UNITE: species hypothesis matching analysis
u n It and organisation updates

Community Urmas Koljalg*?, Kessy Abarenkov?, R. Henrik Nilsson?

1University of Tartu, 46 Vanemuise Str, 51003 Tartu, Estonia. 2University of Gothenburg, Box 461, 405 30 Gothenburg, Sweden.

Species hypothesis matching analysis

The new UNITE species hypotheses (SH) matching analysis is a digital service for species discovery from environmental DNA. The service is based on UNITE datasets (https://unite.ut.ee) hosted in PlutoF (https://plutof.ut.ee). Its

output includes information on what SHs are present in eDNA samples, whether they represent potentially undescribed species, whether these SHs have been found in other studies, and more. The output provides DOI (digital

object identifier)-based stable identifiers for unambiguous communication of species found in eDNA. DOls are connected to the taxonomic backbone of PlutoF and GBIF (https://www.gbif.org). In this way, every DOl is

accompanied by a taxon name that is used simultaneously for the communication of species. In the case of potentially undescribed species or species that are not present in the UNITE SH system, preliminary DOls are issued by
the PlutoF system. UNITE services are focused on fungi but cover all Eukarya by using publicly available rDNA ITS marker sequences and accompanying sample metadata. Analysis results can be published in GBIF as DNA-derived

occurrence data. The source code of the UNITE SH matching analysis tool is freely available in GitHub (https://github.com/TU-NHM/sh_matching_pub) with an implementation accessible online on PlutoF platform for registered

users. Further information about the UNITE resources is provided in the references below.

Screenshots of the SH analysis and its results
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1. New SH matching analysis can be started in PlutoF Analysis lab.
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2. Analysis results in compressed format are stored in PlutoF File Repository for
private use.
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3. List of output files extracted from the downloaded zip file.
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The UNITE Community became a non-profit association in January 2022. It is governed by a general

meeting of the members of the association, which in turn elects a management board. UNITE's advisory

o |o|olo|o|o|o|e
I 1 I (8 (R (R

MK
identified

e, board will be formed in the fall of 2022. UNITE Community will also invite new members to jOin the
4. Screenshot of the HTML output summarizing the analysis results
present in the accompanying CSV files.
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Tomenol fuscociere (Pare) Dok (DO TH034668) | SHIGOZIET.06FU (00 1150219 071 Abarenkov K, Nilsson RH, Larsson K-H, et al. (2010). The UNITE database for molecular identification of

Distance to the closest SH: 1.5 Older version(s) of this SH is/are available

No. of sequences in SH: 435
SH code (Count*/Total count™)

fungi - recent updates and future perspectives. New Phytologist 186: 281-285.
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GU220643(1) Thelephoraceae Thelephoraceae (uncultured Tomentel...  Orchid mycorrhiza | sample Corallorhiza striata var. United States I III.I ——————————
GU220642 Thelephoraceae Thelephoraceae (uncultured Tomentel...  Orchid mycorrhiza | sample Corallorhiza striata var. United States I IIIII —————————— - - - -
GU220697 Thelephoraceae Thelephoraceae (uncultured Tomentel...  Orchid mycorrhiza | sample Corallorhiza striata var.  United States IIIII —————————e N 'I lSS 0 n R H La rSS O n I(_ H Ta y lo r A F S et al ( 2 0 1 9 ) T h e U N I T E d a ta b a S e fO r m O le C U la r 'I d e n t'l ﬁ c a t'l O n Of
GU220694 Thelephoraceae Thelephoraceae (uncultured Tomentel... ~ Orchid mycorrhiza | sample Corallorhiza striata var. United States I IIIII ————————— 1 1 1 . -
GU220669(1) Thelephoraceae Thelephoraceae (uncultured Tomentel...  Orchid mycorrhiza | sample Corallorhiza striata var. Canada IIIII ——————————
GU220658 Thelephoraceae Thelephoraceae (uncultured Tomentel...  Orchid mycorrhiza | sample Corallorhi iata var. United States IIIII ——————————
GU220657 Thelephoraceae Thelephoraceae (uncultured Tomentel...  Orchid mycorrhiza | sample Corallorhi iata var. United States IIIII -
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— fungi: handling dark taxa and parallel taxonomic classifications. Nucleic Acid Research 47: D259-D264.




