
 

SCIPDb@2023 
 

Stress Combination and their Interactions in Plants (SCIP) Database 

                Website link- http://www.nipgr.ac.in/scipdb.php 

How to use the search section 

• Click on the ‘Search’ tab provided on the ‘SCIPDb’ home page to mine the datasets 

hosted in the database. 
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• It redirects the user to a page as shown in below screenshot.  

 

• This section provides extensive search options for users to mine the phenomics and 

transcriptomics datasets hosted in SCIP database.  
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• The background algorithm is based on fuzzy search, and any matches in the database 

with the keyword searched will be presented. The results can be further filtered out 

using the search bar provided above the interactive bootstrap table.  

 

• Under each dataset, user can search the data in a category provided in the dropdown 

menu. For example, in the phenomics section, data can be retrieved pertaining to five 

categories: by name of plant, stress combination, parameters, pathogen or by user 

defined keywords. 

 

• On clicking the “See an example” link, users are redirected to a page as shown in 

below screenshot which exemplifies, how to design search for each of these 

categories.  
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Let’s first discuss each of these five categories under phenomics dataset with an 

example.  

• Under select category select plant, and then in the enter data box enter name of the plant 

of your choice, for example here we are searching rice. Finally, click submit.  
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• User will see a page as shown in above screenshot, that will show all the entries for rice, 

in a tabular form. The results are depicted in the form of interactive bootstrap table which 

has nine columns, namely serial number, stress combination, type of combined stress 

(sequential or simultaneous), parameter studied, plant name, cultivar (if any) pathogen (if 

relevant), link to its reference article and its corresponding phenome data page hosted in 

the SCIPDb. 
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• Bottom of the page will show total number of entries available for rice 

 

 

 

 

 
 

 

 

 

• On the selection of second select category, i.e., stress combination, in the enter data box 

user need to enter name of the desired stress combination, for example, enter for Drought 

& bacteria and click submit.  
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• User will see a page like this showing all the entries for drought & bacteria, in a 

interactive bootstrap tabular format.  

 

• Here, again each entry will have results pertaining to name of stress combination, type of 

combined stress (sequential or simultaneous), parameter studied, plant name, cultivar (if 

any) pathogen (if relevant), link to its reference article and its corresponding phenome 

data page.  
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• On the selection of third select category, i.e., parameter, in the enter data box user will 

have to enter name of the parameter, for e.g., here we are searching for biomass. Finally, 

“click submit”.  
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• User will see a page like this showing all the entries for biomass, in the same tabular form 

as explained above. Here, again each entry will have link to its reference article and its 

phenome data page hosted in the SCIPDb.  

 

• Under the fourth select category, user can mine the datasets based on pathogen.  In the 

enter data box they will have to enter the name of the pathogen, for e.g., on searching for 

Pseudomonas syringae and clicking submit, results are displayed.  
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• User will see a page like in above screenshot showing all the entries for Pseudomonas 

syringae, in a tabular form. Also again, each entry will have link to its reference article 

and its phenome data page hosted in the SCIPDb.  

 

• Under the fifth select category “By keyword”, user can enter any keyword, in the enter 

data box. Here suppose we are searching by year 2011 and on clicking submit button 

results are displayed as shown in below screenshot.  
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• User’s will see a page like this showing all the entries for 2011 in a tabular form. Here 

again, each entry will have link to its reference article and its phenome data page hosted 

in the SCIPDb.  
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• Now let’s see each category under transcriptomics dataset with an example.  

 

• In the transcriptomics section, data can be retrieved using the categories or using the 

FASTA sequence. Here, search can be done under seven categories: by gene ID, gene 

name, stress combination, pathway, plant, pathogen or by any keyword. 

• On clicking the “See an Example” link, users are redirected to a page as shown in below 

screenshot which exemplifies, how to design search for each of these categories.  

 

 
 

 

• Let’s see an example in each category. 
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• Under the first category, “Gene Id”, users need to enter “Gene ID” in the Enter data 

section. For e.g., here we are searching for AT5G16440.  

 

 

• On clicking submit, user will see a page as shown in above screenshot showing the entry 

for AT5G16440, in an interactive bootstrap tabular format.  

 

• The results displayed above has eight columns namely the serial number, Gene ID, Gene 

name, Stress combination, Plant, Pathogen (if applicable), Log FC (Log Fold change) and 

link to pathways & metadata (KEGG pathway or KEGG genes link). 

 

• Here, each entry will have link to its pathway and metadata hosted on the SCIPDb.  
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• Under the second category, i.e., Gene Name, in the enter data box user will have to enter 

gene name of their choice, For e.g., on searching for auxin responsive protein and 

clicking submit, results are presented as shown below. 

 

 

 

• User will see a page like this showing the entries for auxin responsive protein, in a tabular 

form. Here, each entry will have a serial number, Gene ID, Gene name, Stress 

combination, Plant, Pathogen (if applicable), Log FC (Log Fold change) and link to 

pathways & metadata (KEGG pathway or KEGG genes link). 
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• Bottom of the page will show total number of entries (here 122). At a time only 10 entries 

are displayed for quicker display and the results are segregated into several pages, which 

can be assessed by clicking the pagination function (as shown in above screenshot by red 

arrow). 

 

 

• The third category pertains to “Stress combination”, in the enter data box the name of 

desired stress combination can be entered. For e.g., on searching for cold and drought, 

and clicking submit, results are depicted as shown below.  
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• User will see a page like above and results are presented in the same way as explained 

above.  Here again, each entry will have a serial number, Gene ID, Gene name, Stress 

combination, Plant, Pathogen (if applicable), Log FC (Log Fold change) and link to 

pathways & metadata (KEGG pathway or KEGG genes link). 

 

 

 

• Under the fourth category, “Pathway”, in the enter data box on entering the name of 

pathway, for e.g., “Metabolic pathways”, and clicking submit results are presented.  

 

•  User will see a page like above and results are presented in the same way as explained 

above.  Here again, each entry will have a serial number, Gene ID, Gene name, Stress 
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combination, Plant, Pathogen (if applicable), Log FC (Log Fold change) and link to 

pathways & metadata (KEGG pathway or KEGG genes link). 

 

 

• Under the fifth category “Plant”, in the enter data box user need to enter name of the plant 

for e.g., on searching for Sorghum bicolor, and clicking submit, results pertaining to 

sorghum are presented as shown below, in the same manner as explained above (see 

below screenshot).  

.  
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• Under the sixth category, i.e., Pathogen, in the enter data box user will have to enter name 

of the pathogen, for e.g., here on searching for Pseudomonas, and clicking submit, results 

showing the entries for Pseudomonas are presented in the same way as detailed above 

(see below screenshot).  

.  
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• Under the last category, “Keyword”, in the enter data box user will have to enter keyword 

of their choice, for e.g., on searching for zinc finger and clicking submit, results matching 

to the “zinc finger” as presented in the same way as detailed above (see below 

screenshot).  
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• User can also search transcriptomic datasets using FASTA sequences.  

• This section of search, provides users with an option to search by sequence of interest 

using the standalone blastx or blastp server hosted.  

• The users are expected to enter FASTA sequences starting with a greater than (>) symbol 

followed by the sequence ID.  

• Clicking example sequences through, "See an Example" link provided will aid users to 

format their sequences. 
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• In the form provided above users need to paste the FASTA sequence in single or batch 

mode (maximum 10), and then click submit button. 

 

 

 

• The results are presented as an interactive bootstrap table, which shows the number of 

hits, Query, Subject, Percent identity, Plant, Stress combination, Gene name and Log fold 

change as shown in above screenshot.  


