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EM(dataset, W) {
choose starting point(p)
do {
reestimate z from p
reesiimate p from z
Juntil (Ap <¢)
return
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for i=1 to PASSES {
for each subsequence in dataset {

run EM for | iteration with starting point
derived from this subsequence

choose model of shared motif with highest likelihood

run EM to convergence from starting point
which generated that model
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