
In silico characterization of the proteins from the count system  
 

Mycobacterium BXB1 Reoptimized (BBa_K907000) 

 

Structure prediction: 

 

 

 

 

 
 

Motifs Results based on frequent pattern hits: 

 

• 1 Amidation site 

• 2 Glycosylation sites 

• 8 CK2 Phosphorylation sites 

• 4 PKC Phosphorylation sites 

• 3 Myristoylation sites 

 

 



 

 

 

BXB1 RDF Reverse (BBa_K1039006) 

 

Structure prediction: 

 

 
Motifs Results based on frequent pattern hits: 

 

• 1 ATP/GTP Binding site 

• 2 CK2 Phosphorylation sites  

• 4 Myristoylation 

• 3 PKC Phosphorylation sites 

• 2 Tyrosine Kinase phosphorylation sites 

 

 

 
 

 



TP901 (BBa_K2116035) 

 

Structure prediction: 

 

 
 

 

Motifs Results based on frequent pattern hits: 

 

• 4 N-Glycosylation sites (ASN_GLYCOSYLATION) 

• 1 ATP/GTP Binding site 

• 11 CK2 Phosphorylation sites  

• 2 Myristoylation 

• 7 PKC Phosphorylation sites 

• 3 Tyrosine Kinase phosphorylation sites 

 

 



 

TP901 RDF Reverse (BBa_I20287) 

 

Structure prediction: 

 

 

 

 
 

Motifs Results based on frequent pattern hits: 

 

• 1 N-Glycosylation sites (ASN_GLYCOSYLATION) 

• 1 CK2 Phosphorylation sites  

 

 

 
 


