
 

 

ReadME 
 

This ReadME documentation provides a guideline on how to perform a secondary structure 

comparison between predicted and assigned secondary structure elements in a protein using 

PreSSM. Follow the step by step instructions that are made easy to comprehend by pictorial 

representation. 

 

PreSSM allows users to select any server from the given three choices to get secondary 

structure prediction for their protein. 
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If you wish to choose PSIPRED 
 

STEP 1  Select PSIPRED  

 

 

 

STEP 2 : Copy and paste your sequence in the text area and submit the sequence. PSIPRED 

4.0 (Predict Secondary Structure) option is selected by default. 

 

 

 

 

STEP 2  Copy and paste your sequence in the text area and submit the sequence. 

PSIPRED 4.0 (Predict Secondary Structure) option is selected by default. 
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STEP 3  Download Horiz format output. 

 

 

 

 

 

 

 

 

 

 

STEP 4  Open the downloaded file and copy the content. 

 

 

 

 

 

 

 

STEP 5  Go back to PreSSM and paste the alignment in the first text area. 
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STEP 6  Now open your coordinate file (.pdb) in any text editor. Copy and paste the 

atomic coordinates in the second text area on PreSSM. Enter a task name of your choice and 

your username before submitting the information. 

 

 

 

 

 

 

 

 

 

 

Upon submission a result webpage will be displayed with scores and alignment. Users can 

also download the results in text format. 
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If you wish to choose CFSSP 

 

STEP 1  Select CFSSP 

 

 

 

 

 

 

 

 

 

 

STEP 2  Copy and paste your sequence in the text area and submit the sequence by 

clicking PREDICT. 
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STEP 3  Copy the alignment displayed on the resulting webpage. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

STEP 4  Go back to PreSSM and paste the alignment in the first text area. 
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STEP 5  Now open your coordinate file (.pdb) in any text editor. Copy and paste the 

atomic coordinates in the second text area on PreSSM. Enter a task name of your choice and 

your username before submitting the information. 

 

 

Upon submission a result webpage will be displayed with scores and alignment. Users can 

also download the results in text format. 
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If you wish to choose NSPA 
 

STEP 1  Select NSPA. 

 

 

 

 

 

 

 

 

 

STEP 2  Choose methods (or single method) for predicting secondary structure. Copy 

paste your sequence in the text field and submit the information.  
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STEP 3  Copy the alignment displayed on the resulting webpage. 

 

 

 

 

 

 

 

 

 

 

STEP 4  Go back to PreSSM and paste the alignment in the first text area. 
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STEP 5  Now open your coordinate file (.pdb) in any text editor. Copy and paste the 

atomic coordinates in the second text area on PreSSM. Enter a task name of your choice and 

your username before submitting the information. 

 

 

 

 

 

 

 

 

 

 

 

 

Upon submission a result webpage will be displayed with scores and alignment. Users can 

also download the results in text format. 


