30th and 90th day from HM con-
tamination, soil samples were collected for analyzing 
microbial community lipid markers by gas chroma-
tography-mass spectrometry. The results show how 
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Van der Perk, 2013). The development of new biotic 
indices to support chemical analysis for assessing 
soil degradation and chemical pollution is a prior-
ity area in environmental protection. Among vari-
ous soil pollutants, heavy metals (HMs) are among 
the most diffuse and highly abundant group of toxic 
compounds (Torres-Cruz et al., 2018). HMs are ele-
ments of particular concern, because they do not 
undergo microbial degradation, remaining in the 
soils for long periods of time (Ali et al., 2013). High 
concentrations of HMs can exert selective pressure 
on soil microbiota affecting their growth, activity, 
and composition (Joshi et  al., 2011; Mandal et  al., 
2014; Torres-Cruz et  al., 2018; Madigan et  al., 
2019; Terekhova et  al., 2018, 2021). Microorgan-
isms have a key role in soil functioning, providing 
several ecosystem services that are essential to the 
sustainable functioning of natural and managed eco-
systems. Microbial communities are vital for soil 
ecosystem functioning because they exist in enor-
mous numbers and have an immense cumulative 
biomass and activity. Microbial communities are 
the most abundant form of life in the soil and can 
rapidly adjust to the environmental changes, thanks 
to their sensitivity and resilience (Fierer & Jackson, 
2006; Fierer et  al., 2010; Green et  al., 2008; He 
et  al., 2011; Ho & Chambers, 2019). Microorgan-
isms are able to quickly respond to stress by chang-
ing their activity, biomass, and structure of their 
communities (Joshi et al., 2011; Torres-Cruz et al., 
2018). Most of phenomena observed in the visible 
aboveground world are steered directly or indirectly 
by species, interactions, or processes in the below-
ground soil. In particular, being microbial com-
munities involved in nutrient cycling and organic 
matter degradation, they can affect biodiversity and 
productivity of aboveground ecosystems. Microbial 
communities are the main responsible of soil home-
ostatic capabilities removing contaminants and pro-
viding key ecosystem regulating and supporting 
services such as soil fertility, resilience, and resist-
ance to different stresses, including HMs (Bååth, 
1989; Barra Caracciolo et  al., 2020; Rajapaksha 
et al., 2004; Terekhova et al., 2018).

Mandal et al. (2018) report 18 pollution indices as 
useful tools for a comprehensive evaluation of con-
tamination degree, especially in farmlands. The indi-
ces can give information not only on soil quality, but 
also a prediction of future ecosystem sustainability 

(Mandal et al., 2018). The choice of one of 18 pol-
lution indices can depend on the type of soil to be 
considered. Nonetheless, the limitations of the “con-
centration criteria” for the assessment of pollutant 
content are obvious when it comes to the quality of 
soil or sediments serving as being an environment 
for living organisms (Chapman, 2007; Gąsiorek 
et  al., 2017; Mahmoudabadi et  al., 2015; McDon-
ald et  al., 2007; Ololade, 2014; Wu et  al., 2014). 
Chemical indices are not useful for assessing soil 
ecological functions and mechanisms of destruction 
of organic matter. On the contrary, microbial parameters 
are recognized as sensitive and promising indicators of 
soil “health” (Barra Caracciolo et al., 2015; Giacometti 
et al., 2013; Kohler et al., 2016; Nunes et al., 2020; 
Perez-de-Mora et  al., 2006; Terekhova et  al., 2021; 
Veum et  al., 2014; Winding et  al., 2005). Only 
recently the attention has been focused on the main-
tenance of the structural and functional diversity of 
soil bacterial communities and the ways in which 
they might respond to various natural or anthropo-
genic disturbances (Barra Caracciolo et  al., 2015; 
Bouasria et  al., 2012). The beneficial relationships 
between soil microbial communities, plant quality, 
and soil ecosystem sustainability have been recog-
nized; the large number and diversity of microorgan-
isms in soils determine their high metabolic poten-
tial and capacity to respond to environmental stress 
(Zhang et  al., 2014, 2019). Considering soil micro-
bial populations essential for nutrient cycling and 
plant nutrient availability, preservation and mainte-
nance of the composition and activity of microbial 
communities is fundamental for the sustainability of 
soil ecosystems (Kohler et al., 2016). In this context, 
the changes of soil microbial community structure 
and activity can reflect the anthropogenic impact on 
soils. For example, several bacterial taxa are known 
to resist HM toxic effects (Barra Caracciolo et  al., 
2020; Fajardo et al., 2019) or increase for responding 
to their toxic effects (Barra Caracciolo et al., 2015). 
Although several publications address this issue, 
experiments, which have tested microbial parameters 
as soil quality indicators of HM pollution, are quite 
scarce so far. Microbiological parameters for assess-
ing the structure of microbial communities are vari-
ous and among them, biochemical (e.g., phospho-
lipid-derived fatty acid and the total ester-linked fatty 
acid methods) and molecular ones are the most com-
monly used (Rosencvet et al., 2019).
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Although the toxic effects of heavy metals on soil 
microbial populations have been extensively studied 
(Bååth, 1989; Rajapaksha et al., 2004), little is known 
about the effects on the overall microbial commu-
nity (fungi and bacteria) in different soils, about the 
dynamics of microbial indicators over time in condi-
tions of pollution.

In this context, the current work aims at analyz-
ing the changes in the microbial structure (fungi and 
bacteria) of two different soils (one humus-rich cher-
nozem and one humus-poor agrozem) spiked with 
HMs (1100 Zn + 660 Cu + 650 Pb mg per kg soil) in 
laboratory microcosms. For this purpose, soil sam-
ples were sampled at different times from adding 
HMs (0, 30, and 90 days) and molecules (i.e., higher 
fatty acids, aldehydes, hydroxyacids, and sterols) 
that compose microbial cell membranes were ana-
lyzed by mass spectrometry and used as phylogenetic 
biomarkers to describe the structure and size of the 
microbial communities. All results were compared 
with untreated soils (control microcosms). The differ-
ent structure of the soil microbiota (fungi and bacte-
ria) of the two soils with different humus status and 
contaminated with heavy metals made it possible to 
verify the significance of the phylogenetic biomarkers 
as useful biotic indices of soil quality.

2  Methods

2.1  Soil Sampling and Soil Characteristics

Soil samples from two different locations were used 
for experiments with the microcosm. The samples 
were collected in early summer (June 2016) from 
fallow soil plots to which traditional management 
applied during the previous year.

Ch-humus-rich soil—an organic carbon–rich ordi-
nary chernozem (Corg—5.4%) (N: 51.105025 E: 
40.308930, Voronezh region, Russian Federation) on 
which wheat had been grown the previous summer 

and Ag-humus-poor soil—a depleted carbon agrozem 
(Corg—1.5%) (Haplic Phaeozems (Hyposodic, 
Oxyaquic, FAO, 2014) (N: 47.912044 E: 45.375451, 
Kalmykia) from rice paddy to grow rice during the 
previous year.

At each location, four plots (at least 20 m × 20 m) 
were created with a 20-m space between each. At 
each plot, 10 random soil cores were taken at a depth 
of 10–15 cm using a soil core sampler. The soil cores 
from each plot were combined to obtain approxi-
mately 10,000 g of soil. Each sample was placed into 
a tagged plastic bag, sealed, and delivered to the labo-
ratory at a temperature of about 10 °C.

In the laboratory, the soil samples were air-
dried at room temperature (20 + 2  °C) for ~ 1  week 
(5–7  days)—for that, the soil samples were spread 
out on a tray. Before placing into the mesocosms, the 
soil samples were mixed using a scoop and passed 
through a 5-mm sieve to produce a homogeneous soil 
sample.

The basic soil edaphic parameters necessary for 
describing the selected samples were determined 
by standard methods: moisture (GOST 26,713–85), 
salt pH (GOST 26,484–85), aqueous pH (GOST 
26,423–85), and organic matter content (GOST 
26,213–91) (Table 1).

2.2  Setup of the Microcosm Experiments

The soil samples were freed from coarse plant frag-
ments, sieved through a 5-mm sieve, and moistened to 
55–60% of their total WHC. After a pre-incubation of 
5 days (22 °C), each soil was divided into two parts. 
One part was used as control and the other one spiked 
with a high concentration of a heavy metal solution 
(1100  mg/kg Zn + 660  mg/kg Cu + 650 Pb) in the 
form of solid salts of copper sulfate  (CuSO4), lead 
nitrate (Pb(NO3)2), and zinc sulfate  (ZnSO4  7H2O), 
which amounted to five times the tentative permissi-
ble concentrations (TPC) of each metal according to 
the regulatory document (hygienic normative)-GN 

Table 1  Main characteristics of the soils used in the study

Soil pH Corg % NH4 mg/100 g P2O5 mg/100 g N
%

WHC (water hold-
ing capacity) %

Soil use during 
the previous year

Agrozem (Ag) 7.3 1.5 0.72 16.8 0.1 95.9 Rice cultivation
Chernozem (Ch) 6.7 5.4 3.90 12 0.2 83.3 Wheat cultivation
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2.1.7.2511–09. Then, aliquots (400 g each) of Ag or 
Ch soil were distributed in pots loosely closed, pro-
viding free air exchange. The experimental set was 
maintained at 22–24 °C for 90 days.

The choice of these pollutants was based on their 
widespread occurrence in soil and for their toxicity. In 
particular, Zn and Pb are classified as hazard class I, 
and Cu (less toxic) as hazard class II (Motuzova et al., 
2014). In accordance with our earlier works, these 
concentrations can affect soil biological parameters 
(Pukalchik et  al., 2015; Terekhova et  al., 2018) and 
are similar to the amounts considered in other studies 
(Oladipo et al., 2018; Rose & Devi, 2018). However, 
this work was in particular focused on the effects of 
Zn, Cu, and Pb on natural microbiome of two differ-
ent soils.

Each microcosm was performed in triplicate.
The four experimental conditions are summarized 

as follows:

– Ch microcosms—control of common chernozem 
(without adding salts of heavy metals);

– HMCh microcosms—common chernozem with 
the addition of heavy metals;

– Ag microcosms—control of agrozem (without the 
addition of salts of heavy metals);

– HMAg microcosms—agrozem with the addition 
of heavy metals.

2.3  Microbial Community Characterization

To describe the structure of microbial communities 
and identify its changes under the influence of HM, 
aliquots of soil samples were collected 30 and 90 days 
from the start of the microcosm experiment.

The microbial community characterization was 
performed using the mass spectrometry of microbial 
markers (MSMM) (Osipov & Turova, 1997). This 
method is based on the high-precision determina-
tion of molecular markers of microorganisms such as 
higher fatty acids, aldehydes, hydroxyacids, and ster-
ols that compose their cell membranes. The cell enve-
lope of different organisms is known to have up to 
200 fatty acids in its lipid structure, depending on the 
type of the cell (bacteria, fungus, plant, or animal). 
Some molecules are associated with only one taxon 
(Shekhovtsova et al., 2013) and can be used as phylo-
genetic biomarkers to describe the structure and size 

of natural microbial communities (Di Lenola et  al., 
2018; Rosencvet et al., 2019).

The cell number of such microorganisms was cal-
culated by marker compound concentration using 
known data on fatty acid content in microbial cells 
and making allowances for preparation and device 
calibration conditions (White & Ringelberg, 1998). 
The program designed for the analysis and the algo-
rithm for identification and computation of effective 
microbial cell number were based on the data per-
taining to chemical composition of individual and 
collective markers, which characterized over 500 of 
microorganisms assumed to have formed the com-
munity. These data were taken from Sherlock MIDI 
Inc., USA, and https:// ccug. se/ colle ctions/ search? 
colle ction= entire, Sweden, and also private database 
of 750 strains as well as original publications from all 
the world (Bobbie & White, 1980; Wilkinson et  al., 
1989; Osipov & Turova, 1997; Spring et  al., 2000; 
Rosencvet et al., 2019; Radnaeva et al., 2020).

The microbial lipid markers from soil samples 
were extracted and analyzed according to Osipov 
and Turova (1997). The fatty acids were extracted 
from the soil by an acid methanolysis (1  M HCl in 
methanol) followed by a silylation in BSTFA (N.O. 
bis-trimethylsilyl trifetaracetamide). The analysis 
of methyl trimethylsilylated esters was performed 
by the MSMM method, using an Agilent Technolo-
gies AT-5880/5975 gas chromatography mass spec-
trometer. This method has an advantage over PLFA 
(phospholipid fatty acids) due to the expansion of the 
spectrum of analyzed fatty acids, aldehydes, and ster-
ols, as well as an increased sensitivity due to a mass 
spectrometer being used as a detector in mass frag-
mentography mode. The MSMM method is free from 
some of the limitations of traditional microbiological 
methods.

2.4  Statistical Analysis

For soil edaphic parameters, average values (n = 3) 
and standard errors were provided. For soil biotic 
parameters, average values (n = 3) of bacterial and 
yeast numbers of fungal biomass with their stand-
ard errors were provided. Bacterial community was 
divided into aerobes and anaerobes and bacterial 
phyla. The Shannon’s, Simpson’s, and Macintosh’s 
indices were calculated for assessing the diversity 
of the bacterial community. The Gaussian mixture 

https://ccug.se/collections/search?collection=entire
https://ccug.se/collections/search?collection=entire
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model (GMM) was used to cluster multidimensional 
data on bacterial diversity according to their distri-
bution. GMM allows data to be modeled by a set of 
Gaussian distributions. Usually, this model is used 
in a clustering framework and each Gaussian is sup-
posed to correspond to one group. All calculations 
were performed with ExcelStat.

3  Results

3.1  Soil Microbial Community Characterization

A comparison of the dynamics of microbial commu-
nities in two soils was carried out for several groups 
of taxa and biomass of microorganisms.

The main taxa considered were bacteria, fungi, 
Aspergillus, and yeasts. Moreover, inside bacteria, 
several anaerobic (Acetobacterium, Arthrobacter, 
Bacillus, Bacteroides, Bifidobacterium, Butyrivi-
brio, Clostridium, Desulfovibrio Enterobacteriaceae, 
Eubacterium, Propionibacterium, Ruminococcus) 
and aerobic (Acetobacter, Actinomadura, Aeromonas, 
Caulobacter, Agrobacterium, Corynebacterium, 
Cytophaga, iron reducers, Mycobacterium, Nitro-
bacter, Nocardia, Pseudomonas, Pseudonocardia, 
Rhodococcus, Riemirella, Sphingobacterium, Sphin-
gomonas, Streptomyces-Nocardiopsis, Xanthomonas) 
genera were identified.

The initial analysis of the lipid components showed 
that agrozem and chernozem soils were characterized 
by a similar number of bacteria (average value  106 
cells/g) and yeast (average value  106 cells/g) number. 
Moreover, in the agrozem, a higher fungal biomass 
than in chernozem soil was found. Adding HMs influ-
enced differently the microbial communities of the 
two soils. In the chernozem soil, the effect of HMs 
was not recorded in terms of variations of the number 
of total bacteria and yeast or fungi and Aspergillus 
biomass (Fig. 1).

Inside bacteria, four main taxa, such as Firmicutes, 
Actinobacteria, and Proteobacteria, were found in 
both Ag and Ch soils (Fig.  2). In the agrozem soil, 
Proteobacteria and Firmicutes were in lower and Act-
inobacteria in higher percentages in HM-spiked soil 
at 90 days. Bacteroidetes decreased over time in both 
Ag and HMAg conditions.

Very different results were obtained in the cher-
nozem soil where adding HMs promoted the 

Firmicutes presence and a decrease in Proteobacteria 
and Actinobacteria, as found in both 30- and 90-day 
samplings (Fig. 2).

3.2  Aerobic and Anaerobic Bacteria

The structure of bacterial groups, conventionally 
divided into anaerobes and aerobes, changed in dif-
ferent ways in the two contaminated soils. At the 30th 
day of exposure, the ratio of aerobes and anaerobes in 
agrozem was similar (anaerobes—1.04 ×  108 cells/g 
vs aerobes—1.00 ×  108 cells/g). On the contrary, in 
chernozem soil, the aerobic bacteria prevailed (1.03 
cells/g ×  108 higher than 0.83 cells/g ×  108). However, 
at the 90th day, aerobes increased in agrozem, while 
the ratio of aerobes to anaerobes in the chernozem 
soil remained stable (Table 2).

At day 30, the species Rhodococcus equi and Pro-
pionibacterium jensenii were dominant in both the 
agrozem (29.26 cells/g  106 and 15.59 cells/g  106, 
respectively) and chernozem (34.5 cells/g  106 and 
21.34 cells/g  106, respectively) soils. However, their 
abundances increased markedly only in the Ag soil 
where heavy metals were present (Rhodococcus equi: 
44.5 cells/g  106 at 30 days and 166.16 cells/g  106 at 
90  days, respectively; Propionibacterium jensenii: 
36.71 cells/g  106 at 30 days and 502.9 cells/g  106 at 
90 days, respectively).

In addition, Clostridium OPA*, Clostridium pas-
teurianum, and Acetobacter sp. were dominant in 
the agrozem, while Arthrobacter sp. and Strepto-
myces-Nocardiopsis in the chernozem soil. At the 
90th day, the patterns of bacterial dominance in the 
agrozem samples did not change and the abundance 
of Clostridium OPA*, Clostridium pasteurianum, and 
Acetobacter sp. further increased.

Several genera of agrozem (Clostridium OPA*, 
Clostridium pasteurianum and Acetobacter sp., Pro-
pionibacterium jensenii) exhibited higher abundance 
than the initial ones and compared to those found in 
the chernozem soil (Table 2).

In chernozem, the diversity of the bacterial com-
munities was stable between HM-spiked and control 
soil (Table 3). The Shannon, Simpson, and Macintosh 
indices remained virtually unchanged during polym-
etallic contamination in the first observation period 
(30 days) and only a slight decrease at 90 days was 
found in the Shannon index.
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HM addition in the humus-depleted agrozem 
stimulated a slight increase in bacterial diversity 
(Table 3, 30 days). The values of the Shannon diver-
sity index increased (the Simpson and Macintosh 
indices remained unchanged), possibly due to the 
additional introduction of the  NO3

– anion together 
with heavy metals. However, 90 days from HM pol-
lution, all indices decreased (Shannon, Simpson, and 
Macintosh).

According to GMM, the largest changes in the 
structure of the bacterial community in agrozem with 
the introduction of HM on the 90th day compared to 

the control on the 30th day occurred in groups 3 and 4 
(Table 4, Fig. 3). The main of the species is reported 
to be able to hydrolyze difficult oxidized organic mat-
ter under aerobic (Rhodococcus equi) and anaerobic 
(Propionibacterium jensenii) conditions, as well as 
associative nitrogen fixers under aerobic (Acetobac-
ter sp.) and anaerobic (Propionibacterium jensenii) 
conditions. It is the dominance of these types of bac-
teria that significantly distinguishes the structure of 
the bacterial community in the samples of chernozem 
and agrozem with HM on the 90th day of the experi-
ment (Table 4, Fig. 3).
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Fig. 1  Microbial community characterization in terms of 
number of bacteria and yeasts (cells/g soil), fungi, and Asper-
gillus biomass (mg/kg soil) in agrozem (Ag), HM-spiked 

agrozem (HMAg), chernozem (Ch), and HM-spiked cher-
nozem (HMCh) at days 30 and 90
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4  Discussion

The HM pollution affected significantly the humus-
poor soil (agrozem) microbial community structure 
and an overall increase in bacteria, yeasts, fungi, and 
Aspergillus was observed, especially after 90  days 
from the HM spike. Differently, the humus-rich soil 
(chernozem) microbial community remained almost 
unchanged (Table  2). The increase in fungi can be 
associated to positive modifications of the bacterial 
community (Di Lenola et  al., 2018). In fact, devel-
opment of filamentous fungus in contaminated soils 
has been reported for a moderate soil contamination 
in a previous work (Terekhova, 2007). Biochemi-
cal variations in the composition of phospholipids 
and other membrane lipids can vary, depending on 
the degree of exposure, the initial lipid composition, 
genetic resistance of fungi, and their ability to adapt 
to extreme conditions (Fedoseeva et al., 2021).

The analytical method used made it possible not 
only the identification but also the quantification of 
microorganisms at different taxonomic levels (Bobbie 
& White, 1980; Stead et al., 1992; Osipov & Turova, 
1997; Verkhovtseva et al., 2002). It has also the abil-
ity to dissociate the superposition of the entire pool of 
microbial markers enabling to assess the contribution 

of any out of hundreds of microorganism species pre-
sent in a sample (White, 1988; Spring et  al., 2000; 
Pagès et  al., 2015; Rosencvet et  al., 2019). Finally, 
this method has also the advantage, comparing to 
traditional microbiological methods, to be culture 
independent.

Thanks to the MSMM method, the composition of 
the agrozem and chernozem bacterial communities 
was investigated in detail and bacterial species identi-
fied inside the main phyla found (Fig. 2 and Table 2). 
The number of bacteria in agrozem increased by 
63% (Table  2) 30  days after the HM addition and 
this increase can be due to the selection of bacterial 
species able to respond in different ways to the metal 
contamination. The proportion of Actinobacteria 
increased to 65%, with 1.5–2.2 times the number of 
anaerobic bacterial species (HMAg 90 days, Table 2). 
The dominant species of the microbial community 
were the Firmicutes and anaerobic nitrogen fixer 
Clostridium pasteurianum and the Actinobacteria 
Propionibacterium jensenii, which increased from 3 
to 10 times (Table 2). The proliferation in Firmicutes 
species can be due to their known capability to resist 
and remove HMs (Fajardo et al., 2019; Johnson et al., 
2019; Pan et al., 2017). Several species of Firmicutes 
are recognized as able to resist and remove Pb, Cu, 

Fig. 2  Relative abundance (%) of the main bacteria phyla in agrozem (Ag and HMAg) and chernozem (Ch and HMCh) soils at 30 
and 90 days
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Table 2  Number of aerobic and anaerobic bacteria in untreated samples agrozem (ag) and chernozem (Ch) and soils spiked with 
heavy metals (HMAg and HMCh) at 30 and 90 days

Bacteria (N. cells/g  106) Sampling time (days)

30d 90d 30d 90d

Anaerobes Ag HMAg Ag HMAg Ch HMCh Ch HMCh
  Acetobacterium sp. 1.63 0 0 0 2.74 0 0 4.73
  Arthrobacter sp. 7.53 10.9 16.27 29 13.32 11.41 7.88 7.39
  Bacillus sp. 0.58 0 1.84 1.84 0 1.16 3.38 3.05
  Bacillus subtilis 4.4 7.46 0 0 4.6 3.27 8.86 8.13
  Bacteroides fragilis 2.28 4.44 1.08 4.65 0.14 0.15 3.83 3.69
  Bacteroides hypermegas 0.14 0.33 0.16 0.29 0.13 0.14 0.2 0.16
  Bacteroides ruminicola 1.51 3.29 2.36 5.03 1.07 1.08 2.15 1.78
  Bifidobacterium sp. 0.18  <  104  <  104  <  104 0.33 0  <  104  <  104

  Butyrivibrio 1–2-13 4.57  <  104  <  104  <  104  <  104  <  104  <  104  <  104

  Clostridium OPA* 11.34 13.23 14.22 27.85 8.13 12.94 12.55 11.73
  Clostridium pasteurianum 31.05 47.54 46.19 76.87 8.32 18.53 21.08 35.67
  Clostridium perfringens 0.27 0.36 0.13 1.8 0.06 0.11 0.24 0.25
  Desulfovibrio sp. 8.45 10.62 6.25 17.51 3.11 5.38 9.73 5.98
  Enterobacteriaceae 1.42 0.86 2.55 6.43 4.45 0.98 1.12  <  104

  Eubacterium lentum 1.76  <  104  <  104  <  104  <  104  <  104  <  104  <  104

  Propionibacterium jensenii 15.59 36.71 38.13 502.9 21.34 17.55 28.77 22.47
  Propionibacterium sp. 2.16 0 5.43  <  104 7.89 5.98  <  104 0.44
  Ruminococcus sp. 8.88 11.78 10.46 42.68 7.99 7.47 8.2 4.94

Total anaerobes 103.74 147.52 145.07 716.85 83.62 86.15 107.99 110.41
Clostridium OPA*—C. omelianskii, C. pasteurianum, C. acetobutyricum

Aerobes
  Acetobacter sp. 10.35 24.33 19.82 66.44 9.32 8.96 19.75 14.04
  Actinomadura roseola 0.9 1.57 1.84 1.84 0.71 0.65 2.35 1.7
  Aeromonas hydrophila 6.51 15.87 0 0 0 3.94 6.92 7.32
  Agrobacterium radiobacter 0.71 0 13.1 13.1 6.13 3.53 4.9 1.66
  Caulobacter sp. 6.22 11.32 12.56 54.44 4.99 4.61 10.16 13.04
  Corynebacterium sp. 1.96 5.11 8.08 32.51 4.15 3.58 4.96 4.3
  Cytophaga sp. 2.38 4.38 2.91 6.89 1.42 1.26 3.24 2.18
  Iron reducers  <  104  <  104  <  104 0.6  <  104  <  104 0.24 0.21
  Mycobacterium sp. 2.12 3.51  <  104 5.12 0.84 0.89  <  104  <  104

  Nitrobacter sp. 2.39 2.68 3.42 50.4 2.73 1.56 3.88 3.04
  Nocardia carnea 1.74 2.9 1.39  <  104 1.38 0 1.95 2.14
  Pseudomonas fluorescens 5.52 11.38 3.17 7.9 5.58 5.63 2.73 3.83
  Pseudomonas putida 1.34 4.98 2.29 3.87 1.7 1.68 3.68 2.56
  Pseudomonas vesicularis 4.16 8.51 5.91 12.57 1.96 3.62 6.8 5.51
  Pseudonocardia sp. 5.41 8 6.32 19.16 4.47 3.98 5.59 5.55
  Rhodococcus equi 29.96 44.5 50.19 166.16 34.5 29.14 34.34 29.35
  Rhodococcus terrae 0.52  <  104 3.51 0 0 1.48 5.5 2. 57
  Riemirella sp. 2.58 5.43 2.69 7.76 1.39 1.02 3.85 3.21
  Sphingobacterium spiritovorum 0.73 1.42 1.44 4.27 1.12 0.97 0.71 0.68
  Sphingomonas adgesiva 0.74 1.47 1.09 0 0.77 0.81 0.69 0.72
  Sphingomonas capsulata 1.1 2.13 1.2 3.6 1.04 1.01 0.81 1
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and Zn in different ways, such as through metallothio-
nein production (Kushwaha et al., 2018), bioadsorp-
tion, and bioaccumulation inside the cell (Chen et al., 
2015; Kushwaha et al., 2018).

In a similar way, some soil propionibacteria spe-
cies not only fix atmospheric nitrogen, enriching the 
soil with it, but also form exopolysaccharides which 
protect bacteria from toxic metals because it can have 
anionic functional groups which sequestrate positive 
metals (Gupta & Diwan, 2017). Moreover, the two-
fold increase in the number of Desulfovibrio sp. was 
presumably due to the introduction with HMs of the 
anion  SO4

2−, necessary for the metabolism of this sul-
fate reducer. The number of associative nitrogen fix-
ers pertaining to Acetobacter sp. and to Rhodococcus 
equi, which have a high hydrolytic ability (Alvarez, 
2010), increased significantly among aerobic species. 
In addition, the proportion of aerobes such as Cau-
lobacter sp., Corynebacterium sp., Nitrobacter sp., 
and the generalized group Streptomyces-Nocardiopsis 
increased as well.

In the chernozem soil, no significant change in the 
overall number of bacteria in the soil with HM occurred. 
However, an increase in the proportion of some Fir-
micutes species such as Clostridium pasteurianum and 
Desulfovibrio sp. at day 30 was observed; both species 

are presumably capable to resist HMs (Barreiro et  al., 
2015; Cabrera et al., 2006; Fajardo et al., 2019).

Abiotic factors such as soil use, pH, prevalence 
of anaerobic vs aerobic conditions, and above all the 
organic carbon, and its content in humic substances, 
are key factors for structuring microbial communi-
ties and make them more stable to environmental 
stress. The microbial community developed in the 
Ch-humus-rich soil was more complex and stable and 
with bacterial populations able to resist and respond 
to metal stress. Moreover, the soil structure, thanks 
to the humus substance, was able to act as metal 
chelants. These results are consistent with reports by 
other authors which the combination of heavy metals 
and soil physicochemical properties can have differ-
ent impacts on microbial community composition 
(Lin et al., 2019; Zhao et al., 2019).

Differently, the Ag-humus-poor soil, owing to lack 
of humic structure, was not able to form complexes 
with HMs and consequently the microbial community 
was more exposed to their toxic effects. However, 30 
and 90  days from contamination, several bacterial 
species able to respond to HMs increased. At the end 
of the experiment, in fact Clostridium pasteurianum 
and Propionibacterium jensenii became the dominant 
species in the bacterial community.

WARB** Wolinella-Acholeplasma-Roseomonas-Burkholderia

Table 2  (continued)

Bacteria (N. cells/g  106) Sampling time (days)

30d 90d 30d 90d

  Streptomyces-Nocardiopsis 5.97 11.55 18.58 45.97 14.72 10.84 5.43 6.03

  WARB** 1.92 5.16 3.84 6.36 1.39 1.91 2.5 1.81
  Xanthomonas sp. 2.72 6.54 4.262 9.66 2.35 3.13 3.84 3.07

Total aerobes 97.95 182.74 167.612 518.62 102.66 94.2 134.82 112.95

Table 3  Shannon 
(H), Simpson (U), and 
Macintosh (D) indices 
in agrozem (Ag) and 
chernozem (Ch) and soils 
spiked with heavy metals 
(HMAg and HMCh) at 30 
and 90 days

Soil type Agrozem Chernozem

Time 30 d 90 d 30 d 90 d

Soil samples Ag HMAg Ag HMAg Ch HMCh Ch HMCh

H 4.10 4.31 4.20 3.74 4.37 4.35 4.61 4.44
U 0.79 0.78 0.76 0.57 0.78 0.79 0.80 0.79
D 0.93 0.93 0.92 0.80 0.93 0.94 0.94 0.93
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Really, the analysis of lipid markers made it possi-
ble to evaluate the changes in the agrozem microbial 
community due to HM addition, showing how micro-
biological parameters give additional information on 
the contamination occurrence and above all on its 
effects on soil ecosystems.

5  Conclusions

The analysis of the microbial community structure 
is very useful for evaluating the effects of contami-
nation on soil ecosystems. In particular, the detailed 
information obtained from the microbial marker mass 
spectrometry (MSMM) method made it possible to 
know in detail which species were affected by the 
HM addition within the microbial community. The 
overall results show how microorganisms living in a 
soil depleted in organic carbon (agrozem) were very 
sensitive to heavy metal presence and a significant 
shift in the microbial structure was observed. The 
content of organic matter seems to be a strong fac-
tor regulating the stability of microbial communities, 
and making them resistant to HM effects. The overall 
results suggest how both abiotic (e.g., organic car-
bon, contamination) and biotic (microbial community 
structure) factors need to be taken into consideration 
for evaluating the quality state of a soil.

Concluding, our work provides evidence against 
using alone the total microbial biomass indicators 
as they are not reliable bio-indicators of the state of 
soil microbiota in case of polymetallic pollution of 
soils that differ in humus status. Structural changes 
in bacterial communities are more pronounced under 
the influence of this type of chemical pollution in a 
soil with a low organic carbon content. The organic 
matter seems to be a stronger deterrent regulat-
ing the state of microbial cenosis than the presence 
in the soil samples of zinc, copper, and lead 5 times 
the estimated permissible concentration. Overall, the 
data obtained do not contradict the known facts about 
a higher resistance to negative effects of soil ecosys-
tems rich in humus.

The quantitative differences found in this work 
demonstrate that the use of only these microbiologi-
cal indicators (total number of bacteria and fungi, 
including yeast forms) is not exhaustive for evaluating 
soil quality. In practical recommendations, a set of 
potentially effective microbiological parameters must 
be clarified based on the humus state of soils and the 
history of its anthropogenic use.

The microbial community of the rich humus soil 
was not affected by heavy metals during the study 
period; however, the negative effect may appear later.

It can be concluded that microbial characteristics 
should only be taken into account in a comprehensive 

Table 4  Results by microbial class according to GMM

Class 1 2 3 4

Bacteroides fragilis Agrobacterium radiobacter Acetobacterium sp. Actinomadura roseola
Bacteroides hypermegas Bacillus sp. Acetobacter sp. Aeromonas hydrophila
Bacteroides ruminicola Butyrivibrio 1–2-13 Bacillus subtilis Arthrobacter sp.
Bifidobacterium sp. Clostridium pasteurianum Caulobacter sp. Clostridium OPA*
Clostridium perfringens Enterobacteriaceae Pseudomonas putida Corynebacterium sp.
Cytophaga sp. Mycobacterium sp. Pseudonocardia sp. Propionibacterium jensenii
Desulfovibrio sp. Rhodococcus terrae Rhodococcus equi Propionibacterium sp.
Eubacterium lentum WARB** Pseudomonas fluorescens
Iron reducers Pseudomonas vesicularis
Nitrobacter sp. Streptomyces-Nocardiopsis
Nocardia carnea
Riemirella sp.
Ruminococcus sp.
Sphingobacterium spiritovorum
Sphingomonas adgesiva
Sphingomonas capsulata
Xanthomonas sp.
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assessment of soil quality in accordance with ISO 
19,204: 2017—TRIAD approach to soil quality. This 
approach combines chemical data, toxicity testing, 
and ecological data of a site to determine the effect 
of contamination on the ecosystem (Chapman, 2007; 
McDonald et al., 2007; Pukalchik et al., 2015).

Acknowledgements This research was performed according 
to the Development Program of the Interdisciplinary Scientific 
and Educational School of M.V. Lomonosov Moscow State 
University «The future of the planet and global environmental 
change». The authors are grateful to Prof. G. Osipov for pro-
viding equipment and shooting mass spectrometric spectra.

Author Contribution Vera Terekhova: conceptualization, 
writing—original draft, supervision, funding acquisition, 
project administration; Elena Fedoseeva: validation, formal 
analysis, writing—original draft; Anna Barra Caracciolo: writ-
ing—review and editing; Anastasiya Kiryushina: investigation, 
visualization, writing—review and editing; Nadezda Verkhovt-
seva: methodology, investigation.

Declarations 

Competing Interests The authors declare no competing 
interests.

References

Ali, H., Khan, E., & Sajad, M. A. (2013). Phytoremediation of 
heavy metals - Concepts and applications. Chemosphere, 
91, 869–881. https:// doi. org/ 10. 1016/j. chemo sphere. 2013. 
01. 075.

Alvarez, H. M. (2010). Biology of Rhodococcus. Springer Ver-
lag Berlin Heidelberg.

Approximate permissible concentrations of chemical sub-
stances in the soil: Hygienic standards - HN 2.1.7.2511–
09. (2009). Federal Center for Hygiene and Epidemiology 
of Rospotrebnadzor (Russia) Moscow.

Bååth, E. (1989). Effects of heavy metals in soil on microbial 
processes and populations (a review). Water, Air, and Soil 

Fig. 3  a–d Map classification of control and treated soil samples according to GMM

https://doi.org/10.1016/j.chemosphere.2013.01.075
https://doi.org/10.1016/j.chemosphere.2013.01.075


 Water Air Soil Pollut         (2021) 232:292 

1 3

  292  Page 12 of 14

Pollution, 47, 335–379. https:// doi. org/ 10. 1007/ BF002 
79331.

Barra Caracciolo, A., Bustamante, M. A., Nogues, I., Di 
Lenola, M., Luprano, M. L., & Grenni, P. (2015). Changes 
in microbial community structure and functioning of a 
semiarid soil due to the use of anaerobic digestate derived 
composts and rosemary plants. Geoderma, 245–246, 
89–97. https:// doi. org/ 10. 1016/j. geode rma. 2015. 01. 021.

Barra Caracciolo, A., Grenni, P., Garbini, G. L., Rolando, L., 
Campanale, C., Aimola, G., et al. (2020). Characterization 
of the belowground microbial community in a poplar-phy-
toremediation strategy of a multi-contaminated soil. Fron-
tiers in Microbiology, 11, 2073. https:// doi. org/ 10. 3389/ 
fmicb. 2020. 02073.

Barreiro, A., Fontúrbel, M. T., Lombao, A., Martín, A., Vega, 
J. A., Fernández, C., et  al. (2015). Using phospholipid 
fatty acid and community level physiological profiling 
techniques to characterize soil microbial communities 
following an experimental fire and different stabilization 
treatments. CATENA, 135, 419–429. https:// doi. org/ 10. 
1016/j. catena. 2014. 07. 011.

Bobbie, R. J., & White, D. C. (1980). Characterization of ben-
thic microbial community structure by high resolution gas 
chromatography of fatty acid methyl ester. Applied Envi-
ronmental Microbiology, 39, 1212–1222. https:// doi. org/ 
10. 1128/ AEM. 39.6. 1212- 1222. 1980.

Bouasria, A., Mustafa, T., De Bello, F., Zinger, L., Lemper-
iere, G., Geremia, R. A., & Choler, P. (2012). Changes in 
root-associated microbial communities are determined by 
species specific plant growth responses to stress and dis-
turbance. European Journal of Soil Biology, 52, 59–66. 
https:// doi. org/ 10. 1016/j. ejsobi. 2012. 06. 003.

Cabrera, G., Pérez, R., Gomez, J. M., Ábalos, A., & Cantero, 
D. (2006). Toxic effects of dissolved heavy metals on Des-
ulfovibrio vulgaris and Desulfovibrio sp. strains. Journal 
of Hazardous Materials, 135(1–3), 40–46. https:// doi. org/ 
10. 1016/j. jhazm at. 2005. 11. 058.

Chapman, P. M. (2007). Determining when contamination is 
pollution - Weight of evidence determinations for sedi-
ments and effluents. Environment International, 33(4), 
492–501. https:// doi. org/ 10. 1016/j. envint. 2006. 09. 001.

Chen, Z., Pan, X., Chen, H., Lin, Z., & Guan, X. (2015). Investi-
gation of lead(II) uptake by Bacillus thuringiensis 016. World 
Journal of Microbiology and Biotechnology, 31(11), 1729–
1736. https:// doi. org/ 10. 1007/ s11274- 015- 1923-1.

Di Lenola, M., Barra Caracciolo, A., Grenni, P., Ancona, V., 
Rauseo, J., Laudicina, V. A., et  al. (2018). Effects of 
apirolio addition and alfalfa and compost treatments on 
the natural microbial community of a historically PCB-
contaminated soil. Water, Air, and Soil Pollution, 229(1–
14). https:// doi. org/ 10. 1007/ s11270- 018- 3803-4.

Fajardo, C., Costa, G., Nande, M., Botías, P., García-Can-
talejo, J., & Martín, M. (2019). Pb, Cd, and Zn soil 
contamination: monitoring functional and structural 
impacts on the microbiome. Applied Soil Ecology, 135, 
56–64. https:// doi. org/ 10. 1016/j. apsoil. 2018. 10. 022.

Fedoseeva, E. V., Danilova, O. A., Ianutsevich, E. A., Terek-
hova, V. A., & Tereshina, V. M. (2021). Micromycete 
lipids and stress. Microbiology, 90, 37–55. https:// doi. 
org/ 10. 1134/ S0026 26172 10100 45.

Fierer, N., & Jackson, R. B. (2006). The diversity and bio-
geography of soil bacterial communities. Proceedings 
of the National Academy of the Sciences of the USA, 
103(3), 626–631. https:// doi. org/ 10. 1073/ pnas. 05075 
35103.

Fierer, N., Nemergut, D., Knight, R., & Craine, J. M. (2010). 
Changes through time: Integrating microorganisms into 
the study of succession. Research in Microbiology, 161, 
635–642. https:// doi. org/ 10. 1016/j. resmic. 2010. 06. 002.

Gąsiorek, M., Kowalska, J., Mazurek, К, & Pająk, M. (2017). 
Comprehensive assessment of heavy metal pollution 
in topsoil of historical urban park on an example of the 
Planty Park in Krakow (Poland). Chemosphere, 179, 148–
158. https:// doi. org/ 10. 1016/j. chemo sphere. 2017. 03. 106.

Giacometti, C., Demyan, M. S., Cavani, L., et  al. (2013). 
Chemical and microbiological soil quality indicators and 
their potential to differentiate fertilization regimes in tem-
perate agroecosystems. Applied Soil Ecology, 64, 32–48. 
https:// doi. org/ 10. 1016/j. apsoil. 2012. 10. 002.

GN 2.1.7.2511–09. (2009). Tentative allowable concentrations 
of chemical substances in soil (in Russian).

GOST 26213–91. (1993). Soils. Methods for determination of 
organic matter (in Russian).

GOST 26423–85. (1985). Soils. Methods for determination 
of specific electric conductivity, pH and solid residue of 
water extract (in Russian).

GOST 26713–85. (1985). Organic fertilizers. Method for deter-
mination of moisture and dry residue (in Russian).

GOST 26484–85. (1986). Soils. Method for determination of 
exchangeable acidity (in Russian).

Green, J. L., Bohannan, B. J. M., & Whitaker, R. J. (2008). 
Microbial biogeography: From taxonomy to traits. Sci-
ence, 320, 1039–1043. https:// doi. org/ 10. 1126/ scien ce. 
11534 75.

Gupta, P., & Diwan, B. (2017). Bacterial exopolysaccharide 
mediated heavy metal removal: A review on biosynthe-
sis, mechanism and remediation strategies. Biotechnology 
Reports, 13, 58–71. https:// doi. org/ 10. 1016/j. btre. 2016. 12. 
006.

He, Z., von Nostrand, J. D., Deng, Y., & Zhou, J. (2011). 
Development and applications of functional gene micro-
arrays in the analysis of the functional diversity composi-
tion and structure of microbial communities. Frontiers of 
Environmental Science & Engineering in China, 5, 1–20. 
https:// doi. org/ 10. 1007/ s11783- 011- 0301-y.

Ho, J., & Chambers, L. G. (2019). Altered soil microbial com-
munity composition and function in two shrub encroached 
marshes with different physicochemical gradients. Soil 
Biology and Biochemistry, 130, 122–131. https:// doi. org/ 
10. 1016/j. soilb io. 2018. 12. 004.

ISO 19204. (2017). Soil quality — Procedure for site-specific 
ecological risk assessment of soil contamination (soil 
quality TRIAD approach).

Johnson, H., Cho, H., & Choudhary, M. (2019). Bacterial 
heavy metal resistance genes and bioremediation poten-
tial. Computational Molecular Bioscience, 9, 1–12. 
https:// doi. org/ 10. 4236/ cmb. 2019. 91001.

Joshi, P. K., Swarup, A., Maheshwari, S., Kumar, R., & Singh, 
N. (2011). Bioremediation of heavy metals in liquid media 
through fungi isolated from contaminated sources. Indian 

https://doi.org/10.1007/BF00279331
https://doi.org/10.1007/BF00279331
https://doi.org/10.1016/j.geoderma.2015.01.021
https://doi.org/10.3389/fmicb.2020.02073
https://doi.org/10.3389/fmicb.2020.02073
https://doi.org/10.1016/j.catena.2014.07.011
https://doi.org/10.1016/j.catena.2014.07.011
https://doi.org/10.1128/AEM.39.6.1212-1222.1980
https://doi.org/10.1128/AEM.39.6.1212-1222.1980
https://doi.org/10.1016/j.ejsobi.2012.06.003
https://doi.org/10.1016/j.jhazmat.2005.11.058
https://doi.org/10.1016/j.jhazmat.2005.11.058
https://doi.org/10.1016/j.envint.2006.09.001
https://doi.org/10.1007/s11274-015-1923-1
https://doi.org/10.1007/s11270-018-3803-4
https://doi.org/10.1016/j.apsoil.2018.10.022
https://doi.org/10.1134/S0026261721010045
https://doi.org/10.1134/S0026261721010045
https://doi.org/10.1073/pnas.0507535103
https://doi.org/10.1073/pnas.0507535103
https://doi.org/10.1016/j.resmic.2010.06.002
https://doi.org/10.1016/j.chemosphere.2017.03.106
https://doi.org/10.1016/j.apsoil.2012.10.002
https://doi.org/10.1126/science.1153475
https://doi.org/10.1126/science.1153475
https://doi.org/10.1016/j.btre.2016.12.006
https://doi.org/10.1016/j.btre.2016.12.006
https://doi.org/10.1007/s11783-011-0301-y
https://doi.org/10.1016/j.soilbio.2018.12.004
https://doi.org/10.1016/j.soilbio.2018.12.004
https://doi.org/10.4236/cmb.2019.91001


Water Air Soil Pollut         (2021) 232:292  

1 3

Page 13 of 14   292 

Journal of Microbiology, 51, 482–487. https:// doi. org/ 10. 
1007/ s12088- 011- 0110-9.

Kohler, J., Caravaca, F., Azcon, R., Díaz, G., & Roldan, A. 
(2016). Suitability of the microbial community compo-
sition and function in a semiarid mine soil for assessing 
phytomanagement practices based on mycorrhizal inocu-
lation and amendment addition. Journal of Environmen-
tal Management, 169, 236–246. https:// doi. org/ 10. 1016/j. 
jenvm an. 2015. 12. 037.

Kushwaha, A., Hans, N., Kumar, S., & Rani, R. (2018). A 
critical review on speciation, mobilization and toxicity 
of lead in soil-microbe-plant system and bioremediation 
strategies. Ecotoxicology and Environmental Safety, 147, 
1035–1045. https:// doi. org/ 10. 1016/j. ecoenv. 2017. 09. 049.

Lin, Y., Ye, Y., Hu, Y., & Shi, H. (2019). The variation in 
microbial community structure under different heavy 
metal contamination levels in paddy soils. Ecotoxicology 
and Environmental Safety, 180(30), 557–564. https:// doi. 
org/ 10. 1016/j. ecoenv. 2019. 05. 057.

Madigan, A. P., Egidi, E., Bedon, F., Franks, A. E., & Plum-
mer, K. M. (2019). Bacterial and fungal communities are 
differentially modified by melatonin in agricultural soils 
under abiotic stress. Frontiers in Microbiology, 10, 2616. 
https:// doi. org/ 10. 3389/ fmicb. 2019. 02616.

Mahmoudabadi, E., Sarmadian, F., & Nazary, M. R. (2015). 
Spatial distribution of soil heavy metals in different land 
uses of an industrial area of Tehran (Iran). International 
Journal of Environmental Science and Technology, 12, 
3283–3298. https:// doi. org/ 10. 1007/ s13762- 015- 0808-z.

Mandal, A., Purakayastha, T. J., Ramana, S., Neenu, S., Bha-
duri, D., Chakraborty, K., Manna, M. C., & Subba, R. 
A. (2014). Status on phytoremediation of heavy metals 
in India- a review. International Journal of Bio-resource 
and Stress Management, 5(4), 553–560. https:// doi. org/ 10. 
5958/ 0976- 4038. 2014. 00609.5.

Mandal, J. B., Mazurek, R., Gąsiorek, M., & Zaleski, T. 
(2018). Pollution indices as useful tools for the compre-
hensive evaluation of the degree of soil contamination - A 
review. Environmental Geochemistry and Health, 40(6), 
2395–2420. https:// doi. org/ 10. 1007/ s10653- 018- 0106-z.

McDonald, B. G., deBruyn, A. M. H., Wernick, B. G., Patter-
son, L., Pellerin, N., & Chapman, P. M. (2007). Design 
and application of a transparent and scalable weight-of-
evidence framework: An example from Wabamun Lake, 
Alberta, Canada. Integrated Environmental Assessment 
and Management, 3(4), 476–483. https:// doi. org/ 10. 1897/ 
IEAM_ 2007- 017.1.

Moreira, H., Pereira, S. I. A., Marques, A. P. G. C., Rangel, 
A. O. S. S., & Castro, P. M. L. (2019). Effects of soil 
sterilization and metal spiking in plant growth promot-
ing rhizobacteria selection for phytotechnology purposes. 
Geoderma, 334, 72–81. https:// doi. org/ 10. 1016/j. geode 
rma. 2018. 07. 025.

Motuzova, G. V., Karpova, E. A., Barsova, N. U., Minkina, T. 
M., & Mandzhieva, S. S. (2014). Soil contamination with 
heavy metals as a potential and real risk to the environ-
ment. Journal of Geochemical Exploration, 144(PB), 
241–246. https:// doi. org/ 10. 1016/j. gexplo. 2014. 01. 026.

Nunes, M. R., Karlen, D. L., Veum, K. S., et al. (2020). Bio-
logical soil health indicators respond to tillage intensity: 

A US meta-analysis. Geoderma, 369, 114335. https:// 
doi. org/ 10. 1016/j. geode rma. 2020. 114335.

Oladipo, O. G., Awotoye, O. O., Olayinka, A., Bezuidenhout, 
C. C., & Maboeta, M. S. (2018). Heavy metal tolerance 
traits of filamentous fungi isolated from gold and gem-
stone mining sites. Brazilian Journal of Microbiology, 
49, 29–37. https:// doi. org/ 10. 1016/j. bjm. 2017. 06. 003.

Ololade, I. A. (2014). An assessment of heavy-metal contam-
ination in soils within auto-mechanic workshops using 
enrichment and contamination factors with geoaccumu-
lation indexes. Journal of Environmental Protection, 5, 
970–982. https:// doi. org/ 10. 4236/ jep. 2014. 511098.

Osipov, G. A., & Turova, E. S. (1997). Studying species com-
position of microbial communities with the use of gas 
chromatography-mass spectrometry: Microbial commu-
nity of kaolin. FEMS Microbiology Reviews, 20, 437–446.

Pagès, A., Grice, K., Welsh, D. T., Teasdale, P. T., Van Kranen-
donk, M. J., & Greenwood, P. (2015). Lipid biomarker 
and isotopic study of community distribution and bio-
marker preservation in a laminated microbial mat from 
Shark Bay Western Australia. Microbial Ecology, 70(2), 
459–472. https:// doi. org/ 10. 1007/ s00248- 015- 0598-3.

Pan, X., Chen, Z., Li, L., Rao, W., Xu, Z., & Guan, X. 
(2017). Microbial strategy for potential lead remedia-
tion: A review study. World Journal of Microbiology and 
Biotechnology, 33(35), 1–7. https:// doi. org/ 10. 1007/ 
s11274- 017- 2211-z.

Perez-de-Mora, A., Burgos, P., Madejon, E., Cabrera, F., Jae-
ckel, P., & Schloter, M. (2006). Microbial community 
structure and function in a soil contaminated by heavy 
metals: Effects of plant growth and different amendments. 
Soil Biology and Biochemistry, 38, 327–341. https:// doi. 
org/ 10. 1016/j. soilb io. 2005. 05. 010.

Pukalchik, M. A., Terekhova, V. A., Yakimenko, O. S., 
Kydralieva, K. A., & Akulova, M. I. (2015). Triad method 
for assessing the remediation effect of humic preparations 
on urbanozems. Eurasian Soil Science, 48(6), 654–663. 
https:// doi. org/ 10. 1134/ S1064 22931 50600 83.

Radnaeva, L. D., Bazarsadueva, S. V., Taraskin, V. V., & Tulok-
honov A. K. (2020). First data on lipids and microorganisms 
of deepwater endemic sponge Baikalospongia intermedia 
and sediments from hydrothermal discharge area of the Fro-
likha Bay (North Baikal, Siberia). Journal of Great Lakes 
Research. https:// doi. org/ 10. 1016/j. jglr. 2019. 09. 021.

Rajapaksha, R. M. C. P., Tobor-Kapłon, M. A., & Bååth, E. 
(2004). Metal toxicity affects fungal and bacterial activi-
ties in soil differently. Applied and Environmental Micro-
biology, 70(5), 2966–2973. https:// doi. org/ 10. 1128/ AEM. 
70.5. 2966- 2973. 2004.

Rose, P. K., & Devi, R. (2018). Heavy metal tolerance and 
adaptability assessment of indigenous filamentous fungi 
isolated from industrial wastewater and sludge samples. 
Beni-Suef University Journal of Basic and Applied Sci-
ences, 7, 688–694. https:// doi. org/ 10. 1016/j. bjbas. 2018. 
08. 001.

Rosencvet, O. A., Fedoseeva, E. V., & Terekhova, V. A. (2019). 
Lipid biomarkers in environmental assessment of soil 
biota: Analysis of fatty acids (review). Uspekhi Sovremen-
noj Biologii, 139(2), 161–177. https:// doi. org/ 10. 1134/ 
S0042 13241 90200 78(InRus sian).

https://doi.org/10.1007/s12088-011-0110-9
https://doi.org/10.1007/s12088-011-0110-9
https://doi.org/10.1016/j.jenvman.2015.12.037
https://doi.org/10.1016/j.jenvman.2015.12.037
https://doi.org/10.1016/j.ecoenv.2017.09.049
https://doi.org/10.1016/j.ecoenv.2019.05.057
https://doi.org/10.1016/j.ecoenv.2019.05.057
https://doi.org/10.3389/fmicb.2019.02616
https://doi.org/10.1007/s13762-015-0808-z
https://doi.org/10.5958/0976-4038.2014.00609.5
https://doi.org/10.5958/0976-4038.2014.00609.5
https://doi.org/10.1007/s10653-018-0106-z
https://doi.org/10.1897/IEAM_2007-017.1
https://doi.org/10.1897/IEAM_2007-017.1
https://doi.org/10.1016/j.geoderma.2018.07.025
https://doi.org/10.1016/j.geoderma.2018.07.025
https://doi.org/10.1016/j.gexplo.2014.01.026
https://doi.org/10.1016/j.geoderma.2020.114335
https://doi.org/10.1016/j.geoderma.2020.114335
https://doi.org/10.1016/j.bjm.2017.06.003
https://doi.org/10.4236/jep.2014.511098
https://doi.org/10.1007/s00248-015-0598-3
https://doi.org/10.1007/s11274-017-2211-z
https://doi.org/10.1007/s11274-017-2211-z
https://doi.org/10.1016/j.soilbio.2005.05.010
https://doi.org/10.1016/j.soilbio.2005.05.010
https://doi.org/10.1134/S1064229315060083
https://doi.org/10.1016/j.jglr.2019.09.021
https://doi.org/10.1128/AEM.70.5.2966-2973.2004
https://doi.org/10.1128/AEM.70.5.2966-2973.2004
https://doi.org/10.1016/j.bjbas.2018.08.001
https://doi.org/10.1016/j.bjbas.2018.08.001
https://doi.org/10.1134/S0042132419020078(InRussian)
https://doi.org/10.1134/S0042132419020078(InRussian)


 Water Air Soil Pollut         (2021) 232:292 

1 3

  292  Page 14 of 14

Shekhovtsova, N. V., Marakaev, O. A., Pervushina, K. A., & 
Osipov, G. A. (2013). The underground organ microbial 
complexes of moorland spotted orchid Dactylorhiza mac-
ulata (L) Soó (Orchidaceae). Advances in Bioscience and 
Biotechnology, 4, 35–42. https:// doi. org/ 10. 3934/ micro 
biol. 2018.3. 541.

Spring, St., Schulze, R., Overmann, J., & Schleifer, K.-H. 
(2000). Identification and characterization of ecologi-
cally significant prokaryotes in the sediment of freshwater 
lakes: Molecular and cultivation studies. FEMS Microbi-
ology Reviews, 24(5), 573–590. https:// doi. org/ 10. 1111/j. 
1574- 6976. 2000. tb005 59.x.

Stead, D. E., Sellwood, J. E., Wilson, J., & Viney, J. (1992). Evalu-
ation of a commercial microbial identification system based 
on fatty acid profiles for rapid, accurate identification of plant 
pathogenic bacteria. Journal of   Applied Bacteriology, 72, 
315–321. https:// doi. org/ 10. 1111/j. 1365- 2672. 1992. tb018 41.x.

Terekhova, V. A. (2007). The importance of mycological stud-
ies for soil quality control. Eurasian Soil Science, 40(5), 
583–587. https:// doi. org/ 10. 1134/ S1064 22930 70501 58.

Terekhova, V. A. (2011). Soil bioassay: Problems and 
approaches. Eurasian Soil Science, 44(2), 173–179. 
https:// doi. org/ 10. 1134/ S1064 22931 10201 41.

Terekhova, V. A., Verkhovtseva, N. V., Pukalchik, M. A., 
Vodolazov, I. R., Shitikov, V. K. (2018). Chemodiagnos-
tic by lipid analysis of the microbial community structure 
in trace metal polluted urban soil. In: V. I. Vasenev et al. 
(eds) Megacities 2050: Environmental consequences of 
urbanization. ICLASCSD 2016. Springer Geography. 
Springer. https:// doi. org/ 10. 1007/ 978-3- 319- 70557-6_ 16.

Terekhova, V. A., Prudnikova, E. V., Kulachkova, S. A., Gor-
lenko, M. V., Uchanov, P. V., Sushko, S. V., & Ananyeva, 
N. D. (2021). Microbiological indicators of heavy metals 
and carbon-containing preparations applied to agrosoddy-
podzolic soils differing in humus content. Eurasian Soil 
Science, 54(3), 448–458. https:// doi. org/ 10. 1134/ S1064 
22932 10301 57.

Torres-Cruz, T. J., Hesse, C., Kuske, C. R., & Porras-Alfaro, A. 
(2018). Presence and distribution of heavy metal tolerant 
fungi in surface soils of a temperate pine forest. Applied 
Soil Ecology, 131, 66–74. https:// doi. org/ 10. 1016/j. apsoil. 
2018. 08. 001.

Van der Perk, M. (2013). Soil and water contamination. CRC 
Press.

Verkhovtseva, N. V., Osipov, G. A., Bolysheva, T. N., Kasa-
tikov, V. A., Kuzmina, N. V., Antsiferova, EJu., & Alex-
eeva, A. S. (2002). Comparative investigation of ver-
micompost microbial communities. In H. Insam, N. 
Riddech, & S. Klammer (Eds.), Microbiology of compost-
ing (pp. 99–110). Springer Verlag.

Veum, K. S., Goyne, K. W., Kremer, R. J., Miles, R. J., & Sud-
duth, K. A. (2014). Biological indicators of soil quality 
and soil organic matter characteristics in an agricultural 
management continuum. Biogeochemistry, 117, 81–99. 
https:// doi. org/ 10. 1007/ s10533- 013- 9868-7.

White, D. C. (1988). Validation of quantitative analysis for 
microbial biomass, community structure, and metabolic 
activity. Advances in Limnology, 31, 1–18.

White, D. C., Ringelberg, D. B. (1998). Signature biolipid bio-
marker analysis In: R. S. Burlage et al. (eds): Techniques 
in microbial ecology (pp 255–272). Oxford Univ Press.

Wilkinson, K. G., Dixon, K. W., & Sivasithamparam, K. 
(1989). Interaction of soil bacteria, mycorrhizal fungi 
and orchid seeds in relation to germination of Australian 
orchids. New Phytologist, 112, 429–435. https:// doi. org/ 
10. 1111/j. 1469- 8137. 1989. tb003 34.x.

Winding, A., Hund-Rinke, K., & Rutgers, M. (2005). The use 
of microorganisms in ecological soil classification and 
assessment concepts. Ecotoxicology and Environmen-
tal Safety, 62, 230–248. https:// doi. org/ 10. 1016/j. ecoenv. 
2005. 03. 026.

World Reference Base for Soil Resources. (2014). Interna-
tional soil classification system for naming soils and cre-
ating legends for soil maps FAO. FAO.

Wu, Q. H., Leung, J. Y. S., Geng, X. H., Chen, S. J., et  al. 
(2014). Heavy metal contamination of soil and water in 
the vicinity of an abandoned e-waste recycling site: Impli-
cations for dissemination of heavy metals. Science of the 
Total Environment, 506, 217–225. https:// doi. org/ 10. 
1016/j. scito tenv. 2014. 10. 121.

Zhang, Q., Jin, H., Zhou, H., Cai, M., Li, Y., Zhang, G., et al. 
(2019). Variation of soil anaerobic microorganisms con-
nected with anammox processes by 13C-phospholipid 
fatty acid analysis among long-term fertilization regimes 
in a crop rotation system. Applied Soil Ecology., 133, 
34–43. https:// doi. org/ 10. 1016/j. apsoil. 2018. 09. 005.

Zhang, Y., Cong, J., Lu, H., Yang, C., Yang, Y., et al. (2014). 
An integrated study to analyze soil microbial community 
structure and metabolic potential in two forest types. PLoS 
ONE, 9(4), e93773. https:// doi. org/ 10. 1371/ journ al. pone. 
00937 73.

Zhao, X., Huang, J. L. J., & Sun, Y. (2019). Study on the influ-
ence of soil microbial community on the long-term heavy 
metal pollution of different land use types and depth lay-
ers in mine. Ecotoxicology and Environmental Safety, 170, 
218–226. https:// doi. org/ 10. 1016/j. ecoenv. 2018. 11. 136.

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

https://doi.org/10.3934/microbiol.2018.3.541
https://doi.org/10.3934/microbiol.2018.3.541
https://doi.org/10.1111/j.1574-6976.2000.tb00559.x
https://doi.org/10.1111/j.1574-6976.2000.tb00559.x
https://doi.org/10.1111/j.1365-2672.1992.tb01841.x
https://doi.org/10.1134/S1064229307050158
https://doi.org/10.1134/S1064229311020141
https://doi.org/10.1007/978-3-319-70557-6_16
https://doi.org/10.1134/S1064229321030157
https://doi.org/10.1134/S1064229321030157
https://doi.org/10.1016/j.apsoil.2018.08.001
https://doi.org/10.1016/j.apsoil.2018.08.001
https://doi.org/10.1007/s10533-013-9868-7
https://doi.org/10.1111/j.1469-8137.1989.tb00334.x
https://doi.org/10.1111/j.1469-8137.1989.tb00334.x
https://doi.org/10.1016/j.ecoenv.2005.03.026
https://doi.org/10.1016/j.ecoenv.2005.03.026
https://doi.org/10.1016/j.scitotenv.2014.10.121
https://doi.org/10.1016/j.scitotenv.2014.10.121
https://doi.org/10.1016/j.apsoil.2018.09.005
https://doi.org/10.1371/journal.pone.0093773
https://doi.org/10.1371/journal.pone.0093773
https://doi.org/10.1016/j.ecoenv.2018.11.136

	Effect of an Equal Dose of Polymetallic Pollution on the Microbiological Characteristics of Two Soils with Different Organic Carbon Contents
	Abstract 
	1 Introduction
	2 Methods
	2.1 Soil Sampling and Soil Characteristics
	2.2 Setup of the Microcosm Experiments
	2.3 Microbial Community Characterization
	2.4 Statistical Analysis

	3 Results
	3.1 Soil Microbial Community Characterization
	3.2 Aerobic and Anaerobic Bacteria

	4 Discussion
	5 Conclusions
	Acknowledgements 
	References


