
model     #pos  #bps
--------  ----  ----
bacteria  1582   480

 #seqs
------
    93

description                      
---------------------------------
mutual information per basepaired
position                         

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
----------------------------------- -----

single-stranded   622

0 complete basepairs     0

mutual information per position
(bits):

[0.000-0.167)   460

[0.167-0.333)   122

[0.333-0.500)   160

[0.500-0.667)   120

[0.667-0.833)    92

[0.833-1.000]     6


