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A B S T R A C T

The widespread practice of applying sewage sludge to arable land makes use of nutrients indispensable for crops
and reduces the need for inorganic fertilizer, however this application also provides a potential route for human
exposure to chemical contaminants and microbial pathogens in the sludge. A recent concern is that such practice
could promote environmental selection and dissemination of antibiotic resistant bacteria or resistance genes.
Understanding the risks of sludge amendment in relation to antibiotic resistance development is important for
sustainable agriculture, waste treatment and infectious disease management. To assess such risks, we took ad-
vantage of an agricultural field trial in southern Sweden, where land used for growing different crops has been
amended with sludge every four years since 1981. We sampled raw, semi-digested and digested and stored
sludge together with soils from the experimental plots before and two weeks after the most recent amendment in
2017. Levels of selected antimicrobials and bioavailable metals were determined and microbial effects were
evaluated using both culture-independent metagenome sequencing and conventional culturing. Antimicrobials
or bioavailable metals (Cu and Zn) did not accumulate to levels of concern for environmental selection of
antibiotic resistance, and no coherent signs, neither on short or long time scales, of enrichment of antibiotic-
resistant bacteria or resistance genes were found in soils amended with digested and stored sewage sludge in
doses up to 12 metric tons per hectare. Likewise, only very few and slight differences in microbial community
composition were observed after sludge amendment. Taken together, the current study does not indicate risks of
sludge amendment related to antibiotic resistance development under the given conditions. Extrapolations
should however be done with care as sludge quality and application practices vary between regions. Hence, the
antibiotic concentrations and resistance load of the sludge are likely to be higher in regions with larger antibiotic
consumption and resistance burden than Sweden.

1. Introduction

Sewage sludge contains substantial amounts of nutrients, providing
a rationale for its use as fertilizer for arable land in accordance with
circular economy principles. A reduced need for import of conventional
mineral fertilizer has economic value for individual farmers and pro-
motes sustainable usage of finite resources such as phosphorus. There is
also an ecological dimension as efficient plant uptake of nutrients

alleviates negative effects coupled to eutrophication in recipients
caused by e.g. runoffs or landfill leakage. Around 200,000 tons (dry
weight) of sludge are produced annually in Swedish municipal sewage
treatment plants (STPs) but only approximately a third is used for
agrarian purposes (SCB, 2018). Historically, the top argument against
the application of sludge to agricultural fields has been the risk for
accumulation of heavy metals in sludge-amended soil or crops
(McBride, 2003). This concern has largely been solved in Scandinavian
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countries thanks to an improved handling and recycling of metal wastes
in society as a whole, causing lower metal loadings of municipal waste
water (Börjesson et al., 2014, Lekfeldt et al., 2014). More recently
concerns have also been raised for antibiotics and resistant bacteria
(Bondarczuk et al., 2016). As common STPs are not designed to degrade
pharmaceuticals, sewage contains a mixture of residual drugs in addi-
tion to a heavy load of bacteria of various origins, including human gut
microbiota known to carry a plethora of resistance determinants (van
Schaik, 2015). STPs are hence considered key discharge points for an-
tibiotics and other potentially co-selective agents as well as for anti-
biotic resistant bacteria (ARBs) and the causative antibiotic resistance
genes (ARGs) (Rizzo et al., 2013) into the environment. To what degree
selection occurs in STP recipients (waterways or fields receiving treated
effluents or digested sludge) is yet debatable and it has been proposed
that elevated levels of resistance identified in those milieus could be
due mainly to fecal contamination from the continuous STP discharges
(Karkman et al., 2019). In addition, bacterial composition can change
in the absence of an antibiotic selection pressure, e.g. due to changes in
temperature or oxygen access. Thereby, some bacterial taxa carrying
resistance genes can be favored or disfavored coincidentally. Changes in
ARG abundances should therefore be combined with data on shifts in
bacterial composition (Bengtsson-Palme et al., 2016). Ideally, each ARG
should be linked to its host to enable detection of within-species se-
lection. Although emulsion, paired isolation and concatenation PCR
(epicPCR) is a recent technology that to some extent allow such lin-
kages, it is not yet quantitative or provide sufficient taxonomic re-
solution (Hultman et al., 2018).

Understanding if and how the environment contributes to the de-
velopment of resistance is essential since it can direct measures ulti-
mately aiming to diminish risks. The debate of the value and risks of
using sludge from sewage treatment plants as soil enrichment and fer-
tilizer on arable land has been going on for decades in Scandinavia, and
initiatives to provide knowledge and risk analyses are equally long-
standing. For example, in a large-scale field study in Skåne, Sweden,
digested sludge from a municipal STP has been spread at crop fields of a
local farm every fourth year since 1981. Concentrations of macro-
nutrients in sludge and soil as well as the effects of long-term sludge
application on soil characteristics and crop yields have been published
previously (Andersson, 2015). The present study took advantage of this
long-term field trial and aimed to add knowledge on concentrations of
selected antimicrobials and bioavailable metals in soil after sewage
sludge amendment and effects on the bacterial resistome and commu-
nity composition. Total metal concentrations have been continuously
monitored in both sludge and soil (Andersson, 2015), but are often poor
predictors of metal toxicity in soils (Smolders et al., 2009). Hence the
bioavailable fraction exerting the selective pressure was specifically
measured for Cu and Zn, two of the most significant metals for co-se-
lection of antibiotic resistance (Seiler and Berendonk, 2012, Song et al.,
2017). Metagenome sequencing enabled a broad approach to study
effects on resistance genes, both for antibiotics and, with regard to co-
selection and cross-resistance, metals and biocides (MRGs and BRGs).
Additionally, effects on the abundance of mobile and mobilizing genetic
elements (MGEs) (Lupo et al., 2012) influencing the risk for dis-
semination of resistance genes across strains and species, as well as
shifts in bacterial communities in response to the various treatments
were estimated based on metagenomic sequencing data. Metagenome
reads matching crAssphage (Dutilh et al., 2014), a bacteriophage highly
abundant in human feces, were analyzed in all samples to facilitate
discrimination between on-site selection and ARB/ARG build-up in
amended soils caused by remnants of human fecal matter in applied
sludge. Differences in bacterial resistance levels to ampicillin, tetra-
cycline, and ciprofloxacin, representing three major classes of anti-
biotics, were investigated using conventional culturing.

2. Materials and methods

2.1. Soil and sludge sampling

Soil was sampled from an agricultural field trial designed to in-
vestigate long-term effects of sewage sludge application on soil quality
and crop yields (Andersson, 2015). The soil was a sandy loam, typical
for the area, with approximately 2% organic matter and 14% clay
content (Börjesson et al., 2014). The field is divided into 36 plots
(6 × 20 m2 each), each applied with either 0, 4, or 12 metric tons (dry
weight) of sludge per hectare every four years (Table 1) (Andersson,
2015). Cultured crops, winter wheat, sugar beets, spring barley and
oilseed rape, have been rotated in a four year cycle since the initiation
of the experiment in 1981. Yearly, soil plots have been supplied with 0,
50 or 100% of the amount of nitrogen fertilizer required by each crop,
in the last four year cycle corresponding to 140 kg/ha for wheat,
120 kg/ha for beets and barley and 170 kg/ha for rape. The plots given
nitrogen have also been fertilized with phosphorus and potassium in
individual doses depending on crop, 18 and 63 kg/ha for wheat, 42 and
150 kg/ha for beets and 33 and 63 kg/ha for rape, respectively. No
additional PK fertilizer was needed for barley. In 1998, the whole field
was limed (4 tons per hectare) due to decreasing pH levels and in 2017,
the pH ranged from 6.7 to 7.1. Supplementary File 1, Table 1 lists
herbicides and insecticides used for the agricultural field trial during
the latest completed crop rotation cycle 2014–2017.

In total the soil plot sample matrix contains nine different combi-
nations of sludge amendment and nitrogen fertilization, each with four
replicates. Due to practical and economic limitations, we decided to
exclude the plots given ½ the normal amount of nitrogen leading to 24
of the 36 plots being sampled (plots with bold text in Table 1). In 2017,
two rounds of soil sampling were performed, on August 22 and Sep-
tember 26, i.e. almost four years after the sludge application in 2013
and 15 days after the most recent amendment in 2017, respectively
(referred to as sampling time-point s1 and s2 below). Twelve soil cores
were taken on the diagonal of each plot using a sampler reaching to an
approximate depth of 20 cm, mixed thoroughly in a bucket and about
35 ml of the mixture was transferred into sterile 50 ml tubes. The

Table 1
Schematic view of the long-term field trial outside Malmö, Sweden. Every
4 years, either 0, 4 or 12 metric tons of sludge per hectare (dry weight) have
been spread on each plot in combination with 0, 50 or 100% of the normal
amount of nitrogen fertilizer (N) for the particular crop to be grown (rotated in
a 4 year cycle). Each combination is present in four replicates. In the present
study, soil from 24 of the 36 plots, (indicated in bold in table), were sampled
twice in 2017. The first sampling took place almost four years after the most
recent application of digested and stored sludge and the second sampling took
place a month later, 15 days after the 2017 amendment.
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sampler and bucket were rinsed with 70% ethanol between soil plots.
Anaerobically digested (21 days at 35 °C) and centrifuged sludge stored
in open air for eleven months was applied to the experimental field
plots on September 11, 2017. A composite sample of the sludge (re-
ferred to as digested and stored) was transported to our laboratory at
the University of Gothenburg. After the amendment, all field plots,
including plots that did not receive any sludge, were plowed to a depth
of approximately 25 cm. Between sludge amendment and the second
round of soil sampling, the total precipitation was 40 mm and the
average temperature was 13.3 °C (data from the Swedish meteor-
ological and hydrological institute’s closest observational point, located
approximately 8 km north east from the study site). The same database
provided average annual meta-data for total precipitation (696 mm)
and temperature (9.4 °C) for the five previous years (2012–2016). Basic
properties of the digested and stored sludge were as follows: 30% dry
mass, pH 8.5, Tot-N 3% of dry mass, Tot-P 2.8% of dry mass. On two
occasions, grab samples were also taken from undigested sludge (re-
ferred to as raw) and sludge directly from the chamber during the di-
gestion process (referred to as semi-digested). The STP where sampling
of sludge took place is located approximately 12 km northwest of the
agricultural field trial and is one of Sweden’s largest STPs with ap-
proximately 300,000 connected residents and an average flow of
1,350 l/s (VASYD, 2018). All samples were kept cool during transport.
At the laboratory, sludge and soil samples to be used for chemical
analyses and DNA extraction and subsequent sequencing were frozen at
-20 °C and samples used for culturing were kept at 4 °C and spread on
agar plates within 24 h. In total, 24 + 24 soil samples and 1 + 2 + 2
sludge samples were analyzed (n = 53).

2.2. Chemical analysis

The concentrations of 15 antibiotics (amoxicillin, azithromycin,
cefadroxil, ciprofloxacin, clarithromycin, clindamycin, doxycycline,
erythromycin, metronidazole, nitrofurantoin, norfloxacin, ofloxacin,
oxytetracycline, sulfamethoxazole, tetracycline) and one antibacterial
biocide (cetyltrimethylammonium chloride, CTAC) were determined in
soil and sludge samples using liquid chromatography-tandem mass
spectrometry. Soil and sludge samples (0.1 g) were extracted sequen-
tially after addition of 50 ng of each internal and surrogate standard.
Three sequential extractions were done: 1.5 ml methanol and water
(7:3) with 0.1% formic acid; 1.5 ml acetonitrile and 1.5 ml 5% trie-
thylamine in methanol/water (1/3). Samples were homogenized for
four minutes at 42,000 oscillations per minute, using a Mini Beadbeater
(Biospec. Bartlesville, USA) with zirconium beads and then centrifuged

at 14,000 revolutions per minute for 10 min. This protocol was fol-
lowed for all three eluent mixtures individually and the supernatants
were combined, evaporated to 20 μl and reconstituted in 20 μl water
and methanol (1:1 mixture) with 0.1% formic acid.

Samples were analyzed using a system with a triple-stage quadru-
pole mass spectrometer (Quantum Ultra EMR (Thermo Fisher Scientific,
San Jose, USA) coupled with a liquid chromatographic pump (Accela,
Thermo Fisher Scientific) and an autosampler (PAL HTC, CTC Analytics
AG, Zwingen, Switzerland). Heated electrospray ionization (HESI),
krypton 10.6 eV, in positive ion mode were used for ionization of the
analytes. This method is based on a previous method and all specific
details related to the chromatography and general settings of the mass
spectrometer are identical and described elsewhere (Grabic et al.,
2012). HESI ionizations, precursor/product ions, collision energies,
tube lens values, are given in Supplementary File 1, Table 2. To ensure
proper quality assurance and quality control, two MS/MS transitions
were used for positive identifications of analytes with the criterion that
the ratio between the transitions was not allowed to deviate more
than±30% from the ratio in the corresponding calibration standard.
Retention times for all analytes also had to be within±2.5% of the
retention time in the corresponding calibration standard. Limit of
quantification (LOQ) was determined from standard curves based on
repeated measurements of low level spiked soil samples, and the lowest
point in the standard curve that had a signal/noise ratio of 10 was
considered to be equal to the LOQ. A seven-point matrix adjusted ca-
libration curve over the range of 0.05–100 ng/l was used for linearity
evaluation and quantification. Carry-over effects were evaluated by
injecting standards at 100 ng/l followed by two mobile phase blanks.
Several instrumental and field blanks were included in the analytical
runs.

2.3. Bioreporter analyses of Cu and Zn bioavailability

Bioavailable copper (Cu) and zinc (Zn) were determined in soil
extracts using bioluminescent whole-cell bacterial bioreporters essen-
tially as described previously (Brandt et al., 2008, Song et al., 2017).
Hence, bioavailable Cu and Zn were operationally defined as dissolved
Cu or Zn species that were able to induce expression of metal-regulated
luxAB genes in Cu- or Zn-specific bioreporter strains. Soil extracts were
prepared by mixing 5 g of soil with 25 ml of Milli-Q water. Soil-water
slurries were shaken at 250 rpm for 2 h at room temperature and
subjected to centrifugation (10,000g, 10 min, 22 °C). Soil extracts (i.e.
supernatants) were transferred to sterile polystyrene tubes and stored at
−18 °C until bioreporter analyses. Bioavailable Cu was determined by

Table 2
Bioavailable Cu determined with dual strain Pseudomonas fluorescens bioreporter assay in soils sampled almost
four years after the latest application of digested and stored sewage sludge (0, 4 or 12 metric tons of sludge per
hectare (dry weight)) and with or without nitrogen fertilizer (full N/no N).

IF-bioreporter induction factor (bioluminescence), [Cu]bio- bioavailable soil Cu, [Cu]total-total soil Cu con-
centrations. Means ± standard deviations (n = 4) are shown.
a Data from Andersson (2015).
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bioreporter analysis of soil extracts with Pseudomonas fluorescence strain
DF57-Cu15 (Tom-Petersen et al., 2001) as described previously (Brandt
et al., 2008) except that a MOPS buffered medium was used as recently
recommended by Hansen and co-workers (Hansen et al., 2019). Bioa-
vailable Zn was determined using Pseudomonas putida strain
KT2440.2431 (Hynninen et al., 2010) using a bioreporter protocol de-
scribed previously for another closely related Zn bioreporter strain
(Song et al., 2017). Standards used for bioreporter calibration were as
follows: 0, 5, 10, 13, 20, 26, 39, 78, 156, 313, 625, 1250 nM for CuSO4
and 0, 0.5, 1, 2, 4, 6, 8, 12, 16, 18, 24, 32 µM for ZnSO4, respectively.
For each sampling time (i.e. before or after sludge amendment), all
samples and standards were analyzed (n = 2) in the same microtiter
plate for each bioreporter strain to eliminate risks of bioreporter cell
batch-to-batch variability (Hansen et al., 2019). Bioluminescence was
quantified in a BMG FluoStar Optima plate reader (BMG Labtech, Of-
fenburg, Germany). Bioavailable Cu ([Cu]bio) and Zn ([Zn]bio) were
quantified with reference to the freely dissolved Cu2+ or Zn2+ con-
centration in external metal sulfate standard solutions assuming zero
bioavailability of particle-associated Cu and Zn (Brandt et al., 2006).
The bioreporter strain P. fluorescens DF57-40E7 constitutively expres-
sing the luxAB genes (Tom-Petersen et al., 2001) was used in parallel to
metal specific bioreporters to correct for sample matrix interference
(i.e. masking of light) as described in detail previously (Brandt et al.,
2008).

2.4. Shotgun metagenome sequencing

DNA was isolated from soil and sludge samples (48 + 5 samples) in
a randomized order using E.Z.N.A. soil DNA kit (Omega bio-tek,
Norcross, GA, USA), following the manufacturer’s instructions. DNA
concentrations were determined with Qubit (Invitrogen) and sent to
National Genomics Infrastructure, SciLife Lab in Stockholm where li-
braries were constructed using Illumina TruSeq PCR-free preparation
kit followed by metagenomic sequencing by NovaSeq 6000 on a S2 flow
cell and a paired-end read length of 150 bp. TrimGalore v0.4.4 was
used to trim sequencing adapters and remove low quality bases (-q 25)
from resulting reads. Using DIAMOND v.0.8.36.98 blastx with an
identity threshold of 90% and a minimum open reading frame length of
20 amino acids, reads were annotated as ARGs, from sequences con-
tained in the manually curated database ResFinder (downloaded
September 2019), as BRGs or MRGs from predicted and experimentally
verified sequences in Bacmet (v2) (Pal et al., 2014), as MGEs from
manual extractions from Resqu (v1.1) (https://1928diagnostics.com/
resdb/). As many genes have multiple functions, some reads were re-
presented in more than one of the four annotated categories. Gene
variants were grouped together by clustering each database using a
90% sequence similarity threshold (USEARCH v8.0.1445). A read that
mapped to a sequence that was part of a cluster was assigned the ID of
the cluster’s centroid sequence. The second read in each pair was only
considered if the first read failed to reach threshold values when
mapped against reference sequences. Counts of reads mapping to da-
tabase entries with the same gene name were analyzed cumulatively.
Only ARGs, MRGs, BRGs and MGEs reaching prevalence and abundance
thresholds, corresponding to detection in at least 33% of all samples
and with average counts of five per sample, were included in the sub-
sequent statistical analyses of individual genes. 16S rRNA gene se-
quences were identified and classified using metaxa2 (v2.1) (Bengtsson-
Palme et al., 2018). Phylogenetic analyses were performed on phylum,
class, order, family and genus level.

The crAssphage genome (NC_024711.1) was downloaded from
GenBank and metagenome reads were mapped against it using bowtie2
(Langmead and Salzberg, 2012). Only properly paired reads were
counted. Phage abundance is shown as the average genome coverage,
calculated using SAMtools (Li et al., 2009), normalized by the number
of reads matching the bacterial 16S rRNA gene.

Raw reads are accessible under the NCBI Bioproject number
PRJNA562849.

2.5. Enumeration of colony-forming units

Soil and raw sludge (0.5 g/ml), semi-digested and digested and
stored sludge (0.25 g/ml) were homogenized by intense vortexing
(2 min) in sterile tubes with saline (0.85%) and glass beads (4 mm ø
Marienfeld, Lauda-Köningshofen, Germany). Suspensions were left to
settle for 5 min before 4 ml were poured to new tubes. From this,
decimal serial dilutions were made and aliquots of 100 µl were spread
on agar plates in triplicates. Two different types of plates were used,
ECC (CHROMagar, Paris, France) for enumeration and distinguish-
ability of presumptive Escherichia coli and other presumptive coliforms
and R2 agar (R2A) (Oxoid, Basingstoke, UK) to determine the number
of aerobic heterotrophs. Both types of agar plates were prepared both
without antibiotics and with the addition of ampicillin 8 µg/ml, tetra-
cycline 8 µg/ml, or ciprofloxacin 0.5 µg/ml, resulting in eight types of
plates in total. The antibiotic concentrations were derived from
EUCAST’s non-species related clinical breakpoints (http://www.eucast.
org/clinical_breakpoints/) or, in case of tetracycline, the ECOFF value
(an upper limit of the measured wildtype MIC distribution) for E. coli
(EUCAST, 2018). We acknowledge the difficulties in distinguishing
intrinsic resistance from acquired resistance when colonies are not
determined to species, as on the R2A plates. Still, we chose to com-
plement the more selective ECC plates with R2A plates as this media
covers a broad set of species, and, as an increase in intrinsically re-
sistant bacteria may also reflect an antibiotic selection pressure, al-
though much less conclusive. Colonies growing on plates after in-
cubation, 18–20 h in 37 °C for ECC plates and 2 days in room
temperature for R2A plates, were enumerated and results are presented
as colony-forming units (CFUs) per gram dry matter (CFUs/g wet
weight divided with dry-to-wet mass ratio after drying soil and sludge
at 99 °C overnight). Detection limits were defined as the presence of one
colony on one of the plates in the triplicate of the lowest dilution and
half this value was used as a proxy for plates without any colonies
found. On a single occasion, (one sample in the group receiving no
sludge and full nitrogen fertilizer on ECC plates with ampicillin), plates
were uncountable due to high numbers of colonies. To reduce the bias
introduced if omitting the data point, instead an estimated value of 450
CFUs/plate for the highest dilution included in the analysis were used.

2.6. Statistical models

All statistical analyses were performed in R v3.5.1. Relative gene
abundances in metagenome data were analyzed using an overdispersed
generalized linear model assuming a quasi-Poisson distribution
(Jonsson et al., 2016). All abundances were normalized against the
sample-specific number of bacterial 16S rRNA gene sequences by using
them as offset in the model. For ARGs, MRGs, BRGs and MGEs, both the
cumulative read counts for each gene category and the abundance of
individual genes were evaluated (Supplementary File 2). For culturing
data, CFUs/g were log transformed and the relative resistance levels for
ampicillin, tetracycline and ciprofloxacin were determined by normal-
ization with the sample-specific read count on the corresponding agar
plate without added antibiotics. Differential abundance of both total
colony counts and relative resistance levels were analyzed with a linear
model.

Soil effects of the maximum sludge dose from the most recent sludge
application were first evaluated by comparing only the plots from the
second round of sampling that received either 0 or 12 tons of sludge/ha
but without additional nitrogen fertilization. Irrespective of which
group of genes that were studied, a single soil sample in the group re-
ceiving 12 tons of sludge/ha always stood out as a clear outlier with
gene counts resembling those found in sludge samples rather than soil.
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It is possible that a higher than expected proportion of sludge to soil,
e.g. due to a mistake during plowing or a contamination from a shoe
sole was accidently sampled on this soil plot. The outlier was therefore
excluded from all further analyses (Supplementary File 1, Figs. 1 and 2)
meaning that the first analysis included 4 + 3 soil samples. Later, all
data points (n = 24 + 23) were included in the analysis and effects of
sludge amendment, nitrogen fertilization or sampling time-point were
assessed, including interactions between variables, by determining the
difference in residual sum of squares between a full model and a null
model containing all the covariates of the full model except for the
effect parameter. Interactions between the three independent variables
were also assessed. Differences between groups were evaluated using F-
tests and shown as fold changes where 1 means no change and a value
above or below 1 denotes an increase or decrease, respectively. Ob-
tained p-values were corrected for multiple testing when applicable
using the Benjamini-Hochberg false discovery rate (fdr) (Benjamini and
Hochberg, 1995). An fdr less than 0.05 was considered significant.

3. Results

3.1. Antimicrobial concentrations in sludge and soil

For raw and semi-digested sludge grab samples, azithromycin, ci-
profloxacin, clarithromycin, clindamycin, CTAC, doxycycline, nor-
floxacin, ofloxacin and tetracycline were found in three of the four
samples, the fourth containing all but tetracycline in quantifiable levels.
The same eight compounds were also detected in the digested and
stored sludge sample that was spread on the fields. The concentration
range of the selected compounds in sludge spanned over four orders of
magnitude, from 3 to 75,339 µg/kg (dry weight), CTAC being found in
the highest concentration in all samples (Supplementary File 1,
Table 3). Most compounds were found in lower concentrations even
after the partial digestion except doxycycline and tetracycline which
were present in higher levels in semi-digested sludge than in raw sludge
at both time-points. The digested and stored sludge used for the ap-
plication on field plots though had lower concentrations of all detected
compounds compared to semi-digested sludge.

None of the 16 analyzed compounds could be detected in soil
samples taken before the sludge application. Two weeks after sludge
amendment, ciprofloxacin, clarithromycin, clindamycin, cetyl-
trimethylammonium chloride (CTAC) and tetracycline could be quan-
tified in at least one soil sample but no sample had more than two
detected compounds (Supplementary File 1, Table 4). No antibiotics
could be detected in samples without sludge amendment but CTAC was

Fig. 1. Correlation of ARG and crAssphage abundance in soil and sludge samples (A) (R2 = 0.93) and soil only (B) (R2 = 0.06). Phage abundance is shown as the
average genome coverage, calculated using SAMtools (Li et al., 2009) related to 16S rRNA gene abundance. ARG read counts are normalized to 16S rRNA gene
counts. Soil were sampled twice, four years after (circles) and 15 days after (triangles) application of treated sewage sludge (red; no sludge, green; 4 tons/ha (dw),
blue; 12 tons/ha (dw)). Grab samples of raw sludge (gray squares), semi-digested sludge (grey squares with black dot), completely digested and long-term stored
sludge (black square, partially overlapped).

Fig. 2. Average CFUs/g sludge (dw) of presumptive E. coli (A), other coliforms
(B) and heterotrophs (C) on plates without antibiotics or supplemented with
ampicillin 8 µg/ml (amp), tetracycline 8 µg/ml (tet) or ciprofloxacin 0.5 µg/ml
(cip). Raw and semi-digested sludge were sampled on two occasions (grab
samples) and the digested and long-term stored sludge was sampled on the
same day it was spread on fields by mixing several sub-samples. Error bars
represent the standard deviation of three technical replicates. nd- no colonies
detected.
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detected once. The concentrations of the compounds detected in soil
ranged from 1 to 68 µg/kg (dry weight).

3.2. Cu and Zn bioavailability in soil

Bioavailable Cu ([Cu]bio) were slightly higher in sludge-amended
plots compared to controls in soil from the first round of sampling,
almost four years after the latest sludge application. The relative
bioavailability (i.e. [Cu]bio/[Cu]total) was 0.03–0.04% irrespective of
field treatment (Table 2). Bioavailable Cu fell below the quantification
limit in soil samples taken two weeks after the most recent sludge
amendment (data not shown). However, this may be explained by ap-
proximately 3-fold higher [Cu]bio quantification limits (~0.007 µg/g)
for the bioreporter cell batches used for soils sampled after sludge
amendment (repeated twice) as compared to the cell batch used for
samples prior to sludge amendment (Table 2). Bioavailable Zn con-
centrations consistently fell below the detection limit for the used Zn
bioreporter for all treatments both before and after sludge application
(data not shown). Collectively, our bioreporter data indicate that levels
of bioavailable Cu and Zn were low across all treatments with only
minor effects of sludge application rate on [Cu]bio.

3.3. Metagenome sequencing

Metagenome sequencing resulted in 32–73 million reads per
sample. Four genes (the ARGs oqxB, aadA2 and ant(3′’)-Ia and the MGE
integron integrase intI6) with much higher read counts than all others
were excluded from the cumulative analysis of ARGs reaching pre-
valence and abundance thresholds, but not from the analyses of in-
dividual genes, in order to avoid masking of abundance changes by just
these genes. Comparing only the plots from the second round of sam-
pling that received either 0 or 12 tons of sludge/ha with no additional

nitrogen fertilization showed no significant differences for ARGs,
MRGs, BRGs, MGEs or bacterial community composition. Therefore,
reported below are only results from the analysis including all soil
samples and three independent variables (sludge application, sampling
time-point and nitrogen fertilization). Results from the overdispersed
generalized linear model on resistance genes and bacterial community
composition in metagenome data are summarized in Supplementary
File 1, Tables 5 and 6.

3.3.1. ARGs, MRGs, BRGs, MGEs, and crAssphage
No significant differences in cumulative ARGs were found between

soil treatments. In total, 335 different ARGs were detected in soil and
sludge samples. However, a majority of these genes were represented
by very few or even single reads and only six genes, oqxB, otrA, tetV,
aadA2, ant3′’-Ia and another otrA variant (annotated as ‘tet’ in
ResFinder) exceeded the prevalence and abundance threshold values
mentioned in section 2.4 and were thus included in the analysis of in-
dividual ARGs (see Supplementary File 3 for the accession numbers for
all centroids of gene clusters). The only ARG with significantly different
read counts was oqxB which was increased in nitrogen-fertilized soils
(FC = 1.15, fdr = 0.008) but decreased in the second round of sam-
pling compared to the first (FC = 0.91, fdr = 0.004). No significant
alterations of ARG levels were observed when effects of sludge appli-
cation were evaluated. No significant differences were identified for the
cumulative number of MRGs. When individual MRGs were studied,
nitrogen fertilization increased the abundance of ctpC (FC = 4.25,
fdr = 0.013) and nikR (FC = 2.00, fdr = 0.022) while the level of ziaA
decreased (FC = 0.40, fdr = 0.013). Neither sludge amendment nor
sampling time point affected the levels of individual MRGs. The total
number of BRGs did not differ significantly between treatments. How-
ever, on individual gene level, plots from the second round of sampling
showed a decreased abundance of actA (FC = 0.65, fdr = 0.040) while

Table 3
Summary of statistically significant differences (fdr < 0.05) on the five investigated taxonomic ranks in soil samples according to the overdispersed
generalized linear model with three independent variables (sludge application, sampling time-point and nitrogen fertilization). Plus and minus signs
respectively represent an increase or decrease in read counts for specific taxa upon application of sludge, at the second round of sampling and with the
addition of nitrogen fertilizer. For details on the variation of specific taxa, please see Supplementary File 1, Table 6. Taxa are given in alphabetical order
for each variable. For less decipherable taxon names, additional information on taxonomical rankings up to phylum level is given in parentheses.
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the same gene was increased in nitrogen fertilized soil plots (FC = 1.64,
fdr = 0.020) together with bepC (FC = 1.91, fdr = 0.020). The total
MGE abundance was significantly higher in soils from the second round
of sampling (FC = 1.26, p = 0.030). Neither sludge application nor
nitrogen fertilization had any significant effects on the total MGE read
count but when the analysis was performed on individual genes, ISCR2
was significantly more abundant in sludge-amended soils (fdr = 0.042,
FC = 1.73 and FC = 1.24 for the group receiving 4 and 12 tons of
sludge per hectare respectively).

The relative abundance of both ARGs and crAssphage decreased
during sludge treatment and were positively correlated (Fig. 1A).
However, if only soil samples were included, no correlation between
these two could be found (Fig. 1B).

3.3.2. Microbial community composition
Only few and minor effects of long-term sludge application could be

observed on soil bacterial community composition. The read counts for
one phylum, Elusimicrobia, and one class (lineage TK10 from phylum
Chloroflexi) were significantly enriched in sludge amended soils. Of the
47 soil samples included in the analysis, there were 31 samples where
no reads mapped to the Elusimicrobia phylum. Thus, with such high
proportion of samples where counts were below the detection limit, a
reliable fold change of this phylum between the different conditions
could not be calculated. TK10 was enriched 2.10 and 2.77 times for the
soils receiving 4 tons or 12 tons of sludge per hectare respectively. The
limited effects of sludge application on bacterial community composi-
tion stand in contrast to sampling time-point or nitrogen fertilization
which affected 34 and 63 taxa respectively (Table 3). However, the
effect sizes were rather modest and ranged from FC= 0.05–2.87 for the
two covariates (Supplementary File 1, Table 6).

The resolution of the phylogenetic analyses used in this study does
in general not allow determination of specific species with certainty,
but eleven genera encompassing Gram negative pathogens (strict or
opportunistic) that were found in raw sludge were selected and their
abundances compared between samples. Digestion showed clear effects
as no reads for seven of the genera could be detected in semi-digested
sludge. The total relative read count from the remaining genera was on
average seven-fold lower compared to raw sludge. The digested and
stored sludge sample was similar to the semi-digested samples in that
no reads were detected for the genera Aeromonas, Citrobacter,
Escherichia, Enterobacter, Klebsiella, Vibrio or Yersinia, but the relative
abundance of Pseudomonas was 100-fold higher, exceeding the levels
found in raw sludge. A similar pattern was observed in soil samples
where reads matching Pseudomonas were found in all samples in ad-
dition to scattered detections of Bacteroides, Acinetobacter, Aeromonas
and Campylobacter. The total relative read count of these eleven genera
in soil samples were about one order of magnitude lower than in ap-
plied sludge and were not affected by sludge amendment, sampling
time point or nitrogen fertilization.

As the abundance of spore-forming Gram-positive clostridia have
been reported to increase in sludge-amended soils in Canada (Scott
et al., 2018), we investigated their presence here as well. A higher re-
lative abundance of reads matching the genus Clostridium were found in
digested and stored sludge compared to raw sludge, however no sig-
nificant differences were seen among soil samples, irrespective of
sludge application (fdr = 0.90), nitrogen fertilization (fdr = 0.94) nor
sampling time point (fdr = 0.69, Supplementary File 1, Fig. 3).

3.4. Culturing data

3.4.1. Culturable bacteria in sludge
Semi-digested sludge gave lower CFUs/g (dry weight) than raw

sludge on all types of plates used for culture analyses. The decrease was
10 to 250-fold for E. coli (Fig. 2A), 100 to 1,500-fold for other coliforms
(Fig. 2B) and 2 to 200-fold for heterotrophic bacteria (Fig. 2C). The
number of E. coli in digested and stored sludge was reduced additionally

430 to 880-fold on ECC without antibiotics and not detected at all on
plates supplemented with ampicillin or tetracycline. Only a single E. coli
colony was found on plates with ciprofloxacin (Fig. 2A). For coliforms,
no ciprofloxacin-resistant colonies were detected in the digested and
stored sludge but for the other antibiotics, the substantial reduction
seen for E. coli was not observed, and tetracycline-resistant coliforms
were even more abundant in fully treated sludge than in semi-digested
sludge (Fig. 2B). A similar pattern was seen for R2A plates where the
digested sludge stored for 11 months in open air had 3 to 19 times
higher colony counts than semi-digested sludge (Fig. 2C). However,
after normalization to the colony counts on unsupplemented plates, the
relative resistance levels of the three investigated antibiotics were
lower in digested and stored sludge than the average levels for the raw
and semi-digested sludge grab samples on R2A plates.

3.4.2. Culturable bacteria in soil
Using only the subset of data from plots receiving no nitrogen fer-

tilizer and either 0 or 12 tons of sludge/ha two weeks prior to sampling,
no statistically significant differences in abundances of presumptive E.
coli, other coliforms or heterotrophic bacteria were observed between
treatment groups. Results reported below thus come from the more
complex analysis including all soil samples and three independent
variables (sludge application, sampling time-point and nitrogen ferti-
lization). Statistically significant results from culturing are summarized
in Supplementary File 1, Table 7.

3.4.2.1. Enumeration of presumptive E. coli and other coliforms in
soil. Based on color, two types of colonies were enumerated on ECC
plates, E. coli (blue) and other coliforms (red), including, but not limited
to e.g. Klebsiella, Citrobacter and Enterobacter. In the first round of
sampling, presumptive E. coli were found on ECC plates without
antibiotics from three of the 24 soil samples. In the second round of
sampling, 15 days after the most recent sludge application, E. coli could
be detected in 11 of the 23 soil samples but, importantly, on this
occasion ten times less diluted soil samples were spread on the ECC
plates and hence the detection limit was lowered by one order of
magnitude (Fig. 3). If the same detection limits were used as in the first
round of sampling, E. coli could again be found in only three samples,

Fig. 3. Colony counts of E. coli (blue) and other coliforms (red) on ECC plates
from soil sampled at two different time-points (s1 and s2), four years and
15 days after sewage sludge application (0, 4 or 12 metric tons per hectare
(dw)) and with or without nitrogen fertilizer (full N/no N) added. Colony
counts from the applied sludge are given as solid lines. Detection limits for E.
coli at the two time-points are represented by dashed lines in the corresponding
colors. No statistically significant differences in the abundance for presumptive
E. coli were observed for any of the treatment conditions. The number of coli-
forms were significantly lower in the second round of sampling (FC = 0.29,
fdr = 0.018) while the application of sludge or nitrogen fertilizer did not cause
significantly different results.
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one from each sludge treatment group (0, 4 or 12 tons of sludge/ha).
The abundance of presumptive E. coli on unsupplemented ECC plates
did not change significantly for any of the three variables (sludge
fdr = 0.21, sampling time-point fdr = 0.63, nitrogen fertilizer
fdr = 0.63). No E. coli resistant to ampicillin, tetracycline or
ciprofloxacin was found from any of the soil samples.

The absolute abundance of red colonies, representing coliforms
other than E. coli, growing on unsupplemented ECC plates was reduced
in the second round of sampling (FC = 0.29, fdr = 0.018) (Fig. 3). The
opposite were found for ECC plates with tetracycline where no coli-
forms were found in the first round of sampling but colonies could be
detected in six samples from round 2 (FC 1.47p = 0.008). Five of these
came from plots that had received the maximum sludge load leading to
an fdr = 0.030 for sludge amendment (FC = 1.61 for 12 tons/ha but
FC = 0.94 for 4 tons/ha). However, after normalization, the increase in
relative abundance of tetracycline-resistant coliforms was significant
only for sampling time-point (FC = 5.16, fdr = 0.016) (Fig. 4A). The
relative abundance of ampicillin-resistant coliforms was not sig-
nificantly different between treatments (Fig. 4B) and ciprofloxacin-re-
sistant coliforms were not found in soil samples at either sampling time-
point.

3.4.2.2. Heterotrophic bacteria in soil. The abundance of culturable
heterotrophic bacteria was lower in the second round of sampling
compared to the first for unsupplemented R2A plates (FC = 0.65
fdr = 0.006) (Fig. 5A). The relative resistance level for ampicillin was
not significantly different between treatment groups while both
tetracycline and ciprofloxacin-resistant heterotrophs were decreased
in the second round of sampling compared to the first (FC = 0.38
fdr = 0.0005 and FC = 0.60 fdr = 0.0002 respectively) (Fig. 5B-D). No
significant differences due to nitrogen fertilization or sludge application
were found on the relative resistance levels of the three investigated
antibiotics on R2A plates.

4. Discussion

None of the investigated antibiotics were detected in soils sampled
before the most recent sludge application which indicates that 36 years
of sludge amendment have not led to accumulation of these antibiotics
in the soils. In the soil sampling performed 15 days after sludge ap-
plication, all samples where antibiotics were detected came from
amended plots though none of the compounds were consistently found
in sludge-treated soils and detected concentrations were not obviously
related to the amount of applied sludge. Laboratory experiments have
shown that sub-inhibitory antibiotic concentrations can select for an-
tibiotic resistance (Gullberg et al., 2011, Lundström et al., 2016,

Kraupner et al., 2018). The antibiotics detected in digested and stored
sludge and in soil after sludge application were all found in con-
centrations exceeding the predicted no effect concentrations (PNECs)
for antibiotics in aquatic environment (Bengtsson-Palme and Larsson,
2016). However, these PNECs cannot easily be extrapolated to sludge or
soils as many antibiotics adsorb strongly to particular matter, radically
limiting their bioavailability (Subbiah et al., 2011, Song et al., 2017). It
should also be noted that the metabolic state of the bacteria in sludge
and soil may also influence their susceptibility to antibiotics and hence
the likelihood for selection (Lin et al., 2017). We found ciprofloxacin in
concentrations up to 11.6 mg/kg in raw sludge (Supplementary File 1,
Table 4). This is a concentration exceeding minimal selective con-
centrations in culture media with two competing strains by more than
10,000-fold (Gullberg et al., 2011), more than 1,000 times higher than
the lowest observed selective concentrations in complex aquatic bio-
films (Kraupner et al., 2018) and it exceeds the concentration that
completely inhibits growth of the great majority of investigated wild-
type bacteria (EUCAST, 2018). Still, the proportion of ciprofloxacin
resistant E. coli isolated from the raw sludge was modest (Fig. 5A). In
the digested and stored sludge, the concentration of ciprofloxacin was
7–65 times lower, further reducing the probability for selective effects.

Given the current lack of defined selective antibiotic concentrations
in sludge and soil (Brandt et al., 2015), risks for resistance selection is
probably better assessed by studies of the resistant bacteria and re-
sistance genes themselves. We did not find any significant changes in
ARGs as a result of sludge amendment, in line with no selective effects
of antibiotic residues in the amended soils. One should acknowledge
that even if sludge amendment had led to increased levels of ARGs and
ARBs, this would not necessarily infer on-site selection, as it could
simply be a result of the input of bacteria from the sludge carrying more
ARGs. For example, amendment of soil with manure can lead to in-
creases in ARGs despite lack of detectable antibiotic residues
(Kyselkova et al., 2015). As shown by Karkman et al (2019), increased
ARG levels can often be explained by the presence of fecal residues.
Indeed, the levels of crAssphage as an indicator of human feces and
ARGs were well correlated in sludge samples as both decreased in a
similar manner during the treatment process (Fig. 1A). Hence, despite
higher levels of antibiotics in sludge than in soils, we found no support
for resistance selection in the sludge. The lack of correlation between
ARGs and crAssphage in soil samples (Fig. 1B) is expected as their
background levels (i.e. read counts detected in non-amended control
soil) vastly exceeded the estimated addition from the applied sludge.

The proportions of bacteria resistant to ampicillin, tetracycline and
ciprofloxacin were not higher in soils amendment with sludge. This is in
agreement with no onsite selection by residual antibiotics. Also, the
addition of already resistant bacteria from the sludge was so small that

Fig. 4. The relative resistance levels of coliforms on ECC plates supplemented with tetracycline 8 µg/ml (A) or ampicillin 8 µg/ml (B) in soil sampled at two different
time-points (s1 and s2) four years and 15 days after sewage sludge application (0, 4 or 12 tons per hectare (dw)) and with or without nitrogen fertilizer (full N/no N)
added. Note that all but six samples (all from the second round of sampling) were below detection limit in (A). The solid line represents the relative resistant coliforms
in the digested and stored sludge. For the relative abundance of tetracycline-resistant coliforms, the only statistically significant difference was an increase in the
second round of sampling (FC = 5.16, fdr = 0.016). The relative abundance of ampicillin-resistant coliforms was not significantly different between treatments (B).
No graph is shown for ciprofloxacin-resistant coliforms since all samples were below the detection limit.
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it would most likely pass undetected. Compared to raw sludge, the
number of ARGs per 16S rRNA gene decreased from 0.16 to 0.05 in
digested and stored sludge, and E. coli and other coliforms on un-
supplemented plates decreased by approximately four and two orders of
magnitude, respectively. Assuming a plowing depth of 25 cm and a soil
density of 1,500 kg/m3, the sludge bacteria were diluted approximately
900-fold and 300-fold in the soil for the two sludge doses, respectively.
These dosages reflect the normal rates of sludge addition in Sweden
reasonably well. Accordingly, E. coli resistant to ampicillin, tetracycline
or ciprofloxacin could not be detected at all in the soils. Additionally,
CFUs of (non-resistant) coliforms and heterotrophs in soil were often
unchanged or even lower in the second round of sampling compared to
the first, also in plots receiving no sludge. An explanation for the lower
counts could be that fecal bacteria from wild animals, e.g. birds feeding
on crop leftovers, present in topmost soil layers would have been less
accessible for sampling after plowing that took place soon after sludge
amendment. This is in line with a recent article, where remote Arctic
soils showed elevated levels of ARGs, suggested to originate from fecal
inputs from wildlife (McCann et al., 2019).

The most common resistance genes identified here are most likely
intrinsic to different members of the soil microbiome. Different variants
of otrA are intrinsic to the soil-dwelling oxytetracycline producer
Streptomyces (Petkovic et al., 2006), and tetV is a chromosomal gene in
Mycobacteria identified from agricultural soil (Kyselkova et al., 2012).
These genes were detected in all soil samples, but only in two of five
sludge samples and close to the detection limit. The oqxB gene, as found
in clinical isolates, encodes part of the OqxAB efflux pump, which
consists of the products of the genes oqxA and oqxB. Though the oqxA
gene was identified in the undigested sludge, it was not detected in the
digested sludge and only sporadically in a minority of field samples,
close to detection limit. This indicates that the considerably more

prevalent oqxB genes are not part of the OqxAB efflux pump present in
clinical isolates. The comparably high counts of reads mapping to oqxB
is therefore likely due to the gene encoding part of another efflux pump,
with unknown substrate specificity, in soil bacteria. Reads mapping to
the gene clusters represented by aadA2 and ant(3′’)-Ia are by far the
most abundant ARGs detected in this study, in both sludge and field
samples. However, the great majority of reads mapping to these genes
map at exactly the same position on the reference gene. This suggests
that this particular region is highly conserved and found in other pro-
teins as well. Reads mapping to this region can thus not be reliably
counted as mapping to a clinical resistance gene. This argument is
supported by equally high counts in untreated and treated fields.

Cetyltrimethylammonium chloride, CTAC, was the substance de-
tected in the highest concentration in all sludge samples. The level in
the digested and stored sludge was in the lower range of what has been
previously reported in digested sludge from Swedish treatment plants
(Östman et al., 2017). CTAC was also the most frequently detected
compound in soils, found in four samples albeit in 100–1,000 times
lower concentrations than in the applied sludge. On a single occasion,
CTAC was detected in soil that had not received any sludge. We spec-
ulate that this is an unsolicited carry-over from amended plots. How-
ever, effects from the potential contamination are considered limited as
none of the 15 antibiotics were found neither in this particular sample
nor in any of the other control soils. CTAC contains quaternary am-
monium cations (QACs), a group of chemicals produced in large vo-
lumes for various purposes such as surfactants and softeners in house-
hold products such as shampoos and laundry detergents, but also as
disinfectants due to their antimicrobial properties. Genes conferring
resistance to QACs are associated with co-selection as they are often
found on mobile genetic elements also harboring other resistance de-
terminants (Chapman, 2003). While neither antibiotic, metal or biocide

Fig. 5. Colony counts on R2A without antibiotics (A) and the relative resistance levels to ampicillin 8 µg/ml (B), tetracycline 8 µg/ml (C) or ciprofloxacin 0.5 µg/ml
(D) in soil sampled at two different time-points (s1 and s2), four years and 15 days after sewage sludge application (0, 4 or 12 tons per hectare (dw)) and with or
without nitrogen fertilizer (full N/no N) added. Relative resistance is calculated as CFUs on antibiotic-supplemented plates divided by CFUs on plates without
antibiotics. Corresponding data for the digested and stored sludge are represented by solid lines. The only significant result from unsupplemented R2A plates (A) was
that the number of bacteria decreased in soils from the second round of sampling compared to the first (FC = 0.65 fdr = 0.006). No significant differences were
observed for the relative ampicillin resistance levels (B). Fewer tetracycline and ciprofloxacin-resistant heterotrophs were detected in the second round of sampling
compared to the first (FC = 0.38 fdr = 0.0005 and FC = 0.60 fdr = 0.0002 (C and D respectively), but sludge application or nitrogen fertilization did not cause
significant differences in the relative resistance levels of any of the three investigated antibiotics on R2A plates.
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resistance gene levels were altered when sludge application was used as
the explanatory variable, a single MGE, ISCR2 (insertion sequence
common region 2), was significantly increased in sludge-amended soils
compared to controls. However, the effects were modest and did not
follow the logical dose-response pattern, i.e. soils that had received 4
tons of sludge per hectare showed a larger effect than plots given 12
tons/ha. Hence, we found no support for effects of residual antibacterial
biocides in the soil.

Although metals such as Cu and Zn clearly have the potential to co-
select for antibiotic resistance genes (Berg et al., 2010, Song et al.,
2017, Zhao et al., 2019) our bioreporter data indicate that that levels of
bioavailable Cu and Zn were consistently low across all treatments with
only minor effects of sludge application rate on [Cu]bio. The observed
levels of [Cu]bio in the sludge-amended soils (Table 2) were almost
certainly too low to exert a selection pressure for resistance develop-
ment to Cu or antibiotics. Hence, the levels of [Cu]bio were far lower
than the levels needed to cause selection in soil bacterial communities
in previous studies (Hagerberg et al., 2011, Song et al., 2017). Fur-
thermore, the levels of [Cu]total in the sludge amended soils (Table 2,
Andersson, 2015) were far lower than PNECs calculated for European
agricultural soils (Monteiro et al., 2010). Our results are also consistent
with results from recent Danish studies simulating more than 100 years
of farmland application with high-quality sewage sludge derived from
modern sewage treatment plants according to current environmental
regulations (Poulsen et al., 2013, Lekfeldt et al., 2014). Hence, long-
term application of sewage sludge only resulted in minor changes of soil
bacterial community composition and did not lead to changes in bac-
terial community tolerance to Cu. In line with this, our analyses of
metal resistance genes did not indicate selection either.

Chemical analysis, metagenome sequencing and bacterial culturing
did not reveal any signs of accumulation of antimicrobials or enrich-
ment of resistance genes or resistant bacteria in soil amended with di-
gested and stored sewage sludge the past decades. Most of the observed
differences between plots instead linked to nitrogen fertilization, For
example, two of the resistance genes found to be significantly increased
in nitrogen-fertilized soils, oqxB and bepC, code for parts of efflux
pumps responding to elevated resistance levels of toxic compounds e.g.
QACs (Hansen et al., 2007, Posadas et al., 2007). However, the com-
plementing genes of the functional pump complexes were not sig-
nificantly changed, and in the second round of sampling oqxB levels
were significantly decreased. The level of three additional resistance
genes, ctpC, actA and nikR, coupled to Zn efflux (Padilla-Benavides
et al., 2013), Cu sensitivity (Tiwari et al., 1996) and Ni regulation (De
Pina et al., 1999) respectively, were higher in nitrogen-fertilized soils
compared to controls, while ziaA, another gene associated with export
of Zn (Thelwell et al., 1998) was instead decreased in identically treated
soils. Again, in the second round of sampling one of the genes that was
higher in amended soils (actA) was now significantly lower compared to
controls. Such patterns are not consistent with a direct role of the
metals, biocides or antibiotics in promoting bacteria harboring re-
sistance genes, but rather point towards indirect changes in resistance
gene abundances as a result of taxonomic changes. Inorganic fertilizer
has previously been shown to have a strong effect on ARG composition
in soil microbial communities, and in line with our interpretation, it
was suggested to be a consequence of alterations in phylogeny rather
than extensive horizontal gene transfer (Forsberg et al., 2014). Data on
bacterial community composition in soil in the different treatment
groups showed that read counts from more than 30 and 60 taxa re-
spectively were significantly altered in the models using sampling time
point and nitrogen fertilization as independent variables. In contrast
only two taxa, Chloroflexi and Elusimicrobia, both previously found in
activated and digested sludge (Björnsson et al., 2002, McIlroy et al.,
2015, Lin and Li, 2018) were significantly different in abundance after
sludge application compared to control plots. A similar result were
recently described in a Spanish study where 24 years of annual
amendment with 80 t/ha of anaerobically digested sewage sludge did

not lead to any significant changes in soil prokaryotic composition
(Urra et al., 2019). Competitive exclusion (Eldridge et al., 2017) of
sludge derived bacteria is likely contributing to the lack of effects ob-
served on the microbial community composition in our study and the
study by (Urra et al., 2019).

Effects on ARGs after long-term sewage sludge application have
been investigated previously. However, comparisons across studies are
not always straightforward as the composition, sludge treatment, added
volume, frequency and duration of applied sludge varies vastly.
Furthermore, different studies focus on different types of effects (genes,
living bacteria in various matrices such as sludge, soil, vegetables etc).
Still, there are clearly situations where certain ARGs are increased in
sludge-amended soils (Chen et al., 2016, Urra et al., 2019). In these two
studies, the frequencies and/or amounts of applied sludge were higher
than in the present study (18–80 tons per hectare, spread annually,
biennially or quadrennially). In fact, when the amount of applied sludge
was in the same range as in our study, no enrichment of ARGs compared
to control plots was observed (Chen et al., 2016), suggesting that the
dosage can be critical. The relative abundance of ARGs in the sludge
could of course also be of importance. Sweden has both lower antibiotic
usage and less widespread problems with antibiotic resistance than
most other countries, which is also reflected in the ARG abundance in
Swedish sewage (Hendriksen et al., 2019). Still, despite that both an-
tibiotic residues and ARGs were likely higher in the Chinese study by
Chen et al (2016), at least in the raw sludge, similar dosing as here did
not lead to significant increase of ARGs in the Chinese soils. Many co-
liforms, including E. coli often do not survive well in soils, which can
also contribute to limited effects of sludge amendment on the ARG
content of soils. For example, a recent study showed that anaerobically
digested sludge containing similar levels of coliforms and approxi-
mately 100-fold higher numbers of E. coli than in our study did not
cause an enrichment of these bacteria in soil compared to control plots
when analyzed 7 and 30 days after application (Murray et al., 2019).
Similarly, Rahube et al. (2014) found no increase of viable coliforms in
soil sampled 100 days after a single amendment neither when 10 tons
digested sludge/ha (with similar levels of coliforms as our study) or 28
tons raw sludge (containing a much higher bacterial load) was applied.
In additional concordance with our results they observed no cipro-
floxacin resistance, a very low tetracycline resistance and a frequent
ampicillin resistance with large variation between replicates among
coliforms in soil without significant differences in comparison with
control soils. However, there is a possibility that sludge-derived E. coli
and coliforms may be present in the amended soil in a viable but non
cultivable state (Fu et al., 2014). Taken together, while there are places
and practices that are associated with increased ARGs in soils, and
possibly also risks for the emergence and transmission of resistance, the
practices investigated here did not indicate a significant risk.

In summary, we could not find evidence, neither on a short- nor on a
long-term scale, for accumulation of antibiotics or an enrichment of
ARGs or ARBs in soil amended with digested and stored sewage sludge
in doses up to 12 tons per hectare every four years. No evidence of co-
selection via metals or biocides measured as abundance of MRGs and
BRGs could be found. Additionally, very few alterations in the micro-
bial community structure were observed due to the sludge application.
We acknowledge that while metagenome sequencing is a broad and
explorative methodology, it is less sensitive than e.g. PCR why altera-
tions in low abundance genes may remain undetected. At the same
time, there are often other challenges with interpreting PCR analyses,
including specificity. It should also be noted that Sweden has a favor-
able position compared to many other parts of the world when it comes
to antibiotic consumption and clinical resistance levels. As municipal
sewage reflects the resistance situation of the contributing population
(Hutinel et al., 2019), it is possible that sludge from countries with a
higher antibiotic use, higher resistance burden or less efficient sewage
treatment than Sweden have more pronounced effects on the soil re-
sistome if applied on to arable land.

C. Rutgersson, et al. Environment International 137 (2020) 105339

10



CRediT authorship contribution statement

Carolin Rutgersson: Conceptualization, Methodology, Formal
analysis, Writing - original draft, Writing - review & editing,
Visualization, Project administration. Stefan Ebmeyer: Methodology,
Software, Formal analysis, Data curation, Writing - review & editing.
Simon Bo Lassen: Investigation, Writing - review & editing. Antti
Karkman: Methodology, Software, Formal analysis, Writing - review &
editing. Jerker Fick: Methodology, Investigation, Resources, Writing -
review & editing. Erik Kristiansson: Methodology, Formal analysis,
Resources, Writing - review & editing, Supervision. Kristian K. Brandt:
Methodology, Investigation, Resources, Writing - review & editing,
Supervision. Carl-Fredrik Flach: Conceptualization, Methodology,
Writing - review & editing, Supervision. D.G. Joakim Larsson:
Conceptualization, Methodology, Resources, Writing - original draft,
Writing - review & editing, Supervision, Project administration,
Funding acquisition.

Declaration of Competing Interest

The authors declare the following financial interests/personal re-
lationships which may be considered as potential competing interests:
The study was partially supported by the Swedish Water & Wastewater
Association (Svenskt vatten utveckling), an organization with interest
in the management of wastewater and sludge, where most members are
municipalities (publicly owned). Also, the experimental plots are
managed by “Swedish Rural Economy and Agricultural Society
Malmöhus” (Hushållningssällskapet), a Swedish organization encom-
passing private farmers. The design of the experiment (given the
available soil plots), all analyses, interpretation and writing was done
without the involvement of any of the above organizations. The authors
have no competing interests to declare.

Acknowledgements

The authors thank personnel at Hushållningssällskapet for access to
research area and help with field sampling and staff at Sjölunda STP,
Malmö, for assistance with sludge sampling.

Funding

This research was supported by the Swedish Water & Wastewater
Association (Svenskt vatten utveckling), Formas and the Swedish
Research Council.

Appendix A. Supplementary material

Supplementary data to this article can be found online at https://
doi.org/10.1016/j.envint.2019.105339.

References

Andersson, P.-G., 2015. Fältförsök med kommunalt avloppsslam från Malmö och Lund
under åren 1981–2014. https://hushallningssallskapet.se/?projekten=
slamspridning-pa-akermark (In Swedish).

Bengtsson-Palme, J., Hammarén, R., Pal, C., Östman, M., Björlenius, B., Flach, C.F., Fick,
J., Kristiansson, E., Tysklind, M., Larsson, D.G.J., 2016. Elucidating selection pro-
cesses for antibiotic resistance in sewage treatment plants using metagenomics. Sci.
Total Environ. 572, 697. https://doi.org/10.1016/j.scitotenv.2016.06.228.

Bengtsson-Palme, J., Larsson, D.G.J., 2016. Concentrations of antibiotics predicted to
select for resistant bacteria: Proposed limits for environmental regulation. Environ.
Int. 86, 140. https://doi.org/10.1016/j.envint.2015.10.015.

Bengtsson-Palme, J., Richardson, R.T., Meola, M., Wurzbacher, C., Tremblay, E.D.,
Thorell, K., Kanger, K., Eriksson, K.M., Bilodeau, G.J., Johnson, R.M., Hartmann, M.,
Nilsson, R.H., 2018. Metaxa2 Database Builder: enabling taxonomic identification
from metagenomic or metabarcoding data using any genetic marker. Bioinformatics
34, 4027. https://doi.org/10.1093/bioinformatics/bty482.

Benjamini, Y., Hochberg, Y., 1995. Controlling the false discovery rate - a practical and
powerful approach to multiple testing. J R Stat. Soc. Ser. B Stat. Methodol. 57, 289.
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x.

Berg, J., Thorsen, M.K., Holm, P.E., Jensen, J., Nybroe, O., Brandt, K.K., 2010. Cu ex-
posure under field conditions coselects for antibiotic resistance as determined by a
novel cultivation-independent bacterial community tolerance assay. Environ. Sci.
Technol. 44, 8724. https://doi.org/10.1021/es101798r.

Björnsson, L., Hugenholtz, P., Tyson, G.W., Blackall, L.L., 2002. Filamentous Chloroflexi
(green non-sulfur bacteria) are abundant in wastewater treatment processes with
biological nutrient removal. Microbiology-Sgm 148, 2309.

Bondarczuk, K., Markowicz, A., Piotrowska-Seget, Z., 2016. The urgent need for risk
assessment on the antibiotic resistance spread via sewage sludge land application.
Environ. Int. 87, 49. https://doi.org/10.1016/j.envint.2015.11.011.

Brandt, K.K., Holm, P.E., Nybroe, O., 2006. Bioavailability and toxicity of soil particle-
associated copper as determined by two bioluminescent Pseudomonas fluorescens
biosensor strains. Environ. Toxicol. Chem. 25, 1738.

Brandt, K.K., Holm, P.E., Nybroe, O., 2008. Evidence for bioavailable copper-dissolved
organic matter complexes and transiently increased copper bioavailability in manure-
amended soils as determined by bioluminescent bacterial biosensors. Environ. Sci.
Technol. 42, 3102.

Brandt, K.K., Amezquita, A., Backhaus, T., Boxall, A., Coors, A., Heberer, T., Lawrence,
J.R., Lazorchak, J., Schonfeld, J., Snape, J.R., Zhu, Y.G., Topp, E., 2015.
Ecotoxicological assessment of antibiotics: A call for improved consideration of mi-
croorganisms. Environ. Int. 85, 189. https://doi.org/10.1016/j.envint.2015.09.013.

Börjesson, G., Kirchmann, H., Kätterer, T.J., 2014. Four Swedish long-term field experi-
ments with sewage sludge reveal a limited effect on soil microbes and on metal up-
take by crops. J. Soils Sediments 14, 164. https://doi.org/10.1007/s11368-013-
0800-5.

Chapman, J.S., 2003. Disinfectant resistance mechanisms, cross-resistance, and co-re-
sistance. Int. Biodeterior. Biodegradation 51, 271. https://doi.org/10.1016/S0964-
8305(03)00044-1.

Chen, Q., An, X., Li, H., Su, J., Ma, Y., Zhu, Y.G., 2016. Long-term field application of
sewage sludge increases the abundance of antibiotic resistance genes in soil. Environ.
Int. 92–93, 1. https://doi.org/10.1016/j.envint.2016.03.026.

De Pina, K., Desjardin, V., Mandrand-Berthelot, M.A., Giordano, G., Wu, L.F., 1999.
Isolation and characterization of the nikR gene encoding a nickel-responsive reg-
ulator in Escherichia coli. J. Bacteriol. 181, 670.

Dutilh, B.E., Cassman, N., McNair, K., Sanchez, S.E., Silva, G.G., Boling, L., Barr, J.J.,
Speth, D.R., Seguritan, V., Aziz, R.K., Felts, B., Dinsdale, E.A., Mokili, J.L., Edwards,
R.A., 2014. A highly abundant bacteriophage discovered in the unknown sequences
of human faecal metagenomes. Nat. Commun. 5, 4498. https://doi.org/10.1038/
ncomms5498.

Eldridge, D.J., Delgado-Baquerizo, M., Travers, S.K., Val, J., Oliver, I., Hamonts, K.,
Singh, B.K., 2017. Competition drives the response of soil microbial diversity to in-
creased grazing by vertebrate herbivores. Ecology 98, 1922. https://doi.org/10.
1002/ecy.1879.

EUCAST. (2018). v_8.0_Breakpoint_Tables. http://www.eucast.org/clinical_breakpoints/.
Forsberg, K.J., Patel, S., Gibson, M.K., Lauber, C.L., Knight, R., Fierer, N., Dantas, G.,

2014. Bacterial phylogeny structures soil resistomes across habitats. Nature 509, 612.
https://doi.org/10.1038/nature13377.

Fu, B., Jiang, Q., Liu, H., Liu, H., 2014. Occurrence and reactivation of viable but non-
culturable E. coli in sewage sludge after mesophilic and thermophilic anaerobic di-
gestion. Biotechnol. Lett. 36 (273). https://doi.org/10.1007/s10529-013-1361-9.

Grabic, R., Fick, J., Lindberg, R.H., Fedorova, G., Tysklind, M., 2012. Multi-residue
method for trace level determination of pharmaceuticals in environmental samples
using liquid chromatography coupled to triple quadrupole mass spectrometry.
Talanta 100, 183. https://doi.org/10.1016/j.talanta.2012.08.032.

Gullberg, E., Cao, S., Berg, O.G., Ilback, C., Sandegren, L., Hughes, D., Andersson, D.I.,
2011. Selection of resistant bacteria at very low antibiotic concentrations. PLoS
Pathog. 7. https://doi.org/10.1371/journal.ppat.1002158.

Hagerberg, D., Manique, N., Brandt, K.K., Larsen, J., Nybroe, O., Olsson, S., 2011. Low
concentration of copper inhibits colonization of soil by the arbuscular mycorrhizal
fungus Glomus intraradices and changes the microbial community structure. Microb.
Ecol. 61, 844. https://doi.org/10.1007/s00248-010-9795-2.

Hansen, L.H., Jensen, L.B., Sorensen, H.I., Sorensen, S.J., 2007. Substrate specificity of the
OqxAB multidrug resistance pump in Escherichia coli and selected enteric bacteria. J.
Antimicrob. Chemother. 60, 145. https://doi.org/10.1093/jac/dkm167.

Hansen, M.G., Marcussen, H., Holm, P.E., Brandt, K.K., 2019. Evaluation of pH-dependent
metal speciation artifacts in whole-cell bioreporter analysis. J. Environ. Qual. 48,
199. https://doi.org/10.2134/jeq2018.10.0352.

Hendriksen, R.S., Munk, P., Njage, P., van Bunnik, B., McNally, L., Lukjancenko, O.,
Roder, T., Nieuwenhuijse, D., Pedersen, S.K., Kjeldgaard, J., Kaas, R.S., Clausen,
P.T.L.C., Vogt, J.K., Leekitcharoenphon, P., van de Schans, M.G.M., Zuidema, T.,
Husman, A.M.D., Rasmussen, S., Petersen, B., Amid, C., Cochrane, G., Sicheritz-
Ponten, T., Schmitt, H., Alvarez, J.R.M., Aidara-Kane, A., Pamp, S.J., Lund, O., Hald,
T., Woolhouse, M., Koopmans, M.P., Vigre, H., Petersen, T.N., Aarestrup, F.M., 2019.
Global monitoring of antimicrobial resistance based on metagenomics analyses of
urban sewage. Nat. Commun. 10. https://doi.org/10.1038/s41467-019-08853-3.

Hultman, J., Tamminen, M., Pärnänen, K., Cairns, J., Karkman, A., Virta, M., 2018. Host
range of antibiotic resistance genes in wastewater treatment plant influent and ef-
fluent. FEMS Microbiol. Ecol. 94. https://doi.org/10.1093/femsec/fiy038.

Hutinel, M., Huijbers, P.M.C., Fick, J., Ahren, C., Larsson, D.G.J., Flach, C.F., 2019.
Population-level surveillance of antibiotic resistance in Escherichia coli through
sewage analysis. Euro Surveill. 24. https://doi.org/10.2807/1560-7917.ES.2019.24.
37.1800497.

Hynninen, A., Tonismann, K., Virta, M., 2010. Improving the sensitivity of bacterial
bioreporters for heavy metals. Bioeng. Bugs 1, 132. https://doi.org/10.4161/bbug.1.
2.10902.

Jonsson, V., Österlund, T., Nerman, O., Kristiansson, E., 2016. Statistical evaluation of

C. Rutgersson, et al. Environment International 137 (2020) 105339

11

https://doi.org/10.1016/j.envint.2019.105339
https://doi.org/10.1016/j.envint.2019.105339
https://hushallningssallskapet.se/%3fprojekten%3dslamspridning-pa-akermark
https://hushallningssallskapet.se/%3fprojekten%3dslamspridning-pa-akermark
https://doi.org/10.1016/j.scitotenv.2016.06.228
https://doi.org/10.1016/j.envint.2015.10.015
https://doi.org/10.1093/bioinformatics/bty482
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.1021/es101798r
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0035
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0035
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0035
https://doi.org/10.1016/j.envint.2015.11.011
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0045
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0045
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0045
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0050
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0050
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0050
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0050
https://doi.org/10.1016/j.envint.2015.09.013
https://doi.org/10.1007/s11368-013-0800-5
https://doi.org/10.1007/s11368-013-0800-5
https://doi.org/10.1016/S0964-8305(03)00044-1
https://doi.org/10.1016/S0964-8305(03)00044-1
https://doi.org/10.1016/j.envint.2016.03.026
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0075
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0075
http://refhub.elsevier.com/S0160-4120(19)31788-X/h0075
https://doi.org/10.1038/ncomms5498
https://doi.org/10.1038/ncomms5498
https://doi.org/10.1002/ecy.1879
https://doi.org/10.1002/ecy.1879
http://www.eucast.org/clinical_breakpoints/
https://doi.org/10.1038/nature13377
https://doi.org/10.1007/s10529-013-1361-9
https://doi.org/10.1016/j.talanta.2012.08.032
https://doi.org/10.1371/journal.ppat.1002158
https://doi.org/10.1007/s00248-010-9795-2
https://doi.org/10.1093/jac/dkm167
https://doi.org/10.2134/jeq2018.10.0352
https://doi.org/10.1038/s41467-019-08853-3
https://doi.org/10.1093/femsec/fiy038
https://doi.org/10.2807/1560-7917.ES.2019.24.37.1800497
https://doi.org/10.2807/1560-7917.ES.2019.24.37.1800497
https://doi.org/10.4161/bbug.1.2.10902
https://doi.org/10.4161/bbug.1.2.10902


methods for identification of differentially abundant genes in comparative metage-
nomics. BMC Genomics 17, 78. https://doi.org/10.1186/s12864-016-2386-y.

Karkman, A., Pärnänen, K., Larsson, D.G.J., 2019. Fecal pollution can explain antibiotic
resistance gene abundances in anthropogenically impacted environments. Nat.
Commun. 10, 80. https://doi.org/10.1038/s41467-018-07992-3.

Kraupner, N., Ebmeyer, S., Bengtsson-Palme, J., Fick, J., Kristiansson, E., Flach, C.-F.,
Larsson, D.G.J., 2018. Selective concentration for ciprofloxacin resistance in
Escherichia coli grown in complex aquatic bacterial biofilms. Environ. Int. 116, 255.
https://doi.org/10.1016/j.envint.2018.04.029.

Kyselkova, M., Chronakova, A., Volna, L., Nemec, J., Ulmann, V., Scharfen, J., Elhottova,
D., 2012. Tetracycline resistance and presence of tetracycline resistance determinants
tet(V) and tap in rapidly growing mycobacteria from agricultural soils and clinical
isolates. Microbes Environ. 27, 413. https://doi.org/10.1264/jsme2.me12028.

Kyselkova, M., Jirout, J., Vrchotova, N., Schmitt, H., Elhottova, D., 2015. Spread of tet-
racycline resistance genes at a conventional dairy farm. Front. Microbiol. 6, 536.
https://doi.org/10.3389/fmicb.2015.00536.

Langmead, B., Salzberg, S.L., 2012. Fast gapped-read alignment with Bowtie 2. Nat.
Methods 9, 357. https://doi.org/10.1038/nmeth.1923.

Lekfeldt, J.D.S., Magid, J., Holm, P.E., Nybroe, O., Brandt, K.K., 2014. Evaluation of the
leucine incorporation technique for detection of pollution-induced community tol-
erance to copper in a long-term agricultural field trial with urban waste fertilizers.
Environ. Pollut. 194, 78. https://doi.org/10.1016/j.envpol.2014.07.013.

Li, H., Handsaker, B., Wysoker, A., Fennell, T., Ruan, J., Homer, N., Marth, G., Abecasis,
G., Durbin, R., Genome Project Data Processing, S., 2009. The sequence alignment/
map format and SAMtools. Bioinformatics 25, 2078. https://doi.org/10.1093/
bioinformatics/btp352.

Lin, H., Ye, C., Chen, S., Zhang, S., Yu, X., 2017. Viable but non-culturable E. coli induced
by low level chlorination have higher persistence to antibiotics than their culturable
counterparts. Environ. Pollut. 230 (242). https://doi.org/10.1016/j.envpol.2017.06.
047.

Lin, L., Li, X.Y., 2018. Acidogenic fermentation of iron-enhanced primary sedimentation
sludge under different pH conditions for production of volatile fatty acids.
Chemosphere 194, 692. https://doi.org/10.1016/j.chemosphere.2017.12.024.

Lundström, S., Östman, M., Bengtsson-Palme, J., Rutgersson, C., Thoudal, M., Sircar, T.,
Blanck, H., Eriksson, K.M., Tysklind, M., Flach, C.F., Larsson, D.G.J., 2016. Minimal
selective concentrations of tetracycline in complex aquatic bacterial biofilms. Sci.
Total Environ. 553, 587. https://doi.org/10.1016/j.scitotenv.2016.02.103.

Lupo, A., Coyne, S., Berendonk, T.U., 2012. Origin and evolution of antibiotic resistance:
the common mechanisms of emergence and spread in water bodies. Front. Microbiol.
3, 18. https://doi.org/10.3389/fmicb.2012.00018.

McBride, M.B., 2003. Toxic metals in sewage sludge-amended soils: has promotion of
beneficial use discounted the risks? Adv. Environ. Res. 8, 5. https://doi.org/10.1016/
S1093-0191(02)00141-7.

McCann, C.M., Christgen, B., Roberts, J.A., Su, J.Q., Arnold, K.E., Gray, N.D., Zhu, Y.G.,
Graham, D.W., 2019. Understanding drivers of antibiotic resistance genes in High
Arctic soil ecosystems. Environ. Int. 125, 497. https://doi.org/10.1016/j.envint.
2019.01.034.

McIlroy, S.J., Saunders, A.M., Albertsen, M., Nierychlo, M., McIlroy, B., Hansen, A.A.,
Karst, S.M., Nielsen, J.L., Nielsen, P.H., 2015. MiDAS: the field guide to the microbes
of activated sludge. Database-Oxford. https://doi.org/10.1093/database/bav062.

Monteiro, S., Lofts, S., Boxall, A.B.A., 2010. Pre‐assessment of environmental impact of
zinc and copper used in animal nutrition. External scientific report. NP/FEEDAP/
2008/01. 10.2903/sp.efsa.2010.EN-74.

Murray, R., Tien, Y.C., Scott, A., Topp, E., 2019. The impact of municipal sewage sludge
stabilization processes on the abundance, field persistence, and transmission of an-
tibiotic resistant bacteria and antibiotic resistance genes to vegetables at harvest. Sci.
Total Environ. 651, 1680. https://doi.org/10.1016/j.scitotenv.2018.10.030.

Padilla-Benavides, T., Long, J.E., Raimunda, D., Sassetti, C.M., Arguello, J.M., 2013. A
novel P(1B)-type Mn2+-transporting ATPase is required for secreted protein me-
tallation in mycobacteria. J. Biol. Chem. 288, 11334. https://doi.org/10.1074/jbc.
M112.448175.

Pal, C., Bengtsson-Palme, J., Rensing, C., Kristiansson, E., Larsson, D.G.J., 2014. BacMet:
antibacterial biocide and metal resistance genes database. Nucl. Acids Res. 42, D737.
https://doi.org/10.1093/nar/gkt1252.

Petkovic, H., Cullum, J., Hranueli, D., Hunter, I.S., Peric-Concha, N., Pigac, J.,
Thamchaipenet, A., Vujaklija, D., Long, P.F., 2006. Genetics of Streptomyces rimosus,

the oxytetracycline producer. Microbiol. Mol. Biol. Rev. 70, 704. https://doi.org/10.
1128/MMBR.00004-06.

Posadas, D.M., Martin, F.A., Sabio y Garcia, J.V., Spera, J.M., Delpino, M.V., Baldi, P.,
Campos, E., Cravero, S.L., Zorreguieta, A., 2007. The TolC homologue of Brucella suis
is involved in resistance to antimicrobial compounds and virulence. Infect. Immun.
75, 379. https://doi.org/10.1128/IAI.01349-06.

Poulsen, P.H.B., Magid, J., Luxhøi, J., de Neergaard, A., 2013. Effects of fertilization with
urban and agricultural organic wastes in a field trial – Waste imprint on soil microbial
activity. 57;794. http://doi.org/10.1016/j.soilbio.2012.02.031.

Rahube, T.O., Marti, R., Scott, A., Tien, Y.C., Murray, R., Sabourin, L., Zhang, Y., Duenk,
P., Lapen, D.R., Topp, E., 2014. Impact of fertilizing with raw or anaerobically di-
gested sewage sludge on the abundance of antibiotic-resistant coliforms, antibiotic
resistance genes, and pathogenic bacteria in soil and on vegetables at harvest. Appl.
Environ. Microbiol. 80, 6898. https://doi.org/10.1128/Aem.02389-14.

Rizzo, L., Manaia, C., Merlin, C., Schwartz, T., Dagot, C., Ploy, M.C., Michael, I., Fatta-
Kassinos, D., 2013. Urban wastewater treatment plants as hotspots for antibiotic
resistant bacteria and genes spread into the environment: a review. Sci. Total
Environ. 447, 345. https://doi.org/10.1016/j.scitotenv.2013.01.032.

SCB. (2018). (Statistics Sweden). Discharges to water and sewage sludge production in
2016. Statistiska meddelanden MI 22 SM 1801. https://www.scb.se/contentassets/
4d4d22ee07cf4baa9f47e5bab805c00c/mi0106_2016a01_sm_mi22sm1801.pdf.

Scott, A., Tien, Y.C., Drury, C.F., Reynolds, W.D., Topp, E., 2018. Enrichment of antibiotic
resistance genes in soil receiving composts derived from swine manure, yard wastes,
or food wastes, and evidence for multiyear persistence of swine Clostridium spp. Can.
J. Microbiol. 64, 201. https://doi.org/10.1139/cjm-2017-0642.

Seiler, C., Berendonk, T.U., 2012. Heavy metal driven co-selection of antibiotic resistance
in soil and water bodies impacted by agriculture and aquaculture. Front Microbiol 3,
399. https://doi.org/10.3389/fmicb.2012.00399.

Smolders, E., Oorts, K., Van Sprang, P., Schoeters, I., Janssen, C.R., McGrath, S.P.,
McLaughlin, M.J., 2009. Toxicity of trace metals in soil as affected by soil type and
aging after contamination: using calibrated bioavailability models to set ecological
soil standards. Environ. Toxicol. Chem. 28, 1633. https://doi.org/10.1897/08-592.1.

Song, J.X., Rensing, C., Holm, P.E., Virta, M., Brandt, K.K., 2017. Comparison of metals
and tetracycline as selective agents for development of tetracycline resistant bacterial
communities in agricultural soil. Environ. Sci. Technol. 51, 3040. https://doi.org/10.
1021/acs.est.6b05342.

Subbiah, M., Mitchell, S.M., Ullman, J.L., Call, D.R., 2011. beta-lactams and florfenicol
antibiotics remain bioactive in soils while ciprofloxacin, neomycin, and tetracycline
are neutralized. Appl. Environ. Microbiol. 77, 7255. https://doi.org/10.1128/AEM.
05352-11.

Thelwell, C., Robinson, N.J., Turner-Cavet, J.S., 1998. An SmtB-like repressor from
Synechocystis PCC 6803 regulates a zinc exporter. Proc. Natl. Acad. Sci. USA 95,
10728. https://doi.org/10.1073/pnas.95.18.10728.

Tiwari, R.P., Reeve, W.G., Dilworth, M.J., Glenn, A.R., 1996. An essential role for actA in
acid tolerance of Rhizobium meliloti. Microbiology 142 (Pt 3), 601. https://doi.org/
10.1099/13500872-142-3-601.

Tom-Petersen, A., Hosbond, C., Nybroe, O., 2001. Identification of copper-induced genes
in Pseudomonas fluorescens and use of a reporter strain to monitor bioavailable
copper in soil. FEMS Microbiol. Ecol. 38, 59. https://doi.org/10.1111/j.1574-6941.
2001.tb00882.x.

Urra, J., Alkorta, I., Mijangos, I., Epelde, L., Garbisu, C., 2019. Application of sewage
sludge to agricultural soil increases the abundance of antibiotic resistance genes
without altering the composition of prokaryotic communities. Sci. Total Environ.
647, 1410. https://doi.org/10.1016/j.scitotenv.2018.08.092.

van Schaik, W., 2015. The human gut resistome. Philos. Trans. R Soc. Lond. B Biol. Sci.
370. https://doi.org/10.1098/rstb.2014.0087.

VASYD. (2018). Miljörapport- Sjölunda reningsverk 2017. (In Swedish). https://www.
vasyd.se/-/media/Documents/Rapporter/Miljorapporter/2017/Miljrapport-2017-
Sjlunda.pdf.

Zhao, Y., Cocerva, T., Cox, S., Tardif, S., Su, J.Q., Zhu, Y.G., Brandt, K.K., 2019. Evidence
for co-selection of antibiotic resistance genes and mobile genetic elements in metal
polluted urban soils. Sci. Total Environ. 656, 512. https://doi.org/10.1016/j.
scitotenv.2018.11.372.

Östman, M., Lindberg, R.H., Fick, J., Björn, E., Tysklind, M., 2017. Screening of biocides,
metals and antibiotics in Swedish sewage sludge and wastewater. Water Res. 115,
318. https://doi.org/10.1016/j.watres.2017.03.011.

C. Rutgersson, et al. Environment International 137 (2020) 105339

12

https://doi.org/10.1186/s12864-016-2386-y
https://doi.org/10.1038/s41467-018-07992-3
https://doi.org/10.1016/j.envint.2018.04.029
https://doi.org/10.1264/jsme2.me12028
https://doi.org/10.3389/fmicb.2015.00536
https://doi.org/10.1038/nmeth.1923
https://doi.org/10.1016/j.envpol.2014.07.013
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1016/j.envpol.2017.06.047
https://doi.org/10.1016/j.envpol.2017.06.047
https://doi.org/10.1016/j.chemosphere.2017.12.024
https://doi.org/10.1016/j.scitotenv.2016.02.103
https://doi.org/10.3389/fmicb.2012.00018
https://doi.org/10.1016/S1093-0191(02)00141-7
https://doi.org/10.1016/S1093-0191(02)00141-7
https://doi.org/10.1016/j.envint.2019.01.034
https://doi.org/10.1016/j.envint.2019.01.034
https://doi.org/10.1093/database/bav062
https://doi.org/10.1016/j.scitotenv.2018.10.030
https://doi.org/10.1074/jbc.M112.448175
https://doi.org/10.1074/jbc.M112.448175
https://doi.org/10.1093/nar/gkt1252
https://doi.org/10.1128/MMBR.00004-06
https://doi.org/10.1128/MMBR.00004-06
https://doi.org/10.1128/IAI.01349-06
http://doi.org/10.1016/j.soilbio.2012.02.031
https://doi.org/10.1128/Aem.02389-14
https://doi.org/10.1016/j.scitotenv.2013.01.032
https://www.scb.se/contentassets/4d4d22ee07cf4baa9f47e5bab805c00c/mi0106_2016a01_sm_mi22sm1801.pdf
https://www.scb.se/contentassets/4d4d22ee07cf4baa9f47e5bab805c00c/mi0106_2016a01_sm_mi22sm1801.pdf
https://doi.org/10.1139/cjm-2017-0642
https://doi.org/10.3389/fmicb.2012.00399
https://doi.org/10.1897/08-592.1
https://doi.org/10.1021/acs.est.6b05342
https://doi.org/10.1021/acs.est.6b05342
https://doi.org/10.1128/AEM.05352-11
https://doi.org/10.1128/AEM.05352-11
https://doi.org/10.1073/pnas.95.18.10728
https://doi.org/10.1099/13500872-142-3-601
https://doi.org/10.1099/13500872-142-3-601
https://doi.org/10.1111/j.1574-6941.2001.tb00882.x
https://doi.org/10.1111/j.1574-6941.2001.tb00882.x
https://doi.org/10.1016/j.scitotenv.2018.08.092
https://doi.org/10.1098/rstb.2014.0087
https://www.vasyd.se/-/media/Documents/Rapporter/Miljorapporter/2017/Miljrapport-2017-Sjlunda.pdf
https://www.vasyd.se/-/media/Documents/Rapporter/Miljorapporter/2017/Miljrapport-2017-Sjlunda.pdf
https://www.vasyd.se/-/media/Documents/Rapporter/Miljorapporter/2017/Miljrapport-2017-Sjlunda.pdf
https://doi.org/10.1016/j.scitotenv.2018.11.372
https://doi.org/10.1016/j.scitotenv.2018.11.372
https://doi.org/10.1016/j.watres.2017.03.011

	Long-term application of Swedish sewage sludge on farmland does not cause clear changes in the soil bacterial resistome
	Introduction
	Materials and methods
	Soil and sludge sampling
	Chemical analysis
	Bioreporter analyses of Cu and Zn bioavailability
	Shotgun metagenome sequencing
	Enumeration of colony-forming units
	Statistical models

	Results
	Antimicrobial concentrations in sludge and soil
	Cu and Zn bioavailability in soil
	Metagenome sequencing
	ARGs, MRGs, BRGs, MGEs, and crAssphage
	Microbial community composition

	Culturing data
	Culturable bacteria in sludge
	Culturable bacteria in soil
	Enumeration of presumptive E. coli and other coliforms in soil
	Heterotrophic bacteria in soil


	Discussion
	CRediT authorship contribution statement
	mk:H1_22
	Acknowledgements
	mk:H1_25
	Funding
	mk:H1_27
	Supplementary material
	References




