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2. Model methylation level

MeDIP[S1,i], MRE[S1,i] ~ f( hgq ; CpG sites, MRE sites )
MeDIP[S2,i], MRE[S2,i] ~ f( Uy ;, CpG sites, MRE sites )

u: methylation level

3. Select DMRs v
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Test statistic:
t. = c,( MeDIP[S1,i] ®* MRE[S2,i] ) — c,( MeDIP[S2,i] * MRE[S1,i] )
C, C,:normalizing factors

P-value:
p;=P(|T| > |t| | MeDIP[S1,i] + MRE[S1,i] + MeDIP[S2,i] + MRE[S2,i] = n. )
T’: test variable n;: total reads
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