
Systems to detect
- System A
- System B

INPUT

XML files
A.xml B.xml

Profiles

Parameters
- dataset type
- detection parameters

Sequences (fasta)

> formatdb ...

Paralellized tasks:
- Run Hmmer 
 > Hmmsearch ...

- Extract Hits according to 
parameters

Paralellized tasks:
- Run Hmmer 
 > Hmmsearch ...

- Extract Hits according to 
parameters

Paralellized tasks:
- Run Hmmer 
 > Hmmsearch ...

- Extract Hits according to 
parameters

Paralellized tasks:
- Run Hmmer 
 > hmmsearch ...

- Extract Hits according to 
parameters

1) Build clusters (sets of nearly contiguous hits)

c1.res_hmm_extract
c1.search_hmm.out
c2.res_hmm_extract
c2.search_hmm.out
c3.res_hmm_extract
c3.search_hmm.out
...

Hmmer results 

Hits ordered  
by  position

A

B

2) Analyze clusters and "fill" systems 

System A
C1 => 5
C2 => 3
C3 => 4
C4 => 1
C5 => ø

11 12 13 15 16 19 20 21

3) Disambiguate Cluster 2 and then step #2

1

Cluster 1 Cluster 2

d5,11 > D 

3 4 5 11 12 13 15 16 19 20 21

d1,3 < D 

Cluster 1: 1 represented system => System A

Cluster 2: 1 represented system

Cluster 2: several systems represented => Step #3

c1.hmm

....

c2.hmm
c3.hmm

Full System A detected.Decision: ...

Cluster 3: 1 represented system

...


