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Supplementary Figure 1: Gating strategy for quantifying immune cell types in mouse bone marrow

CyTOF plots showing the gating strategy. Classical monocytes are referred to as ‘monocytes’ in the text. ‘Stem cells’
in the text correspond to a union of 'HSCs’ and ‘Progenitor cells’ subpopulations in this figure.



Supplementary Tables

Supplementary Table 1: Mouse strains used in this study

List of mouse strains used in this study. CC mice are listed using standard CC strain identifiers;
founder strains using the full strain name. The column indicates in which cohort the mouse was
profiled.

Supplementary Table 2: Antibodies used in this study

List of all markers and corresponding CyTOF antibodies that were used in this study, including
clone, vendor and the cell-type it was used to identify.

Supplementary Table 3: Cell type markers detected in the exploratory cohort

List of immune cell subsets for each CC strain in the first cohort of mice which could be detected
in that strain using our antibody panel. 1 = detected, 0 = not detected.

Supplementary Table 4: Imnmune profiles of the exploratory cohort

Frequencies for each cell type identified in bone marrow of CC mice of the first cohort.
Frequencies are stated as a fraction of the given cell type over the total gated live cells.

Supplementary Table 5: Cell type markers detected in the validation cohort

List of immune cell subsets for each CC strain in the second cohort of mice which could be
detected in that strain using our antibody panel. 1 = detected, 0 = not detected.

Supplementary Table 6: Immune profiles of the validation cohort

Frequencies for each cell type identified in bone marrow of CC mice of the first cohort.
Frequencies are stated as a fraction of the given cell type over the total gated live cells.

Supplementary Table 7: Genetic associations determined

List of gene-cell type frequency associations determined in this study. The table additionally
states whether the gene is associated in cyto-cis or cyto-trans, the average PhastCons
conservation score of the associated gene, the associated polymorphism and whether the gene
is associated with multiple cell types.

Supplementary Table 8: Enrichment analysis of associated genes

The results of gene enrichment analysis for genes associated with immune cell frequencies in
mouse bone marrow performed using Ingenuity Pathway Analysis. This analysis was performed
on a larger list of genes after relaxing the stringency of the association test (see Methods).



Supplementary Table 9: Functional enrichment analysis of cyto-trans genes

The results of gene enrichment analysis for genes associated with immune cell frequencies in
mouse bone marrow in cyto-trans, performed using Ingenuity Pathway Analysis.

Supplementary Table 10: Mapping of Imm-Gen data to cell subtypes in this study

List of the ImmGen Consortium bone marrow samples for which the microarray gene expression
data were used in this study, along with the annotation of respective cell subtypes to which
these samples were assigned.

Supplementary Table 11: Genetic associations from human study used for evolutionary
conservation analysis

List of gene-cell type frequency associations pooled from studies on human blood®?°. The table
additionally states whether the association is in cyto-cis or cyto-trans, the average PhastCons
conservation score of the associated gene, and the study in which the association was reported.





