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Distinct rhizomicrobiota assemblages and plant performance in lettuce grown in soils with 5
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Comparative analysis of the alveolar microbiome in COPD, ECOPD, Sarcoidosis, and ILD patients to
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293 Science Translational Medicine, 2020, 12, A
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Manure and Doxycycline Affect the Bacterial Community and Its Resistome in Lettuce Rhizosphere
and Bulk Soil. Frontiers in Microbiology, 2019, 10, 725
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and Acaryochloris marina. /ISME Journal, 2017,

Synergistic Interactions within a Multispecies Biofilm Enhance Individual Species Protection against
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century of exposure. FEMS Microbiology Ecology, 2016, 92,

Enhanced plasmid loss in bacterial populations exposed to the antimicrobial compound irgasan L
delivered from interpenetrating polymer network silicone hydrogels. Plasmid, 2016, 87-88, 72-78 59 3

Bacterial communities in termite fungus combs are comprised of consistent gut deposits and
contributions from the environment. Microbial Ecology, 2016, 71, 207-20

Plasmid metagenomics reveals multiple antibiotic resistance gene classes among the gut o
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Metagenomes provide valuable comparative information on soil microeukaryotes. Research in

Microbiology, 2016, 167, 436-50 4 28

Genomic and exoproteomic analyses of cold- and alkaline-adapted bacteria reveal an abundance of

secreted subtilisin-like proteases. Microbial Biotechnology, 2016, 9, 245-56

10



(2015-2016)

Natural decay process affects the abundance and community structure of Bacteria and Archaea in

189 Picea abies logs. FEMS Microbiology Ecology, 2016, 92, 43 37

Vitamin D and allergic airway disease shape the murine lung microbiome in a sex-specific manner.
Respiratory Research, 2016, 17, 116

High frequencies of antibiotic resistance genes in infantsmeconium and early fecal samples.

187 Journal of Developmental Origins of Health and Disease, 2016, 7, 35-44 24 42

Similar sponge-associated bacteria can be acquired via both vertical and horizontal transmission.
Environmental Microbiology, 2015, 17, 3807-21

185  Chlorophyll f-driven photosynthesis in a cavernous cyanobacterium. /ISME Journal, 2015, 9, 2108-11 11.9 38

Shifts in the microbial community structure explain the response of soil respiration to land-use
change but not to climate warming. Soil Biology and Biochemistry, 2015, 89, 123-134

Interspecies interactions result in enhanced biofilm Formation by co-cultures of bacteria isolated

183 from a food processing environment. Food Microbiology, 2015, 51, 18-24

Facultative control of matrix production optimizes competitive fitness in Pseudomonas aeruginosa
PA14 biofilm models. Applied and Environmental Microbiology, 2015, 81, 8414-26

Microbial diversity and dynamics throughout manufacturing and ripening of surface ripened
181  semi-hard Danish Danbo cheeses investigated by culture-independent techniques. /nternational 58 23
Journal of Food Microbiology, 2015, 215, 124-30

Identification of the Amidase BbdA That Initiates Biodegradation of the Groundwater
Micropollutant 2,6-dichlorobenzamide (BAM) in Aminobacter sp. MSH1. Environmental Science
&amp; Technology, 2015, 49, 11703-13

Maize lines with different nitrogen use efficiency select bacterial communities with different
179 Hlucosidase-encoding genes and glucosidase activity in the rhizosphere. Biology and Fertility of 61 31
Soils, 2015, 51, 995-1004

Identifying qualitative effects of different grazing types on below-ground communities and
function in a long-term field experiment. Environmental Microbiology, 2015, 17, 841-54

Broad host range plasmids can invade an unexpectedly diverse fraction of a soil bacterial

177 community. ISME Journal, 2015, 9, 934-45 19 202

High prevalence of biofilm synergy among bacterial soil isolates in cocultures indicates bacterial
interspecific cooperation. ISME Journal, 2015, 9, 81-9

Bacterial symbiont sharing in Megalomyrmex social parasites and their fungus-growing ant hosts.
175 Molecular Ecology, 2015, 24, 3151-69 57 23

Phenotypic variability in bioprocessing conditions can be tracked on the basis of on-line flow
cytometry and fits to a scaling law. Biotechnology Journal, 2015, 10, 1316-25

Microbial diversity in a permanently cold and alkaline environment in Greenland. PLoS ONE, 2015,

73 10, e0124863 37 28

Acromyrmex Leaf-Cutting Ants Have Simple Gut Microbiota with Nitrogen-Fixing Potential. Applied

and Environmental Microbiology, 2015, 81, 5527-37

11



SBEN J SBENSEN

11 Draft genome sequences of two protease-producing strains of arsukibacterium, isolated from two
7 cold and alkaline environments. Genome Announcements, 2015, 3,

Natural hot spots for gain of multiple resistances: arsenic and antibiotic resistances in

heterotrophic, aerobic bacteria from marine hydrothermal vent fields. Applied and Environmental

Microbiology, 2015, 81, 2534-43

169 Current strategies for mobilome research. Frontiers in Microbiology, 2014, 5, 750 57 34

Interactions in multispecies biofilms: do they actually matter?. Trends in Microbiology, 2014, 22, 84-91

Sequence and comparative analysis of Leuconostoc dairy bacteriophages. International Journal of

167 Food Microbiology, 2014, 176, 29-37 58 17

Mercuric reductase genes (merA) and mercury resistance plasmids in High Arctic snow, freshwater
and sea-ice brine. FEMS Microbiology Ecology, 2014, 87, 52-63

16 Metabolic variability in bioprocessing: implications of microbial phenotypic heterogeneity. Trends in
> Biotechnology, 2014, 32, 608-16 o173

Shifts in abundance and diversity of mobile genetic elements after the introduction of diverse

pesticides into an on-farm biopurification system over the course of a year. Applied and

Environmental Microbiology, 2014, 80, 4012-20

Loss of microbial diversity in soils is coincident with reductions in some specialized functions.

163 Environmental Microbiology, 2014, 16, 2408-20

Sequentially aerated membrane biofilm reactors for autotrophic nitrogen removal: microbial
community composition and dynamics. Microbial Biotechnology, 2014, 7, 32-43

Rapid TagMan-based quantification of chlorophyll d-containing cyanobacteria in the genus

161 Acaryochloris. Applied and Environmental Microbiology, 2014, 80, 3244-9 48 5

Exploring the immediate and long-term impact on bacterial communities in soil amended with
animal and urban organic waste fertilizers using pyrosequencing and screening for horizontal
transfer of antibiotic resistance. FEMS Microbiology Ecology, 2014, 90, 206-24

L Identification and assembly of genomes and genetic elements in complex metagenomic samples
59 without using reference genomes. Nature Biotechnology, 2014, 32, 822-8 445

Synbiotic Lactobacillus acidophilus NCFM and cellobiose does not affect human gut bacterial
diversity but increases abundance of lactobacilli, bifidobacteria and branched-chain fatty acids: a
randomized, double-blinded cross-over trial. FEMS Microbiology Ecology, 2014, 90, 225-36

L Characterization of the gut microbiota in leptin deficient obese mice - Correlation to inflammatory 3
57 and diabetic parameters. Research in Veterinary Science, 2014, 96, 241-50 25 5

Genome Sequence of Leuconostoc mesenteroides subsp. cremoris Strain T26, Isolated from
Mesophilic Undefined Cheese Starter. Genome Announcements, 2014, 2,

An improved method for including upper size range plasmids in metamobilomes. PLoS ONE, 2014,
155 9,e104405 3723

Hundreds of circular novel plasmids and DNA elements identified in a rat cecum metamobilome.

PLoS ONE, 2014, 9, e87924

12



(2013-2014)

L Bioinformatic approaches reveal metagenomic characterization of soil microbial community. PLoS 3
53 ONE, 2014, 9, €93445 37 3

Complete Genome Sequences of Four Novel Lactococcus lactis Phages Distantly Related to the
Rare 1706 Phage Species. Genome Announcements, 2014, 2,

o1 Genome Sequences of Two Leuconostoc pseudomesenteroides Strains Isolated from Danish Dairy
5 Starter Cultures. Genome Announcements, 2014, 2, 5

Draft Genome Sequence of Burkholderia sordidicola S170, a Potential Plant Growth Promoter

Isolated from Coniferous Forest Soil in the Czech Republic. Genome Announcements, 2014, 2,

Identifying the core microbial community in the gut of fungus-growing termites. Molecular Ecology,

149 2014, 23,4631-44 Gy o8

Methanotrophs, methanogens and microbial community structure in livestock slurry surface crusts.
Journal of Applied Microbiology, 2014, 117, 1066-78

Host-specific microbial communities in three sympatric North Sea sponges. FEMS Microbiology

147 Ecology, 2014, 90, 390-403 43 2

The giraffe (Giraffa camelopardalis) rumen microbiome. FEMS Microbiology Ecology, 2014, 90, 237-46

145 The microbiome of New World vultures. Nature Communications, 2014, 5, 5498 17.4 177

DPS - a rapid method for genome sequencing of DNA-containing bacteriophages directly from a
single plaque. Journal of Virological Methods, 2014, 196, 152-6

High-throughput screening of multispecies biofilm formation and quantitative PCR-based
143 assessment of individual species proportions, useful for exploring interspecific bacterial 4.4 63
interactions. Microbial Ecology, 2014, 68, 146-54

Effects of fertilization with urban and agricultural organic wastes in a field trial lProkaryotic
diversity investigated by pyrosequencing. Soil Biology and Biochemistry, 2013, 57, 784-793

Investigating the diversity of pseudomonas spp. in soil using culture dependent and independent

141 techniques. Current Microbiology, 2013, 67, 423-30

2.4 16

The murine lung microbiome in relation to the intestinal and vaginal bacterial communities. BMC
Microbiology, 2013, 13, 303

Simultaneous pyrosequencing of the 16S rRNA, IncP-1 trfA, and merA genes. Journal of

139 Microbiological Methods, 2013, 95, 280-4 28 5

Design of growth-dependent biosensors based on destabilized GFP for the detection of
physiological behavior of Escherichia coli in heterogeneous bioreactors. Biotechnology Progress,
2013, 29, 553-63

A spatiotemporal view of plasmid loss in biofilms and planktonic cultures. Biotechnology and
137 Bioengineering, 2013, 110, 3071-4 49 9

Cell mass and cell cycle dynamics of an asynchronous budding yeast population: experimental

observations, flow cytometry data analysis, and multi-scale modeling. Biotechnology and
Bioengineering, 2013, 110, 812-26

L



SBEN J SBENSEN

The ability of soil bacteria to receive the conjugative IncP1 plasmid, pKJK10, is different in a mixed

135 community compared to single strains. FEMS Microbiology Letters, 2013, 338, 95-100 29 26

Microbial diversity and PAH catabolic genes tracking spatial heterogeneity of PAH concentrations.
Microbial Ecology, 2013, 65, 91-100

454 pyrosequencing analyses of bacterial and archaeal richness in 21 full-scale biogas digesters. 3
33 FEms Microbiology Ecology, 2013, 85, 612-26 43 47

Bacterial chitinolytic communities respond to chitin and pH alteration in soil. Applied and
Environmental Microbiology, 2013, 79, 263-72

131 Specificity and stability of the Acromyrmex-Pseudonocardia symbiosis. Molecular Ecology, 2013, 22, 430%4321 51

The impact of the conjugative IncP-1 plasmid pKJK5 on multispecies biofilm formation is
dependent on the plasmid host. FEMS Microbiology Letters, 2013, 344, 186-92

Adaptation and heterogeneity of Escherichia coli MC1000 growing in complex environments.

129 Applied and Environmental Microbiology, 2013, 79, 1008-17 48 17

Investigation of the relationship between lactococcal host cell wall polysaccharide genotype and 3
936 phage receptor binding protein phylogeny. Applied and Environmental Microbiology, 2013, 79, 4385-97

A low-cost, multiplexable, automated flow cytometry procedure for the characterization of

127 microbial stress dynamics in bioreactors. Microbial Cell Factories, 2013, 12, 100 6.4 46

Bacterial community structure in High-Arctic snow and freshwater as revealed by pyrosequencing
of 16S rRNA genes and cultivation. Polar Research, 2013, 32, 17390

Complete genome sequence of the cystic fibrosis pathogen Achromobacter xylosoxidans

125 NH44784-1996 complies with important pathogenic phenotypes. PLoS ONE, 2013, 8, e68484 37 59

The interconnection between biofilm formation and horizontal gene transfer. FEMS Immunology
and Medical Microbiology, 2012, 65, 183-95

Assessment of the specificity of Burkholderia and Pseudomonas qPCR assays for detection of these

123 genera in soil using 454 pyrosequencing. FEMS Microbiology Letters, 2012, 333, 77-84 29 58

Insight from the draft genome of Dietzia cinnamea P4 reveals mechanisms of survival in complex
tropical soil habitats and biotechnology potential. Antonie Van Leeuwenhoek, 2012, 101, 289-302

Profiling of the metabolically active community from a production-scale biogas plant by means of

121 high-throughput metatranscriptome sequencing. Journal of Biotechnology, 2012, 158, 248-58 37

Metamobilomics--expanding our knowledge on the pool of plasmid encoded traits in natural
environments using high-throughput sequencing. Clinical Microbiology and Infection, 2012, 18 Suppl
4,5-7

1 The fate of mercury in Arctic terrestrial and aquatic ecosystems, a review. Environmental Chemistry, 5 5
9 2012,9,321 329

Physiological heterogeneities in microbial populations and implications for physical stress

tolerance. Microbial Cell Factories, 2012, 11, 94

14



(2011-2012)

Sequencing of IncX-plasmids suggests ubiquity of mobile forms of a biofilm-promoting gene

117 cassette recruited from Klebsiella pneumoniae. PLoS ONE, 2012, 7, e41259 37 32

Early life treatment with vancomycin propagates Akkermansia muciniphila and reduces diabetes
incidence in the NOD mouse. Diabetologia, 2012, 55, 2285-94

Mining of unexplored habitats for novel chitinases--chiA as a helper gene proxy in metagenomics.

115 Applied Microbiology and Biotechnology, 2012, 94, 1347-58 57 36

454-sequencing reveals stochastic local reassembly and high disturbance tolerance within
arbuscular mycorrhizal fungal communities. Journal of Ecology, 2012, 100, 151-160

1 The genome sequence of the lactic acid bacterium, Carnobacterium maltaromaticum ATCC 35586 3
3 encodes potential virulence factors. International Journal of Food Microbiology, 2012, 152, 107-15 > 33

The fate of indigenous microbiota, starter cultures, Escherichia coli, Listeria innocua and

Staphylococcus aureus in Danish raw milk and cheeses determined by pyrosequencing and

quantitative real time (qRT)-PCR. International Journal of Food Microbiology, 2012, 153, 192-202

Microbial diversity of biofilm communities in microniches associated with the didemnid ascidian

I |issoclinum patella. ISME Journal, 2012, 6, 1222-37

11.9 63

Selection for Cu-tolerant bacterial communities with altered composition, but unaltered richness,
via long-term Cu exposure. Applied and Environmental Microbiology, 2012, 78, 7438-46

Culture-dependent and -independent investigations of microbial diversity on urinary catheters.

199 Journal of Clinical Microbiology, 2012, 50, 3901-8 97 31

Draft genome sequence of the soil bacterium Burkholderia terrae strain BS001, which interacts
with fungal surface structures. Journal of Bacteriology, 2012, 194, 4480-1

Biofilm growth and near-infrared radiation-driven photosynthesis of the chlorophyll d-containing

cyanobacterium Acaryochloris marina. Applied and Environmental Microbiology, 2012, 78, 3896-904 8 18

107

N

Investigation of diversity of plasmids carrying the blaTEM-52 gene. Journal of Antimicrobial
Chemotherapy, 2012, 67, 786-786

Gut microbiota composition is correlated to grid floor induced stress and behavior in the BALB/c

mouse. PLoS ONE, 2012, 7, e46231 37 181

105

Characterization of bacterial populations in Danish raw milk cheeses made with different starter
cultures by denaturating gradient gel electrophoresis and pyrosequencing. International Dairy
Journal, 2011, 21, 142-148

An unexpected location of the arginine catabolic mobile element (ACME) in a USA300-related

103 MRSA strain. PLoS ONE, 2011, 6, e16193 37 32

Design and synthesis of a quintessential self-transmissible IncX1 plasmid, pX1.0. PLoS ONE, 2011, 6, e19312

P4-S4.01 Investigation of the bacterial diversity in urine of urethritis patients and healthy controls

using 454 high-throughput-sequencing. Sexually Transmitted Infections, 2011, 87, A315-A316 =

101

Diversity and characterization of mercury-resistant bacteria in snow, freshwater and sea-ice brine

From the High Arctic. FEMS Microbiology Ecology, 2011, 75, 390-401 43

1y



SBEN J SBENSEN

Predominant genera of fecal microbiota in children with atopic dermatitis are not altered by intake
99  of probiotic bacteria Lactobacillus acidophilus NCFM and Bifidobacterium animalis subsp. lactis 43 57
Bi-07. FEMS Microbiology Ecology, 2011, 75, 482-96

Endolithic chlorophyll d-containing phototrophs. ISME Journal, 2011, 5, 1072-6

Bias in bacterial diversity as a result of Nycodenz extraction from bulk soil. Soil Biology and
97 Biochemistry, 2011, 43, 2152-2159 75 40

Experimental methods and modeling techniques for description of cell population heterogeneity.
Biotechnology Advances, 2011, 29, 575-99

Green fluorescent protein (GFP) leakage from microbial biosensors provides useful information for 6 -
95 the evaluation of the scale-down effect. Biotechnology Journal, 2011, 6, 968-78 > 5

Investigation of diversity of plasmids carrying the blaTEM-52 gene. Journal of Antimicrobial
Chemotherapy, 2011, 66, 2465-74

Quantitative metagenomic analyses based on average genome size normalization. Applied and 3
93 Environmental Microbiology, 2011, 77, 2513-21 4- 29

Nitrogenase gene amplicons from global marine surface waters are dominated by genes of
non-cyanobacteria. PLoS ONE, 2011, 6, e19223

; Biofilms in chronic infections - a matter of opportunity - monospecies biofilms in multispecies
9 infections. FEMS Immunology and Medical Microbiology, 2010, 59, 324-36

Gut microbiota in human adults with type 2 diabetes differs from non-diabetic adults. PLoS ONE,
2010, 5, e9085

3 Conjugative plasmids: vessels of the communal gene pool. Philosophical Transactions of the Royal 3 5
9 Society B: Biological Sciences, 2009, 364, 2275-89 5 97

All IncP-1 plasmid subgroups, including the novel epsilon subgroup, are prevalent in the influent of
a Danish wastewater treatment plant. Plasmid, 2009, 62, 134-9

The presence of embedded bacterial pure cultures in agar plates stimulate the culturability of soil

87 bacteria. Journal of Microbiological Methods, 2009, 79, 166-73 28 10

Persistence mechanisms of conjugative plasmids. Methods in Molecular Biology, 2009, 532, 73-102

3 Construction and use of flow cytometry optimized plasmid-sensor strains. Methods in Molecular L
5 Biology, 2009, 532, 257-68 4

Nucleotide sequence of pOLA52: a conjugative IncX1 plasmid from Escherichia coli which enables
biofilm formation and multidrug efflux. Plasmid, 2008, 60, 59-74

Type 3 fimbriae, encoded by the conjugative plasmid pOLA52, enhance biofilm formation and

8 transfer frequencies in Enterobacteriaceae strains. Microbiology (United Kingdom), 2008, 154, 187-195 29 82

Characterisation, dissemination and persistence of gentamicin resistant Escherichia coli from a

Danish university hospital to the waste water environment. Environment International, 2008, 34, 108-15 129

16



(2006-2008)

Cultivation of hard-to-culture subsurface mercury-resistant bacteria and discovery of new merA

81 gene sequences. Applied and Environmental Microbiology, 2008, 74, 3795-803 481 39

Acclimation of subsurface microbial communities to mercury. FEMS Microbiology Ecology, 2008, 65, 145-553

Use of a PNA probe to block DNA-mediated PCR product formation in prokaryotic RT-PCR.
79 BioTechniques, 2007, 42, 609-10, 612-4 25

High diversity of bacterial mercuric reductase genes from surface and sub-surface floodplain soil
(Oak Ridge, USA). ISME Journal, 2007, 1, 453-67

Impact of conjugal transfer on the stability of IncP-1 plasmid pKJKS5 in bacterial populations. FEMS 5
77 Microbiology Letters, 2007, 266, 250-6 9 4

The multiple antibiotic resistance IncP-1 plasmid pKJKS5 isolated from a soil environment is
phylogenetically divergent from members of the previously established alpha, beta and delta
sub-groups. Plasmid, 2007, 58, 31-43

Establishment and early succession of a multispecies biofilm composed of soil bacteria. Microbial
75 Ecology, 2007, 54, 352-62 44 47

Substrate specificity of the OgxAB multidrug resistance pump in Escherichia coli and selected
enteric bacteria. Journal of Antimicrobial Chemotherapy, 2007, 60, 145-7

Conjugative transfer facilitates stable maintenance of IncP-1 plasmid pKJKS5 in Escherichia coli cells
73 colonizing the gastrointestinal tract of the germfree rat. Applied and Environmental Microbiology, 48 19
2007, 73, 341-3

The cda GenoTox assay: a new and sensitive method for detection of environmental genotoxins,
including nitroarenes and aromatic amines. Mutation Research - Genetic Toxicology and
Environmental Mutagenesis, 2007, 631, 77-84

Cultivation-independent examination of horizontal transfer and host range of an IncP-1 plasmid
71 among gram-positive and gram-negative bacteria indigenous to the barley rhizosphere. Applied and 48 81
Environmental Microbiology, 2006, 72, 6687-92

Enhanced biofilm formation and increased resistance to antimicrobial agents and bacterial invasion
are caused by synergistic interactions in multispecies biofilms. Applied and Environmental
Microbiology, 2006, 72, 3916-23

6 Biodegradation, bioaccessibility, and genotoxicity of diffuse polycyclic aromatic hydrocarbon (PAH) o 5
9 pollution at a motorway site. Environmental Science &amp; Technology, 2006, 40, 3293-8 3 4

Mineralisation of 2,6-dichlorobenzamide (BAM) in dichlobenil-exposed soils and isolation of a
BAM-mineralising Aminobacter sp. Environmental Pollution, 2006, 144, 289-95

A flow cytometry-optimized assay using an SOS-green fluorescent protein (SOS-GFP) whole-cell
67  biosensor for the detection of genotoxins in complex environments. Mutation Research - Genetic 3 35
Toxicology and Environmental Mutagenesis, 2006, 603, 164-72

Microbial degradation of street dust polycyclic aromatic hydrocarbons in microcosms simulating
diffuse pollution of urban soil. Environmental Microbiology, 2006, 8, 535-45

Making bio-sense of toxicity: new developments in whole-cell biosensors. Current Opinion in

Biotechnology, 2006, 17, 11-6 11.4 103

Reporter Gene Technology in Soil Ecology; Detection of Bioavailability and Microbial Interactions

2006, 397-419

L7



SBEN J SBENSEN

Construction of a ColD cda promoter-based SOS-green fluorescent protein whole-cell biosensor
63 with higher sensitivity toward genotoxic compounds than constructs based on recA, umuDC, or 48 8o
sulA promoters. Applied and Environmental Microbiology, 2005, 71, 2338-46

The prevalence of the OgxAB multidrug efflux pump amongst olaquindox-resistant Escherichia coli
in pigs. Microbial Drug Resistance, 2005, 11, 378-82

61 Studying plasmid horizontal transfer in situ: a critical review. Nature Reviews Microbiology, 2005, 3, 700-1£2.2 485

Use of a whole-cell biosensor and flow cytometry to detect AHL production by an indigenous soil
community during decomposition of litter. Microbial Ecology, 2005, 50, 221-9

Construction of an extended range whole-cell tetracycline biosensor by use of the tet(M) 5
59 resistance gene. FEMS Microbiology Letters, 2005, 253, 201-5 9 33

In vivo detection and quantification of tetracycline by use of a whole-cell biosensor in the rat
intestine. Antimicrobial Agents and Chemotherapy, 2004, 48, 1112-7

Effect of tetracycline on transfer and establishment of the tetracycline-inducible conjugative °
57 transposon Tn916 in the guts of gnotobiotic rats. Applied and Environmental Microbiology, 2004, 70, 75843‘§ 5

Plasmid-encoded multidrug efflux pump conferring resistance to olaquindox in Escherichia coli.
Antimicrobial Agents and Chemotherapy, 2004, 48, 3332-7

Impact of DNA extraction method on bacterial community composition measured by denaturing 3
55 gradient gel electrophoresis. Soil Biology and Biochemistry, 2004, 36, 1607-1614 75 4

Recovery of GFP-labeled bacteria for culturing and molecular analysis after cell sorting using a
benchtop flow cytometer. Microbial Ecology, 2004, 48, 239-45

Quantification of plasmid loss in Escherichia coli cells by use of flow cytometry. FEMS Microbiology

53 [Letters, 2004, 232, 45-9 29 22

Direct detection and quantification of horizontal gene transfer by using flow cytometry and gfp as
areporter gene. Current Microbiology, 2003, 47, 129-33

. Presence of N-acyl homoserine lactones in soil detected by a whole-cell biosensor and flow 6
5 cytometry. Microbial Ecology, 2003, 45, 226-36 4-4 7

The mycorrhizal fungus (Glomus intraradices) affects microbial activity in the rhizosphere of pea
plants (Pisum sativum). Soil Biology and Biochemistry, 2003, 35, 1349-1357

Conjugative plasmid conferring resistance to olaquindox. Antimicrobial Agents and Chemotherapy, 6
19 2003, 47,7989 59 99

Quantification of bioavailable chlortetracycline in pig feces using a bacterial whole-cell biosensor.
Veterinary Microbiology, 2002, 87, 51-7

The diversity and function of soil microbial communities exposed to different disturbances.

47 Microbial Ecology, 2002, 44, 49-58 4.4 146

Inducible gene expression by nonculturable bacteria in milk after pasteurization. Applied and

Environmental Microbiology, 2002, 68, 1988-93

18



(2000-2001)

The Use of Whole-Cell Biosensors to Detect and Quantify Compounds or Conditions Affecting 36
45 Biological Systems. Microbial Ecology, 2001, 42, 483-494 4-4

Enhanced degradation of phenoxyacetic acid in soil by horizontal transfer of the gene encoding a
2,4-dichlorophenoxyacetic acid dioxygenase. FEMS Microbiology Ecology, 2001, 35, 75-84

43  The effect of long-term mercury pollution on the soil microbial community 2001, 36, 11-19 139

Adaptation of the bacterial community to mercury contamination. FEMS Microbiology Letters, 2001,
204, 49-53

. Enhanced degradation of phenoxyacetic acid in soil by horizontal transfer of the tFdA gene
4 encoding a 2,4-dichlorophenoxyacetic acid dioxygenase. FEMS Microbiology Ecology, 2001, 35, 75-84

N

3 42

Effects of mercury contamination on the culturable heterotrophic, functional and genetic diversity
of the bacterial community in soil. FEMS Microbiology Ecology, 2001, 36, 1-9

The effect of long-term mercury pollution on the soil microbial community. FEMS Microbiology ;
39 Ecology, 2001, 36, 11-19 43 5

Effect of genomic location on horizontal transfer of a recombinant gene cassette between
Pseudomonas strains in the rhizosphere and spermosphere of barley seedlings. Current
Microbiology, 2001, 42, 160-7

Adaptation of the bacterial community to mercury contamination. FEMS Microbiology Letters, 2001,

37 204, 49-53 29 38

An examination of the biodiversitydcosystem function relationship in arable soil microbial
communities. Soil Biology and Biochemistry, 2001, 33, 1713-1722

Effects of tylosin as a disturbance on the soil microbial community. Soil Biology and Biochemistry, 6
35 2001, 33, 2061-2071 75 13

Detection of oxytetracycline production by Streptomyces rimosus in soil microcosms by combining
whole-cell biosensors and flow cytometry. Applied and Environmental Microbiology, 2001, 67, 239-44

Ecosystem response of pasture soil communities to fumigation-induced microbial diversity 6
20 reductions: an examination of the biodiversityBcosystem function relationship. Oikos, 2000, 90, 279-2944 43

Influence of fungal-bacterial interactions on bacterial conjugation in the residuesphere. FEMS
Microbiology Ecology, 2000, 31, 39-45

Detection and quantification of tetracyclines by whole cell biosensors. FEMS Microbiology Letters, 6
3T 2000, 190, 273-8 29 54

Versatile biosensor vectors for detection and quantification of mercury. FEMS Microbiology Letters,
2000, 193, 123-7

5 A new method for determining the metabolic activity of specific bacterial populations in soil using
9 tritiated leucine and immunomagnetic separation. Biology and Fertility of Soils, 2000, 32, 202-208

Application of a mer-lux biosensor for estimating bioavailable mercury in soil. Soil Biology and

Biochemistry, 2000, 32, 639-646

19



27

25

25

21

e

=/

L5

Ly

11

SBEN J SBENSEN

Utilization of phenoxyacetic acid, by strains using either the ortho or meta cleavage of catechol
during phenol degradation, after conjugal transfer of tFdA, the gene encoding a 57 15
2,4-dichlorophenoxyacetic acid/2-oxoglutarate dioxygenase. Applied Microbiology and

Predation by protozoa on Escherichia coli K12 in soil and transfer of resistance plasmid RP4 to

indigenous bacteria in soil. Applied Soil Ecology, 1999, 11, 79-90

Transfer of plasmid RP4 in the spermosphere and rhizosphere of barley seedling. Antonie Van
Leeuwenhoek, 1998, 73, 69-77 2132

The effect of longterm exposure to mercury on the bacterial community in marine sediment.

Current Microbiology, 1998, 36, 291-7

The effect of the lacY gene on the induction of IPTG inducible promoters, studied in Escherichia coli 5 5
and Pseudomonas fluorescens. Current Microbiology, 1998, 36, 341-7 45

Methods for detection of conjugative plasmid transfer in aquatic environments. Current
Microbiology, 1998, 37, 274-80

Chromosomal insertion of the entire Escherichia coli lactose operon, into two strains of 3
Pseudomonas, using a modified mini-Tn5 delivery system. Gene, 1997, 186, 167-73 > 47

Conjugation in aquatic environments 1996, 95-123

Conjugal transfer at natural population densities in a microcosm simulating an estuarine

environment. FEMS Microbiology Ecology, 1995, 16, 43-54 43 22

Transfer of plasmid RP4 from Escherichia coli K-12 to indigenous bacteria of seawater. Microbial
Releases: Viruses, Bacteria, Fungi, 1993, 2, 135-41

Mobilization of nonconjugative pBR322-derivative plasmids from laboratory strains of Escherichia
coli to bacteria isolated from seawater. Microbial Releases: Viruses, Bacteria, Fungi, 1992, 1, 17-22

Survival of Escherichia coli K12 in seawater. FEMS Microbiology Ecology, 1991, 8, 161-167

Survival of Escherichia coli K12 in seawater. FEMS Microbiology Letters, 1991, 85, 161-167 29 9

Deep mutational scanning by FACS-sorting of encapsulated E. coli micro-colonies

Effects of mercury contamination on the culturable heterotrophic, functional and genetic diversity
of the bacterial community in soil

Detection and quantification of tetracyclines by whole cell biosensors

Conjugative dissemination of plasmids in rapid sand filters: a trojan horse strategy to enhance
pesticide degradation in groundwater treatment 3

CRISPRCasTyper: An automated tool for the identification, annotation and classification of

CRISPR-Cas loci

20



LIST OF PUBLICATIONS

9 Discovery of multiple anti-CRISPRs uncovers anti-defense gene clustering in mobile genetic elements 2

Large-scale association analyses identify host factors influencing human gut microbiome composition

7 DAtest: a framework for choosing differential abundance or expression method 17

Type IV CRISPR-Cas systems are highly diverse and involved in competition between plasmids

5 CRISPR-Cas systems are widespread accessory elements across bacterial and archaeal plasmids 1

Hundreds of viral families in the healthy infant gut

3 Critical Assessment of Metagenome Interpretation - the second round of challenges 3

Metagenomic evidence for co-occurrence of antibiotic, biocide and metal resistance genes in pigs

Comparative genomics analysis of Chryseobacterium sp. KMC2 reveals metabolic pathways
involved in keratinous utilization and natural product biosynthesis

21



