
Supplementary Figure 1
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LI.M47.0 (enriched in B cells (I))
LI.M7.2 (enriched in NK cells (I))
LI.M37.1 (enriched in neutrophils (I))
LI.M37.0 (immune activation − generic cluster)
LI.M199 (platelet activation & blood coagulation)
LI.M30 (cell movement, Adhesion & Platelet activation)
LI.M51 (cell adhesion)
LI.M196 (platelet activation − actin binding)
LI.S2 (B cell surface signature)
LI.M47.1 (enriched in B cells (II))
LI.M69 (enriched in B cells (VI))
LI.M127 (type I interferon response)
LI.M75 (antiviral IFN signature)
LI.M165 (enriched in activated dendritic cells (II))
LI.M111.1 (viral sensing & immunity; IRF2 targets network (II))
LI.M150 (innate antiviral response)
LI.M7.0 (enriched in T cells (I))
LI.M16 (TLR and inflammatory signaling)
LI.S4 (Monocyte surface signature)
LI.M11.0 (enriched in monocytes (II))
LI.M4.1 (cell cycle (I))
LI.M4.12 (C−MYC transcriptional network)
LI.M4.0 (cell cycle and transcription)
LI.S8 (Naive B cell surface signature)
LI.M156.0 (plasma cells & B cells, immunoglobulins)
LI.M171 (heme biosynthesis (I))
LI.M173 (erythrocyte differentiation)
LI.M61.0 (enriched in NK cells (II))
LI.M35.0 (signaling in T cells (I))
LI.M130 (enriched in G−protein coupled receptors)
LI.M35.1 (signaling in T cells (II))
LI.M223 (enriched in T cells (II))
LI.M7.3 (T cell activation (II))
LI.M111.0 (viral sensing & immunity; IRF2 targets network (I))
LI.M13 (innate activation by cytosolic DNA sensing)
LI.M67 (activated dendritic cells)
LI.M68 (RIG−1 like receptor signaling)
LI.M124 (enriched in membrane proteins)
LI.M2.1 (extracellular matrix (II))
LI.M1.0 (integrin cell surface interactions (I))
LI.M85 (platelet activation and degranulation)
LI.M145.0 (cytoskeleton/actin (SRF transcription targets))
LI.M34 (cytoskeletal remodeling (enriched for SRF targets))
LI.M81 (enriched in myeloid cells and monocytes)
LI.M145.1 (cytoskeleton/actin (SRF transcription targets))
LI.M245 (translation initiation factor 3 complex)
LI.M7.1 (T cell activation (I))
LI.M14 (T cell differentiation)
LI.S0 (T cell surface signature)
LI.M181 (nucleotide metabolism)
LI.M18 (T cell differentiation via ITK and PKC)
LI.M212 (purine nucleotide biosynthesis)
LI.M7.4 (T cell activation (III))
LI.M11.1 (blood coagulation)
LI.M118.0 (enriched in monocytes (IV))
LI.M132 (recruitment of neutrophils)
LI.M57 (immuregulation − monocytes, T and B cells)
LI.M47.2 (enriched in B cells (III))
LI.M60 (lymphocyte generic cluster)
LI.M47.3 (enriched in B cells (IV))
LI.M83 (enriched in naive and memory B cells)
LI.M49 (transcription regulation in cell development)
LI.M222 (heme biosynthesis (II))
LI.M167 (enriched in cell cycle)
LI.M86.0 (chemokines and inflammatory molecules in myeloid cells)
LI.M4.10 (cell cycle (II))
LI.M4.7 (mitotic cell cycle)
LI.M4.11 (mitotic cell cycle in stimulated CD4 T cells)
LI.M4.2 (PLK1 signaling events)
LI.M4.5 (mitotic cell cycle in stimulated CD4 T cells)
LI.M4.6 (cell division in stimulated CD4 T cells)
LI.M46 (cell division stimulated CD4+ T cells)
LI.M40 (complement and other receptors in DCs)
LI.M160 (leukocyte differentiation)
LI.M73 (enriched in monocytes (III))
LI.M59 (CCR1, 7 and cell signaling)
LI.M3 (regulation of signal transduction)
LI.M5.0 (regulation of antigen presentation and immune response)
LI.S11 (Activated (LPS) dendritic cell surface signature)
LI.M87 (transmembrane transport (I))
LI.M64 (enriched in activated dendritic cells/monocytes)
LI.M56 (suppression of MAPK signaling)
LI.M25 (TLR8−BAFF network)



Supplementary Figure 1: Evaluation of the brown module. a, Size distribution of the 18 transcriptomic modules 

shown in Fig. 3a. b, Empirical null distribution generated by randomly permuting DaCP subject labels and 

recalculating the Pearson correlation with the brown module eigengene. Empirical p-values were determined 

by comparing the observed correlations with the null distribution generated by permutation. This allowed 

assessment of the statistical significance of the observed correlation in Fig. 3b (p=0.04 permutation test). The 

blue line indicates p=0.05 significance level based on the null distribution, and the red cross denotes the 

observed correlation. c, Enrichment of blood transcriptomic modules21 (BTMs) in WGCNA modules shown in (a) 

using the hyper-geometric test (9601 genes were used as the background); the heatmap color indicates the -

log10 of the BH-adjusted one-tailed p-value (FDR); only modules enriched for at least one BTM are shown 

(FDR<0.05). The brown BTM labels denote those that are enriched in the brown module.  
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Supplementary Figure 2



Supplementary Figure 2: The distribution of denoised and background rescaled (see Methods) counts for the 

surface proteins shown in Fig. 4c. Only clusters formed by spectral clustering at resolution 1.0 (level 3 

clusters) are shown. Each column corresponds to a cluster (see Fig. 4b,c); the number of cells in each cluster is 

shown in parentheses. Each protein (row) is labeled with a single color. Proteins are ordered according to Fig. 

4c; cell clusters are ordered according to Fig. 4b.


