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Easyl16S: a user-friendly Shiny web-service
for exploration and visualization of
microbiome data.
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Metabarcoding (16S) workflow
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Exploration and visualization?
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Network analysis

Liu et al. (2020)
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With R?

— Hard to master

Users need an
interactive and user-
friendly tool!
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Let me introduce {easy16S}

Easyl6S is designed to facilitate the exploration,
visualization, and analysis of microbiome data!

e User-friendly interactive web application with Shiny
e Explore, visualize, and analyze metabarcoding data
e Built with R and based on the phyloseq package

e Convenient functions and default settings
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Behind the scenes

Built like a package with golem

Hosted online on the MIGALE instance of shinyproxy

Containerized with Docker, CI/CD deployed with .gitlab-

ci.yml in a renv reproducible environment
Documented with pkgdown pages
Licensed under GNU AGPLv3
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Interface

Easy16S

I ¢ your data i
Raw data Current active data
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phyleseq-class experiment-level object phyloseq-class experiment-level cbject
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tax_table() Taxoncey Table: [ 508 taxa by 7 taxcnomic ranks ] tax_table() Taxoncmy Table: [ 474 taxa by 7 taxonomic ranks ]
phy_tree{)  Phylogenetic Tree: [ 508 tips and 587 internal nodes ] phy_tree()  Phylogenetic Tree: [ 474 tips and 473 internal nodes ]
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Restar app Slop app
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Easy16S

ok Select your data
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Differential Abundance

Easy16S
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Use-Case

e Beginner users: Autonomous analyses without any technical
skills

e Advanced users: Swiftly explore data and identify patterns
e Training sessions: Focus on biological concepts without
being limited by programming challenges

Publication:
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Take Home Message

 Onlineinstance /\
asyleS

= shiny.migale.inrae.fr/app/easy16S €

¥

o
Wi

e Documentation

= easyl6s.migale.inrae.fr
e GitLab (issues and contributions)
= forgemia.inra.fr/migale/easy16s
e Dockerimage

" registry.forgemia.inra.fr/migale/easylo6g;latest
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Thank you for your attention

Cédric Midoux

cedric.midoux@inrae.fr

migele PROSS
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