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Preface

Metagenomics is a key technology to explore the DNAs from not-yet-cultivated microbes
in their natural habitats. Theoretically, the microbial DNA isolated from an environmental
sample represents the collective DNA of all the indigenous microorganisms and is named
the metagenome. Metagenomes can be quite diverse, and, depending on the microbial
community analyzed, several hundred up to several thousand different species and genomes
can be present in a single metagenome. Typically, soil metagenomes are rather complex
with several thousand species present, while microbial communities growing under
extreme conditions (i.e., hot springs) are usually rather limited in their complexity and
biodiversity. The primary goal of metagenomics is to explore this almost unlimited biodi-
versity. The last 10 years have already paved the way for the culture-independent assess-
ment and exploitation of complex microbial populations for basic and applied research.
Metagenomics has been defined as function-based or sequence-based cultivation-indepen-
dent analysis of the collective microbial genomes present in an environment. The devel-
oped metagenomic technologies are used to complement or replace culture-based
approaches and bypass some of their inherent and well-known limitations.

Besides identification of new biomolecules, metagenomics has proven to be a power-
ful tool for exploring the ecology, metabolic profiling, and comparison of complex micro-
bial communities. Profiling the functions encoded by a microbial community rather than
the types of organisms producing them provides a means to distinguish environmental
samples on the basis of the functions selected for by the local environment and reveals
insights into features of that environment. Another applicaion of metagenomics is the
genomic characterization of uncultivated microorganisms and complex communities. In
addition, large-scale sequencing approaches of metagenomic DNA have been applied to
reconstruct genome fragments and near-complete genomes from uncultivated species and
natural consortia.

The main application area of metagenomics is the mining of metagenomes for genes
encoding novel biocatalysts and drug molecules for bioindustries. Due to the complexity
of most metagenomes, new sensitive and efficient high-throughput screening techniques
that allow for fast and reliable identification of genes encoding suitable biocatalysts from
complex metagenomes have been invented. Screens of metagenomic libraries have been
based either on nucleotide sequence (sequence-driven approach) or on metabolic activity
(function-driven approach).

This current book gives an overview and introduction to basic methods commonly
used in laboratories that have a strong background in microbial metagenomics. All chap-
ters are written by experts in the field, and our goal is that this book serves those who are
interested in establishing metagenomics in their laboratories as a manual. Within the book,
we have tried to address all working steps involved in this field: Starting from the DNA
isolation from soils and marine samples to the construction and screening of the libraries,
and finally we offer some advise with respect to the bioinformatic tools available to screen
large sequences. An overview on strategies involved in the isolation of DNAs from envi-
ronmental samples is given in the first four chapters together with the main strategies that
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are currently used for the construction of metagenome libraries. Chapters 5-8 describe
protocols linked to the expression of metagenome libraries in different host strains. Those
include simple protocols for the construction of a library in broad host range vectors but
also rather sophisticated protocols to handle Sulfolobus as a host strain. Furthermore, the
book contains a significant number of chapters that describe a wide variety of screening
technologies used for the identification of different enzymes or other biomolecules using
function- and sequenced-based technologies. Altogether, the 15 chapters describe a
diverse range of screening protocols for metagenome libraries. In our view, this is a very
complete description of available screening protocols for all major biocatalysts and allows
an easy setup of these screens in any microbiology lab.

Wolfgang R. Streit
Rolf Daniel



Contributors

ANGEL ANGELOV * Department of Microbiology, Technical University Muenchen,
Freising, Germany

JOzZer ANNE + Department of Microbiology and Immunology,
Rega Institute for Medical Research, K.U. Leuven, Leuven, Belgium

Davip L. BALxwiLL « University of Central Florida College of Medicine,
Orlando, FL, USA

ANNALISA BALLOL * Dipartimento di Scienze e Tecnologie Alimentari e
Microbiologiche, Universita degli Studi di Milano, Milan, Italy

ANA BeLoQui ¢ CSIC, Institute of Catalysis, Madrid, Spain

UwE T. BORNSCHEUER * Department of Biotechnology and Enzyme Catalysis,
Institute of Biochemistry, Greifswald University, Greifswald, Germany

DoMINIQUE BOTTCHER * Department of Biotechnology and Enzyme Catalysis,
Institute of Biochemistry, Greifswald University, Greifsiwald, Germany

Minpy G. BROWN * Biomedical Sciences, Florida State University College
of Medicine, Tallabassee, FL, USA

JONG-CHAN CHAE * Division of Biotechnology, College of Environmental
and Bioresource Sciences, Chonbuk National University, Tksan, Korea

TrEVOR C. CHARLES * Department of Biology, University of Waterloo,

WaterlooON, Canada

YiN CHEN * Department of Biological Sciences, University of Warwick,
Coventry, UK

DonaLp A. CowAN « Institute for Microbial Biotechnology and Metagenomics,
University of the Western Cape, Cape Town, South Africa

DANIELE DAFFONCHIO * Dipartimento di Scienze ¢ Tecnologie Alimentari e
Microbiologiche, Universita degli Studi di Milano, Milan, Italy

RoLr DANIEL * Inmstitute of Microbiology and Genetics,
Georg August University Gottingen, Gottingen, Germany

Francesca DE FerrA ¢ Division R&O'M, Eni, San Donato MilaneseMilan, Italy

THOMAS DRePPER * Research Centre Juelich, Institute of Molecular Enzyme
Technology, Heinrich-Heine- University Duesseldorf, Juelich, Germany

Marc G. DUMONT * Department of Biological Sciences, University of Warwick,
Coventry, UK

MANUEL FERrRER * CSIC, Institute of Catalysis, Madrid, Spain

MicHAeL W. FRIEDRICH = Max Planck Institute for Terrestrial Microbiology,
Marburg, Germany

WOLFGANG GARTNER * Max Planck Institute for Bioinorganic Chemistry,
Miiiheim, Germany

PeTeR N. GOLYSHIN * School of Biological Sciences, Bangor University,
Gwynedd, UK

ix



X Contributors

Jost E. GONzALEZ-PASTOR * Laboratorio de Ecologia Molecular, Centro de
Astrobiologin (CSIC-INTA), Madrid, Spain

Maria-EuGeNiA Guazzaron * CSIC, Estacion Experimental del Zaidin,
Granada, Spain

CrisTIAN GURGUI * Kekulé-Institut ftir Organische Chemie und Biochemie,
Rbheinische Friedrich Wilhelms University Bonn, Bonn, Germany

NELE ILMBERGER * Microbiology & Biotechnology, Biocenter Klein Flottbek,
University of Hamburyg, Hamburg, Germany

KARL-ERICH JAEGER * Research Centre Juelich, Institute of Molecular Enzyme
Technology, Heinrich-Heine-University Duesseldorf, Juelich, Germany

ANDREW W.B. JoRNSTON * School of Biolagical Sciences, University of East Anglia,
Norwich, Norfolk, UK

GEUN-JOONG KiM * Department of Biological Sciences, College of Natural Sciences,
Chonnam National University, Youngbong-Dong, Buk-Gu, Korea

StTerAN Kurtz * Center for Bioinformatics, University of Hambury,
Hamburg, Germany

CHRISTIAN LEGGEWIE * evocatal GmbH, Diisseldorf, Germany

WOLFGANG LIEBL * Department of Microbiology, Technical University Muenchen,
Freising, Germany

CAROUIN LOSCHER * Institute for General Microbiology, Christian Albrechts University Kiel,
Kiel, Germany

MassiMO MARZORATI * Dipartimento di Scienze ¢ Tecnologie Alimentari e
Microbiologiche, Universita degli Studi di Milano, Milan, Italy

TraCY MEIRING * Institute for Microbial Biotechnology and Metagenomics,
University of the Western Cape, Cape Town, South Africa

REBEKKA METZGER * Imstitute for General Microbiology, Christian Albrechts
University Kiel, Kiel, Germany

QUINTON MEYER * Department of Genetics, University of Pretoria,
Pretoria, South Africa

SALVADOR MIRETE * Laboratorio de Ecologin Molecular, Centro de Astrobiologin
(CSIC-INTA), Madrid, Spain

ErizaBETH H. MITCHELL * Department of Cell Biology, University of Alabama,
Birmingham, AL, USA

KeNTARO MivazAaki * Inmstitute for Biological Resources and Functions,
National Institute of Advanced Industrial Science and Technology (AIST),
Tsukuba, Ibaraki, Japan

INONGE MuLAKO * Imstitute for Microbial Biotechnology and Metagenomics,
University of the Western Cape, Cape Town, South Africa

J. Couin MURrreLL * Department of Biological Sciences, University of Warwick,
Coventry, UK

JosH D. NEUFELD * Department of Biology, University of Waterloo,
WaterlooON, Canada

RicArDO F. NORDESTE * Department of Biology, University of Waterloo,
WaterlooON, Canada

PHiL M. OGeR * Laboratoire de Sciences de la Terre, Ecole Normale Supérieure,
Lyon, France



Contributors xi

S00-JE PARK * Department of Microbiology, College of Natural Science,
Chungbuk National University, Cheongyu, Korea

S0-YOUN PARK * Department of Biological Sciences, College of Natural Sciences,
Chonnam National University, Youngbong-DongBuk-Gu, Korea

GoraL P. PATHAK * Max Planck Institute for Bioinorganic Chemistry,
Miilheim, Germany

JOrRN P1eL « Kekulé-Institut fiir Organische Chemie und Biochemie,
Rbheinische Friedrich Wilhelms University Bonn, Bonn, Germany

SuNG-KeUN RHEE * Department of Microbiology, College of Natural Science,
Chungbuk National University, Cheongju, Korea

MARLEN SCHMIDT * Department of Biotechnology and Enzyme Catalysis,
Institute of Biochemistry, Greifswald University, Greifswald, Germany

RuTH ScHMITZ * Institute for General Microbiology, Christian Albrechts University Kiel,
Kiel, Germany

Davip J. Scumitz-HUBSCH * Department of Periodontology,
Unsversity Hospital Miinster, Miinster, Germany

CAROLA SIMON * Inststute of Microbiology and Genetics,
Georg August University Gottingen, Gottingen, Germany

WOLFGANG R. STREIT * Microbiology & Biotechnology, Biocenter Klein Flottbek,
University of Hamburg, Hamburg, Germany

Maria A. TRAINER * Department of Biology, University of Waterloo,
WaterlooON, Canada

Sonja CHRISTINA TROESCHEL * Research Centre Juelich, Institute of Molecular
Enzyme Technology, Heinrich-Heine-University Duesseldorf, Juelich, Germany

Mar1A 1. TUurrIN « Institute for Microbial Biotechnology and Metagenomics,
University of the Western Cape, Cape Town, South Africa

Taxku UcHIYAMA * Institute for Biological Resources and Functions,
National Institute of Advanced Industrial Science and Technology (AIST),
Tsukuba, Ibaraks, Japan

STEPHANE UROZ * Interactions arbres microorganismes, INRA, Champenoux, France

LiEVE VAN MELLAERT * Department of Microbiology and Immunology, Rega Institute
for Medical Research, K.U. Leuven, Leuven, Belgium

Jost M. VierTes * CSIC, Institute of Catalysis, Madrid, Spain

KriSTOF VRANCKEN * Department of Microbiology and Immunology, Rega Institute
for Medical Research, K.U. Leuven, Leuven, Belgium

NANCY WEILAND * Imstitute for General Microbiology, Christian Albrechts University
Kiel, Kiel, Germany

MARGARET WEXLER * School of Biological Sciences, Unsversity of East Anglia,
Norwich, Norfolk, UK



Contents

Preface . .. . e 14
Comtriburors. . . . . .. e x
1 Molecular Methods to Study Complex Microbial Communities .............. 1

10

11

12

13

14

José M. Vieites, Maria-Eugenia Guazzaroni, Ana Belogui,
Peter N. Golyshin, and Manuel Ferrer

Construction of Small-Insert and Large-Insert Metagenomic Libraries . ... ... .. 39
Carola Simon and Rolf Daniel

Construction and Screening of Marine Metagenomic Libraries . . . ... ......... 51
Nancy Weiland, Carolin Lischer, Rebekka Metzgey, and Ruth Schmitz

Metagenomic Analysis of Isotopically Enriched DNA .. .................... 67

Yin Chen, Josh D. Neufeld, Marc G. Dumont,
Msichael W. Friedrich, and J. Colin Murrell

Wide Host-Range Cloning for Functional Metagenomics . ... .......... .. .. 77
Margaret Wexler and Andrew W.B. Jobnston

Cloning and Expression Vectors for a
Gram-Positive Host, Streptomyces lividans. . . .. ... ... .. ... .. . ... .. ... 97
Kristof Vrancken, Lieve Van Mellaert, and Jozef Anné

Heterologeus Gene Expression in the Hyperthermophilic
Archacon Sulfolobus solfataricus. . . . ... ... . ... 109
Angel Angelov and Wolfganyg Liebl

Novel Tools for the Functional Expression of Metagenomic DNA. ... ......... 117
Sonja Christina Troeschel, Thomas Drepper, Christian Leggewie,

Wolfgang R. Streit, and Karl-Erich Jaeger

Screening of Functional Promoter from Metagenomic

DNA for Practical Use in Expression Systems . .. ......................... 141
So-Youn Park and Geun-Joong Kim

Substrate-Induced Gene Expression Screening: A Method
for High-Throughput Screening of Metagenome Libraries . .. ... ............ 153
Taksu Uchiyama and Kentaro Miyazaki

Screens for Actve and Stercoselective Hydrolytic Enzymes ... ............... 169
Dominigque Bittcher, Marlen Schmidt, and Uwe T. Bornscheuer

Screening for Cellulase-Encoding Clones in Metagenomic Libraries . ... .... ... 177
Nele Ilmberger and Wolfgang R. Streit

Screening Metagenomic Libraries for Laccase Activities. . . ... ............... 189
Manuel Ferver, Ana Belogui, and Peter N. Golyshin

Screening for N-AHSL-Based-Signaling Interfering Enzymes . ... ............ 203

Phil M. Oger and Stéphane Uroz

vii



viii

15

16

17

18

19

20

21

22

23

Contents

Identification of Molecular Markers to Follow Up the Bioremediation

of Sites Contaminated with Chlorinated Compounds . .. ................... 219
Massimo Marzorats, Annalisa Balloi, Francesca De Ferra,

and Daniele Daffonchio

Methods for the Isolation of Genes Encoding Novel PHB

Cycle Enzymes from Complex Microbial Communities. . . ... ............... 235

Ricardo F. Nordeste, Maria A. Trainer, and Trevor C. Charles
Metagenomic Approaches to Identify and Isolate Bioactive

Natural Products from Microbiota of Marine Sponges ... .................. 247
Cristian Gurgui and Jorn Piel
Screening for Novel Antibiotic Resistance Genes. . . ............ ... ... ..... 265

Mindy G. Brown, Elizabeth H. Mitchell, and David L. Balkwill

Novel Metal Resistance Genes from Microorganisms:

A Functional Metagenomic Approach. . ............ ... ... . . i 273
José E. Gonzdlez-Pastor and Salvador Mirete

Retrieval of Full-Length Functional Genes Using Subtractive

Hybridization Magnetic Bead Capture . . . .......... ... ... ... ... ..... 287
Tracy Meiring, Inonge Mulako, Marla 1. Tuffin,

Oninton Meyer, and Donald A. Cowan

Detection and Isolation of Selected Genes of Interest from

Metagenomic Libraries by a DNA Microarray Approach . . .. ................ 299
Gopal P. Pathak and Wolfpang Girtner
Application of DNA Microarray for Screening Metagenome Library Clones . . . . . 313

Soo-Je Park, Jong-Chan Chae, and Sung-Keun Rbee

MetaGenomeThreader: A Software Tool for Predicting
Genes in DNA-Sequences of Metagenome Projects. .. ..................... 325
David J. Schmitz-Hiibsch and Stefan Kurtz



Chapter 1

Molecular Methods to Study Gomplex Microbial
Communities

José M. Vieites, Maria-Eugenia Guazzaroni, Ana Beloqui,
Peter N. Golyshin, and Manuel Ferrer

Abstract

Microbes, which constitute a major fraction of the total biomass, are the main source of biodiversity on
our Planet and play an essential role in maintaining global processes, which ultimately regulate the func-
tioning of the Biosphere. Recent emergence of “metagenomics” allows for the analysis of microbial com-
munities without tedious cultivation efforts. Metagenomics approach is analogous to the genomics with
the difference that it does not deal with the single genome from a clone or microbe cultured or character-
ized in laboratory, but rather with that from the entire microbial community present in an environmental
sample; it is the community genome. Global understanding by metagenomics depends essentially on the
possibility of isolating the entire bulk DNA and identifying the genomes, genes, and proteins more rel-
evant to cach of the environmental sample under investigation. Following on this, in this chapter, we
provide an analysis of methods available to isolate environmental DNA and to establish metagenomic
libraries that can further be used for extensive activity screens.

Key words: Metagenomics, Cosmid, Fosmid, Phage library, Screening

1. Introduction

Microbes, the most abundant organisms on Earth, play a major
role in maintaining global element cycling processes and facilitat-
ing the self-sustainable functioning of the Biosphere. From this
point of view, it is crucial to generate a thorough understanding
of these key microorganisms and processes they facilitate.
However, at present, we simply do not know the extent of the
functional diversity that microbes encompass: a classical theoreti-
cal analysis endeavors a population of prokaryotes on Earth of
about 10% bacteria, few order of magnitude higher than the

Wolfgang R. Streit and Rolf Daniel (eds.), Metagenomics: Methods and Protacols, Methods in Molecular Biology, vol. 668,
DOI 10.1007/978-1-60761-823-2_1, © Springer Science+Business Media, LLC 2010
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number of stars in the known Universe (estimated 1022-10%¢)
(1-3), with most microbes being members of complex communi-
ties. Invertebrate guts are certainly one of the most dense and
diverse niches [10°-10"! cells per mL of gut fluid (4)], followed
by soil [107-10° cells per gram (5)], and oligotrophic superficial
sea- and freshwater [ 105-10° bacteria per milliliter (6)]. Any indi-
vidual survey to study such diversity is limited due to the relatively
poor capacity of growth of most microorganisms that is offered
even by rather sophisticated resources available for culturing (7).
To circumvent this problem, a wide range of approaches collec-
tively described as “metagenomics” have been developed to study
communities through the analysis of their genetic material with-
out culturing individual organisms (8). Metagenomics is analo-
gous to genomics with the difference that it does not deal with
the single genome from a clone or microbe cultured or character-
ized in laboratory, but rather with that from the entire microbial
community present in an environmental sample; it is the commu-
nity genome. Metagenomics represents a strategic concept that
includes investigations at three major interconnected levels (sample
processing, DNA sequencing, and functional analysis), with an
ultimate goal of getting a holistic view of the functioning of
microbial World. While many of the technical limitations to pro-
cessing of samples have been overcome in the last decade (multi-
well DNA extractions, single-cell isolation, sequence analysis by
technologies such as 454 or Solexa platforms), we believe that the
major hurdles stll are (1) the adequate metagenome coverage,
since genes of different organisms are be present in very different
concentrations in the DNA used to construct the libraries or for
sequencing, (2) the integrating and filtering gene sequences and
experimental evidences to facilitate functional assignments of
unknown genes, organisms, and communities and to recreate
functional networks, and (3) the computational aspects of data
archiving, analysis ,and visualization of vast numbers of DNA
sequences which are released to databases. In this respect, lessons
from 20 years of metagenomics and four of high-throughput
DNA sequencing [ first analyses of microbial communities through
massive sequencing were published in 2004 (9, 10)] tell that
giga-base amounts of environmental sequences can easily be gen-
erated to a large extent, but only a fraction of them can properly
be annotated in terms of gene functions (~50% of the potential
protein-coding genes lacked any functional assignment). More
importantly, DNA sequences per se are not that helpful in linking
genes to specific functions as we know that more than 60% of
genes are ubiquitous and have similar housekeeping functions in
different organisms. Therefore, in this chapter, we try to provide a
broad view on current technical issues to illustrate the potential of
getting appropriate metagenomic material to create representative
gene libraries, as the first step for analysing community genomes.
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Following the above observations, the principal measure of
phylogenetic relatedness, and thus of biodiversity, is the sequence
of the 16S ribosomal RNA gene in prokaryotes and its equivalent
18S rRNA gene in eukaryotes. Determination of very large numbers
of such sequences has revealed that natural environments contain
vast numbers of diverse microorganisms, but only a fraction of them
can properly be analyzed (11). This “great plate count anomaly”
(12), in fact, observed from early 1930s stimulated the development
of new efficient tools to circumvent problems linked to the culti-
vation of microbes in artificial medium, the so-called metagenomics
(13). These are often described as culture-independent approaches
and, in terms of the organisms being accessed and mined, this is
the case. However, the need for large amounts of cell biomass for
gene and genomic analysis always requires cultivation of a producer
microbe, except for DNA sequencing which requires direct separa-
tion of cells and bulk DNA. The difference here is that cultivation
refers to that of a surrogate organism, the host exploited as a reser-
voir for archiving the harvested genetic resources. Considering
these requirements, metagenomics is often based on a general
strategy of producing large amount of environmental DNA to
achieve two goals: (1) discovery of new gene sequences coding for
enzymes and drugs and (2) random sampling and archiving of the
genomes from a small subset of organisms present in an environ-
ment for subsequent in silico analysis (14, 15). Both research
windows are essential as the microorganisms are known to be the
“gatekeepers” of environmental processes. However, it is essential
to note that the relative abundance of representatives of a certain
group of microbes is not necessarily linked to the importance of that
group in the community functioning: common organisms may not
necessarily play a critical role in a community despite their numbers,
and organisms that only muster 0.1% fraction (e.g., nitrogen fixers)
can be of pivotal importance. What this means, in terms of microbial
ecology, is that the structural and functional information based on
more reductionist approach, that is, classical functional genomics
based on single organisms, may not provide appropriate under-
standing of complex communities.

To date, much of the research has been focused on bulk DNA
sequencing. The analysis of samples at sequence level somehow
has lower resolution but can access much greater genomic infor-
mation of untapped microbial biodiversity in many environments.
In contrast, the second approach shows better options to link spe-
cific microbes to specific ecological functions. In one of the first
examples, the Sargasso Sea genome sequencing project, the authors
performed a size-selective filtration for enrichment of the microbes
of a certain size (10). Actually, new developments involve the direct
separation of cells or preferably the enrichment using *C-labeled
compound directly related to primary ecological functions (16).
A particular elegant strategy combines the extraction of almost
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complete genomes from uncultured microbes in complex com-
munities (with up to 5,000 species) by high-resolution stable iso-
tope probing (SIP) to reconstruct their metabolisms and to link
specific microbes, whose DNA is separated by ultracentrifugation,
to specific ecological functions (17). Here, authors provided a
good genome coverage of dominant organisms under dynamic
utilization of different nutrients and were able to link environment-
specific organisms and processes that are catalyzed by these
microbes. However, despite their great potential, the main draw-
back of enrichment methodologies is the danger of a nonpropor-
tional accumulation of fast-growing microbes in the community,
which is not necessarily relevant to the native ecosystem, followed
by the reduction of the natural diversity in the sample.

We should also point out that metagenomics is not limited to
prokaryotes: eukaryotic microbial diversity is also enormously
diverse and are hence of a great interest for exploration of their
functional diversity. Owing to the problem of introns in eukary-
otes, considerable effort has been invested in the isolation of RNA
and its conversion to cDNA, rather than dealing with genomic
DNA. This requires isoladon of full-length mRNAs, reverse tran-
scribing them, and analysis of the cDNA libraries. Here, the RNA
extraction technique is critical, since it needs to extract RNA from
thick-walled cells of fungi and yeasts, and their spores. Further, as
a complement to the long-standing trend towards reductionism,
metagenomics seeks to treat the community as a whole. However,
this is not an easy task, specially for sample processing, as we know
that environmental samples also contain picoeukaryotes (size
<2-3 pum) whose populadon composition varies dynamically in
response to both seasonal and spatial gradients in environment
(3, 18). Therefore, a general strategy for sample processing is
recommended for metagenomics analysis in the future, in which
parts of microbial communities are processed separately, using
single microdroplets and cell-free translation systems together
with cell sorting (“single-cell genomics”), accompanied by the
integration these data with those obtained using mixed microbial
communities (19-21). Finally, we should consider that genome
coverage is an cphemeral term in complex communides, since
individual community members are be present in varying num-
bers in a sample and their genomes are extracted with different
efficiencies (see Note 1). Therefore, the genes of different organ-
isms will be present at very different concentratons in the DNA
used as material to construct the libraries or to sequencing. For
this reason, attempts to obtain (or even calculate the size of) a
sample providing good coverage of all genomes present in a sam-
ple are rare and limited to samples from extreme environments
(22), known to contain microbial communities of very limited
complexity/diversity. Further advances in this field are demanded
to appropriately reconstruct the metabolism in more complex
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microbial communities. Below, we list a series of protocols for
extraction of environmental DNA and further production of
metagenomic libraries.

2. Materials

2.1, Sampling

2.2. DNA Extraction

2.3. DNA Isolation
with Kits

2.4, Nucleic Acid
Quantification

2.5. 165 rRNA Gene

N N 0 W

o
— O

-

VO ® NGk W

. 500-kDa NMWL ultrafiltration disc (Biomax polyethersul-

fone, Millipore).

. Filtration device Pellicon TFF 0.1 um (Millipore™).

. 500-kDa filtration disc Amicon® system (Millipore).

. TE buffer pH 8.0.

. Disruption buffer: 0.2 M NaCl, 50 mM Tris-HCI, pH 8.0.

- Nycodenz (0.8-1.3 g/mL in distilled H,O).

. Phosphate-buffered saline (PBS) buffer: 137 mM NaCl,

2.5 mM KCl, 10 mM phosphate, pH 7 4.

. Lysozyme solution (10% w/v).

. RNase solution (1% w/v) free of DNase.

. Proteinase K (1% w/v).

. SDS solution (10% w/v).

. Cetyltrimethylammonium bromide (CTAB) solution.

10% w/v in 0.7 M NaCl.

. ChCl,:Isoamyl alcohol.

. Isopropanol.

. Ethanol (70% v/v).

. TE buffer, pH 8.0.

. DNA Clean & Concentrator from Zymo Research Corp.

. UltraClean MegaPrep (MoBio Laboratories, Inc.).

2. G'NOME® DNA Extraction Kit (BIO101).

AN b W N

. Quant-iT™ PicoGreen® Kit.

. pPGEMT-Easy (Promega).

. T4 DNA ligase buffer (10x).

. T4 DNA ligase.

. Primer 16F530 (5'-TTCGTGCCAGCAGCCGCGG-3').

. Primer 16R1492 (5'-TACGGYTACCTTGTTACGACTT-3").
. Escherichia coli DH5a..
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2.6. Metagenomic
Libraries Construction

2.6.1. In pCCFOS Vector 1

2.6.2. In pLAFR3 Cosmid

2.6.3. In Lambda Zap®
Express System

. CopyControl™ Fosmid Library Production kit (EPICENTRE).

2. GELase (EPICENTRE) kit.

N w

o0

. Microcon-100 (Millipore) concentrator membrane (100 kDa

cut-off).

. 3 M Sodium Acetate (pH 7.0).

. TE buffer, pH 8.0.

. 70% ethanol and 100% ethanol.

. PD buffer: 10 mM Tris-HCIl pH 8.3, 100 mM NaCl, 10 mM

MgClL,

. E. coli EPI300-T1R,

9. Chloramphenicol 12.5 mg/mL.

[
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16.
17.
18.
19.
20.

NI Ny

. LB (Luria-Bertani) medium.

. Large-Construct Kit (Qiagen).

. Tetracycline (Tc) 10 pg/mlL.

. ATP-dependent exonuclease.

. HindIIl, EcoR1, Sau3Al, and BamHI enzymes.

. Shrimp Alkaline Phosphatase (SAP; from Biotec ASA).
. Microcon-100 (Millipore).

. GeneClean Kit (BIO101).

. Gigapack XL (Stratagene).

. NEB3 and 1 (New England Biolabs Buffers 1 and 3).

. 0.5 M ethylenediaminetetraacetic acid (EDTA) pH 8.

. GELase (EPICENTRE).

12.
13.
14.
15.

Bovine Serum Albumin (BSA) — nuclease free (10x).
Ligation Buffer NEB1 (10x).
T4 DNA Ligase (New England Biolabs).

SM buffer: 50 mM Tris-HCI pH 7.5, 0.1 M NaCl, 8.5 mM
MgSO,, and 0.01% (w/v) gelatin.

Chloroform.

E. coli DH50 or XL1Blue.
1 M MgSO,.

2% (w/v) maltose.

LB medium.

. Zap Express pBK vector (Stratagene).

. Sau3Al enzyme.

. 10x BSA.

. NEB1 (New England Biolabs Buffer 1).



