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Log-in to the BioCloud storage 

• Download WinSCP at here 

• Log-in to our BioCloud system 

– Server IP address: 203.255.191.225 

– ID: SMC 

– Password: SMC101 

• Connection preferences 

– File protocol: FTP 

– Encryption: TLS/SSL Explicit encryption 

http://ercsb.ewha.ac.kr:8080/ErcsbHome/index.jsp
http://ercsb.ewha.ac.kr:8080/ErcsbHome/index.jsp
https://winscp.net/eng/download.php


Log-in to the BioCloud storage 
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Upload FASTQ files 

Click 

You can use our demo 
files for the purpose of 
testing 
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http://203.255.191.21 

ID: demo@gmail.com 

Password: showme 

Log-in to CGIS 
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Log-in to CGIS 

Click 
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Page of sample list 

Click to open this page 

Click to go to the sample registration 
page 
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Sample Registration 

Uploaded FASTQ files are listed 
here. Select proper FASTQ files for 
each tissue type and paired-end 
read.  

Check tissue types for 
uploaded WES and WTS data 
files respectively 
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Sample Registration (Result) 

Click to go to the sample list page 

http://ercsb.ewha.ac.kr:8080/ErcsbHome/index.jsp
http://ercsb.ewha.ac.kr:8080/ErcsbHome/index.jsp


Sample Registration (Result) 

Click to go to the page for 
monitoring the analysis process 

Just registered sample id is de-activated because the analysis 
pipeline is not completed. Usually it takes 24 hours for 
analyzing paired-end whole exome-seq data. 

** After the pipeline is completed, you should upload a file 
containing clinical information for the sample. This is a 
mandatory step for getting the report of results 
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Analysis Monitoring 

Click to show up a window for 
monitoring the analysis process  
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Upload Clinical Data 

Example files of clinical information 
for each cancer type 

Step 1 

Step 2 

Step 3 
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