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Why controlling randomisation ? Our approach

Assigning individuals to experimental groups at random can introduce serious biases and We propose a user-friendly web interface to assist randomisation processes. It aims at minimizing
confounding factors into an experiment whenever important covariates are not properly accounted bias while enhancing both reliability and interpretability of statistical analysis, by controlling covariates
for. Indeed, the outcome of interest may be strongly affected by hidden effects (e.g., age, genetic during randomization.

background, technical factors, etc.) due to an uneven distribution of covariates among groups. Such
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ra te Of fa I S e p O S I t I V e S L] Mix & Pick is a R-shiny application for randomized group allocation based on several covariates. Starting from a given dataset, it uses the concept of false-similarity to
distribute individuals as randomly as possible into homogeneous groups, according to quantitative and/or qualitative variables. To do so, Mix & Pick can use two different
- algorithms :
* a Metre stings-like approach which sequentially improves an initial random permutation to determine the best distribution.
 an approach based on a regular linear model and a random forest classifier to select the best distribution among a set of random permutations.
Different propositions of assignments will be presented with visualizations and statistical analysis. A downloadable results table with final groups will be generated, along
' with an analysis summary report for reproducibility.
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I Load a file from your computer. Supported format are .xls or . xlsx files. If you would like another format to
: be supported, feel free to submit a request by mail.
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I 1 Initial data Using Mixnpick, we generated two groups of 8 mice while taking into account qualitative
\ 4 e e & ooooo (litters, sex) and quantitative (weight, CD4, ht_cells) covariates.
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One-way ANOVA test for quantitative variables
Fisher's exact test for qualitatives variables
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