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Antibodies
Antibodies used

[https://flowrepository.org/id/FR-FCM-Z2L2]. The Krieg CyTOF data used in this study are available in the FlowRepository database under accession code FR-FCM-
ZY34 [https://flowrepository.org/id/FR-FCM-ZY34]. The Ogishi CyTOF data used in this study are available in the FlowRepository database under accession code FR-
FCM-Z3YK [https://flowrepository.org/id/FR-FCM-Z3YK]. The Ogishi flow cytometry data used in this study are available in the FlowRepository database under
accession code FR-FCM-Z3YL [https://flowrepository.org/id/FR-FCM-Z3YL]. The CITE-seq data used in this study are available from the 10X genomics website
[https://support.10xgenomics.com/single-cell-gene-expression/datasets/3.0.0/pbmc_10k_protein_v3].

We selected a large cohort of primary patient material, that reflected the broad natural history of CLL. This sample size was selected based on
the availability of samples within the CLL biobank. This study represents the largest mass cytometric assessment of CLL reported.

Poor quality samples were excluded as per the methods

We had access to limited numbers of primary patient material and replication of cytof runs was not possible. However, we performed quality
control assessment to allow for standardisation across batches and runs, which we assessed during the analysis of the results.

Not relevant to this study as this study was not a trial related

Blinding was not possible but all samples were processed and analysed identically to avoid any unintentional bias introduced
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