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Abstract
The international DNA sequence databases abound in fungal sequences not annotated beyond the
kingdom level, typically bearing names such as “uncultured fungus”. These sequences beget lowresolution mycological results and invite further deposition of similarly poorly annotated entries.
What do these sequences represent? This study uses a 767,918-sequence corpus of public full-length
fungal ITS sequences to estimate what proportion of the 95,055 “uncultured fungus” sequences
that represent truly unidentifiable fungal taxa – and what proportion of them that would have
been straightforward to annotate to some more meaningful taxonomic level at the time of sequence
deposition. Our results suggest that more than 70% of these sequences would have been trivial to
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identify to at least the order/family level at the time of sequence deposition, hinting that factors other
than poor availability of relevant reference sequences explain the low-resolution names. We speculate
that researchers’ perceived lack of time and lack of insight into the ramifications of this problem are
the main explanations for the low-resolution names. We were surprised to find that more than a fifth
of these sequences seem to have been deposited by mycologists rather than researchers unfamiliar with
the consequences of poorly annotated fungal sequences in molecular repositories. The proportion of
these needlessly poorly annotated sequences does not decline over time, suggesting that this problem
must not be left unchecked.
Keywords
Data interoperability, data mining, DNA barcoding, scientific practice, species identification, taxonomic
annotation

Introduction
DNA sequencing enables researchers to explore environmental habitats such as soil,
wood and water for fungal diversity. A common choice of genetic marker for such
pursuits is the nuclear ribosomal internal transcribed spacer (ITS) region, the formal
fungal barcode (Schoch et al. 2012). Assessment of the taxonomic affiliation of newlygenerated ITS sequences is typically accomplished through similarity-based searches
in databases, such as the International Nucleotide Sequence Database Collaboration
(INSDC; Arita et al. 2021) and UNITE (Nilsson et al. 2019). A number of factors
combine to impede such assessments. For instance, sequences may be subject to distortive technical complications, such as low read quality or chimeric unions (Zinger et
al. 2019). Interpretation of match statistics across a genetic marker that features both
very conserved and very variable parts – such as the ITS region – can furthermore
present a challenge and it seems unlikely to come up with well-defined similarity
thresholds to demarcate the species and other ranks in a unified way across the entire
fungal kingdom (Abarenkov et al. 2016). However, the foremost challenge is probably of taxonomic nature: reference ITS sequence data are available for a modest 25%
of the ~150,000 formally described species of fungi, less than 2% of the estimated
2.3–6 million extant species of fungi (http://www.speciesfungorum.org; Hawksworth
and Lücking 2017; Baldrian et al. 2021). Thus, the public sequence databases clearly
suffer from a significant taxon sampling problem when it comes to their coverage of
fungal biodiversity.
Roughly 42% (326,062) of the 767,918 full-length Sanger-derived fungal ITS sequences in the INSDC (November 2020) lack a full species name and 29% (95,055)
of these are not annotated beyond the kingdom level (e.g. “uncultured fungus” from
the environmental (ENV) sample division and “fungal sp.” from the plants and fungal (PLN) division; Sayers et al. 2021). Some proportion of these sequences are truly
unidentifiable at present and stem from the many “dark lineages” or less well explored parts of otherwise well-studied groups of the fungal tree of life (Tedersoo et
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al. 2020; Lücking et al. 2021). Others, however, represent sequences for which some
more meaningful taxonomic annotation would have been only a sequence similarity
search in, for example, BLAST (Altschul et al. 1997) away at the time of sequence
deposition. These sequences can be thought of as false negatives: it is well-known (or
straightforward to find out) what taxon they represent, yet their annotation does not
convey that information. This lack of meaningful taxonomic annotations hurts the
study of fungi. The sheer number of false negatives in BLAST match lists introduces
uncertainty in what should have been straightforward taxonomic decisions, often with
the result that researchers adopt these uninformative names for their newly-generated
sequences in what has been dubbed the “percolation” or “snowballing” effect (Gilks et
al. 2002). This leads to mycology-orientated articles with low taxonomic resolution,
something that mycology clearly could do without. In addition, many researchers are
reluctant to include sequences without taxonomic annotation in their studies, thus
missing out on potentially valuable information in phylogenetics, ecology, biogeography, and other aspects (Ryberg et al. 2008; Bonito et al. 2010; Nilsson et al. 2011;
Fryssouli et al. 2020).
Many of the present authors are curators of specific taxonomic groups in the
UNITE database. In that role, we revisit our favourite fungal groups and multiple
sequence alignments after each incremental update with new INSDC sequences.
Unfortunately, we regularly find that previously tidy and well-annotated species
hypotheses have been watered down by tens to hundreds of sequences of the
“uncultured fungus” kind (Figure 1). Spending valuable curation time on handling
this needless and avoidable problem is a breeding ground for frustration. Does this
problem extend beyond the relatively limited number of primarily basidiomycete
species hypotheses that the present authors monitor out of personal interest? If
it does, mycology is at the receiving end of a seemingly never-ending stream of
unnecessarily uninformative taxonomic annotations, much to its detriment. We set
out to establish the background and context of the “uncultured fungus” problem
through three main questions: (i) for what proportion of the 95,055 fungal ITS
sequences that lack taxonomic annotation beyond the kingdom level is that lack
justified due to the absence of relevant reference sequences with richer taxonomic
annotations at the time of sequence deposition?; (ii) were the unjustified “uncultured
fungus” sequences generated by mycologists (who perhaps should know better) or do
they stem from other scientific disciplines?; and (iii) is the proportion of needlessly
imprecise annotations going down over time? We pursed these questions considering
all 767,918 more or less full-length, Sanger-derived fungal ITS sequences that were
assigned to a UNITE species hypothesis as of November 2020. Our results suggest
that “uncultured fungus” and “fungal sp.” are labels that are routinely attached to
newly-generated sequences regardless of whether a more informative annotation
would have been available or not. A surprisingly high proportion of these sequences
stem from mycologists – researchers one would think would know that mycology
does not stand to benefit from such actions.
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Figure 1. A screenshot from species hypothesis SH1159264.08FU (Vishniacozyma victoriae; https://
dx.doi.org/10.15156/BIO/SH1159264.08FU) in UNITE. Identifying a Vishniacozyma victoriae ITS
sequence to at least the genus level is trivial, yet the screenshot hints at the swathes of kingdom levelannotated Vishniacozyma victoriae sequences regularly deposited in the INSDC. SequenceID – INSDC
accession number. UNITE taxon name – taxonomic annotation in UNITE. INSD taxon name – original
taxonomic annotation in INSDC. RefSeq – indicates a type-derived sequence. More than thirty studies
have deposited kingdom-level annotations in this species hypothesis. The ones shown primarily stem from
Nishizawa et al. (2010).

Materials and methods
Defining the reference corpus
We targeted all 767,918 full-length, Sanger-derived fungal ITS sequences (annotated as
such) in the INSDC (November 2020) as mirrored in the UNITE species hypotheses
release 8. For each such sequence, UNITE extracts and stores relevant metadata from
the GenBank flat file format (https://www.ncbi.nlm.nih.gov/Sitemap/samplerecord.
html). Sequence quality control is part of the species hypotheses generation and seeks
to exclude clear cases of, for example, chimeras and low read quality sequences through
tools, such as USEARCH (Edgar 2010) and ITSx (Bengtsson-Palme et al. 2013). All
sequences are first clustered at 80% similarity in USEARCH to obtain compound
clusters. These clusters typically revolve around the family/subfamily/genus level. Each
compound cluster is then clustered into species hypotheses (SHs) at distance thresholds 0.0% through to 3.0% in steps of 0.5%. These can be thought of as entities
roughly at the species level.
UNITE uses the NCBI Taxonomy classification (Schoch et al. 2020) as the taxonomic backbone, supplemented with modifications from Index Fungorum (http://
www.indexfungorum.org), MycoBank (Robert et al. 2013), Tedersoo et al. (2018) and
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the UNITE user base. UNITE uses the taxonomic annotations of the sequences in
each SH to determine the taxonomic affiliation of the SH. The algorithm underpinning this determination ignores low-resolution annotations as long as they are not
contradictory: an SH that contains five sequences annotated as Amanita muscaria and
one annotated as “Basidiomycota sp.” will be scored to represent Amanita muscaria.
However, a (compromised) two-sequence SH containing Amanita muscaria and Cantharellus cibarius will be assigned to the most resolved level where their classifications
are compatible, in this case the class Agaricomycetes. In this way, each sequence and
species hypothesis in UNITE are assigned to the most resolved position possible in
the fungal tree of life given the available information. For this study, we targeted all
95,055 sequences originally released in INSDC without any more refined taxonomic
annotation than the kingdom level (such as “uncultured fungus” and “fungal sp.”),
irrespective of whether UNITE – or a UNITE user – subsequently had been able to
assign a more refined name to it.

Mimicking BLAST searches
The fact that UNITE stores the INSDC initial release date for each sequence allowed
us to build a map of what sequences were available in INSDC at any time. We wanted
to capture what we feel are the two most common scenarios of INSDC sequence
deposition, namely: (i) a user deposits sequences for immediate release and (ii) a user
deposits sequences for release, pending acceptance of the underlying manuscript. Thus,
for each sequence A that was only annotated at the kingdom level, we considered all
sequences that were released at least seven days before A as being available for BLAST
searches by the authors of A. This leaves room for the authors of A to have done a
final double check of the taxonomic affiliation of their soon-to-be-released sequences,
including A, prior to setting them free.
We sought to recreate what such a BLAST search would have looked like
to the authors of A with respect to closely matching (≥ 97% similarity) sequences
(the topmost, high-scoring sequences in a BLAST hit list), as well as sequences that
produced reasonable (≥ 80% similarity), but not top-scoring, matches to A. This
captures our experience of BLAST – most users, it seems to us, do not bother looking
beyond the first ~20 BLAST matches for clues to the taxonomic affiliation of a query
sequence. For this “closely matching sequences” dataset, we examined the 3.0% species
hypothesis of each kingdom-level sequence for the presence of sequences at least 7
days older than the kingdom-level sequence. Any such sequences were examined for
their INSDC taxonomic annotation from kingdom to the species level. This allowed
us to build a view of what the author of the kingdom-level sequence would have seen,
had they done a BLAST search prior to the release of the kingdom-level sequence. For
the “reasonable, but not top-scoring, matches” dataset, we, instead, considered the
(≥ 80% similarity) compound cluster where each kingdom-level sequence was found.
This allowed us to model the scenario where the kingdom-level sequence authors
progressed further down in the BLAST hit list for taxonomic clues, plus the scenario
where there were no close BLAST matches to begin with.
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Metadata assessment and statistical analyses
We examined the GenBank FEATURES field for information on the country of
collection of each sequence to get a feeling for whether kingdom-level sequences
and the sequences annotated beyond the kingdom level stemmed from dramatically
different sampling areas. Some two percent (2,049) of the sequences annotated only
at the kingdom level (e.g. “uncultured fungus”) were found to initially lack an explicit
country of collection, yet stem from a published or otherwise available (e.g. a preprint) study (as opposed to being a “Direct submission” or an “Unpublished” INSDC
submission). Similarly, some 7% (48,540) of the sequences with at least a phylum-level
annotation (e.g. “Ascomycota sp.” and “Rhizoplaca sp.”) were found to lack an explicit
country of collection, but to stem from a published or otherwise available study.
These sequences offer some hope of restoration of the missing country of collection
through recourse to the presumed underlying publication; sequences merely listed as
“Direct submission” or “Unpublished” do not, in our experience (e.g. Abarenkov et al.
2016). Based on published information and online queries in, for example, preprint
repositories, we thus made an effort to restore the country of collection for all 2,049
kingdom-level sequences whose GenBank REFERENCE field specified a tangible
publication (published, preprint or in press). We repeated this task for a random 2,049
of the 48,540 sequences annotated to at least the phylum level. Ideally, we would
have targeted all 48,540 phylum-level sequences, but this substantial task was deemed
beyond the capacity of the present set of authors (cf. Durkin et al. 2020). Insofar as the
underlying publications could be tracked down and the country of collection could be
derived from the paper (or through contacting its authors), the country of collection
was added to UNITE and used in this study.
When the GenBank REFERENCE field specified a scientific journal, we used the
journal name as a proxy for whether the author(s) of each sequence were mycologists
or not. We made the admittedly crude assumptions that a mycologist is someone who
publishes in a mycological journal; that only mycologists publish papers in mycological
journals; and to only consider the 29 journals listed under “Mycology” in Web of
Science (November 2020; Suppl. material 1) as mycological journals. All other journals
and sequence authors were scored as non-mycological.
The year of deposition of each sequence was assessed to examine whether the proportion of kingdom-level INSDC depositions fluctuated over time (2001–2020).

Results
Taxonomic resolution
Regarding our attempt to mimic BLAST users who only consider matches with
very high match scores, we found that a full 68,929 (73%) of the 95,055 sequences
annotated only at the kingdom level (Fungi) were false negatives (Figure 2). A name
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Figure 2. Pie chart representing all the 95,055 kingdom-level ITS sequences and the proportion of these
that were true-positives (had no or only very distant taxonomically more well-annotated BLAST matches
at the time of sequence deposition/release; red, 10%), false-negatives (had only reasonable matches; green,
17%) and false-negatives (had close matches; blue, 73%). The chart suggests that nearly all kingdom-level
fungal ITS sequences in INSDC could have been given a more taxonomically-resolved name at the time
of sequence deposition/release.

at the class, order, family, genus, and species level was available in the corresponding
UNITE species hypothesis (and would have been available amongst the top-scoring
BLAST matches) for 71%, 70%, 67%, 64% and 60% of the sequences, respectively.
The BLAST hit list would have contained an average of 74% sequences annotated to
at least the phylum level; 69% to the class level; 67% to the order level; 62% to the
family level; 54% to the genus level and 38% to the species level. The median number
of sequences in a non-singleton species hypothesis was 77 at the time of deposition of
the query sequence at hand.
If we include the “reasonable, but not top-scoring, matches” from the corresponding
compound cluster (i.e. sequences that would have appeared further down in the
BLAST hit list) in these statistics, we found that 85,093 (90%) of the 95,055 sequences
annotated only at the kingdom level were false negatives (Figure 2). A name at the
class, order and family level was available for 88%, 88% and 87% of the sequences,
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respectively. The BLAST hit list would have contained an average of 75% sequences
annotated to at least the phylum level; 70% to the class level and 68% to the order
level. The average non-singleton compound cluster contained 386 sequences at the
time of deposition of the query sequence at hand.

Metadata
Initially, 2,049 (2.2%) of the publication-associated kingdom-level sequences were
found to lack information on country of collection. The corresponding number was
7% (48,540) for the publication-associated sequences with at least a phylum-level annotation. We were able to restore the country of collection for 1,983 (96.8%) of these
kingdom-level sequences and 1,812 (89.3%) of these phylum-level sequences. The
newly-obtained countries of collection were deposited in UNITE for each sequence to
facilitate further mycological enterprises by UNITE users. Figure 3 shows the 15 most
common countries of collection for the sequences annotated to at least the phylum
level, overlaid with the corresponding results from the kingdom-level dataset. The two
15-country sets share 10 (67%) countries, primarily from parts of the world that are
relatively well-studied from a mycological point of view. Several countries known as

Figure 3. The top 15 most common countries of collection for the publication-associated sequences
annotated at or beyond the phylum level (green) expressed as the proportion of the sequences stemming from each country out of all phylum-level-and-beyond sequences. The corresponding country for
publication-associated sequences annotated only at the kingdom level (orange) is similarly expressed as
the proportion of sequences stemming from that country out of all kingdom-level sequences. The figure is
ordered in decreasing order by the country of collection for the phylum-level sequences.
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veritable hotspots for fungal diversity – for example, Thailand and Brazil (Hyde et al.
2018; Menolli and Sánchez-García 2020) – report dramatically lower proportions of
kingdom-level sequences than do some countries with a more well-studied mycobiota.
The figure suggests that factors other than lack of reference sequences are behind the
prevalence of kingdom-level sequences.
For the “closely matching sequences” scenario, we found that 22% (21,205) of the
full INSDC set of kingdom-level sequences, for which a more resolved name would
have been only a BLAST search away, were generated by mycologists (following our
admittedly crude definition of a mycologist). When, instead, considering the fully
identified sequences, 182,402 (27.1%) were deposited by mycologists. The proportion
of false-negative INSDC depositions does not decline over time (Figure 4).

Discussion
Overall results
The present paper examines the corpus of reasonably full-length public fungal ITS
sequences not annotated to any meaningful taxonomic level. We found that our
initial, UNITE curation-based hunches were largely right: reasons other than lack of
established taxonomy and available reference sequences lie behind the lack of resolved

Figure 4. The proportion of false-negative sequences (had reasonable matches; green) and false-negative
sequences (had close matches; blue) out of all kingdom-level sequences over time (2001-2020). The figure
suggests that the act of taking sequence annotation very lightly is not in an abating trend. The data for
2020 extend through early November 2020 and are thus partial.

186

Kessy Abarenkov et al. / MycoKeys 86: 177–194 (2022)

taxonomic annotations for the overwhelming majority of these sequences. A full
12% of the 767,918 sequences in our dataset were annotated only to kingdom level
– and in at least 73% of these cases seemingly without clear justification. In fact, for
64% of these sequences, an annotation to at least the genus level seems to have been
possible and only a BLAST search away at the time of sequence deposition/release.
The tendency of researchers not to name fungal sequences beyond the kingdom level,
even when this would have been perfectly possible, does not seem to go down over
time (Figure 4). One cannot help but ponder a future scenario where BLAST searches
become increasingly tedious and time-consuming to interpret – and, in fact, may not
be meaningful at all in some cases. This is acting out in a time when the opposite
should be the case – BLAST searches become increasingly informative and easy to
interpret – owing to rapid taxonomic progress in mycology through initiatives such as
Yuan et al. (2020) and Tedersoo et al. (2020).
It would somehow have been nice to conclude that mycology is the victim of the
decisions of non-mycologist researchers: only non-mycologists are behind the countless “uncultured fungus” depositions. Our results are not in line with this though;
mycologists seem to be behind more than one fifth of these sequences. We find this
remarkable, considering that mycology is often touted as an overlooked and easily
dismissed discipline (Pautasso 2013). As such, mycology should surpass, rather than
dodge, expectations. It does not really seem to be happening though. We feel that
mycologists are not in a robust position to accuse others of taking fungi too lightly, if
mycologists themselves take fungi too lightly. The act of claiming that mycology needs
more money, without backing that claim by robust and reproducible data, may well
prove to be counterproductive (Durkin et al. 2020).
Our results make it painfully clear that human nature, rather than lack of taxonomic information and resolution, is the cause of the lion’s share of the kingdom-level
annotations. Indeed, more than 70% of the kingdom-level sequences belong to lineages for which an established Latin name – and at least one reference sequence annotated accordingly – were readily available at the time of sequence deposition. This
begs the question why those sequence authors did not go looking for that information
to begin with. One can think of many answers: lack of mycological or bioinformatics
expertise, lack of money/time, a research focus other than taxonomy, wanting journal
policies on metadata richness and availability and, indeed, lack of a perceived good
reason to take the time to do it in the first place. All those reasons can be countered one
way or the other. For instance, any environmental sequencing effort likely to unravel
fungi – although they may not target fungi or taxonomic aspects specifically – should
always include a mycologist as well as a bioinformatician to maximise resolution in
the analysis, but also the data deposition step. Grant applications should be written
in such a way to provide sufficient time and resources for reproducible down-the-road
data handling and not just the field and sequencing expenses. Similarly, journal policies on data availability should ideally be extended – and enforced – to also include
aspects of data annotation and re-usability, perhaps to the extent that any pending
INSDC entries to be released upon publication of the study must be submitted to the
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journal for review alongside the other manuscript files. Above all, individual research
efforts should be seen not only as a way to increase the length of one’s CV and to meet
promises to funding agencies, but also as a contribution to the ever-growing corpus
of scientific – mycological – knowledge. In fact, we speculate that this last issue is the
main reason behind the findings of the present study. Researchers do not perceive their
sequence data as atomised contributions to science and, thus, fail to take the steps that
would have enabled meaningful use of those sequences beyond the study at hand.
The present results dispel the assertion that only mycologists are in a position to
add to our growing knowledge of the fungal kingdom. This, in turn, suggests that
mycologists should make it as easy as possible for anyone to make use of, but also add
to, the corpus of mycological data. After all, DNA sequences form a key component
of contemporary mycology (Crous et al. 2021; Lücking et al. 2021). Thus, significant mycological expertise should not be needed to arrive at reasonable conclusions
– such as a genus-level annotation – from BLAST hit lists. As mycologists, we need
to take the time to annotate our sequences accordingly. Annotating newly-generated
sequences to some reasonable taxonomic level – say the genus or order level in the
case of environmental sequences – is, however, a process that takes time. As the list
of sequences runs into the hundreds and sometimes more, we could be talking days.
However, what many mycologists do not seem to realise is that there is always room for
more co-authors on a scientific paper. That room is clearly not maximised right now
– we found an average of 4.9 co-authors per study in the 58,898 studies behind our
full 767,918-sequence dataset. The non-trivial number of kingdom-level annotations
testifies to the many aspiring or junior researchers who could have received training
in robust sequence annotation and then been asked to annotate the newly-generated
sequences to some more meaningful level (e.g. class, order or genus) prior to deposition in exchange for a non-prominent co-authorship – but who never got the chance
(Ryberg et al. 2016). We find this hard to swallow.

Observations on sequence annotation
It is painful to come across sequences that are annotated as “uncultured fungus”
or “fungal sp.” in INSDC, but that are deeply nested (and sometimes even well
annotated) in well-supported clades in phylogenetic trees of, for example, Fusarium,
Helotiales, and Lactarius in the associated publications. The present study argues that
taxonomic annotations of the “uncultured fungus” kind should be reserved for cases
where taxonomic annotation beyond the kingdom level was attempted, but came up
short. Then users would know that each such sequence carries a non-trivial potential
for taxonomic discovery – you could even argue that such sequences would be amongst
the most interesting and exciting of all fungal sequences. Right now, however, the
“uncultured fungus” label is used as a catch-all device whose routine use serves to mask
the presence of truly unidentifiable fungi. Many researchers seem to shun unidentified
sequences also in situations where these sequences clearly should have been considered
(Nilsson et al. 2011). Improved taxonomic annotation is a way out of this dilemma.
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Phylogenetic analysis is probably the most robust way to assess the taxonomic
affiliation of sequences and hence to annotate sequences. However, we acknowledge
that not all studies use phylogenetic approaches to begin with and that phylogenetic
analysis may not be applicable in all situations. Fortunately, similarity-based searches,
such as BLAST in INSDC, will take you a long way. By ticking the GenBank-BLAST
box “Exclude: Uncultured/environmental sample sequences”, a more taxonomy-orientated picture is likely to emerge. We feel that a sequence that produces a long list
of, say, robust Fusarium matches – when both BLAST coverage and similarity are
considered closely (Nilsson et al. 2012) – should be annotated as “uncultured Fusarium” or perhaps “uncultured Nectriaceae”. Most taxonomic contradictions in BLAST
hit lists can be resolved by further restricting the searches to the largely type-derived NCBI RefSeq Targeted Loci ITS Project (GenBank identifier PRJNA177353;
Schoch et al. 2014). Judging by the results of the present study, these simple steps
would have taken the edge off the majority of the sequences currently bearing only a
kingdom-level annotation.
We would like to stress that annotating sequences is always a balance between
under- and over-annotation. There is no shortage of incorrectly annotated fungal
sequences in the public repositories (Hofstetter et al. 2019) and we certainly do not
want this study to give rise to even more. Thus, we would be happy to see any of the
names “uncultured Fusarium”, “uncultured Nectriaceae”, “uncultured Hypocreales”,
“uncultured Sordariomycetes” and “uncultured Ascomycota”, depending on what the
data at hand showed. This is one of the reasons why we feel that taxonomic expertise
should be involved also in sequencing efforts that do not pursue taxonomic questions
explicitly. While it borders on the impossible to algorithmise threshold values for
when a sequence can be safely annotated to some specific level, rough guidelines are
available. Based on the ITS2 subregion, Tedersoo et al. (2014) “typically” used the
global similarity thresholds 90, 85, 80, and 75% identity for assigning operational
taxonomic units to the genus, family, order, and class level, respectively. We take
the caveat “typically” to refer to taxonomic expertise, because it makes little sense to
insist that these threshold values will always hold true. They offer guidance, but in
the face of uncertainty, we argue that it is preferable to annotate a sequence at the
parental lineage, such as “uncultured Nectriaceae”, as opposed to a more tentative
“uncultured Fusarium”.
Tedersoo et al. (2014) do not specify when a sequence should be annotated at the
species level; indeed, sequences were not annotated at the species level in that study.
We agree with this move and we personally do not annotate newly-generated environmental sequences to the species level other than in very rare and particularly unequivocal cases. After all, there are many examples of clearly distinct species that have
identical ITS sequences (Abarenkov et al. 2016) and, in the absence of other evidence,
it is simply not always possible to derive a robust species-level identification based on
ITS data. At a more general level, this study advocates taxonomic annotations at the
level warranted by the data as interpreted by a knowledgeable mycologist. That level
is typically not that of species, but as this study shows, it is also not that of kingdom.
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Potential shortcomings of the present study
The present study should be viewed as a rough estimation of the reasons why we keep
seeing INSDC submissions of the “uncultured fungus” kind. Many aspects of the present study are clearly hard to algorithmise. For instance, in our mimicking of BLAST
searches, we used default BLAST settings and a single version of BLAST. However,
the BLAST output may have looked somewhat different to a user with non-default
parameter values or another version of BLAST. It is, furthermore, difficult to model
human behaviour when it comes to processing and interpreting BLAST hit lists. One
can also think of cases where the sequence authors did, in fact, do BLAST searches,
but were presented with contradictory information: “Ascomycota sp.” and “Basidiomycota sp.”. In our experience, it is often easy to single out and resolve many misannotated sequences, based on the annotations of the other relevant BLAST hits – a
single Lactarius (Basidiomycota) annotation in a large group of Fusarium (Ascomycota),
for instance – but we can certainly see why some users would feel uncomfortable doing
this. The magnitude of this problem appears limited, as 0.5% of the SHs and 1.8% of
the compound clusters contained annotation conflicts at the phylum level. Complications such as these, nevertheless, suggest that our estimate that more than 70% of the
kingdom-level annotations are false negatives may be off by several percentage units.
That said, many of our parameter settings – such as the permissive single-linkage clustering underlying the SH generation – were deliberately set to be very forgiving. We,
therefore, argue that at least the order of magnitude of our estimate is reasonable. Our
estimate is, furthermore, in line with our admittedly basidiomycete-centric experience
of UNITE sequence curation.
The scoring of sequence authors as mycologists or non-mycologists, based on the
journal of the underlying publication, is clearly a move that will prove to be wrong in
many cases. We are well aware – and welcome – that also non-mycologists publish their
findings in mycological journals. Conversely, mycologists often – and rightfully – seek
to publish their findings beyond mycological journals. Finally, Web of Science is not an
ideal arbiter of what is mycology and what is not, given that there are many mycological journals that do not yet have a formal impact factor. Thus, while we agree that these
shortcomings haunt our estimate that 22.3% of the kingdom-level sequences were
submitted by mycologists, it is not immediately clear whether our estimate is biased
towards, or away from, mycologists. Our estimate is clearly so high that it would be
counter-intuitive to argue that only non-mycologists are behind it.

Conclusions
The study of fungi is being reshaped by the many novel and hitherto nameless fungal
lineages unearthed by environmental sequencing efforts (Lücking et al. 2021). However, the study of fungi is simultaneously being watered down by the needless yet
continual deposition of sequences of low-resolution taxonomic annotations for taxa,
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for which a more appropriate annotation would have been only seconds away should
the underlying authors have taken the time to look. The curse of the uncultured fungus
is that these two cases, at least at a cursory glance, are hard to tell apart. We urge all
members of the scientific – and particularly the mycological – community to reconsider their stance on batch, haphazard sequence annotation. It is a game without clear
winners, but where the scientific community – and particularly mycology – certainly
comes out on the losing end. This is not in anybody’s interest. Mycology is under
enough strain already without having to grapple with the consequences of negligence
and the urge to save time for oneself, even if at the expense of others.

Acknowledgements
The work of KA was supported by the Estonian Research Council grant (PRG1170).
KSP and CW gratefully acknowledge funding from the German Research Foundation (DFG: WU890/2–1). NC gratefully acknowledges funding from the Swedish
Research Council Formas (project HerbEvol grant No. 2015–1464). SNP gratefully
acknowledges funding from the Spanish Ministry of Economy and Competitiveness
(CGL2015–67459–P and BES–2016–077793). MG gratefully acknowledges funding
from the International Association for Plant Taxonomy (IAPT: 2021).

References
Abarenkov K, Adams RI, Laszlo I, Agan A, Ambrosio E, Antonelli A, Bahram M, BengtssonPalme J, Bok G, Cangren P, Coimbra V, Coleine C, Gustafsson C, He J, Hofmann T, Kristiansson E, Larsson E, Larsson T, Liu Y, Martinsson S, Meyer W, Panova M, Pombubpa N,
Ritter C, Ryberg M, Svantesson S, Scharn R, Svensson O, Töpel M, Unterseher M, Visagie
C, Wurzbacher C, Taylor AFS, Kõljalg U, Schriml L, Nilsson RH (2016) Annotating
public fungal ITS sequences from the built environment according to the MIxS-Built Environment standard – a report from a May 23–24, 2016 workshop (Gothenburg, Sweden).
MycoKeys 16: 1–15. https://doi.org/10.3897/mycokeys.16.10000
Altschul SF, Madden TL, Schäffer AA, Zhang J, Zhang Z, Miller W, Lipman DJ (1997) Gapped
BLAST and PSI-BLAST: a new generation of protein database search programs. Nucleic
Acids Research 25(17): 3389–3402. https://doi.org/10.1093/nar/25.17.3389
Arita M, Karsch-Mizrachi I, Cochrane G (2021) The international nucleotide sequence database collaboration. Nucleic Acids Research 49(D1): D121–D124. https://doi.org/10.1093/
nar/gkaa967
Baldrian P, Větrovský T, Lepinay C, Kohout P (2021) High-throughput sequencing view on the
magnitude of global fungal diversity. Fungal Diversity. https://doi.org/10.1007/s13225021-00472-y
Bengtsson‐Palme J, Ryberg M, Hartmann M, Branco S, Wang Z, Godhe A, DeWit P, SanchezGarcia M, Ebersberger I, de Sousa F, Amend AS, Jumpponen A, Unterseher M, Kristiansson

The curse of the uncultured fungus

191

E, Abarenkov K, Bertrand YJK, Sanli K, Eriksson KM, Vik U, Veldre V, Nilsson RH (2013)
Improved software detection and extraction of ITS1 and ITS 2 from ribosomal ITS sequences of fungi and other eukaryotes for analysis of environmental sequencing data. Methods in Ecology and Evolution 4(10): 914–919. https://doi.org/10.1111/2041-210X.12073
Bonito GM, Gryganskyi AP, Trappe JM, Vilgalys R (2010) A global meta‐analysis of Tuber ITS
rDNA sequences: species diversity, host associations and long‐distance dispersal. Molecular
Ecology 19(22): 4994–5008. https://doi.org/10.1111/j.1365-294X.2010.04855.x
Crous PW, Lombard L, Sandoval-Denis M, Seifert KA, Schroers H-J, Chaverri P, Gené J,
Guarro J, Hirooka Y, Bensch K, Kema GHJ, Lamprecht SC, Cai1 L, Rossman AY, Stadler
M, Summerbell RC, Taylor JW, Ploch S, Visagie CM, Yilmaz N, Frisvad JC, Abdel-Azeem
AM, Abdollahzadeh J, Abdolrasouli A, Akulov A, Alberts JF, Araújo JPM, Ariyawansa HA,
Bakhshi M, Bendiksby M, Ben Hadj Amor A, Bezerra JDP, Boekhout T, Câmara MPS,
Carbia M, Cardinali G, Castañeda-Ruiz RF, Celis A, Chaturvedi V, Collemare J, Croll D,
Damm U, Decock CA, de Vries RP, Ezekiel CN, Fan XL, Fernández NB, Gaya E, González
CD, Gramaje D, Groenewald JZ, Grube M, Guevara-Suarez M, Gupta VK, Guarnaccia
V, Haddaji A, Hagen F, Hansen K, Hashimoto A, Haelewaters D, Hernández-Restrepo
M, Houbraken J, Hubka V, Hyde KD, Iturriaga T, Jeewon R, Johnston PR, Jurjević Ž.,
Karalti İ, Korsten L, Kuramae EE, Kušan I, Labuda R, Lawrence DP, Lee HB, Lechat CLL,
Li HY, Litovka YA, Maharachchikumbura SSN, Marin-Felix Y, Matio Kemkuignou B,
Matočec N, McTaggart AR, Mlčoch P, Mugnai L, Nakashima C, Nilsson RH, Noumeur
SR, Pavlov IN, Peralta MP, Phillips AJL, Pitt JI, Polizzi G, Quaedvlieg W, Rajeshkumar
KC, Restrepo S, Rhaiem A, Robert J, Robert V, Rodrigues AM, Salgado-Salazar C, Samson RA, Santos ACS, Shivas RG, Souza-Motta CM, Sun GY, Swart WJ, Szoke S, Tan YP,
Taylor JE, Taylor PWJ, Tiago PV, Váczy KZ, van de Wiele N, van der Merwe NA, Verkley
GJM, Vieira WAS, Vizzini A, Weir BS, Wijayawardene NN, Xia JW, Yañez-Morales MJ,
Yurkov A, Zamora JC, Zare R, Zhang CL, Thines M (2021) Fusarium: more than a node
or a foot-shaped basal cell. Studies in Mycology 98: e100116. https://doi.org/10.1016/j.
simyco.2021.100116
Durkin L, Jansson T, Sanchez M, Khomich M, Ryberg M, Kristiansson E, Nilsson RH (2020)
When mycologists describe new species, not all relevant information is provided (clearly
enough). MycoKeys 72: 109–128. https://doi.org/10.3897/mycokeys.72.56691
Edgar RC (2010) Search and clustering orders of magnitude faster than BLAST. Bioinformatics
26(19): 2460–2461. https://doi.org/10.1093/bioinformatics/btq461
Fryssouli V, Zervakis GI, Polemis E, Typas MA (2020) A global meta-analysis of ITS rDNA
sequences from material belonging to the genus Ganoderma (Basidiomycota, Polyporales)
including new data from selected taxa. MycoKeys 75: 71–143. https://doi.org/10.3897/
mycokeys.75.59872
Gilks WR, Audit B, De Angelis D, Tsoka S, Ouzounis CA (2002) Modeling the percolation of
annotation errors in a database of protein sequences. Bioinformatics 18(12): 1641–1649.
https://doi.org/10.1093/bioinformatics/18.12.1641
Hawksworth DL, Lücking R (2017) Fungal diversity revisited: 2.2 to 3.8 million species. The
fungal kingdom. Microbiology Spectrum 5(4): 79–95. https://doi.org/10.1128/microbiolspec.FUNK-0052-2016

192

Kessy Abarenkov et al. / MycoKeys 86: 177–194 (2022)

Hofstetter V, Buyck B, Eyssartier G, Schnee S, Gindro K (2019) The unbearable lightness of
sequenced-based identification. Fungal Diversity 96: 243–284. https://doi.org/10.1007/
s13225-019-00428-3
Hyde DK, Norphanphoun C, Chen J, Dissanayake AJ, Doilom M, Hongsanan S, Jayawardena
RS, Jeewon R, Perera RH, Thongbai B, Wanasinghe DN, Wisitrassameewong K, Tibpromma
S Stadler M (2018) Thailand’s amazing diversity: up to 96% of fungi in northern Thailand
may be novel. Fungal Diversity 93: 215–239. https://doi.org/10.1007/s13225-018-0415-7
Lücking R, Aime MC, Robbertse B, Miller AN, Aoki T, Ariyawansa HA, Cardinali G, Crous
PW, Druzhinina IS, Geiser DS, Hawksworth DL, Hyde KD, Irinyi L, Jeewon R, Johnston
PR, Kirk PM, Malosso M, May TW, Meyer W, Nilsson RH, Öpik M, Robert V, Stadler
M, Thines M, Vu D, Yurkov AM, Zhang N, Schoch CL (2021) Fungal taxonomy and
sequence-based nomenclature. Nature Microbiology 6: 540–548 https://doi.org/10.1038/
s41564-021-00888-x
Menolli N, Sánchez-García M (2020) Brazilian fungal diversity represented by DNA markers generated over 20 years. Brazilian Journal of Microbiology 51: 729–749. https://doi.
org/10.1007/s42770-019-00206-y
Nilsson RH, Ryberg M, Sjökvist E, Abarenkov K (2011) Rethinking taxon sampling in the
light of environmental sequencing. Cladistics 27(2): 197–203. https://doi.org/10.1111/
j.1096-0031.2010.00336.x
Nilsson RH, Tedersoo L, Abarenkov K, Ryberg M, Kristiansson E, Hartmann M, Schoch CL,
Nylander JAA, Bergsten J, Porter TM, Jumpponen A, Vaishampayan P, Ovaskainen O, Hallenberg N, Bengtsson-Palme J, Eriksson KM, Larsson K-H, Larsson E, Kõljalg U (2012)
Five simple guidelines for establishing basic authenticity and reliability of newly generated
fungal ITS sequences. MycoKeys 4: 37–63. https://doi.org/10.3897/mycokeys.4.3606
Nilsson RH, Larsson KH, Taylor AFS, Bengtsson-Palme J, Jeppesen TS, Schigel D, Kennedy P,
Picard K, Glöckner FO, Tedersoo L, Saar I, Kõljalg U, Abarenkov K (2019) The UNITE database for molecular identification of fungi: handling dark taxa and parallel taxonomic classifications. Nucleic Acids Research 47(D1): D259–D264. https://doi.org/10.1093/nar/gky1022
Nishizawa T, Komatsuzaki M, Sato Y, Kaneko N, Ohta H (2010) Molecular characterization
of fungal communities in non-tilled, cover-cropped upland rice field soils. Microbes and
Environments 25(3): 204–210. https://doi.org/10.1264/jsme2.ME10108
Pautasso M (2013) Fungal under-representation is (indeed) diminishing in the life sciences.
Fungal Ecology 6(5): 460–463. https://doi.org/10.1016/j.funeco.2013.03.001
Robert V, Vu D, Amor ABH, van de Wiele N, Brouwer C, Jabas B, Szoke S, Dridi A, Triki M,
ben Daoud S, Chouchen O, Vaas L, de Cock A, Stalpers JA, Stalpers D, Verkley GJM,
Groenewald M, dos Santos FB, Stegehuis G, Li W, Wu L, Zhang R, Ma J, Zhou M, Pérez Gorjón S, Eurwilaichitr L, Ingsriswang S, Hansen K, Schoch C, Robbertse B, Irinyi
L, Meyer W, Cardinali G, Hawksworth DL, Taylor JW, Crous PW (2013) MycoBank
gearing up for new horizons. IMA Fungus 4: 371–379. https://doi.org/10.5598/imafungus.2013.04.02.16
Ryberg M, Nilsson RH, Kristiansson E, Töpel M, Jacobsson S, Larsson E (2008) Mining metadata from unidentified ITS sequences in GenBank: a case study in Inocybe (Basidiomycota). BMC Evolutionary Biology 8(1): 1–14. https://doi.org/10.1186/1471-2148-8-50

The curse of the uncultured fungus

193

Ryberg M, Kristiansson E, Wurzbacher C, Nilsson RH (2016) New Ph.D. students in the
empirical sciences should be recruited into ongoing scientific studies right from the start.
Journal of Brief Ideas. https://doi.org/10.5281/zenodo.48179
Sayers EW, Cavanaugh M, Clark K, Pruitt KD, Schoch CL, Sherry ST, Karsch-Mizrachi I (2021)
GenBank. Nucleic Acids Research 49(D1): D92–D96. https://doi.org/10.1093/nar/gkaa1023
Schoch CL, Seifert KA, Huhndorf A, Robert V, Spouge JL, Levesque CA, Chen W, Fungal
Barcoding Consortium (2012) Nuclear ribosomal internal transcribed spacer (ITS) region
as a universal DNA barcode marker for Fungi. Proceedings of the National Academy of
Sciences USA 109(16): 6241–6246. https://doi.org/10.1073/pnas.1117018109
Schoch CL, Robbertse B, Robert V, Vu D, Cardinali G, Irinyi L, Meyer W, Nilsson RH,
Hughes K, Miller AN, Kirk PM, Abarenkov K, Aime MC, Ariyawansa HA, Bidartondo
M, Boekhout T, Buyck B, Cai Q, Chen J, Crespo A, Crous PW, Damm U, De Beer ZW,
Dentinger BTM, Divakar PK, Dueñas M, Feau N, Fliegerova K, García MA, Ge Z-W,
Griffith GW, Groenewald JZ, Groenewald M, Grube M, Gryzenhout M, Gueidan C, Guo
L, Hambleton S, Hamelin R, Hansen K, Hofstetter V, Hong S-B, Houbraken J, Hyde
KD, Inderbitzin P, Johnston PR, Karunarathna SC, Kõljalg U, Kovács GM, Kraichak E,
Krizsan K, Kurtzman CP, Larsson K-H, Leavitt S, Letcher PM, Liimatainen K, Liu J-K,
Lodge DJ, Luangsa-ard JJ, Lumbsch HT, Maharachchikumbura SSN, Manamgoda D,
Martín MP, Minnis AM, Moncalvo J-M, Mulè G, Nakasone KK, Niskanen T, Olariaga I,
Papp T, Petkovits T, Pino-Bodas R , Powell MJ, Raja HA, Redecker D, Sarmiento-Ramirez
JM, Seifert KA, Shrestha B, Stenroos S, Stielow B, Suh S-O, Tanaka K, Tedersoo L, Telleria
MT, Udayanga D, Untereiner WA, Uribeondo JD, Subbarao KV, Vágvölgyi C, Visagie C,
Voigt K, Walker DM, Weir BS, Weiß M, Wijayawardene NN, Wingfield MJ, Xu JP, Yang
ZL, Zhang N, Zhuang W-Y, Federhen S (2014) Finding needles in haystacks: linking scientific names, reference specimens and molecular data for Fungi. Database (Oxford) 2014:
bau061. https://doi.org/10.1093/database/bau061
Schoch CL, Ciufo S, Domrachev M, Hotton CL, Kannan S, Khovanskaya R, Leipe D, Mcveigh
R, O’Neill K, Robbertse B, Sharma S, Soussov V, Sullivan JP, Sun L, Turner S, KarschMizrachi I (2020) NCBI Taxonomy: a comprehensive update on curation, resources and
tools. Database 2020: baaa062. https://doi.org/10.1093/database/baaa062
Tedersoo L, Sánchez-Ramírez S, Koljalg U, Bahram M, Döring M, Schigel D, May T, Ryberg M,
Abarenkov K (2018) High-level classification of the Fungi and a tool for evolutionary ecological analyses. Fungal Diversity 90: 135–159. https://doi.org/10.1007/s13225-018-0401-0
Tedersoo L, Anslan S, Bahram M, Kõljalg U, Abarenkov K (2020) Identifying the 'unidentified' fungi: a global-scale long-read third-generation sequencing approach. Fungal Diversity 103: 273–293. https://doi.org/10.1007/s13225-020-00456-4
Yuan H-S, Lu X, Dai Y-C, Hyde KD, Kan Y-H, Kušan I, He S-H, Liu N-G, Sarma VV, Zhao
C-L, Cui B-K, Yousaf N, Sun G, Liu S-Y, Wu F, Lin C-G, Dayarathne MC, Gibertoni
TB, Conceição LB, Garibay-Orijel R, Villegas-Ríos M, Salas-Lizana R, Wei T-Z, Qiu J-Z,
Yu Z-F, Phookamsak R, Zeng M, Paloi S, Bao D-F, Abeywickrama PD, Wei D-P, Yang
J, Manawasinghe IS, Harishchandra D, Brahmanage RS, de Silva NI, Tennakoon DS,
Karunarathna A, Gafforov Y, Pem D, Zhang S-N, de Azevedo Santiago ALCM, Bezerra
JDP, Dima B, Acharya K, Alvarez-Manjarrez J, Bahkali AH, Bhatt VK, Brandrud TE,

194

Kessy Abarenkov et al. / MycoKeys 86: 177–194 (2022)

Bulgakov TS, Camporesi E, Cao T, Chen Y-X, Chen Y-Y, Devadatha B, Elgorban AM, Fan
L-F, Du X, Gao L, Gonçalves CM, Gusmão LFP, Huanraluek N, Jadan M, Jayawardena
RS, Khalid AN, Langer E, Lima DX, de Lima-Júnior NC, de Lira CRS, Liu J-K, Liu S,
Lumyong S, Luo Z-L, Matočec N, Niranjan M, Oliveira-Filho JRC, Papp V, Pérez-Pazos
E, Phillips AJL, Qiu P-L, Ren Y, Ruiz RFC, Semwal KC, Soop K, de Souza CAF, SouzaMotta CM, Sun L-H, Xie M-L, Yao Y-J, Zhao Q, Zhou L-W (2020) Fungal diversity notes
1277–1386: taxonomic and phylogenetic contributions to fungal taxa. Fungal Diversity
104: 1–266. https://doi.org/10.1007/s13225-020-00461-7
Zinger L, Bonin A, Alsos IG, Bálint M, Bik H, Boyer F, Chariton AA, Creer S, Coissac E, Deagle BE, De Barba M, Dickie IA, Dumbrell AJ, Ficetola GF, Fierer N, Fumagalli L, Gilbert
MTP, Jarman S, Jumpponen A, Kauserud H, Orlando L, Pansu J, Pawlowski L, Tedersoo
L, Thomsen PF, Willerslev E, Taberlet P (2019) DNA metabarcoding-Need for robust
experimental designs to draw sound ecological conclusions. Molecular Ecology 28(8):
1857–1862. https://doi.org/10.1111/mec.15060

Supplementary material 1
A list of the 29 journals under the Web of Science heading “Mycology” as of November 2020
Authors: Kessy Abarenkov, Erik Kristiansson, Martin Ryberg, Sandra Nogal-Prata,
Daniela Gómez-Martínez, Katrin Stüer-Patowsky, Tobias Jansson, Sergei Põlme,
Masoomeh Ghobad-Nejhad, Natàlia Corcoll, Ruud Scharn, Marisol Sánchez-García,
Maryia Khomich, Christian Wurzbacher, R. Henrik Nilsson
Data type: Text
Copyright notice: This dataset is made available under the Open Database License
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License
(ODbL) is a license agreement intended to allow users to freely share, modify, and
use this Dataset while maintaining this same freedom for others, provided that the
original source and author(s) are credited.
Link: https://doi.org/10.3897/mycokeys.86.76053.suppl1

