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Only common tests should be described solely by name; describe more complex techniques in the Methods section.
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Give P values as exact values whenever suitable.
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Our web collection on statistics for biologists contains articles on many of the points above.
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GSE216548 GSE216548 GSE216548 contains all the files required to reproduce our analyse (FastQ and the processed data from Cell Ranger and the integration (rds object from Seura) https://
www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE216548. www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE216548. www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE216548. All ,the other data are provided as source files with the manuscript. 

For For For scRNA Seq, we indicated that based on raw UMI counts, we have selected the genes expressed in at least 3 cells and cells with at least 500 genes expressed. All the data collection/collection/collection/collection/
data data data data analysis analysis software/tools/algorithms/packages software/tools/algorithms/packages used used in the the study study are are clearly clearly mentioned mentioned in the the manuscript manuscript and and are are also also listed listed here here in the the reporting reporting summary summary (with (with version version numbers). numbers). numbers). numbers). 

All All All the databases/datasets used in the study along with appropriately accessible links/accession codes in the manuscript under the “Data availability” section and in the source code file provided 



All male patients according to the initial description of VEXAS syndrom in the NEJM (Beck et al, 2020)

N/A

detailled in supplementary table 1

All the refered patients to Cochin Hospital for UBA1 testing between January 2021 and May 2021 were included as mentionned in the MS. 
They all have signed the informed consent. There is no biais of selection in this exploratory study.

As mentionned in the MS (line 528), we have an ethical approvment (Number AA-2021-08040)

X

80 samples. This exploratory study was not based on a predefined sample size. 

Only patients positive for SARS-Cov2 infection were excluded as mentionned in the MS

No replication was made in this exploratory study. However, UBA1 mutationnal testing made by Sanger sequencing and confirmed ny NGS could be considered as a replication

According to genotype (with or without UBA1 mutation for patients)

All the experiments were performed without the kowledge of the presence of an UBA1 mutation. The analyses were made according to the UBA1 mutationnal status to 
obtain separated groups. 
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All the CyTOF antibodies are detailled in the MS and the gating strategies are indicated in suppl material

As indicated in the MS, the panel of CyTOF antiboidies is a commercial panel already validated and used by the team in Hadjadj et al, Science 2020, PMID 32661059 



THP1 (Tohoku Hospital Pediatrics-1) Cells-HMGB1-Lucia™, karyotype XY, InvivoGen, San Diego, CA, USA, catalog reference thp-gb1lc.

Certificates of Origin  and authentication is guaranteed by the supplier. Informations on https://www.invivogen.com/thp1-hmgb1-lucia

THP1-HMGB1-Lucia™ cells are guaranteed mycoplasma-free by the supplier and has not been subsequently tested.

N/A

This exploraty study was supported by CARPEM/RADIPEM authorization  
as mentionned here https://carpem.fr/activites/les-plateformes/biobanques/projets-de-recherche-collection-oncocentre/ 

 

Exploratory study without clinical intervention

As inidcated here https://carpem.fr/activites/les-plateformes/biobanques/projets-de-recherche-collection-oncocentre/

N/A



May remain private before publication.
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As described by the provider of the Human Immunology_v2 kit 

As indicated in the MS

FlowJo as indicated in the MS

According to each sample. 

Shown in the MS (Suppl Fig 2)
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