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Caution 

This online service is developed on Python, Django, Celery and Redis. 

Three message queues with different priorities are used to handle three 

different time-consuming tasks. 

For security reasons, no part of the site's functionality will be open 

sourced. If you encounter any problems or are interested in the 

development of this online service, please contact me1. 

  

 
1qizhang18@mails.jlu.edu.cn 



1. Introduction 

The web server consists of three functions: 

1) Classification function, calculating whether the two ncRNAs are in the 

same family. When the sequences in the FASTA format of the two 

RNAs are input by a user, the server obtains similarities between two 

ncRNAs and evaluate whether they are in the same family. 

2) Clustering function, clustering of multiple sequences based on a 

classification matrix and affinity propagation algorithm. The clustering 

function implements the derivation of bulk ncRNA family attribution 

and makes the classification matrix available for download, allowing 

users to further build phylogenetic trees based on the classification 

matrix, etc. 

3) Batch feature extraction function. For the batch sequence input by users, 

features can be extracted automatically. For those who just want to use 

multi-view features, we provide unmatched feature extraction, where 

the extracted features can be applied to the study of multi-

categorization of ncRNA and the study of interactions with ncRNA and 

protein. 

The web server is available at http://bmbl.sdstate.edu/gcfm/. The web 

server has been tested on several different browsers, including Microsoft 

Internet Explorer, Mozilla Firefox, Google Chrome and MacOS safari and 

also on Android OS. 

This supplementary file provides a brief instruction to display the usage 

of the web server of GCFM. 

http://bmbl.sdstate.edu/gcfm/
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2. Classification function 

Predict if the two sequences belong to the same ncRNA family. First, click 

on the “Classification” button to go to the classification function page. 

Next, enter the sequence in the two text boxes in step two. Click on the 

“Run” button. The results will be displayed in the “Result” area. 
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3. Clustering function 

First, click on the “Clustering” button to go to the clustering function page. 

Next enter multiple sequences in the text box in step two or click the 

“Browse” button to upload a file containing the sequences in fasta format. 

Then click on the “Run” button to create the task and get the Job ID, which 

is displayed in the “Job ID” area. Click “Copy” to copy the Job ID, check 

the status and get the results in the Download page. 
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4. Batch feature extraction function 

First, click on the “Extraction” button to go to the extraction function page. 

Next enter multiple sequences in the text box in step two or click the 

“Browse” button to upload a file containing the sequences in fasta format. 

Then click on the “Run” button to create the task and get the Job ID, which 

is displayed in the “Job ID” area. Click “Copy” to copy the Job ID, check 

the status and get the results in the Download page. 
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5. Download 

The download page provides four main functions. 

1) Query the status of the job created by the clustering and feature 

extraction functions. 

Operation: 

Firstly, click on the “Download” button to go to the Download function 

page. Next, enter the Job ID number in the Job ID box in Step two. Then 

click on the “Query” button to view the status in the “Job Status” area. If 

the task status is successful, you can download the relevant data by clicking 

on the blue link. 

2) Clustering and feature extraction results can be downloaded when the 

task is completed. 

3) View clustering results online. 

Note: 

When the query is for a clustering job, the corresponding content is 

displayed in the “Classification Matrix” and “Clustering Results” areas. 

4) Download source code and related data. 

Note: 

The download link can be found at the bottom of the Download page. 
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