
input target sequences:

archaea HMM bacteria HMM eukarya HMM

predicted
SSU start
        

predicted
SSU end
        

low HMM score
        

low HMM score
        

highest HMM score
        

don’t
align
        

don’t
align

archaea CM bacteria CM eukarya CM

Stage 1:
Align sequence to each model’s 
HMM to find best-matching model
and define start/end SSU positions.

Stage 2:
Structurally align (sub)sequence to
the best-matching model’s CM.
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