Manual for searching reports using BLAST.
This manual aims to help you search for sequences in the database. For search on isolates and an alternative way of searching for sequences please refer to ”Manual for searching reports”. If questions arises that are not answered in this manual or you have other feed back please send it to info@fishpathogens.eu.

1. Go to the relevant home site:

If VHSV data is to be searched follow (http://www.fishpathogens.eu/vhsv/)

If IHNV data is to be searched follow (http://www.fishpathogens.eu/ihnv/)
If you are a registered user and would like to include your reports with restricted access in the search log in by clicking “log in” in upper right corner and fill in your username and password.
2. Choose “search reports using BLAST” under “search” in the top menu or follow the link:

VHSV (http://www.fishpathogens.eu/vhsv/search_blast.php).
IHNV (http://www.fishpathogens.eu/ihnv/search_blast.php).

3. Fill in the search form by following point 4-9.
4. Select “Gene region”. Here you choose which gene region you are interested in retrieving sequences from.

5. After a gene region has been specified the reference sequence for this region will be shown in the window “reference sequence”. For more information on the reference sequence used see appendix 1 in ”Manual for adding a sequence report”.
6. Fill out “Position of first base pair in reference sequence” by writing the number of the first nucleotide (according to the reference sequence selected above) of the region you would like to retrieve sequences from.

7. Fill out “Position of last base pair in reference sequence” by writing the number of the last nucleotide (according to the reference sequence selected above) of the region you would like to retrieve sequences from.

8. Press “Show selected sequence”. This will make your selected sequence pop-up in “Selected sequence”-window below. Check that this was the sequence you expected.
Alternatively to following point 4-8 you can copy paste your own sequence into the “selected sequences”-window. It is still recommended to fill out “gene region” if using this approach, since defining the sequence to belong to a specific gene region will lower the chance of false positives.
9. Choose the “Percentage of match required” (a number from 0 to 100). The default value is the value that for us in most cases gives no false positives and no false negatives. Increasing the value will lower risk of false positives but increase risk of false negatives. Decreasing the value will increase the risk of false positive but lower the risk of false negatives.

10. After filling out the form press “Search the Database” to get your result.
If you would like to alter the BLAST parameters it can be done below the “Search the Database”-button.
11. You will now enter the result page where retrieved sequences can be viewed. It is possible to download these sequences in a FASTA-file by clicking the relevant button below the window showing the sequences. These files can be imported directly into most standard sequence analysis programs.

Note: Be aware that this search function only retrieves sequences spanning the complete region that you have defined. Sequences spanning only parts of the region are left out. Therefore the retrieved sequences should be of similar length unless insertions or deletions are present in some of the sequences.
