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DNA sequencing and biodiversity

• PCR and whole genome sequencing in surveillance of SARS-CoV-2 



Similar approached used to study microbiomes
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New sequencing technologies facilitating in field sequencing



Growth of environmental assemblies
Cumulative number of assembly submissions to ENA dependent on 'assembly type'
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A free to use resource for the archiving, 
assembly, analysis, & browsing of 

microbiome data

AnalysisData archiving Assembly



Tara Oceans in MGnify

Scientific Data. 2. 10.1038/sdata.2015.23. 



Tara Oceans in MGnify

Scientific Data. 2. 10.1038/sdata.2015.23. 287K, 955 taxonomic assertions, >437 analyses 



Geographic distribution of Cyanobacteria



Geographic distribution of Cyanobacteria 



Workflow Descriptions

• MGnify adherence to the FAIR principles, GBIF values

Tool

Tool



Disseminating biodiversity information to additional audiences

• GBIF retrieves a subset of 
MGnify data


• Growing number of citations, 
both for MGnify and within GBIF


• Different audience

• Solutions allow the data to be 

consumed in a different way, e.g. 
taxonomy



Wider Context

• AtlantECO

• Templating on MGnify-GBIF for OBIS


• ELIXIR

• Biodiversity community

• Standards and infrastructure


• Darwin Tree of Life

• More Eukaryotes

• Holobionts 


• Climate Change - COP26

• Organisms in context

• Impact of climate change

• Natural solutions https://www.nature.com/articles/d41586-021-03029-w



The Future?

• eDNA contains signature of every thing!

• Additional marker genes in MGnify


• COX1, animals and protists

• Scaling to deal with volumes of data

• Linking genomic data to barcodes

• Modelling of whole communities


• Metabolic

• Ecological

Molecular Ecology, 2020 29(22): 258-4264, DOI: (10.1111/mec.15643) 
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CABANA Theory of Change 
 
 
On 31st October 2018 the CABANA Co-investigators met in Campinas Brazil for two days to 
discuss the early activities of the project, its challenges and logic. 
 

 
CABANA kick-off meeting Campinas, Sã o Paulo 31 Oct – 1 Nov 2017 
 
 
The agenda included the development of a detailed problem analysis for life science 
research and bioinformatics in Latin America. The problem analysis ensured the key 
activities of the project remained appropriate for the perceived need and contributed to our 
theory of change model, the refinement of the intermediate objectives and goal of our 
monitoring and evaluation strategy. 
 
The photographs in the appendix showcase how the problems identified in plenary inform 
the theory of change model, the logical framework and the preparation of our monitoring 
and evaluation strategy.  
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Towards amplicon sequence variants (ASVs)

Closed reference 

Unknown

Marker genes from isolate genomes*
Reference marker gene sequences

Functional profile 

Cross analyses of taxonomic and functional diversity
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