
TOUCAN Tutorial

Muscle-specific genes



Select a file (1 
column of 

identifiers) or 
type comma-
separated ids

File or ids

TIP: Ids can 
be Affy ids

1. Sequence retrieval







2. Reverse complement
Genes on negative strand



3. Cut upstream sequence if other 
genes are located there

Right mou
click



4. Align all human-mouse pairs with 
AVID

Choose All pairs 
from the 

Alignment menu





5. Select the conserved
Non-coding sequences (CNS)

Right mouse 
click, choose 

cut

To select all 
conserved 

blocks

Choose add to 
sublist

Choose add to 
sublist



MotifScanner 
from Motifs 

menu
Use sublist: 

causes 
MotifScanner 
to run only on 

conserved 
blocks in the 

sublist
Press GET and 

choose
Press GET and 

choose

6. Run MotifScanner on CNSs



YES will 
annotate the 
results; NO 
will save the 

results as GFF



A conserved 
block with 
predicted 

instances of TFs



ModulSearcher

7. Run ModuleSearcher on CNSs



Best combination 
of TFs (begin with 
Mod). 
Select these, 
together with the 
avid-... features 
and hit ENTER



8. Run ModuleScanner





Choose a known 
combination of TFs 
or a newly found 
combination 
(found previously 
with 
ModuleSearcher)



Choose Get Info 
to see which 
genes have been 
found This list of CNSs 

was returned by 
the 
ModuleScanner




	TOUCAN Tutorial

