Are conservation scores trustworthy ?
* Good quality alignments

— Conservation == probable molecular similarity

* Poor alignments

— Conservation == random noise

* How do you measure MSA reliability ?
— Try different methods. Vary parameters
— Compare the results.
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e Calculate ‘shift’ between all
pairwise aligments and the
multiple sequence alignment

— Higher shifts are less reliable
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ki -| superimposed according to an alignment

G- - generated by T-COFFEE. The T-COFFEE
¥~ reliability score highlights the most reliable

Lif regions in red, and least reliable in blue.
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T-COFFEE alignment reliability scores
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* M-COFFEE — combine results from many ‘popular aligners’
* http://tcoffee.crg.cat/apps/tcoffee/do:mcoffee
* Jalview can read the ‘score_ascii’ file for an alignment
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See the supplementary exercise document for a worked exercise.
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