Supplementary methods:

Methylation data normalization and processing: Unsupervised intra-array normalization was performed with a normal-exponential fit using out-of-band probes (Noob) for background correction and dye-bias equalization (50), followed by beta-mixture quantile normalization; this combination has been shown to consistently increase signal sensitivity (51). Unsupervised between-array normalization was performed using Functional Normalization (FunNorm), an extension of quantile normalization that uses summarized control probes as surrogates for unwanted variation (52); the number of principal components was set to 2. Singular value decomposition (SVD) analysis (23) was performed on technical variables (microarray slide, array position, and control probes) and phenotypic variables (age and sex) to identify confounding factors. Technical confounding related to batches and DNA processing methods was corrected using Combat (53) and confirmed by SVD analysis. Replicate samples from the same patient were processed in 3 separate batches; correlation between replicates was 0.998 after correction.  All analyses were performed using methylation β-values, calculated as SignalMeth/SignalMeth + SignalUnmeth, with the exception of Combat where β-values were logit transformed into M-values. White blood cell type proportions were estimated from methylation data using the reference-based model proposed by Houseman (49).    

Differential Methylation (DE) Detection: The 414,818 quality-filtered CpG probes were analysed using the adjacent site clustering (A-clustering) algorithm 










(26) to identify clusters of ≥ 2 CpGs with correlated methylation levels. The association of the methylation clusters and patient status (septic or non-septic) was tested by generalized estimating equations (GEE) to identify differentially methylated regions (DMRs) correlating with sepsis status.  Estimated cell proportions derived from the Houseman cell mixture deconvolution are presented in Table 1. The analysis was adjusted for sex, age, DNA processing method, estimated percent neutrophils (neutrophils accounted for 93.4% of the variance in the cell count), and 28-day mortality. A random effects model was used to cluster MODS (high versus low) in the GEE model to account for correlations between probes based on MODS.
  
Significant methylation clusters and individual CpG sites within clusters were defined according to corrected p-value using Benjamini and Hochberg false discovery rate (FDR) < 0.05 and difference of methylation β-values >= 0.02. A-clustering parameters were used in Spearman correlation for calculating the distance between adjacent CpG probes (average clustering type with mean distance between sites at least 0.25, 1000bp distance restriction). Annotation provided by the Illumina Human Methylation 450k set was used to determine the genomic locations of probes. CoMET (27) was used to assign probes to their gene targets using the human reference genome 19 










(28). 
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Weighted Gene Co-Expression Network Analysis: We sought to identify clusters of highly correlated CpGs (co-methylation modules) that also correlated with clinical phenotypes. The 207,408 CpG probes with the highest median absolute deviation (top 50% of the quality filtered probes) across samples (ignoring sepsis status) were selected for further analysis.  Linear regression was used to correct CpG probe M-values for sex, age, DNA processing method, and estimated percent neutrophils. The residual values from the linear regression were used for further analysis.   Sample data was separated into septic (n=66) and non-septic (n=68) and input separately into WGCNA. Signed co-methylation networks were detected using the blockwiseModules function.  We chose signed networks as they have been shown to detect modules with more significant enrichment of functional classifications (54). Pairwise Tukey’s biweight correlations for the set of CpGs was calculated using bicor function.  Adjacency transformation was calculated by raising the correlation matrix to the power of 14, which was chosen using the scale-free topology criterion (55).  For each pair of CpG probes the topological overlap measure was calculated based on the adjacency matrix and the topological overlap dissimilarity measure was used as input for average linkage hierarchical clustering.  Dynamic Hybrid tree cutting algorithm was used to cut branches of the dendrogram because it produces robustly defined modules. To obtain moderately large and distinct modules we set the minimum module size to 50 probes.  Probes that did not fulfill these criteria were assigned to the predefined “grey module”. Each module was summarized by its first principle component of the CpG methylation values (module eigengenes [MEs]).  We then tested the association of each ME with clinical variables using the polycor package to perform correlations between order clinical variables and continuous ME values.
Module preservation analysis: We applied the module preservation statistic Zsummary in the modulePreservation function in WGCNA (56) to determine the degree of conservation of network topology between the gene modules in the Septic and non-septic groups.  The Zsummary statistic integrates the overlap in module membership with the connectivity (sum of connections) and density (mean connectivity) patterns of the each module. The recommended significance thresholds, Zsummary < 2 implies no evidence for module preservation, 2 < Zsummary < 10 implies weak to moderate evidence, and Zsummary > 10 implies strong evidence for module preservation. 
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