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MyGOD : Visualization and analysis interface for marine genomic observatories data
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Development tools

The dashboard uses the Vue.js Javascript framework with the vue-grid-layout plugin. Graphical representations are dynamically generated with the D3.js Javascript library. Marine Genomics Observatories provide tools and protocols for long-term monitoring of marine ecosystems located in a well-defined and usually limited geographical area, in order to allow the study of their evolution over time. Hence, they yield a significant amount of data (metabarcoding data, "classical" (morphology-base) biodiversity data, supplemental physico-chemical data), which needs to be organized and stored to enable interested parties to carry out downstream analyses.
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SAMBA integration

https://github.com/ifremer-bioinformatics/samba Samba is a metabarcoding analysis workflow developed by SeBimer.

Collaboration on MyGOD project, lead to integration of biostatistical processing parts of the pipeline in the visualisation tool.

• Computation of normalized data (by rarefaction)

• Computation of distance matrix for β-diversity

How the dashboard works

The MyGOD dashboard is a multi-taxonomic search tools with save/reload functionality

Data

Taxonomical reference databases :

• PR2 (Eukaryota)

• SILVA (Bacteria, Archaea)

• CYANOMARKS

Search Panels

• High-level search criteria: dataset, date range and taxon Technical Challenges:

• Making the best of the reactive framework : Vue/vuex/grid layout. • Integrating third-party (R) components for analysis

Search -Use search criteria to design composite and dynamic visualisations

Datasets

For each project, presentation of context, sampling methods is provided… A personal user space to: 

Standardized Data Format

• Definition of a lightweight, flexible format for importing tabular data:

○ One file with sampling event descriptions (event identifiers) ○ One file with metabarcode read data (linked through event identifiers) ○ One file with physico-chemical data (linked through event identifiers)

• Accompanying JSON metadata files specify the column structure and contents of the data tables: sample name patterns, index mapping for physico-chemical parameters.