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For any question regarding the use of Bernomics contact us at ngs.data.vetsuisse@unibe.ch 

 

ACCESS & LOGIN  
Navigate to  https://bernomics.binf.unibe.ch 

Enter your email address and click ‘Login’ 

An email will be sent to you containing an authentication link (it might take a few minutes to 
arrive). Click on that link, or copy it to a browser 

 

Press ‘Continue’ to sign in 

 

You should now be able to see all groups that you are a member of. In the example below there 
is only one group, the Muster group. 
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Next you can: 

- View orders and create a new one by clicking on your group name 
- Manage group members 

 

ADMINISTRATION OF GROUP MEMBERS  
In Bernomics, there are three user roles with di4erent privileges: 

PI (Prinicpal investigators) have full administrative permission to add and modify users in their 
groups. They are also the person carrying administrative responsibility.   

Managers (PI delegates): managers can create orders and add members to the lab, they have 
the same privileges as the PI   

Members: Can upload sample sheets for existing orders and retrieve sequencing data or 
reports 

 

Add managers and members to your group (only for PI’s or manager roles) 
Move your cursor to the group name and click on the ‘Manage’ button that appears 

 

Add group members or managers by typing their email address in the text box. Choose the 
applicable role and click ‘Add’. Members can be removed from the group by clicking on the ‘x’  
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CREATE AN ORDER  
An order is a request for a new sequencing experiment with the NGSP. 

Click on the group you would like to create an order for. An overview of already existing orders 
will appear, and a new order can be created by clicking on the ‘New Order’ button 

 

Please provide a short title and a description, as well as the number of samples (if not known 
type 0).  

The description should include the study aim, study species, type of samples (tissue, blood, 
environment, RNA, DNA) and if known the desired sequencing type and platform (short read, 
long read).  If needed, we will contact you to finalize the details about your order.   

  

Click on ‘Create Order’ to submit the order and get to the order overview.  

Add members to the subscribers list to enable them to get notifications connected to a specific 
order, e.g. status updates or release notifications. You can add subscribers by clicking on the ‘+’ 
button and remove them with the ‘x’ button on the right side of the member email address. 
Subscribers can be defined for each order individually, but only members of the group can be 
added to the subscriber list.  
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Use the ‘Upload a Sample Sheet’ button to upload your sample sheet when you submit your 
samples. 

 

The order status indicates the stage of your order: 

Requested: your order has been received and is awaiting review by NGSP staff 

Waiting on client: action from the user side is required 

In the lab: NGSP lab staff are actively working on your order 

Data & QC: your data is going though QC and processing with the data team 

Completed: sequencing is done and data released 

Paid: the project is completed and the bill has been paid 

Cancelled: your order has been cancelled 
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DATA DOWNLOAD  
Documents such as QC reports or sequencing data can be downloaded by clicking on the 
download button of the respective data share.  

 

For sequencing data command line download is highly recommended, just paste the ‘wget’ 
command in a terminal 

 

 

 

 


