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alignments computed by other means. However, work remains before the

method explored here can be considered totally reliable. For instance, in-

versions not associated with a duplication event currently cause problems

for our approach to identifying orthologs. Another hurdle is presented by

gene-conversion events18, which can present the appearance of an alignment

with zones of differing percent identity. We anticipate that promising ap-

proaches will be developed by several groups, and that before long biologist

will have free access to automatically generated alignments in gene clusters

of higher quality than what is currently available.
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