
 

 

 

 

 

 

 

 

1. Home: The Home page provides an overview of the Browntop Millet Genomic 

Resource Database. It highlights key features, quick access to tools, visitor count, 

and statistical summaries of the genomic data resources available. 
 

 
 

 

User can get information about Genomic SSRs, Transcription Factors, Gene 

Families, and Gene Ontology annotation of the genes predicted in Brachiaria ramosa 

genome by clicking on the More info tag or circular diagrams of that category. 

 By clicking on “More info” tag, under Get Genomic SSRs block, user will get all 

SSR categories information with the number details. 
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By clicking on particular category link, user will get list of SSRs predicted in that 

particular category with the link to get their primers details. User can also get the 

similar details by clicking on that SSR categories displayed on the circular 

diagram. eg. Tri-Nucleotide 
 

 
 

By clicking on the Primer Details link, it will give three primer pair information 

of selected genomic SSR.  

 



 By clicking on “More info” tag, under Get TF Families block, user will get all TF 

categories information with the number details.  

 

By clicking on particular category link, user will get list of TFs in that particular 

category. User can also get the similar details by clicking on that TF category 

displayed on the circular diagram. eg. BBR-BPC 

 

By clicking on the Detail_Information link, it will give protein, CDS, and gene 

sequences of selected TF.  

 



By clicking on the Annotation_Details link, user will get annotation information 

of selected TF with InterProScan databases.  

 
 

 By clicking on “More info” tag, under Get Gene Families block, user will get 

important gene families information with the number details. 
 

 
 

By clicking on the selected gene family link, user will get list of genes belongs to 

this category. User can also get the similar details by clicking on that gene 

families displayed on the circular diagram. eg. Disease Resistance Proteins 

 



By clicking on the Detail_Information link, user will get protein sequence 

information of that gene.  
 

 

 By clicking on “More info” tag, under Get GO Annotation block, user will get 

three categories information with the number details. 
 

 

By clicking on the selected category link, user will get list of annotated gene 

information of this category. User can also get the similar details by clicking on 

that GO categories displayed on the circular diagram. eg. Cellular Components 

 
 



By clicking on the Sequence_Information link, user will get protein, CDS, and 

gene sequence information.  
 

 
 

2. About: The About page describes the purpose and background of the 

database. It includes details on the project objectives, data source, and the 

significance of the developed genomic resource for research and crop 

improvement. 
 

 
 

3. Search: The Search section allows users to query based search for different 

datasets such as Genomic SSRs, Transcription Factors (TFs), and GO 

annotation, Transposable Elements, and Orthologs search. 



 

 Genomic SSR Search: Search for genomic SSRs using different search parameters 

such as by selecting SSR Type; search by SSR Id, Sequence motif, Min and Max 

sequence lengths etc. eg. Select SSR Type from dropdown list 
 

 

By selecting Di-Nucleotide from dropdown list and click on search button, it will 

display list of Di-Nucleotide type of genomic SSRs with a link of Primer_Details. 
 

 
 



By clicking on the Primer Details link, it will give three primer pair information of the 

selected genomic SSR.  
 

 

 Transcription Factors (TFs) Search: Search for TFs using different search 

parameters such as by selecting TF family and search by Gene Id.  
 

 

By selecting TF family from dropdown list and click on search button, it will 

display list of TFs in that selected category with a links Detail_Information and 

Annotation_Details. eg. B3 
 

 

 



By clicking on the Detail_Information link, it will give protein, CDS, and gene 

sequence of selected TF.  

 

By clicking on the Annotation_Details link, user will get annotation information 

of the selected TF with InterProScan databases.  

 

 Gene Ontology (GO) Search: Search gene ontology based functional annotation 

using different search parameters such as by selecting GO category, search by 

Gene Id, GO Id, and GO names.  

 



By selecting GO category from the dropdown list and click on search button, it 

will display list of genes functionally annotated in that selected category with a 

link of Sequence_Information. eg. Cellular Components 
 

 

By clicking on the Sequence_Information link, user will get protein, CDS, and 

gene sequence information.  

 

 Transposable Elements Search: Search transposable elements based on different 

search parameters such as repeat class family, query sequence, and per div.  

 



 Gene Orthologs Search: Search orthologous genes in the selected species with 

respect to Brachiaria ramosa.  

 

By selecting the species name from the dropdown list, it will display list of 

orthologous genes in selected species with sequence information. 
 

 

4. Tools: The Tools page integrates external bioinformatics applications with the 

database such as BLAST Search and Genome Browser (JBrowse). 

 



 BLAST Search: It performs sequence similarity searches against Luffa acutangula 

genome and proteome datasets.  
 

 

 Genome Browser: It visualizes genomic regions, genes, genomic SSRs, TFs 

interactively.  
 

 

5. Team: The Download section provides direct access to datasets, including genomic 

SSRs, TFs, and GO annotations. User can download curated files for offline analysis 

and their research use. 
 

 



6. Tutorials: The Tutorial page offers a step-by-step guide on how to use the database 

effectively. It includes instructions with screenshots or examples for searching, 

browsing, downloading data, and using integrated tools like BLAST. 
 

 
 

7. Contact Us: The Contact page provides the contact information on how to reach the 

database administrators and research team. 

 


