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The effects of parameter choice on defining molecular
operational taxonomic units and resulting ecological
analyses of metabarcoding data!

Elizabeth L. Clare, Frédéric J.J. Chain, Joanne E. Littlefair, and Melania E. Cristescu

Abstract: The combination of DNA barcoding and high-throughput (next-generation) sequencing (metabarcod-
ing) provides many promises but also serious challenges. Generating a reliable comparable estimate of biodiver-
sity remains a central challenge to the application of the technology. Many approaches have been used to turn
millions of sequences into distinct taxonomic units. However, the extent to which these methods impact the
outcome of simple ecological analyses is not well understood. Here we performed a simple analysis of dietary
overlap by skinks and shrews on Ile Aux Aigrettes, Mauritius. We used a combination of filtering thresholds and
clustering algorithms on a COI metabarcoding dataset and demonstrate that all bioinformatics parameters will
have interacting effects on molecular operational taxonomic unit (MOTU) recovery rates. These effects generated
estimates covering two orders of magnitude. However, the effect on a simple ecological analysis was not large and,
despite the wide variation in estimates of niche overlap, the same ecological conclusion was drawn in most cases.
We advise that a conservative clustering programme coupled with larger sequence divergences to define a cluster,
the removal of singletons, rigorous length filtering, and stringent match criteria for Molecular Identifier tags are
preferable to avoid MOTU inflation and that the same parameters be used in all comparative analyses.
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Résumé : La combinaison du codage a barres de 'ADN et du séquencage a haut débit (de nouvelle génération), connu
sous le nom de métacodage a barres de ’ADN, est prometteuse mais améne son lot de défis. La mise au point d'un
estimateur de la biodiversité qui soit fiable et comparable demeure 'un des défis principaux a l'usage de cette
technologie. Plusieurs approches ont été employées pour convertir des millions de séquences en unités taxonomiques
distinctes. Cependant, I’ampleur de I'impact que peuvent avoir ces méthodes sur les résultats d’'une simple analyse
écologique n’est pas bien compris. Dans ce travail, les auteurs ont réalisé une simple étude de chevauchement ali-
mentaire chez les scincidés et les musaraignes sur I'fle aux Aigrettes, Ile Maurice. Les auteurs ont combiné des seuils de
filtration et des algorithmes de groupement sur un jeu de données de métacodage a barres fondé sur le gene COI et ils
ont démontré que tous les parameétres bioinformatiques avaient un effet interactif sur la fréquence d’observation des
unités taxonomiques opérationnelles (« MOTU »). Ces effets ont généré des estimés variant sur deux ordres de grandeur.
Malgré cela, 'ampleur de I'effet sur une analyse écologique simple n’était pas si grande de telle maniere qu’en dépit de
cette large variation, les mémes conclusions ont été tirées dans la plupart des cas. Les auteurs recommandent les
pratiques suivantes pour éviter I'inflation des MOTU : I'emploi d’'un programme de groupement conservateur, la
définition des groupes sur la base de divergences nucléotidiques plus grandes, le retrait des singletons, une filtration
rigoureuse sur la longueur, et des critéres stricts pour I'identification des identifiants moléculaires (« Molecular Iden-
tifier tags »). De tels parametres sont indiqués pour toutes les analyses comparatives. [Traduit par la Rédaction]

Mots-clés : métacodage a barres, codage a barres de I’ADN, eDNA, simulations écologiques, MOTU.
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Introduction

Molecular methods of species identification are be-
coming a pervasive technique from regulatory and legal
applications to pure research objectives (e.g., Clare 2014;
Cristescu 2014). Metabarcoding is rapidly expanding in
application to all areas of ecological research and biodi-
versity science (Pompanon et al. 2012; Bohmann et al.
2014; Clare 2014; Cristescu 2014, Adamowicz 2015). As
these investigations probe new geographic and research
areas encountering unknown taxa (Trontelj and FiSer
2009), one of the most difficult research aspects is how to
provide a reliable comparable estimate of species counts
and biodiversity assessments linking sequences to bio-
logical species. Turning millions of sequences into
manageable and accurate datasets remains the central
challenge to the application of high-throughput (next-
generation) sequencing to ecological investigation.

The metabarcoding method refers to the combination
of traditional DNA barcoding (Hebert et al. 2003), or an-
other similar single genetic target, and high-throughput
sequencing technologies. Defining molecular opera-
tional taxonomic units (MOTU) is the most common ap-
proach to analyse metabarcoding sequences (Floyd et al.
2002). MOTU can be assigned taxonomy using reference
databases of known sequences, left as unknowns for sta-
tistical analysis, or treated using some combination of
these approaches. The advantage of using MOTU is that
both known and unknown taxa can be included in anal-
yses. Identifications of MOTU tend to be biased towards
larger, more charismatic species that are better known
and appear in reference collections, but unknowns are
equally important in most ecological investigations and
should dominate in relatively unknown fauna (Trontelj
and FiSer 2009). A number of analytical programmes are
used to define MOTU (e.g., Caporaso et al. 2010; Jones
etal. 2011; Ratnasingham and Hebert 2013), and most rely
on some sort of clustering or threshold approach. As a
standard, 3% sequence divergence is often applied and
may function well in simple communities (Brown et al.
2015), and it is particularly popular in bacterial research
where metabarcoding techniques have been used for
some time and a default 3% is generally accepted, though
this represents a somewhat arbitrary choice (Yang et al.
2013). The problem is more difficult when dealing with
more complex datasets of the more recent eukaryotic
metabarcoding efforts, where the automatic adoption of
workflows from the bacterial literature is ill advised. The
problem with MOTU-based approaches is the same as all
species concepts, that no rule or metric will apply uni-
versally to all genetic markers and all taxonomic groups
(Brown et al. 2015). Thus, the MOTU approach is an at-
tempt at a reasonable estimate of diversity but was not
originally intended to be used as a species concept (Floyd
et al. 2002) but as a method of ensuring comparability in
the absence of described species. As such, MOTU are a more
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fluid concept and should either be tailored to each dataset
uniquely or standardized across datasets for meta-analyses.

Ideally, a MOTU would represent a recognizable spe-
cies; however, the reality is more complex. In an attempt
to create higher quality MOTU (e.g., avoiding inflation due
to error), conservative approaches to MOTU definition at-
tempt to reduce the number of MOTU in datasets by in-
creasing the divergence threshold by which MOTU will be
defined, eliminating rare and (or) artifactual sequences or
removing rare MOTU themselves. (Note: We use “increased
divergence threshold” to refer to a larger absolute value,
e.g., 5% of sequence divergence, to define a MOTU cluster
compared to “decreased threshold”, e.g., 2%, which gener-
ates more MOTU and is thus less conservative.) Rare MOTU
are MOTU found infrequently within the dataset, usually
only once (see a discussion in Salinas-Ramos et al. 2015). A
conservative approach may be advisable, as many MOTU
programmes appear to overestimate species diversity. For
example, using a mock community of 61 zooplankton spe-
cies, Flynn et al. (2015) tested the effect on MOTU recovery
rate of using a variety of programmes and metrics. They
found that estimates ranged over orders of magnitude
(22-22191) and were particularly influenced by the reten-
tion of rare sequences (singletons). This is particularly true
when metabarcoding targets are length and copy-number
variable regions like ribosomal genes that have different
evolutionary properties affecting clustering behaviours
and cannot undergo much length filtering. While inser-
tions and deletions are thought to be rarer than substitu-
tions in most high-throughput sequencing profiles (though
it is platform dependent), their distribution appears to be
non-random with reports of insertions more likely than
deletions and concentrations of errors around specific se-
quence locations (Schirmer et al. 2015). This length varia-
tion through sequencing error may artificially increase
MOTU estimates depending on how gaps are treated in
alignments and clustering methods, and indeed some clus-
tering approaches have opted to ignore any position with a
gap or indeterminate base (Jones et al. 2011).

While this may be less of a problem for coding regions
like fragments of COI used in DNA barcoding where rig-
orous length filtering can be applied, sequencing errors
of any kind will have greater impact when divergence
thresholds are less conservative. For example, Razgour
et al. (2011) estimated a 12% overestimate of lepidopteran
diversity in a dietary analysis. A few base pair errors may
have marginal effects when the threshold is set at 4%
divergence but will increase in their impact if the thresh-
old leads to smaller sequence divergences being mean-
ingful for generating new MOTU (e.g., 2%). Alternatively,
a threshold of 6% or 4% will not be influenced strongly by
random error but may lump different taxa together in
the same MOTU and generate more conservative MOTU
estimates. There is thus a trade-off between estimates
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from larger clustering thresholds that risk lumping taxa,
and from smaller thresholds that risk artificially increas-
ing MOTU numbers from errors. Many additional infor-
matics steps will similarly alter MOTU detection. The
allowance of gaps or substitutions in the recognition of
Molecular Identifier (MID) tags and the retention of rare
sequences (e.g., singletons) will both increase the MOTU
number as they may preferentially include more se-
quences of lower quality. The consequence of overesti-
mation of MOTU number has impacts on both data
interpretation (Clare 2014) and downstream applications
such as conservation management (Cristescu 2014).
While some of these are obvious, such as the ranking of
areas by biodiversity for management practice, others
are less predictable.

One simple ecological analysis is the measurement of
species overlap between any two samples. This may be
the diet of two predators or the diversity of species occu-
pying two geographic areas. It provides a measure of
shared similarity between samples and can be modeled
in simple ecological packages. One method commonly
used is Pianka’s (1973) measure of niche overlap, which
can be modeled in many ways including with the
program EcoSim (version 7; http://garyentsminger.com/
ecosim/index.htm). In this program null models are used
to test whether the extent of overlap is greater than ex-
pected by chance by comparing observed and simulated
matrices of randomized MOTU composition using the
following equation:

n
2 PP
0, = !

]k n n
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where P;; is the proportion that resource i is of the total
resources used by species j; P, is the proportion that
resource i is of the total resources used by species k; and
n is the total number of resource states (total number of
MOTU).

Here we are interested in whether trade-offs between
MOTU conservatism and artificially increased MOTU es-
timates have an impact on the outcome of simple ecolog-
ical analyses and whether choices in data processing
alone can lead to alternative interpretations of a simple
ecological model. In this investigation we take a real
dataset, an analysis of dietary niche overlap by predatory
skinks and shrews (Brown et al. 2014), and measure the
effect of increasing and decreasing MOTU estimates by
using different sequence clustering programmes and pa-
rameters (Fig. 1). The resulting data are compared using

the Pianka’s measure of niche overlap. We test the hy-
pothesis that changing MOTU definition parameters has
a predictable impact on the outcomes of ecological anal-
yses, and we measure the magnitude of the effect of
changing MOTU definition parameters on the outcome.
We further make recommendations on what biases such
decisions may impose on the outcomes of these analyti-
cal methods.

Methods

Sample data

The data used were taken from an analysis of dietary
overlap by skinks and shrews on Ile Aux Aigrettes, Mau-
ritius (Brown et al. 2014). In this system, endemic Tel-
fair’s skinks (Leiolopisma telfairii) are thought to be under
threat from invasive Asian musk shrews (Suncus murinus).
At some periods of the year they are thought to be mu-
tually predatory on each other’s young, but most of the
time they are thought to compete for the same insect
resources. The primary goal of their analysis was to de-
termine which prey they might share and to what extent
their diet overlapped. The sequences were produced
by targeting a small fragment from the cytochrome c
oxidase subunit 1 “DNA barcode” using mini-barcode
primers (LCO-1490/Uni-MiniBar-R). All sequencing was
performed on a Roche 454 GS-FLX (Roche Applied Sciences)
using the emPCR Lib-L method at the Genepool Edinburgh.
Their main conclusion was that the two predators overlap
strongly in their use of common prey MOTU.

Bioinformatics analysis

Raw sequencing data was processed with custom scripts
(supplementary data?) that use a combination of software
and various thresholds for comparison. Pooled pyro-
sequencing data were first de-multiplexed using fastx_
barcode_splitter.pl from the FASTX-toolkit (hannonlab.
cshl.edu/fastx_toolkit) based on the forward and reverse
MID indices of each sample. Four different thresholds
(0, 1, 2, and 3) were used for both the number of mis-
matches allowed in the MIDs (-mismatches) and the
number of non-overlapping bases (-partial), which is
similar to allowing indels/gaps. For each resulting sam-
ple file, primer adaptor and MID removal was performed
using fastx_clipper in which sequences without primers
were discarded (-c). Reads were then dereplicated using
derep_fulllength in USEARCH v8.0.1517 (Edgar 2010)
and concatenated into a master file for clustering. Addi-
tional files were created with the absence of singletons
(uniquely occurring sequences within a sample). For
each master file, sequences were treated using two dif-
ferent length-filtering criteria. First, reads were only
kept if they were between 122 and 132 bp in length. Sec-
ond, reads were only kept if they were between 126 and

2Supplementary data are available with the article through the journal Web site at http://nrcresearchpress.com/doi/suppl/10.1139/gen-

2015-0184.
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Fig. 1. A diagram demonstrating the variables and analytical steps used in the study design.
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128 bp in length. Clustering of reads into MOTU was per-
formed using two different approaches, UPARSE (Edgar
2013) and SWARM (Mahé et al. 2014). For UPARSE, clus-
tering was performed using five different sequence
divergence thresholds (1%, 2%, 3%, 4%, 5%), following the
UPARSE manual (see supplemental data? for specific com-
mands). For SWARM, the number of differences between
the sequences was explored across six thresholds (from 1 to
6). A total of 176 MOTU files were produced from these
combinations (Table 1). The SWARM threshold was inter-
preted as an approximate sequence divergence threshold
so that it could be analysed alongside UPARSE data (e.g.,
5/122-5[132 bp = 4.10%-3.79% divergence). For comparative
purposes, the MOTU results from the category with 5-bp
differences was merged with the 4-bp group during ecolog-
ical simulations as the majority of the sequences are 127-bp
long, and therefore the majority will be =4% divergence
threshold and this merging generates a better match be-
tween methods.

Ecological simulations

We performed ecological simulations using Pianka’s
niche overlap with 1000 bootstrap replications in EcoSim
(as described above) on all datasets where the MOTU
count was less than 800 (large values become computa-
tionally impractical for simulations). We analysed two
cases, one where all data are retained (all-MOTU analysis)
and one where rare MOTU found only once in the entire
dataset are removed (common-MOTU analysis). This ap-
proach was used in the original paper (Brown et al. 2014)

to remove MOTU that may be the result of sequencing
error or may represent rare prey not contributing sub-
stantially to the diet of either predator. See Fig. 1 for an
outline of study design.

Statistical analysis

All analyses were performed in R version 3.2.1 (R Core
Team 2015). Common-MOTU and all-MOTU datasets were
analysed separately. Initially, data were visualised and
linear regressions performed to determine the relation-
ship between mean niche overlap and MOTU number. In
both the all-MOTU analysis and common-MOTU analysis,
MOTU number was log-transformed, so that the data con-
formed to the assumptions of the model and improved
the fit of the model residuals.

A linear model was fitted to examine the effects of
different bioinformatics parameters on mean niche
overlap in the all-MOTU dataset. Clustering programme,
sequence divergence threshold, base pair length filtra-
tion, and the presence or absence of singleton sequences
(and their two-way interactions) were all added to the
initial model as explanatory factors. The model was sim-
plified using deletion tests based on partial F tests until a
minimal adequate model was achieved (Crawley 2012).
Explanatory variables with a p value of <0.05 were re-
tained in the minimal adequate model. Model validation
plots were examined for deviations from the assump-
tions of a linear model.
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Table 1. Number of molecular operational taxonomic units (MOTU) using a combination of different programmes (UPARSE and
SWARM) with various clustering divergence thresholds, MID mismatches, length filtering criteria, and singleton removal.

Length: 122-132 bp 126-128 bp
Singletons: Absence Presence Absence Presence
Clustering: UPARSE SWARM UPARSE SWARM UPARSE SWARM UPARSE SWARM
Clustering divergence threshold 1 O mm & 185 189 121 148
and no. of MID mismatches 1mm 189 196 127 158
allowed (mm): 2mm | 216 227 145 184
3mm @ 216 227 141 178
2 Omm 185 125 121 94
1mm | 189 133 127 101
2mm 216 146 145 115
3mm @ 216 146 141 112
3 Omm | 185 1m 121 84
1mm | 189 115 127 88
2mm 216 125 145 99
3mm @ 216 125 141 96
4 Omm 139 100 84 74
1mm 138 100 88 75
2mm 162 110 103 85
3mm 166 111 101 83
5 Omm 124 89 78 64
1mm 124 90 75 66 345 150
2mm 134 100 93 76 391 162
3mm 143 99 93 73 410 164
6 0mm — 79 — 189 — 54 — 117
1mm — 80 — 202 — 57 — 124
2mm — 90 — 224 — 68 — 135
3mm — 90 — 234 — 67 — 141

Note: Darker backgrounds represent higher MOTU numbers.

Results
Number of MOTU and niche overlap

The original paper analysing the diet overlap of skinks
and shrews (Brown et al. 2014) used jJMOTU (Jones et al.
2011) to describe the MOTU richness. Although jMOTU is
too computationally intensive for many of the larger data-
sets now produced, it offers a conservative approach by
disregarding gaps that can be legitimate taxonomic char-
acters particularly in ribosomal or intron data (Jones
et al. 2011). The original authors (Brown et al. 2014) deter-
mined the presence of an apparent “barcode gap” (Meyer
and Paulay 2005, Ratnasingham and Hebert 2013) using
4-bp differences to define separate MOTU to conform as
closely as possible to actual species.

In our analysis, 176 MOTU estimates were generated by
manipulating combinations of sequence filtering and
clustering parameters including (i) MID match criteria,
(ii) length filtration, (iii) retention or removal of rare
(singleton) sequences, (iv) clustering programme, and
(v) clustering threshold (Fig. 1; Table 1). MOTU content
varied from 54 to 6238. Eight of the 10 highest estimates
(all 22855) were generated from UPARSE, while 9 of the
smallest 10 values (all <75) were generated from SWARM.
A total 0f 136 combinations of clustering parameters gen-
erated files with <800 MOTU and were thus considered in
our analysis for ecological simulations. Values substan-
tially above this are inefficient to analyse given the com-

putational requirements for randomized matrices in the
available programme and thus we report neither overlap
nor statistical testing for these. In many cases these are
likely not biologically reasonable, e.g., =32 of these repre-
sent clustering with divergences equivalent to <1% (Table 1).
Of the analysed outcomes, mean diet overlap was esti-
mated as 0.625 with all simulations suggesting the
value was statistically significant. Despite the consis-
tency of the simulation with 2/3 of values above 0.6, we
observed a very broad range of potential niche overlap
estimates (0.3615-0.8146).

All-MOTU and common-MOTU analysis
When all MOTU were considered (rare MOTU retained)

we found a significant negative relationship between mean
niche overlap and log MOTU number (Fig. 2, F; 134 = 25.40,
p < 0.0001). Four interactions determined mean niche
overlap in the linear model. The interaction between
clustering programme and the presence or absence of
singletons in the dataset was a highly significant deter-
minant of mean niche overlap (Fig. 3, Fj 1,7 = 25.87,
p < 0.0001), with the SWARM programme interacting
with the presence of singletons to produce a higher
mean niche overlap than the other treatments. Cluster-
ing threshold interacted with the presence or absence of
singletons (Fig. 4, F; 17 = 6.59, p = 0.011). Clustering pro-
gramme and clustering threshold level had a significant

< Published by NRC Research Press
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Fig. 2. Regression between log MOTU and mean niche
overlap for both all-MOTU analysis (rare MOTU are
retained in the dataset, represented by filled circles,

y =-0.052 + 0.896, p < 0.0001) and common-MOTU analysis
(rare MOTU are removed from the dataset, open circles,

y =-0.072x + 0.961, p < 0.0001).
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interaction (Fig. 5, Fj; 157 = 5.94, p = 0.02). Finally, read
length interacted with presence or absence of singletons
(Fig. 6, F1127 = 6.10, p = 0.015) with the widest filtering
range and singletons present generating the highest es-
timate of overlap.

When only common MOTU were retained (rare MOTU
removed), there was a significant negative relationship
between logged common MOTU number and mean niche
overlap (Fig. 2, F; 170 = 144.40, p < 0.0001).

Discussion

Defining biologically meaninful molecular operational
taxonomic units (MOTU) from the millions of sequences
generated in each high-throughput sequencing run re-
mains one of the central challenges of metabarcoding.
Here we tested the hypothesis that altering the parame-
ters of MOTU clustering impacts the number of MOTU
recovered and has predictable impacts on ecological
analyses. Our analysis of two predator diets from a
single dataset generated 176 variations of MOTU definition
spanning two orders of magnitude. This demonstrates
that wide variation in taxonomic richness estimates can
be created. We found that these estimates had a small but
predictable impact on the measurement of ecological
niche overlap. Niche overlap dropped as MOTU counts in-
creased. All parameters tested altered MOTU counts and
thus had measurable effects on estimates of niche overlap,
but also interacted with each other to complicate the anal-
ysis. Despite these measurable effects, the actual values of
niche overlap vary greatly, but in the majority of cases the
same ecological conclusion, that the two prey species over-
lap in their use of resources, would have been made regard-
less of the parameters used. We suggest that while MOTU
parameters that are less conservative lead to lower esti-
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Fig. 3. Interaction between clustering programme
(SWARM and UPARSE) and the presence or absence of
singletons in the dataset on mean niche overlap; bars are
95% confidence intervals.
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mates of niche overlap, general ecological conclusions are
robust to sensible parameter choices.

The influence of MOTU number on ecological analyses

The combination of different parameters generated
MOTU estimates that varied across two orders of magni-
tude. While this is considerable, it is not as dramatic as
the variation reported by Flynn et al. (2015) on ribosomal
genes. In our case, the use of a coding gene region with-
out length variation may buffer the effect somewhat as
length filtering can be quite stringent. More conservative
MOTU estimates increased the estimate of niche overlap.
This is not unexpected since these phenomena are nor-
mally sensitive to rare events (Clare 2014), and conserva-
tive clustering approaches tend to homogenize samples
by lumping taxa. The majority of overlap estimates were
above 0.6, suggesting the two predators overlapped
strongly in their use of prey.

Specific parameter choices
Factors that lead to the retention of more data contrib-

ute to larger MOTU counts and should reduce measures
of mean niche overlap. In our case this was largely true
though the parameters interacted in some unexpected
ways. The retention of singleton sequences, broader se-
quence length filtering, and more permissive MID match
criteria all contributed to increased MOTU counts. How-
ever, interactions between factors made it difficult to
tease apart which parameters have a larger effect on
niche overlap. For example, the inclusion of singletons
had different effects at small and large clustering thresh-
olds (Fig. 4). The exclusion of rare sequences is a common
analytical step, the assumption being that many of these
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Fig. 4. Significant interaction between clustering divergence
threshold (1%-5%) and the presence or absence of singletons
on mean niche overlap; bars are 95% confidence intervals.
Note: singletons at clustering threshold = 1 generated files
too large for analysis and are thus excluded.
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will constitute sequencing error (Kunin et al. 2010). It has
been shown using mock community analyses that most
are sequencing artefacts, and the inclusion of these re-
quires that the divergence threshold for MOTU cluster-
ing be increased (Brown et al. 2015) to maintain good
correspondence between MOTU and taxonomic designa-
tions (e.g., from 2% to 4%). In some cases authors have
found that rare taxa are often only represented within
the singletons (Zhan et al. 2013), but they cause massive
MOTU inflation at the same time (Flynn et al. 2015).
Therefore, the trade-off between keeping bad data and
excluding good data are likely balanced towards the latter
but will dependent on how important the possibility of rare
taxa is to the analysis (Flynn et al. 2015).

We observed a consistent effect of clustering thresh-
olds in both the SWARM and UPARSE programmes
(Fig. 5). This is intuitive since thresholds closer to 1%
should generate larger MOTU counts, reducing mean
overlap. However other explanations may also be a fac-
tor. For example, most common prey items shared be-
tween predators may be disproportionately split into
numerous MOTU, artificially amplifying niche overlap.
Alternatively, some of the largest files were not analysed
because of computational demands. Large matrices be-
come computationally difficult in our simulation software
thus we excluded any files that generated >800 MOTU for
practical reasons. Because of the exclusion of the largest
files we cannot fully assess the effect. The consistent niche
overlap among the UPARSE MOTU at 3%-5% divergence
may partly be technical; clustering with a threshold bigger
than 3% divergence with UPARSE is not recommended and

Fig. 5. Significant interaction between clustering
divergence threshold (1%-5%) and clustering programme
(SWARM or UPARSE) on mean niche overlap; bars are 95%
confidence intervals.
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involves a slightly different computational procedure com-
pared to lower thresholds (e.g., 1%-2%) (supplemental data?,
http:/[www.drive5.com/usearch/manual/uparse_otu_
radius.html). Clustering thresholds have been shown to
impact measures of community composition. Yang et al.
(2013) demonstrated that altering the clustering threshold
from 4% to 1% divergence shifted the relative proportion of
MOTU assigned to different taxonomic levels in a complex
community. It may be prudent to use less conservative clus-
tering thresholds only when rare sequences are excluded.
This conservative tactic of reducing MOTU numbers by us-
ing thresholds that are based around increased sequence
divergence has been used in some dietary studies where
DNA degradation and over interpretation of biological ef-
fects are both likely and some data reduction is required
(e.g., Salinas-Ramos et al. 2015) but this should be balanced
against the risk of lumping taxa. We found that more con-
servative length filtering decreased mean overlap (Fig. 6).
This is counterintuitive because this region of COI is not
length variable. Relaxed filtering will always mean the in-
clusion of more sequences with errors resulting in the in-
clusion of spurious MOTU generated from sequences of
more divergent length. When including data with known
length variation it is important to consider whether gaps
lead to the site being ignored (Jones et al. 2011) or may be
treated as single mutations or multiple mutations based on

gap length.

UPARSE versus SWARM

The two clustering programmes UPARSE and SWARM
behaved somewhat differently. Most of the largest files
were generated from UPARSE and the smallest from
SWARM. This may create an anomalous interaction
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Fig. 6. Significant interaction between the presence or
absence of singletons and read length filtering on mean
niche overlap; bars are 95% confidence intervals.
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(Fig. 3), because some files with singletons included were
too large to be practically analysed (see above). SWARM
appears to be more conservative, generating smaller
MOTU counts. However, it is important to note that a
direct comparison between the two programmes is com-
plicated by the different approaches employed, in which
UPARSE uses a greedy clustering algorithm and SWARM
uses an agglomerative single-linkage-clustering algo-
rithm. Whereas UPARSE assigns reads to MOTU “centroid
sequences” based on a global percent divergence thresh-
old, SWARM uses a combined clustering approach of
first delineating MOTU based on a sequence difference
threshold, followed by MOTU refinement based on the
read abundance and structure of the clusters. The initial
iterative clustering by SWARM is meant to group similar
sequences together in a progressive manner without us-
ing a global threshold applied to a centroid sequence,
and in this way it appears to achieve a more conservative
number of MOTU with fewer singletons.

Interpreting ecological analyses
The remaining consideration is how ecological analy-

ses should be interpreted. In this case, increasing conser-
vatism in our estimates of MOTU will have a predictable
impact, biasing our analyses towards the detection of
resource sharing. This may be beneficial in some cases. It
has been argued that metabarcoding approaches are ac-
tually too sensitive in predator-prey systems (Clare
2014). Many predators will not be able to discriminate
between prey at the species level, and thus they cannot
make adaptive decisions and will consume many food
items based on encounter frequency (see a discussion in
Clare (2014)). In this way, we have a tendency to over
interpret the data towards resource partitioning and spe-
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cific predator choices that may not be a biological reality.
This is particularly true if the clustering approach is not
conservative and almost certainly operating below the
species level becoming even more of a genetic diversity
index. If more conservative analyses can counter this by
decreasing that likelihood, it may help improve our in-
terpretation of data. Critically here, the interpretation of
the system does not change regardless of the parameters
selected in most cases. This raises the question of whether
the niche overlap simulation tests are sensitive to resource
partitioning for metabarcoding data. Comparisons with
the same parameters will be more reliable, but the actual
value of the overlap reached should be treated with caution,
for example, our data here included many extreme values.
Further analyses should consider the conditions under
which significant partitioning would be recovered using
these data types.

To reach a point where MOTU most closely resemble
traditional species, ideally we need to construct and
test parameter choices on mock communities based
around the taxa of interest or, failing that, general com-
munities that contain similar taxonomic diversity. Cur-
rently mock communities are not a common control in
these analyses, and we know of few robust analyses of
such a community. Failing this we must rely on estab-
lished parameters and a degree of common sense about
the research priorities. In the example of the skinks and
shrews, a 4-bp threshold was originally used, which ap-
proximates a 3% divergence (Brown et al. 2014). With
highly mixed arthropod communities such as those an-
ticipated for the diet in this case, no threshold is “cor-
rect” and thus “consistent” is probably the best choice.
The authors’ attempt to find the barcode gap is a reason-
able metric but in highly diverse communities this is
difficult. There is some argument about what an appro-
priate threshold for consistency would be. Some have
advocated 2%-3% for insects, which approximates some
of the observations of real communities reported in the
literature (e.g., Hajibabaei et al. 2006), though this may
actually end up overinflating taxonomic estimates in
some high-throughput sequencing approaches. Sequenc-
ing error is common in these datasets, and while remov-
ing rare haplotypes will substantially reduce error, many
authors have chosen to use a threshold in the range of
4%-6% so that any retained error is caught in the “fuzz”
surrounding MOTU clusters. This risks lumping, but re-
duces the risk of MOTU inflation. In the area of bacterial
metagenomics and metabarcode approaches, a standard
3% has been used by default. The biological reality of this
threshold has been minimally tested, especially consid-
ering the diverse uncultured bacterial world, but this
approach does achieve consistency across studies, mak-
ing them comparable, which was the original intention
of the MOTU concept (Floyd et al. 2002). Ultimately the
choice of threshold will need to be determined by a com-
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bination of the taxa, the question being asked, and the
level of conservatism desired by the researcher.

We suggest that in the wider context of data analysis
the statistical effect of parameter choice is not likely to
have a strong impact on the actual ecological conclu-
sions if the error is equal among samples and treat-
ments, particularly if the parameters used are the best
estimates that can be made given the circumstances.
More crucially we argue that comparisons between data-
sets generated using different methods are likely mean-
ingless whether it is the analysis of ecological models or
the ranking of areas by biodiversity for management de-
cisions. This extends to comparisons of data generated
across sequencing platforms with different sequencing
depths and error rates and to the parameters used to
define MOTU. While the latter may be under the control
of a researcher in meta-analyses, the former are set and
may constantly be shifting as platforms and chemistry
change. Caution is warranted. Any factor that influences
the rate at which new MOTU are recovered will cause
biased conclusions, and it is thus necessary to always use
the same analytical pipeline for comparative analyses.

Conclusions

We demonstrate that all parameters in the bioinfor-
matics analysis of COI metabarcoding data will have in-
teracting effects on MOTU recovery rates and that
modifying only a few of these can generate estimates
that cover two orders of magnitude from the same input
data. However, the magnitude of the effect on a simple
ecological analysis is not as large and, despite the wide
variation in MOTU estimates, the same ecological conclu-
sions would be drawn in most cases. While the accuracy
of MOTU counts may be inadequate, the repeatability
of analyses is high echoing their original intended pur-
pose. To make more conservative MOTU estimates we
suggest the use of a more conservative clustering pro-
gramme coupled with larger sequence divergence, the
removal of singletons, rigorous length filtering, and
more stringent MID match criteria. However, when the
detection of rare variants or taxa is important, less con-
servative choices are desirable.

Acknowledgements

We wish to thank the original authors of the paper
which generated these data (D.S. Brown, R. Burger, N. Cole,
D. Vencatasamy, E.L. Clare, A. Montazam, and W.0O.C.
Symondson) for supporting our further exploration of
the data. This work was supported by a NSERC CREATE
grant to M.E.C. and an Institutional Links grant
172726351 to E.L.C. under the Newton-Ungku Omar Fund,
through the British Council in the UK and the Malaysian
Industry-Government Group for High Technology in
Malaysia. The Newton Fund is Overseas Development As-
sistance administered through the UK Department for
Business Innovation and Skills (BIS). For further informa-
tion, please visit www.newtonfund.ac.uk.

References

Adamowicz, S.J. 2015. International Barcode of Life: Evolution
of a global research community. Genome, 58(5): 151-162. doi:
10.1139/gen-2015-0094. PMID:26444714.

Bohmann, K., Evans, A., Gilbert, M.T.P., Carvalho, G.R., Creer, S.,
Knapp, M., et al. 2014. Environmental DNA for wildlife biol-
ogy and biodiversity monitoring. Trends Ecol. Evol. 29(6):
358-367. d0i:10.1016/j.tree.2014.04.003. PMID:24821515.

Brown, D.S., Burger, R., Cole, N., Vencatasamy, D., Clare, E.L.,
Montazam, A., and Symondson, W.0.C. 2014. Dietary compe-
tition between the alien Asian musk shrew (Suncus murinus)
and a reintroduced population of Telfair’s skink (Leiolopisma
telfairii). Mol. Ecol. 23: 3695-3705. doi:10.1111/mec.12445.
PMID:24033506.

Brown, E.A., Chain, F.J.J., Crease, T.J., Maclsaac, H.J., and
Cristescu, M.E. 2015. Divergence thresholds and divergent
biodiversity estimates: can metabarcoding reliably describe
zooplankton communities? Ecol. Evol. 5(11): 2234-2251. doi:
10.1002/ece3.1485. PMID:26078859.

Caporaso, G., Kuczynski, J., Stombaugh, J., Bittinger, K.,
Bushman, F., Costello, E., et al. 2010. QIIME allows analysis of
high-throughput community sequencing data. Nat. Methods,
7(5): 335-336. d0i:10.1038/nmeth.f.303. PMID:20383131.

Clare, E.L. 2014. Molecular detection of trophic interactions:
emerging trends, distinct advantages, significant consider-
ations and conservation applications. Evol. Appl. 7: 1144
1157. doi:10.1111/eva.12225. PMID:25553074.

Crawley, M.J. 2012. The R Book, 2nd Edition. Wiley-Blackwell.
ISBN-10: 0470973927.

Cristescu, M.E. 2014. From barcoding single individuals to me-
tabarcoding biological communities: towards an integrative
approach to the study of global biodiversity. Trends Ecol.
Evol. 29(10): 566-571. doi:10.1016/j.tree.2014.08.001. PMID:
25175416.

Edgar, R.C. 2010. Search and clustering orders of magnitude
faster than BLAST. Bioinformatics, 26 (19): 2460-2461. doi:10.
1093/bioinformatics/btq461.

Edgar, R.C. 2013. UPARSE: highly accurate OTU sequences from
microbial amplicon reads. Nat. Methods, 10(10): 996-998.
d0i:10.1038/nmeth.2604. PMID:23955772.

Floyd, R., Abebe, E., Papert, A., and Blaxter, M. 2002. Molecular
barcodes for soil nematode identification. Mol. Ecol. 11(4):
839-850. d0i:10.1046/j.1365-294X.2002.01485.x. PMID:11972769.

Flynn, J.M., Brown, E.A., Chain, F.J.J., Maclsaac, H.J., and
Cristescu, M.E. 2015. Toward accurate molecular identifica-
tion of species in complex environmental samples: testing
the performance of sequence filtering and clustering meth-
ods. Ecol. Evol. 5(11): 2252-2266. doi:10.1002/ece3.1497. PMID:
26078860.

Hajibabaei, M., Janzen, D.H., Burns, J.M., Hallwachs, W., and
Hebert, P.D.N. 2006. DNA barcodes distinguish species of
tropical Lepidoptera. Proc. Natl. Acad. Sci. U.S.A., 103: 968—
971. d0i:10.1073/pnas.0510466103.

Hebert, P.D.N., Cywinska, A., Ball, S.L., and DeWaard, J.R. 2003.
Biological identifications through DNA barcodes. Proc. R.
Soc. B Biol. Sci. 270(1512): 313-321. d0i:10.1098/rspb.2002.
2218.

Jones, M., Ghoorah, A., and Blaxter, M. 2011. j]MOTU and Taxon-
erator: turning DNA barcode sequences into annotated oper-
ational taxonomic units. PLoS ONE, 6(4): €19259. do0i:10.1371/
journal.pone.0019259. PMID:21541350.

Kunin, V., Engelbrektson, A., Ochman, H., and Hugenholtz, P.
2010. Wrinkles in the rare biosphere: pyrosequencing errors
can lead to artificial inflation of diversity estimates. Environ.
Microbiol. 12(1): 118-123. doi:10.1111/.1462-2920.2009.02051.x.
PMID:19725865.

Mahé, F., Rognes, T., Quince, C., de Vargas, C., and Dunthorn, M.

< Published by NRC Research Press


http://www.newtonfund.ac.uk
http://dx.doi.org/10.1139/gen-2015-0094
http://www.ncbi.nlm.nih.gov/pubmed/26444714
http://dx.doi.org/10.1016/j.tree.2014.04.003
http://www.ncbi.nlm.nih.gov/pubmed/24821515
http://dx.doi.org/10.1111/mec.12445
http://www.ncbi.nlm.nih.gov/pubmed/24033506
http://dx.doi.org/10.1002/ece3.1485
http://www.ncbi.nlm.nih.gov/pubmed/26078859
http://dx.doi.org/10.1038/nmeth.f.303
http://www.ncbi.nlm.nih.gov/pubmed/20383131
http://dx.doi.org/10.1111/eva.12225
http://www.ncbi.nlm.nih.gov/pubmed/25553074
http://dx.doi.org/10.1016/j.tree.2014.08.001
http://www.ncbi.nlm.nih.gov/pubmed/25175416
http://dx.doi.org/10.1093/bioinformatics/btq461
http://dx.doi.org/10.1093/bioinformatics/btq461
http://dx.doi.org/10.1038/nmeth.2604
http://www.ncbi.nlm.nih.gov/pubmed/23955772
http://dx.doi.org/10.1046/j.1365-294X.2002.01485.x
http://www.ncbi.nlm.nih.gov/pubmed/11972769
http://dx.doi.org/10.1002/ece3.1497
http://www.ncbi.nlm.nih.gov/pubmed/26078860
http://dx.doi.org/10.1073/pnas.0510466103
http://dx.doi.org/10.1098/rspb.2002.2218
http://dx.doi.org/10.1098/rspb.2002.2218
http://dx.doi.org/10.1371/journal.pone.0019259
http://dx.doi.org/10.1371/journal.pone.0019259
http://www.ncbi.nlm.nih.gov/pubmed/21541350
http://dx.doi.org/10.1111/j.1462-2920.2009.02051.x
http://www.ncbi.nlm.nih.gov/pubmed/19725865

Genome Downloaded from www.nrcresearchpress.com by 2.25.220.23 on 10/11/16
For personal use only.

Pagination not final (cite DOI) / Pagination provisoire (citer le DOI)

10

2014. Swarm: robust and fast clustering method for
amplicon-based studies. Peer], 2: e593. doi:10.7717/peer;j.593.
PMID:25276506.

Meyer, C.P., and Paulay, G. 2005. DNA barcoding: error rates
based on comprehensive sampling. PLoS Biol. 3: 2229-2238.
doi:10.1371/journal.pbio.0030422. PMID:16336051.

Pianka, E.R. 1973. The structure of lizard communities. Annu.
Rev. Ecol. Syst. 4: 53-74. doi:10.1146/annurev.es.04.110173.
000413.

Pompanon, F., Deagle, B.E., Symondson, W.O.C., Brown, D.S.,
Jarman, S.N., and Taberlet, P. 2012. Who is eating what: diet
assessment using next generation sequencing. Mol. Ecol. 21:
1931-1950. doi:10.1111/j.1365-294X.2011.05403.x. PMID:22171763.

R Core Team. 2015. R: a language and environment for statisti-
cal computing. R Foundation for Statistical Computing,
Vienna, Austria. Available from http://www.R-project.org/.

Ratnasingham, S., and Hebert, P.D.N. 2013. A DNA-based regis-
try for all animal species: the Barcode Index Number (BIN)
system. PLoS ONE, 8(7): e66213. doi:10.1371/journal.pone.
0066213. PMID:23861743.

Razgour, O., Clare, E.L., Zeale, M.R K., Hanmer, J., Schnell, LB.,
Rasmussen, M., et al. 2011. High-throughput sequencing of-

Genome Vol. 59, 2016

fers insight into mechanisms of resource partitioning in
cryptic bat species. Ecol. Evol. 1(4): 556-570. doi:10.1002/ece3.
49. PMID:22393522.

Salinas-Ramos, V.B., Herrera Montalvo, L.G., Leén-Regagnon, V.,
Arrizabalaga-Escudero, A., and Clare, E.L. 2015. Dietary over-
lap and seasonality in three species of mormoopid bats from
a tropical dry forest. Mol. Ecol. 24(20): 5296-5307. doi:10.1111/
mec.13386. PMID:26369564.

Schirmer, M., Jjaz, U.Z., D’Amore, R., Hall, N., Sloan, W.T., and
Quince, C. 2015. Insight into biases and sequencing errors for
amplicon sequencing with the Illumina MiSeq platform.
Nucleic Acids Res. 43: e37. doi:10.1093/nar/gku1341.

Trontelj, P., and FiSer, C. 2009. Cryptic species diversity should
not be trivialised. Syst. Biodivers. 7(01): 1-3. doi:10.1017/
$1477200008002909.

Yang, CX,, Ji, Y.Q., Wang, X.Y., Yang, C.Y., and Yu, D.W. 2013.
Testing three pipelines for 18S rDNA-based metabarcoding of
soil faunal diversity. Sci. China Life Sci. 56(1): 73-81. doi:10.
1007/s11427-012-4423-7. PMID:23269552.

Zhan, A., Huldk, M., Sylvester, F., Huang, X., Adebayo, A.A.,
Abbott, CL., et al. 2013. High sensitivity of 454 pyrosequencing
for detection of rare species in aquatic communities. Methods
Ecol. Evol. 4(6): 558-565. d0i:10.1111/2041-210X.12037.

< Published by NRC Research Press


http://dx.doi.org/10.7717/peerj.593
http://www.ncbi.nlm.nih.gov/pubmed/25276506
http://dx.doi.org/10.1371/journal.pbio.0030422
http://www.ncbi.nlm.nih.gov/pubmed/16336051
http://dx.doi.org/10.1146/annurev.es.04.110173.000413
http://dx.doi.org/10.1146/annurev.es.04.110173.000413
http://dx.doi.org/10.1111/j.1365-294X.2011.05403.x
http://www.ncbi.nlm.nih.gov/pubmed/22171763
http://www.R-project.org/
http://dx.doi.org/10.1371/journal.pone.0066213
http://dx.doi.org/10.1371/journal.pone.0066213
http://www.ncbi.nlm.nih.gov/pubmed/23861743
http://dx.doi.org/10.1002/ece3.49
http://dx.doi.org/10.1002/ece3.49
http://www.ncbi.nlm.nih.gov/pubmed/22393522
http://dx.doi.org/10.1111/mec.13386
http://dx.doi.org/10.1111/mec.13386
http://www.ncbi.nlm.nih.gov/pubmed/26369564
http://dx.doi.org/10.1093/nar/gku1341
http://dx.doi.org/10.1017/S1477200008002909
http://dx.doi.org/10.1017/S1477200008002909
http://dx.doi.org/10.1007/s11427-012-4423-7
http://dx.doi.org/10.1007/s11427-012-4423-7
http://www.ncbi.nlm.nih.gov/pubmed/23269552
http://dx.doi.org/10.1111/2041-210X.12037

	Article
	Introduction
	Methods
	Sample data
	Bioinformatics analysis
	Ecological simulations
	Statistical analysis

	Results
	Number of MOTU and niche overlap
	All-MOTU and common-MOTU analysis

	Discussion
	The influence of MOTU number on ecological analyses
	Specific parameter choices
	UPARSE versus SWARM
	Interpreting ecological analyses

	Conclusions

	Acknowledgements
	References


<<
	/CompressObjects /Off
	/ParseDSCCommentsForDocInfo true
	/CreateJobTicket false
	/PDFX1aCheck false
	/ColorImageMinResolution 150
	/GrayImageResolution 300
	/DoThumbnails false
	/ColorConversionStrategy /LeaveColorUnchanged
	/GrayImageFilter /DCTEncode
	/EmbedAllFonts true
	/CalRGBProfile (sRGB IEC61966-2.1)
	/MonoImageMinResolutionPolicy /OK
	/ImageMemory 1048576
	/LockDistillerParams true
	/AllowPSXObjects true
	/DownsampleMonoImages true
	/PassThroughJPEGImages true
	/ColorSettingsFile (None)
	/AutoRotatePages /PageByPage
	/Optimize true
	/MonoImageDepth -1
	/ParseDSCComments true
	/AntiAliasGrayImages false
	/GrayImageMinResolutionPolicy /OK
	/JPEG2000ColorImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/ConvertImagesToIndexed true
	/MaxSubsetPct 99
	/Binding /Left
	/PreserveDICMYKValues false
	/GrayImageMinDownsampleDepth 2
	/MonoImageMinResolution 1200
	/sRGBProfile (sRGB IEC61966-2.1)
	/AntiAliasColorImages false
	/GrayImageDepth -1
	/PreserveFlatness true
	/CompressPages true
	/GrayImageMinResolution 150
	/CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
	/PDFXBleedBoxToTrimBoxOffset [
		0.0
		0.0
		0.0
		0.0
	]
	/AutoFilterGrayImages true
	/EncodeColorImages true
	/AlwaysEmbed [
	]
	/EndPage -1
	/DownsampleColorImages true
	/ASCII85EncodePages false
	/PreserveEPSInfo false
	/PDFXTrimBoxToMediaBoxOffset [
		0.0
		0.0
		0.0
		0.0
	]
	/CompatibilityLevel 1.3
	/MonoImageResolution 600
	/NeverEmbed [
		/Arial-Black
		/Arial-BlackItalic
		/Arial-BoldItalicMT
		/Arial-BoldMT
		/Arial-ItalicMT
		/ArialMT
		/ArialNarrow
		/ArialNarrow-Bold
		/ArialNarrow-BoldItalic
		/ArialNarrow-Italic
		/ArialUnicodeMS
		/CenturyGothic
		/CenturyGothic-Bold
		/CenturyGothic-BoldItalic
		/CenturyGothic-Italic
		/CourierNewPS-BoldItalicMT
		/CourierNewPS-BoldMT
		/CourierNewPS-ItalicMT
		/CourierNewPSMT
		/Georgia
		/Georgia-Bold
		/Georgia-BoldItalic
		/Georgia-Italic
		/Impact
		/LucidaConsole
		/Tahoma
		/Tahoma-Bold
		/TimesNewRomanMT-ExtraBold
		/TimesNewRomanPS-BoldItalicMT
		/TimesNewRomanPS-BoldMT
		/TimesNewRomanPS-ItalicMT
		/TimesNewRomanPSMT
		/Trebuchet-BoldItalic
		/TrebuchetMS
		/TrebuchetMS-Bold
		/TrebuchetMS-Italic
		/Verdana
		/Verdana-Bold
		/Verdana-BoldItalic
		/Verdana-Italic
	]
	/CannotEmbedFontPolicy /Warning
	/AutoPositionEPSFiles true
	/PreserveOPIComments false
	/JPEG2000GrayACSImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/PDFXOutputIntentProfile ()
	/JPEG2000ColorACSImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/EmbedJobOptions true
	/MonoImageDownsampleType /Average
	/DetectBlends true
	/EncodeGrayImages true
	/ColorImageDownsampleType /Average
	/EmitDSCWarnings false
	/AutoFilterColorImages true
	/DownsampleGrayImages true
	/GrayImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.15
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/AntiAliasMonoImages false
	/GrayImageAutoFilterStrategy /JPEG
	/GrayACSImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.15
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/ColorImageAutoFilterStrategy /JPEG
	/ColorImageMinResolutionPolicy /OK
	/ColorImageResolution 300
	/PDFXRegistryName ()
	/MonoImageFilter /CCITTFaxEncode
	/CalGrayProfile (Gray Gamma 2.2)
	/ColorImageMinDownsampleDepth 1
	/JPEG2000GrayImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/ColorImageDepth -1
	/DetectCurves 0.1
	/PDFXTrapped /False
	/ColorImageFilter /DCTEncode
	/TransferFunctionInfo /Preserve
	/PDFX3Check false
	/ParseICCProfilesInComments true
	/ColorACSImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.15
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/DSCReportingLevel 0
	/PDFXOutputConditionIdentifier ()
	/PDFXCompliantPDFOnly false
	/AllowTransparency false
	/PreserveCopyPage true
	/UsePrologue false
	/StartPage 1
	/MonoImageDownsampleThreshold 1.0
	/GrayImageDownsampleThreshold 1.0
	/CheckCompliance [
		/None
	]
	/CreateJDFFile false
	/PDFXSetBleedBoxToMediaBox true
	/EmbedOpenType false
	/OPM 0
	/PreserveOverprintSettings false
	/UCRandBGInfo /Remove
	/ColorImageDownsampleThreshold 1.0
	/MonoImageDict <<
		/K -1
	>>
	/GrayImageDownsampleType /Average
	/Description <<
		/ENU (Use these settings to create Adobe PDF documents suitable for reliable viewing and printing of business documents.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
		/PTB <>
		/FRA <>
		/NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
		/KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
		/NOR <>
		/DEU <>
		/SVE <>
		/ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
		/DAN <>
		/JPN <>
		/SUO <>
		/CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
		/ESP <>
		/CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
	>>
	/CropMonoImages true
	/DefaultRenderingIntent /RelativeColorimeteric
	/PreserveHalftoneInfo false
	/ColorImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.15
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/CropGrayImages true
	/PDFXOutputCondition ()
	/SubsetFonts true
	/EncodeMonoImages true
	/CropColorImages true
	/PDFXNoTrimBoxError true
>>
setdistillerparams
<<
	/PageSize [
		612.0
		792.0
	]
	/HWResolution [
		600
		600
	]
>>
setpagedevice


