
 

 

 

 

 

 
 
 
 

abundant small RNA sequences 

filtration to remove adaptor 
fragments and As 

tables of noncoding RNAs 

tables mapping ncRNAs to 
known protein complexes 

selection of sequences with at 
least three identical instances 

ClustalW2 alignments of 16- to 
29-base sequences 

distillation to deduce  
core sequences 

RNA folding engines applied to 
50-base sliding windows 
 

lists of well-formed hairpins 
 

lists of 5' sides + loops and  
loops + 3' sides 
 

comparison to deduce potential 
agents of gene regulation 

tables mapping complexed 
proteins to mRNA 3'UTRs 

comparison to deduce potential 
control mechanisms 


