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2. Multi-alignment
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« What is the state of the sampler?
» Approach 2: naive Gibbs sampling
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» Assuming we have an evolutionary InDel model, both

tasks can be cast as an inference problem (SSR)

* Not reversible

Problem I: random walk behavior The taller the tree, the larger the gap:

 How should "vertical slices" be defined?

(High-level) graphical model:

o . . SSR = AR SSR = AR
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string-valued r.v.
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Obtaining multi-alignments:
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Problem II: each step is expensive
(cubic in the sequence length)
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Cylindric proposals: use a DP
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