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Workflow Overview

BOLD
Dataset

Automated Pipeline 
(Snakemake)
∙ Record Selection
∙ Scoring against criteria
∙ Ranking based on criteria
∙ OTU clustering & phylogeny
∙ BAGS grading
∙ Representative selection
∙ Curation package (each family)
∙ Summary report

Curated Reference Database
Dataset for: 
∙ BOLD
∙ Publication
∙ BGE Deliverable

Expert Curation
(via Library Curation Tool)
∙ Review Records
∙ Correct Taxonomy
∙ Add Notes & 

Justification
∙ Select Final Records

AIM: Manual curation of pre-curated records from pipeline



Why not Excel?

•Big amount of metadata --> confusing 

•no dynamic update (BIN-sharing & -splitting, BAGS) 

•no standardized feedback from experts 

•Reduce amount of data transferred  

•  



The Library Curation Tool

Local web application running in your browser

Download tool and database files:

https://bge-barcoding.github.io/manual-curation/

(for Linux and Mac see this GitHUB repository)

Extract files and start to curate 

https://bge-barcoding.github.io/manual-curation/
https://github.com/bge-barcoding/BGE_library_curation_tool


How it works!

Pieridae.db

Database File
From Pipeline

Curation 
Tool

Log File

Expert



Steps of Manual Curation

Inspect records:

• View pre-selected Records

• Filter Data

• View BAGS, BIN Info, other metadata

Action:

• Validate / Invalidate

• Exclude (Reinclude Species)

• Change Species Name

• Choose Reason for Name Correction

• Add Curator Notes



Curation Tool - Interface



by country_representative (records with „yes“ have a grey background)

Pre-Selected Records

country_representative: The best record (i.e. the record with the highest sumscore 
within the best rank) automatically selected for each combination of species + 
country + OTU + BIN. When ties are encountered the script picks one record. These 
records capture the diversity within each BIN using OTUs clustered at 99% similarity, 
providing representatives for each species while reducing the duplication within the 
dataset. Experts can select other records as representatives if they choose.



HTML Table



HTML Table

Valid

Invalid

pre-selected

pre-selected

pre-selected

pre-selected

pre-selected

pre-selected

pre-selected



Support

• FAQs (Homepage https://bge-barcoding.github.io/manual-curation/)

•Video (Homepage https://bge-barcoding.github.io/manual-curation/)

•User Manual (Curation Tool – Main Folder)

•Within the tool, click on the red questionmarks

•Contact us  

https://bge-barcoding.github.io/manual-curation/
https://bge-barcoding.github.io/manual-curation/


Thank you for your Attention!

BIODIVERSITY GENOMICS EUROPE 


