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Is there such thing as
the ,best” metabarcoding workflow?

Sten Anslan <sten.anslan@ut.ee>
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DNA extraction method?

Metabarcoding marker/primer choice?

Which strategy/technology?

Which pipelines?

Which tools/databases?



Sample storage

Storage at -80 °C; ,The Golden Standard”
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German Journal of Herpetology

Microbiomes from feces vs. gut in tadpoles:
distinct community compositions between
substrates and preservation methods
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I E I M B M ( ; Metabarcoding and Metagenomics 4: 135-147
DOI 10.3897/mbmg 4 58365

Metabarcoding & Metagenomics

Soil stabilisation for DNA metabarcoding of plants and fungi.
Implications for sampling at remote locations or via third-parties

Storage for soil samples

Lina A. Clasen!, Andrew P. Detheridge!, John Scullion!, Gareth W. Griffith!

Storage at -80 °C = CONTROL
1. Storing and shipping at 4°C (14 days)

2. Air dry at room temperature (23°C) prior to shipping

X grams ?7?

the more the merrier?
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High-throughput identification of non-marine Ostracoda from the Tibetan
Plateau: Evaluating the success of various primers on sedimentary DNA

samples

Paula Echeverria-Galindo', Sten Anslan®*, Peter Frenzel’, Wengang Kang?, Nicole Bérner!,
Anja Schwarz!, Ping Peng®, Sven Kiinzel*, Miguel Vences?, Liseth Pérez!, Liping Zhu’, Antje
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Size Matters: Assessing Optimum
Soil Sample Size for Fungal and
Bacterial Community Structure
Analyses Using High Throughput
Sequencing of rRNA Gene Amplicons

C. Ryan Penton'2*, Vadakattu V. S. R. Gupta?®, Julian Yu' and James M. Tiedje*
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Impacts of DNA extraction and PCR on DNA metabarcoding
estimates of soil biodiversity

RESEARCH ARTICLE

Andrew Dopheide?3 | Dong Xie* | Thomas R. Buckley?

Alexei J. Drummond* | Richard D. Newcomb!-?

Larger soil volumes = higher biodiv estimates for Arthropods

but not for prokaryotes or microeukaryotes.
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Choice of DNA extraction method affects DNA metabarcoding

of unsorted invertebrate bulk samples

Markus Majaneva'?, Ola H. Diserud®, Shannon H.C. Eagle?,
Mehrdad Hajibabaei?, Torbjorn Ekrem!

Application of high-throughput sequencing (HTS)
metabarcoding to diatom biomonitoring:
Do DNA extraction methods matter?

nature
biotechnology

Assessment of variation in microbial community
amplicon sequencing by the Microbiome Quality
Control (MBQC) project consortium

Rashmi Sinha!, Galeb Abu-Ali23, Emily Vogtmann!®, Anthony A Fodor*, Boyu Ren?, Amnon Amir?,
Emma Schwager?3®, Jonathan Crabtree®, Siyuan Ma?3, The Microbiome Quality Control Project Consortium?,
Christian C Abnet'®, Rob Knight>*®, Owen White® & Curtis Huttenhower?>
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"Department of Aquatic Sciences and Assessment, Swedish University of Agricultural Sciences, P.O. Box 7050, 75007, Uppsala, Sweden

DNeasy PowerSoil as a universal DNA extraction method = R

Optimal extraction methods for the simultaneous analysis of
DNA from diverse organisms and sample types

Syrie M. Hermans'(® | Hannah L. Buckley?» | Gavin Lear®
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Experimental design

DNA amplification

Sequencing
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Which pipelines?

Which tools/databases?
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Ostracodes metabarcoding from sedimentary DNA
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High-throughput identification of non-marine Ostracoda from the Tibetan
Plateau: Evaluating the success of various primers on sedimentary DNA

samples

Paula Echeverria-Galindo', Sten Anslan®*, Peter Frenzel’, Wengang Kang?, Nicole Bérner!,
Anja Schwarz!, Ping Peng®, Sven Kiinzel*, Miguel Vences?, Liseth Pérez!, Liping Zhu’, Antje
Schwalb!
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Experimental design

Sequence analyses | > Which pipelines?
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Assessment of variation in microbial community
amplicon sequencing by the Microbiome Quality
Control (MBQC) project consortium

Rashmi Sinhal, Galeb Abu-Ali%?, Emily Vogtmann!©, Anthony A Fodor, Boyu Ren2, Amnon Amir?,
Emma Schwager?*®, Jonathan Crabtree®, Siyuan Ma23, The Microbiome Quality Control Project Consortium?,
Christian C Abnet!®, Rob Knight>*®, Owen White® & Curtis Huttenhower>?
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Launched ta accelerate biadiversity researc

Great differences in performance and outcome of high-
throughput sequencing data analysis platforms for
fungal metabarcoding

Sten Anslan', R. Henrik Nilsson?, Christian Wurzbacher?, Petr Baldrian®,
Leho Tedersoo®, Mohammad Bahram?®’®

Contents lists available at ScienceDirect

Fungal Ecology

journal homepage: www.elsevier.com/locate/funeco

Bioinformatics matters: The accuracy of plant and soil fungal )
community data is highly dependent on the metabarcoding pipeline &=

1

v

Charlie Pauvert ¢, Marc Buée °, Valérie Laval <, Véronique Edel-Hermann
Laure Fauchery b Angélique Gautier ¢, Isabelle Lesur * ¢, Jessica Vallance ',
Corinne Vacher *~

@PLOS | ONE

Bioinformatic Amplicon Read Processing
Strategies Strongly Affect Eukaryotic
Diversity and the Taxonomic Composition of
Communities

Markus Majaneva'?#, Kirsi Hyytidinen'?, Sirkka Liisa Varvio®, Satoshi Nagai®,
Jaanika Blomster’

15



MycoKeys 39:29—40 (2018) A peer-reviewed open-access journal
doi: 10.3897/mycokeys.39.28109 RESEARCH ARTICLE [ \/ I \TC O I(e\fb
http://mycokeys.pensoft.net Launched ecearch

to accelerate biadiversity resear

Great differences in performance and outcome of high-
throughput sequencing data analysis platforms for
fungal metabarcoding

Sten Anslan', R. Henrik Nilsson?, Christian Wurzbacher?, Petr Baldrian*,
Leho Tedersoo®, Mohammad Bahram®7#
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A peerreviewed open-access journal
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Great differences in performance and outcome of high-
throughput sequencing data analysis platforms for

fungal metabarcoding .
Based on taxonomy assignment values

Sten Anslan', R. Henrik Nilsson?, Christian Wurzbacher®, Petr Baldrian®, t

Leho Tedersoo®, Mohammad Bahram®’#
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Diatom metabarcoding and microscopic analyses from sediment samples at
Lake Nam Co, Tibet: The effect of sample-size and bioinformatics on the
identified communities
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PipeCraft: Flexible open-source toolkit for bioinformatics
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Experimental design
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