
Want a try? Click on 
one of the function 

keys and start to 
analyze biobricks!  

Welcome to use our  
software-Brick Worker.  
This brilliant tool can  

help you with analyzing  
and optimizing  

biobrick sequences. 



Input your promoter 
sequence, choose a 
threshold for finding 
possible TF and click 
on ‘Calculate’ to run 

the program. 

In Pro-Decoder, 
you can analyze 

the promoter 
sequence and 

predict 
promoter 
strength. 



If you input a wrong sequence, a 
dialog box for warning will occur. Click 
on ‘YES’ to input the right sequence. 

Yes No 



Click on ‘SBOL’ if you 
want to upload the 

sequence in SBOL file. 

A new dialog box will 
pop out, select your 

SBOL file and  click on 
‘Open’ to continue. 



This part of output is 
about the possible 

TFBS in the promoter, 
the TF type,  

the location, sequence 
and similarity score of 

TFBS. 

This part of output give 
you information about 

sigma factor type,  
the location of sigma 

factor binding site,  
the spacer length and 

the predicted  
relative strength. 



If you want to design primers for this 
promoter sequence, click on the 

‘Primer Design’ button. 



If you want your PCR 
products to include a certain 
TFBS, choose a primer pair 

and click on ‘Add TFBS’. 

A list of optimal 
primers designed 
automatically will 

pop out. 



Select a TFBS and 
click on ‘OK’ to 
add the TFBS to 

the PCR product. 

A list of all the 
TFBS will occur. 



The primer pair 
which can add 

the TFBS in your 
PCR product is 

designed 
successfully! 



Select one of the 
start codon or 

choose ‘none’ or 
‘unknown’ ,  

and click on ‘Cal’ to 
start the analysis. 

Input the RBS 
sequence here. 

RBS-Decoder is 
designed to locate 
the SD sequence, 
start codon in RBS 
sequence as well 
as predict RBS 
strength. 



Here is the relative 
strength of the RBS 

sequence. 

The SD sequence, 
location and the start 

codon will be displayed. 



In this part 
we provide 

two methods 
to optimize 

the sequence. 



Choose one 
algorithm  

for the 
optimization. 



Choose the  
host cell. 



Users can click the 
‘Values(GA)’ button 

to input values of the 
parameter needed in 

genetic algorithm. 

Input an original 
sequence. Or 

upload an  
SBOL file. 



Default value:  
population size—200, 
 hereditary algebra—100,  
mutation probability--0.1, 
 crossover probability--0.1 
You can input what you 
want. 

Cancel the dialog 
box. And the 

default values 
will be applied. 

Confirm 
the 

values. 

Reset the values to 
the default values. 



When all 
above has 

been done, 
click ‘GO’ 
button to 
run the 

calculation. 
This is a place 
for output of 
the sequence 

optimized. 



Click on ‘YES’ to 
analyze the sequence 

and predict the  
folding rate. 



This is the result 
of the prediction 
and the analysis. 



This is a place 
for output of 
the sequence 
optimized. 

Click on 
‘SBOL File’ if 
you want to 

save the 
results. 



The SBOL file 
has been saved. 

OK 



TTEC is a software 
designed by  
SUSTC-Shenzhen-B 
to calculate the 
terminator efficiency. 



Input the terminator 
sequence and click on 

‘TTEC RUN’. 



TTEC will show the 
efficiency and the 

secondary structure of 
the terminator. 



In next version, 
 YOU CAN…… 



In the next version, we’ll allow 
users to select the species of 
the promoter sequences such 

as B. subtilis and C. trachomatis 
besides E. coli. 



RBS-Decoder will also integrate 
the RBS model of more species 

such as H. influenzae and  
M. genitalium 



Structure: 

We’ll provide a sketch of  
the secondary structure  

of the RBS sequence. 



You can have a broad 
coverage of the existed 

host cells such as Pichia,  
Staphylococcus aureus, 
Aspergillus, Penicillium, 

Saccharomyces, etc. 



Considering more factors such 
as spiral structure in folding 

which influence the folding rate 
and thereby abtaining more 

accurate prediction rate. 



Providing a set of software 
tools for protein folding, 
especially in molecular 

dynamics simulation  
of protein folding. 



These spiral 
structure 

will help you  
predict the rate 
more accurately. 



The 3D-structure of proteins can  
help users find the active center  
and simulate the reaction 
between the protein and the  
substrate to find an optimal  
configuration. And the users can 
obtain more optimized protein  
by figuring out the new gene  
sequence reversely (with structure 
information, not the amino  
acid sequence). 
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