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SBDI: ~168 million Occurrence Records
GBIF: >3.5 billion Occurrence Records
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Swedish ASV  
Biodiversity Metabarcoding Portal

A dedicated interface for accessing and analyzing sequence-based 
biodiversity observations through SBDI

• Curated database with user-friendly web interface

• Automated analysis tools: nf-core pipeline for denoising & taxonomic annotation

• Submission support: streamlined workflow for depositing raw data to ENA



Recently Published DNA-derived Datasets from Sweden

• CO1 Amplicon Sequence Variants of soil and leaf litter arthropod communities collected at Malaise 
traps from the Insect Biome Atlas project in Sweden

• CO1 Amplicon Sequence Variants of bulk arthropod samples (mild lysis) collected with Malaise traps 
from the Insect Biome Atlas project in Sweden

• Fungal Diversity Survey Sweden ITS-LSU rDNA 

• COI data from: Invasive species detection along coastal harbours in northern region of Vastra
Gotaland 2024 

• COI Metabarcoding Genetic Observations of Marine Species in the Port of Wallhamn, Sweden (2022)

• 18S Metabarcoding Genetic Observations of Marine Species in the Port of Wallhamn, Sweden (2022)

• 16S data from: Diversity of Pico- to Mesoplankton along the 2000 km Salinity Gradient of the Baltic 
Sea (Hu et al. 2016)

• Kungsängen soil microbial communities

• 18S data from: Diversity of Pico- to Mesoplankton along the 2000 km Salinity Gradient of the Baltic 
Sea (Hu et al. 2016)

• Environmental long read amplicons of soil fungi across Podzol soil profile

• Soil fungal communities of ectomycorrhizal dominated woodlands across West Africa
Veronika A. Johansson

21 datasets have been published so far!

https://doi.org/10.15468/783jyb
https://doi.org/10.15468/veahzb
https://doi.org/10.15468/kscfj6
https://doi.org/10.15468/ar7wwx
https://www.gbif.se/ipt/resource?r=gu-2022-wallhamn-coi
https://www.gbif.se/ipt/resource?r=gu-2022-wallhamn-18s
https://www.gbif.se/ipt/resource?r=sbdi-asv-3
https://www.gbif.se/ipt/resource?r=pb363_kungsangen_otu_a
https://www.gbif.se/ipt/resource?r=kth-2013-baltic-18s
https://www.gbif.se/ipt/resource?r=sbdi-asv-1
https://www.gbif.se/ipt/resource?r=ps155_westafrica_asv


Swedish ASV
- publishing and accessing metabarcoding data

• Sequencing
• A service provider (e.g. NGI) delivers 

sequencing data to the user. 

• Submission to ENA
• The user uploads raw sequencing data and 

contextual metadata to the ENA (see our 
guide). 

• Data Processing
• The user denoises the data using tools such 

as nf-core/ampliseq. 

• Submission to ASV Portal
• Denoised data are submitted to the SBDI ASV 

Portal for integration and access.

• Data Access & Use
• Metabarcoding data can be searched and 

downloaded via the ASV Portal.
• Downloaded datasets can be further 

analyzed using the asvoccur R package.



Swedish ASV  structure - technical overview



Swedish ASV - highlights

• ASV storage and dynamic
approach to taxonomic
annotation

• BLAST search

• R package: asvoccur



Swedish ASV- storage and taxonomic re-annotation

• Submitted data files are curated and important into ASV database

• A standard taxonomic annotation is applied to each ASV using up-to-date 
classification algorithms and reference databases.

• It allows for successive re-annotations, enabling improved taxonomic accuracy 
and  resolution as reference database develop.

• The database structure supports successive re-annotations, improving 
taxonomic accuracy and resolution as reference databases evolve.

• Each DwC (Darwin Core) occurrence is assigned a unique taxon ID for 
traceability and consistency.



Swedish ASV- BLAST search



Swedish ASV- BLAST search



Swedish ASV- BLAST search



Swedish ASV- R package: asvoccur

R package for processing occurrence data 
downloaded from the ASV portal. 

It converts the condensed DwC archives into ASV 
table format, which facilitates downstream 
analysis in R.

The package includes functions:
• loading and merging datasets
• aggregating ASV counts across 

taxonomic ranks



asv-portal.biodiversitydata.se

Any questtions? 
Contact support: https://docs.biodiversitydata.se/support

https://docs.biodiversitydata.se/support


www.biodiversitydata.sec

Thank you!

A heartfelt thank you to the ASV Working Group 
— your dedication and expertise have been the 

driving force behind SBDI’s progress in the 
metabarcoding world.

We wouldn’t be here without you!


