
PotTransDB:
Potato Transcriptome Database

User Manual



Home Screen of the PotTransDB database will appear as shown in image below. In which you will get several options to search for DElncRNAs, eTM-DElncRNA, cis-

DElncRNA, CircRNA, DEGs, Alternate splicing as well as contact information and user manual.
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Search Options:

• DElncRNAs Search: Users can initiate searches specifically for Differentially Expressed lncRNAs.

• eTM-DElncRNA Search: This option enables users to search for lncRNAs that are endogenous target mimics (eTM) for miRNAs in specific tissues or cell types.

• Cis-DElncRNA Search: Users can explore lncRNAs with cis-regulatory effects on nearby genes.

• CircRNA Search: This option allows users to find information about Circular RNAs.

• DEGs Search: Users can search for Differentially Expressed Genes.

• Alternate Splicing Search: This feature facilitates the exploration of genes and lncRNAs involved in alternate splicing events.

• Contact Information: A direct link or section providing contact information, such as an email address or a contact form, for users to reach out for support or 
inquiries.

• User Manual: A link to a comprehensive user manual, guiding users on how to effectively use the database, interpret results, and troubleshoot any issues.
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Click on 'DElncRNAs' Icon: Users will navigate to the 'DElncRNAs' section by clicking on the designated icon on the home screen.

Dropdown Menu for Tissue Selection: Upon selecting 'DElncRNAs,' a dropdown menu appears with three options: 'Root,' 'Shoot,' and 'Stolon'.

Tissue Selection: Users can choose the specific tissue of interest (Root, Shoot, or Stolon) from the dropdown menu. This selection is crucial for obtaining tissue-specific information.

Retrieve Tissue-Specific Data: After selecting the tissue, the system retrieves and displays data related to differentially expressed lncRNAs specifically in the chosen tissue.

This approach allows users to quickly and efficiently obtain tissue-specific information about differentially expressed lncRNAs in potatoes. It's a streamlined process that caters to users 

interested in specific aspects of gene expression in different potato tissues.
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Select Root Tissue: After choosing 'Root' from the dropdown menu, users will access data specifically related to differentially expressed lncRNAs in the root tissue.

Download Root-DElncRNA Sequences: To empower users with the ability to utilize the data, there's an additional option to download the sequences of Root-DElncRNAs. 

Clicking on this option initiates the download process.

Similar Options for Shoot and Stolon: Users can repeat the process for 'Shoot' and 'Stolon' tissues, selecting the tissue of interest and downloading the corresponding 

DElncRNA sequences.
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User can click on the target gene ID to get more information about the lncRNA targeted gene from Spud DB Genome browser 

Target 
gene ID
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Click on 'eTM-DElncRNAs' Icon: Users will access the 'eTM-DElncRNAs' section by clicking on the designated icon on the home screen.

Dropdown Menu for Tissue Selection: Upon selecting 'eTM-DElncRNAs,' a dropdown menu appears with three options: 'Root,' 'Shoot,' and 'Stolon'.

Tissue Selection: Users can choose the specific tissue of interest (Root, Shoot, or Stolon) from the dropdown menu. This selection is crucial for obtaining expression-tissue-

matched data.

Retrieve Tissue-Specific eTM-DElncRNA Data: After selecting the tissue, the system retrieves and displays data related to eTM-DElncRNAs specifically in the chosen tissue.
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Users can easily access expression-tissue-matched differentially expressed lncRNA (eTM-DElncRNA) data for specific tissues by following a straightforward process. 
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User can click on miRNA ID to get the more information about the miRNA. The link will be directed to miRBase
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Click on 'cis-DElncRNAs' Icon: Users will enter the 'cis-DElncRNAs' section by clicking on the designated icon on the home screen.

Dropdown Menu for Tissue Selection: Upon selecting 'cis-DElncRNAs,' a dropdown menu appears with three options: 'Root,' 'Shoot,' and 'Stolon'.

Tissue Selection: Users can then choose the specific tissue of interest (Root, Shoot, or Stolon) from the dropdown menu. This step is crucial for obtaining cis-regulatory effects data.

Retrieve Tissue-Specific cis-DElncRNA Data: After selecting the tissue, the system retrieves and displays data related to cis-acting differentially expressed lncRNAs specifically in 

the chosen tissue.
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Users can easily access information on cis-regulatory effects of differentially expressed lncRNAs (cis-DElncRNAs) in specific tissues by following these steps. 
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User can click on Entrez gene ID of the target gene to get more inflammation from NCBI
Entrez 

gene ID
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Click on 'circRNA' Icon: Users will access the 'circRNA' section by clicking on the designated icon on the home screen.

Dropdown Menu for Tissue Selection: Upon selecting 'circRNA,' a dropdown menu appears with three options: 'Root,' 'Shoot,' and 'Stolon'.

Tissue Selection: Users can then choose the specific tissue of interest (Root, Shoot, or Stolon) from the dropdown menu.

Retrieve Tissue-Specific circRNA Data: After selecting the tissue, the system retrieves and displays data related to circular RNAs specifically in the chosen tissue.
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Users can follow a consistent and intuitive process to access circular RNA (circRNA) data specific to different tissues.
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User can click on miRNA ID to get the more information about the miRNA. The link will be directed to miRBase

miRNA 
ID
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Click on 'DEGs' Icon: Users will enter the 'DEGs' section by clicking on the designated icon on the home screen.

Dropdown Menu for Tissue Selection: Upon selecting 'DEGs,' a dropdown menu appears with three options: 'Root,' 'Shoot,' and 'Stolon'.

Tissue Selection: Users can then choose the specific tissue of interest (Root, Shoot, or Stolon) from the dropdown menu.

Retrieve Tissue-Specific DEG Data: After selecting the tissue, the system retrieves and displays data related to differentially expressed genes specifically in the chosen tissue.
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users can easily access information on differentially expressed genes (DEGs) specific to the tissue of interest.
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Click on 'Alternative Splicing' Icon: Users will enter the 'Alternative Splicing' section by clicking on the designated icon on the home screen.

Dropdown Menu for Tissue Selection: Upon selecting 'Alternative Splicing,' a dropdown menu appears with three options: 'Root,' 'Shoot,' and 'Stolon'.

Tissue Selection: Users can then choose the specific tissue of interest (Root, Shoot, or Stolon) from the dropdown menu.

Retrieve Tissue-Specific Alternative Splicing Data: After selecting the tissue, the system retrieves and displays data related to alternative splicing of transcripts specifically 

in the chosen tissue.
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Dropdown Menu for Alternative Splicing Type: Another dropdown menu appears, allowing users to choose the type of alternative splicing they are interested in. This could include 

options like exon skipping, intron retention, alternative 5' or 3' splice sites, etc.

Retrieve Tissue-Specific and Splicing Type-Specific Data: After selecting both the tissue and alternative splicing type, the system retrieves and displays data related to alternative 

splicing of transcripts specifically in the chosen tissue and of the selected splicing type.

19



Users can follow a consistent and straightforward process to obtain alternative splicing data based on their tissue and alternative splicing type preferences. 
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Click on 'IRES' Icon: Users enter the 'IRES' section by clicking on the designated icon.

Dropdown Menu for IRES Selection: Upon selecting 'IRES,' a dropdown menu appears with two options: 'IRES on CircRNA' and 'IRES on lncRNA.'

IRES Selection: Users can choose the specific IRES type they are interested in: either IRES associated with Circular RNAs or IRES associated with long non-coding RNAs.

Retrieve IRES-Specific Data: After selecting the IRES type, the system retrieves and displays data related to Internal Ribosome Entry Sites specifically for the chosen RNA type.
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Dropdown Menu for Tissue Selection: Another dropdown menu appears, allowing users to choose the specific tissue of interest (Root, Shoot, or Stolon).

Retrieve IRES-Specific and Tissue-Specific Data: After selecting both the IRES type and tissue, the system retrieves and displays data related to Internal Ribosome Entry Sites 

specifically for the chosen RNA type and tissue.
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Users can easily navigate through the steps to access specific information on Internal Ribosome Entry Sites (IRES) associated with long non-coding RNAs (lncRNA) in potatoes. 
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Click on 'Contact Us' Icon: Users can access the contact information section by clicking on the designated 'Contact Us' icon.

Retrieve Developers’ Contact Information: Upon clicking, users are provided with contact details such as email addresses, phone numbers, or a contact form to reach out to 

the developers.
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END

25


