nodel #pos #bps #seqs description

bacteria 1582 480 93 average insertion length after each
posi tion
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average insertion |ength:

N C [1.000-1.010) 42 29
o J- 3 [1.010- 1. 500) 6 0
Y . [ 1. 500- 3. 000) 5 0
N T [ 3. 000- 4. 000) 0 0
- [ 4.000-10. 000) 1 0
A 1 1
\OI?IIIIII II.II EERRER >= 10 0 0
°o I m 1 1
o: created by the SSU-ALIGN package (http://selab.janelia.org/software.html)

20f structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
alignment file: ../../seeds/bacteria-Opl.p.stk; mask file: ../../seeds/masks/bacteria-Op1.mask; page 1



