N

N

ASTERICS: A Tool for the ExploRation and Integration
of omiCS data
Elise Maigné, Céline Noirot, Jérdme J. Mariette, Yaa Adu Kesewaah,
Sébastien Dejean, Camille Guilmineau, Julien Henry, Arielle Krebs, Laurence
Liaubet, Fanny Mathevet, et al.

» To cite this version:

Elise Maigné, Céline Noirot, Jérome J. Mariette, Yaa Adu Kesewaah, Sébastien Dejean, et al.. AS-
TERICS: A Tool for the ExploRation and Integration of omiCS data. ECCB: 21st European Confer-
ence on Computational Biology, Sep 2022, Sitges, Spain. , 2022, 10.7490/f1000research.1119290.1 .
hal-03890660

HAL Id: hal-03890660
https://hal.inrae.fr /hal-03890660
Submitted on 8 Dec 2022

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est

archive for the deposit and dissemination of sci-
entific research documents, whether they are pub-
lished or not. The documents may come from
teaching and research institutions in France or
abroad, or from public or private research centers.

destinée au dépot et a la diffusion de documents
scientifiques de niveau recherche, publiés ou non,
émanant des établissements d’enseignement et de
recherche francais ou étrangers, des laboratoires
publics ou privés.


https://hal.inrae.fr/hal-03890660
https://hal.archives-ouvertes.fr

gosterics A Tool for the ExploRation and Integration of omiCS data

Elise Maigné!*, Céline Noirot!**, Jérébme Mariette!?, Yaa Adu Kesewaah'!?, Sébastien Déjean’
Camille Guilmineau'”, Julien Henry'*, Arielle Krebs'*, Laurence Liaubet’, Fanny Mathevet'
Hyphen-Stat’, Christine Gaspin'?, Nathalie Vialaneix'”

L' Université de Toulouse, INRAE, UR MIAT, 31326, Castanet-Tolosan, France — ? Université Fédérale de Toulouse, INRAE, BioinfOmics, GenoToul Bioinformatics facility, 31326, Castanet-Tolosan, France — ° Plateforme/Biostatistig
Toulouse, France —* IMT, UMRg219, Université de Toulouse, CNRS, UPS, 31062, Toulouse, France —° GenPhySE, Université de Toulouse, INRAE, ENVT, F-31326, Castanet-Tolosan France — % Hyphen-stat, https://hyphén-stat. g
(*) These authors contributed equally to the work.

enotoul,
oulouse, France

ASTERICS web application

Explore, integrate and visualize your omics data. g asterics

A tool For the exploration

frontend and integration of omics data

backend

R

Rserve
{renv}

ASTERICS is an online tool designed to help you to perform
your statistical and integrative analyses in an interactive
and easy-to-use way.

PyRServe

web development,

‘% 4‘ ¥ /.? i
+ Create new workspace X Load workspace

(] Load TCGA demo data into your workspace

(] 1 confirm that | have read and that | agree to Asterics’ Privacy Palicy.

e Available at: http://asterics.miat.inrae.fr
e Source code (GPLv2): https://forgemia.inra.fr/asterics/asterics

@ Your unique identifier will allow you to access your work and data during 30 days after the last
- activity on ASTERICS.

Outputs of analyses

e Interactive and easily customizable plots:
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Generated datasets and analyses are navigable using a DAG:
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On each analysis page, focused help pages are available to help the user choose
analysis settings or interpret the results. These pages include images and GIF an-
Imations.

Additional features

Explore a dataset with PCA

Obtain a global overview .I.rl ..
of a dataset to visually l .
identify groups, trends or I .

I outliers.

Let's explore a dataset!

* Numerical output:
percentage and cumulative
percentage of variance

= ;Jllll e Use your UUID to come back later to your analyses.
H H

explained for each
component. o

e Export the results of your analysis in HTML reports (using Rmarkdown).

Explore variables in a Explore a dataset

+ Graphical outputs:

s e i niniauas. proctionof R e Export complex objects as RDS data or data. frame as CSV files.

e Use the online tool or use Docker for a local use or for deployment.
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Interpret axes MFA only PLS only PLS-DA only

Interpretation is done
.hy.sipultaneoush_r checking p Combine the plot of
individual and variable plots. individuals with colors (or

shapes / sizes) giving information

on other variables (e.g., variables
of your design) to check if colors

are organized with respect to PCs.
This would mean that the main
Partners

variability of your dataset (or the
main relationships between the

They help to interpret individuals: individuals at the right side of the projection are
those with high values For variables positively correlated with the First component

Full documentation:
https://asterics.pages.mia.inra.fr/user_documentation/

variables from your input datasets
if you used PLS) are also
associated to the variable that has
been used to color individuals in
your plot.
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