
User Guide: Triticum aestivum circular RNA database (TaCircRNAdb) 

TaCircRNAdb includes eight different tabs: Home, Circular RNA, Interaction, Functional 

Annotation, Important Links, User Guide, Downloads, Team (Figure 1).  

1. Home: The main page is strategically designed to offer visitors with a detailed presentation of 

TaCircRNAdb, clarifying both its nature and significance. This facilitates deeper understanding 

of fundamental objectives of the database, its range, and the extensive array of information. 

Essentially, the homepage not only presents TaCircRNAdb but also explains the reasons behind 

its significance to researchers, scientists, and stakeholders in agriculture. It emphasizes its 

crucial contribution to the progress of wheat crop research and cultivation.  

 

                               
Figure 1. The home page of Triticum aestivum circular RNA database (TaCircRNAdb) 

 

2. Circular RNA: The page includes different types of circular RNA (Exonic, Intergenic and 

Intronic) along with their positions. The circular RNA of two varieties viz. PBW343 and 

FLW30 are present at different time point under control and treated conditions. The dropdown 

menu consists of circular RNA present at different time points such as 12, 48 and 72 hr (Figure 

2). 

                            
Figure 2.  The circular RNA ID’s opens to a pop up which contains sequence information of 

that circular RNA. 



3. Interaction: It includes a dropdown menu consisting of interaction of Circular RNA with 

miRNA and interaction of miRNA with mRNA. The miRNA page in a database is a specialized 

section that focuses on miRNAs. Within this section, users can access comprehensive details 

about specific miRNAs, including their sequences and associated target genes (Figure 3 and 

4). It allows users to delve into specific miRNA data, offering a deeper understanding of their 

regulatory functions, interactions with target genes, and potential impacts on diverse biological 

processes. 

                               
Figure 3. Depicting the circular RNA interaction with miRNA along with their sequence 

information and positions. This page establishes links to the miRBase database by clicking on 

miRNA accession. 

 

                               
Figure 4. Showing the list of miRNAs along with their respective targets. Users can access the 

information about TamiRNA from miRBase website and the link has been provided in 

Important links tab. 

4. Functional Annotation: The dropdown menu includes Gene Ontology (GO) and Pathways 

associated with genes involved in rust infection. The information in GO categories 

encompasses biological processes, molecular functions, and cellular components (Figure 5). 

The hyperlink to the respective databases on the specific ID is provided for further details. The 

tab Pathways in drop down menu represents KEGG pathways associated with each gene.   

 



                                  
Figure 5. Users have the option to select the different gene ontology term from the dropdown 

menu. 

                                    
Figure 6: Showing the diverse pathways associated with each gene. This page establishes links 

to the KEGG database to access pathway maps through pathway IDs. 

 

5. Important Links: The links in the page provides information to different databases and 

websites related to wheat and other plant species. 

 

6. Downloads: This tab contains the links to the files which contains information of matched 

CircRNA Id’s from our dataset with PlantCircBase. The second link provides annotation of 

mRNA targets with their NCBI Id’s and their description about the functions of each gene. 

 



                            

Figure 7. Conservation analysis of identified circRNAs from our dataset. The third column 

contains circular RNA Ids of different species. 

 

                                                   
Figure 8: Results from blast analysis 

 

                            


