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Can we call DNA Binding proteins based on DNABIND and DNA Binder results?  

During the recent workshop, two the programs DNABIND and DNA Binder were mentioned for 

predicting DNA Binding Proteins. We have found several genes that have been predicted by both 

programs to be DNA binding proteins (varying strengths), but do not necessarily have strong 

HHpred alignments to DNA binding. Current BLASTp hits in NCBI and phagesDb are 

“Hypothetical Proteins.” These genes also appear to be in either an operon or in the syntenic 

region with other DNA binding proteins, such as DNA methylase, translocase, resolvase, and 

specific-DNA-binding proteins. Can we call these genes the general name of “DNA binding 

protein” based on the two programs and the strong possibility of the operon or in syntenic 

region? In general, is it possible to call DNA binding proteins based on these two programs 

alone?  

 

Two examples from the P1 phage Dynamo are gp 44 (start/stop: 31954-32103) and gp 51 

(36150-36428).  

 

Data for Dynamo gp 44: 

 

 

 

https://dnabind.szialab.org/
https://webs.iiitd.edu.in/raghava/dnabinder/submit.html
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