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Meeting day

• French Society of 
Cytometry

•CyTOF, Spectral,
Data analysis

•Web
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https://www.alphavisa.com/jtafc/2024/06/
https://www.alphavisa.com/jtafc/2024/06/


CytoBatchNorm
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O. Molendi-Coste



Post-clustering analyses

•Clusters or populations => features
• cell counts in every sample
• MFI of selected markers in every sample

• Identify the clusters that have a feature that makes a 
difference according to the question

• Time consuming and error prone if not automated

• Few software to perform an automated analysis, e.g. 
R/diffcyt, or commercial software
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Key points

•Data quality is important
• How to control it?

•Results reporting is important
• Underestimated
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The right position?
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Fig. 4B, Kimball et al., 2018

https://pubmed.ncbi.nlm.nih.gov/29255085/


Errors in figures

• automate p-values drawing

• automate points labelling
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Fig.3D, Kimball, 2018

Fig. 4B, Kimball, 2018Fig. 1D, Wang, 2023

https://pubmed.ncbi.nlm.nih.gov/29255085/
https://pubmed.ncbi.nlm.nih.gov/29255085/
https://www.nature.com/articles/s41467-023-43553-z


Objectives

•Control quality of features

•Reliable graphics

•Differential Abundance (percentage)

•Differential State (MFI)

• Import
• cluster features and FCS annotations
• from various software

•Graphical User Interface
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analycyte

•Control quality of features

•Differential Abundance (percentage)

•Differential State (MFI)

•Reliable graphics

• Import
• cluster features and FCS annotations
• from OMIQ, FlowJo, text files

•Graphical User Interface (R/Shiny)

E. Lohmann

A-S. Chrétien
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Dataset
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We performed whole-blood RNA-seq, 
37-plex mass cytometry of 
peripheral blood mononuclear cells 
(PBMCs), and serum cytokine 
measurements of acute- and 
convalescent-phase samples 
obtained from 42 children 
naturally infected with CHIKV. Semi-
supervised classification and 
clustering of single-cell events into 57 
sub-communities of canonical

leukocyte phenotypes revealed a 
monocyte-driven response to acute 
infection, with the greatest expansions 
in “intermediate” CD14++CD16+ 
monocytes and an activated 
subpopulation of CD14+ 
monocytes. Increases in acute-
phase CHIKV envelope protein E2 
expression were highest for 
monocytes and dendritic cells.

https://pubmed.ncbi.nlm.nih.gov/30150281/


GUI
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QC report
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QC report
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QC report
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QC report
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QC report
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QC report
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QC report
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QC report
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QC report
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DA report
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DS report
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analycyte

•Quality control

•Comparison 1-vs-1, all-vs-ref

•Automatically placed p-values

•Reproducible HTML reports
• based on Quarto templates

• Interactive plots and SVG graphics
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analycyte

•https://i-cyto.github.io

•docker image & R packages

•demo reports

• current presentation

•documentation

•multi-variate analyses (ML)
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https://i-cyto.github.io/

