Supplementary figures:

Figure S1. Histograms of simulated effect means pj; for truly associated
probes in Simulation Scenario 1
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An evaluation of methods correcting for cell type heterogeneity in DNA methylation studies.

Figure 52: QQ-plots showing distributions of p-values in when there is no
confounding (Simulation Scenario 2).
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An evaluation of methods correcting for cell type heterogeneity in DNA methylation studies.

Figure S3: QQ-plots showing distributions of p-values in when there are
opposite effects (Simulation Scenario 3).
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An evaluation of methods correcting for cell type heterogeneity in DNA methylation studies.

Figure S4: QQ-plots showing distributions of p-values in when there is high
precision (Simulation Scenario 4).
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An evaluation of methods correcting for cell type heterogeneity in DNA methylation studies.

Figure S5: QQ-plots showing distributions of p-values in when there is low

precision (Simulation Scenario 5).
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An evaluation of methods correcting for cell type heterogeneity in DNA methylation studies.

Figure S6: QQ-plots showing distributions of p-values for continuous pheno-
types (Simulation Scenario 6).
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An evaluation of methods correcting for cell type heterogeneity in DNA methylation studies.

Figure S7: QQ-plots showing distributions of p-values for one replication of
the few associated DMS scenario (Simulation Scenario 7).
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An evaluation of methods correcting for cell type heterogeneity in DNA methylation studies.

Figure S8: QQ-plots showing distributions of p-values for one replication of

the many associated DMS scenario (Simulation Scenario 8).
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Figure S9: Distribution of p-values reported in rheumatoid arthritis EWAS
is shown in red. The distribution found in our analysis comprising the same
CpG sites is shown in blue. The different histograms represent different
normalization methods in our analysis: (a) Illumina control probe scaling,
(b) Illumina without control probe scaling, (¢) Functional normalization, (d)
Raw data (no normalization)
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