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Algorithm for Blocks: Conclusions
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Motifs better capture haplotype conservation than blocks in
most instances

. . i . . ] — Results less pronounced in real data sets than in
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Blocks can be easily inferred and used in applications such
as association lesting

. . N Motifs are harder to infer but could possibly improve the

* Running time: O(n?) power of association testing

* Work space: (n) Are there better models “in between” blocks and motifs?

+ Dynamic Program (Koivisto et al. 2003):
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