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As a m ultitude  o f sequence data  are pub lished , d iscovering  polym orph ism s 
b io in fo rm a tica lly  becom es a va lid  op tio n . In silico  S ingle N uc leo tide  Polym orphism  
(SNP) detection  is based on the analysis o f m u ltip le  a lignm ents. Each co lum n  o f an 
a lig nm en t is considered  a slice con ta in ing  one base o f every sequence a ligned . If a 
m ism atch is detected, the slice is fu rthe r analysed and the m ism atch may be reported as 
a cand ida te  SNP. A round  3 0 ,0 0 0  European sea bass (D icentrarchus labrax) Expressed 
Sequence Tags (ESTs) have been sequenced and processed a t the M ax Planck Institute 
fo r  M o le c u la r G enetics. Since 5 5 .1 %  (1 6 ,1 1 7 ) ESTs are redundant, they provide a 
resource fo r  In silico SNP discovery. To prevent the detection o f sequencing errors, a 
redundancy o f 2 is required fo r  a m ism atch to  be considered a cand ida te  SNP (Picoult- 
N ew berg  et a l. , 1999 ). Thus, on ly contigs con ta in ing  m ore than 4 overlapp ing  
sequences are analysed. 9 7 4  (21.3% ) contigs qua lify  fo r  in si lico SNPs d iscovery, 
representing 5 ,5 4 8  (19%) ESTs and 4 7 8 ,2 3 2  base pairs. Various too ls  are used to  
detect cand ida te  SNPs; so fa r, 2 softw are packages have been tried . 2 4 6  cand ida te  
SNPs, o f w hich 5 6  indels, were proposed by SNPServer using de fau lt param eters 
(Savage et a l., 2 0 0 5 ). Less stringent param eters lead to  the discovery o f 1 0 2 7  
cand ida te  SNPs, o f w hich 2 6 7  indels. PolyBayes (M arth et a l. , 1999) selected 772  
cand idates SNPs, o f w hich 231 indels. The Primer3 softw are is used to  design prim ers 
flank ing  each cand ida te  SNP, w hich are va lida ted  in the labo ra to ry  by sequencing. 
Polym orphism s w ill be m apped , used fo r  se lection in aquacu ltu re  and the study o f 
adap ta tio n  in natura l popu la tions .
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