
 

 

 

 

ApTransDB (Andrographis paniculata Transcripts & SSR Database) accessible via the 

web address http://www.nbpgr.ernet.in:8080/Andrographis/ having nine different tabs: 

About: This page provides basic information about Andrographis paniculata, its 

medicinal importance and application of microsatellite markers and transcripts. 

 

Database Search: This is the main tab of this database from where user can search 

predicted perfect SSRs along with 3 primer pairs using different search criteria such as, 

search by SSRs type, search by SSR motif, search by motif length & repeat type, 

search by annotation keyword, or search by sequence Id/SSR Id. List of TF categories, 

annotation of transcripts based on gene ontology (GO) as well as important gene 

families related to biochemical compounds biosynthesis in A. paniculata.  

TUTORIALS of 
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SSRs Information: 

Perfect SSR Search: 

*User can search the database using search criteria “Search by SSRs Type” 

 



*User can search the database using search criteria “Search by Custom Motif 

Sequence” 

 

*User can search the database using search criteria “Search by Motif Length and 

Repeat Type” 

 



*User can search the database using search criteria “Search by Annotation” 

 

*User can search the database using search criteria “SSR Id” 

 

Based on the query search criteria the output is available to the user in real time in 

terms of 1) Complete SSR details, 2) Best three SSR specific primer pair set along with 

full primer information and 3) Complete transcript annotation if available. 



 

“Primer Details” user can access three pairs of SSR specific primers which can be used 

for the PCR amplification and marker development. 

 



Full annotation information is available to the user about the SSR containing transcripts 

when user click on “Annotation details” 

 

SSR Generation: From this page user can get all information about SSR data 

generated. 

 



Get TF Categories: From this page user can get sequence information for all 

predicted Transcription Factor categories of A. paniculata. 

 

Get GO Categories: From this page user can get sequence information of all the 

transcripts belongs to major three GO categories: Biological Process, Molecular 

Function, and Cellular Component. 

 

 

 

 



 

Annotation Search: 

*User can search the database using search criteria “GO Search” 

 



 

This is the Gene Ontology Search Result page. 

 



Here go id is linked to http://amigo.geneontology.org/ that gives detailed information 

about gene ontology type. 

 

User can search the database using search criteria “BLASTx Search” 

 

 



This is the BLASTx Search Result page 

 

Tutorials: From this page user learn how to use this database and how to extract 

useful information’s from the Andrographis paniculata transcripts and SSR database. 

 

 



 

Download: From this page user can download the SSR and annotated transcripts data. 

 



Feedback: User can send their queries or suggestions by filling this feedback form to 

improve our database. 

 

Links: Link tab contains useful links related to Andrographis paniculata database. 

 

“Team” and “Contact Us” tabs having the information about the team members 

involved in this project 

 


