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Aim and status 
• To provide a platform for storing and (if wanted) sharing 

of information on different fish pathogens isolates. 
 

 This includes: Isolate characteristics 
    Geographical information 
    Information on sequences available 
 
• VHSV and IHNV database is public available. 
• Betanodavirus database is close to finalization 
• KHV and SVCV database is under development 
• ISAV database layout is being discussed 
• SAV? 

 



Data 
• VHSV 

– 546 public available isolate reports 
– 326 public available sequence reports 

 
 
 
 
 

• IHNV 
– 92 public available isolate reports 
– 74 public available sequence reports 

 



Betanodavirus database in final stage of 
development 

56 isolate reports, 102 sequence reports 

Fishpathogen.eu/noda: a free and handy online platform for Betanodavirus targeted 
research and data sharing 
 V Panzarin, SP Jonstrup, L Bigarré, SS Mikkelsen, M Baud, T Gray, PM Agapow, NJ 
Olesen (in prep.) 



Publications 

In preparation 2012 
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Continuation of database 
• The European Union Reference Laboratory (EURL) takes 

care of the database 
 

• If another laboratory is designated as EURL the database 
will be transferred to the new EURL 
 

• This provides a long-lived time frame for the database 



Database design 
• Developed using Open Source software - low cost 

platform 
• Use of controlled vocabulary (restricted list of values) 

improves the quality of searches in the database 
• Division of data into isolate and sequence reports allows 

different users to add isolate and sequence reports and 
makes it easy for several sequences to be added to a 
single isolate 

• Data are reviewed by a pathogen expert before it is made 
public available 

• The database can easily be created multiple times for 
different pathogens 
 
 

 
 
 
 



http://www.fishpathogens.eu/ 



Register as user 

App. 130 registered users 



My page 



Searching 
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http://www.fishpathogens.eu/vhsv/search.php�


Browsing 



Map based search 



Retrieving data 

Several search possibilities 
 
Simple graphic tools to look at 
data  
 
Download information to excel or 
your own phylogenetics program 
 
Manuals available to help new 
users 





Sequence alignment and tree building 
Cooperation with Mr. Paul-Michael Apagow from Bioinformatics, UK on including their 

genotyping tool into the database 



Manuals 



SAV in the database? 

As SAV has a single stranded positive sense RNA 
genome it will be easy to include SAV in the database 

• 4 non structural proteins 
– nsP1 
– nsP2 
– nsP3 
– nsP4 

 

• 6 genotypes: SAV1 – SAV6 

ORF2 
• 5 non structural proteins 

– Capsid glycoprotein 
– E3 
– E2 
– 6K 
– gpE1 

ORF1 



Thank you for your attention 

http://www.crl-fish.eu/�
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