DNA methylation analysis of cell-type heterogeneity
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2. Infering tumor burden and tissue of origin
from cell-free DNA in plasma
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Identifying differentially methylated CpGs
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No | No | Yes | ——> CP, RPC, CIBERSORT
No | No | No | =——> RefFreeEWAS,
Yes | N/Y | N/IY | ——> SVA, ISVA
No |Yes | Yes | ——> COMBAT + CP/RPC/CBS
No | No |tDMCs ——> RefFreeCellMix/Medecom/RUV,
No No | Yes | ——> CP, RPC, CIBERSORT
No |Yes | Yes | ——> COMBAT + CP/RPC/CBS
Yes |N/Y | NIY | —> SVA, ISVA, ReFACTor
No | No | No | ——> RefFreeEWAS,
No | No [tDMCst——> RefFreeCellMix/Medecom/RUYV,
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Estimating clonal epigenetic heterogeneity
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