
Remove some sequences.
Remove sequences with > 5 ambiguous
residues or with length differing > 20% 
from median length.

Match aligned sequences
with individual structures.

.

..

CRW alignment CRW
individual
structures

Iterative refinement
of seed alignment
using Infernal

.

..

CM
Are there any conflicts?
Any sequences with > 15 conflicting
basepairs between individual CRW
structure and consensus structure?

Define consensus structure from
individual structures.
A consensus basepair exists in > x fraction of
individual structures of seed seqs for minimum
x that gives 0 conflicting consensus basepairs.

unaligned seed
sequences

Align seed sequences with cmalign.

. . .

Build CM with cmbuild.

  (more)

Yes.

Remove conflicting sequences
and begin new iteration
with refined seed as new seed.

No.

The refined seed from this
iteration is the final seed
alignment.

refined seed alignment

consensus

seed alignment

consensus


