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Abstract: 
 
Dynalign is a dynamic programming algorithm that finds the lowest free energy 
secondary structure common to two, unaligned sequences and the sequence 
alignment that facilitates that structure.  Recently, Dynalign has been extended to 
the prediction of a set of low energy structures.  On average, secondary 
structures predicted by Dynalign are significantly more accurate than secondary 
structures predicted using a single sequence. 
 
 The talk will present the free energy nearest neighbor model for predicting 
RNA secondary structure stability.  The dynamic programming recursions for 
predicting the set of low energy structures will be discussed.  Finally, recently 
implemented heuristics to speed the calculation will be presented. 


