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sequence name          
-----------------------
*REFERENCE* ("#=GC RF")

alignment file: ../../seeds/bacteria-0p1.p.stk; mask file: ../../seeds/masks/bacteria-0p1.mask; page 1

created by the SSU-ALIGN package (http://selab.janelia.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND count
-------------------------- -----

C-G Watson-Crick basepair (bp)  391

G-U G-U or U-G bp    63

A-A non-canonical bp    26
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