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Name Mitochondrial DNA 
DPSIR class                    Impact 
ECASA sub-group Genetic 
ECASA code mtDNA 
Proposed by participant 4 - National institute of Biology, Slovenia 
Definition, computation,  Calculation. 

1.number and frequency of haplotypes in broodstock samples 
2.number and frequency of haplotypes in native population samples 
3.calculation of genetic distances 
4.quantifying the degree of divergence between broodstock and native 
populations 
5.hybrid identification 
6.species identification 

Data required Sequencies of mitochondrial protein coding genes and/or 
nontranscribed control region from broodstock and native populations 
samples 

Summary, scientific 
meaning, implementation 

The sequence evolution of mtDNA has been relatively well studied in 
fishes. mtDNA structure, gene organization and secondary structure are 
largely conserved in fishes. Moreover, mtDNA is inherited as single unit 
and thus has been characterized as sampling a single gene which has 
some disadvantage (Avise, 1994). Base substitution events occur 
relatively rapidly and sequence divergence accumulates more rapidly in 
mitochondrial than in nuclear DNA allowing the identification of 
informative phylogenetic characters among closely related species and 
populations. The cytochrome b gene is one of the best studied 
mitochondrial genes in fishes. 

Range of validity  
Species concerned 
(fishes/molluscs) 

All, with emphasis on fishes 

Related type of aquaculture  -Open sea aquaculture 
-Cage aquaculture 
-Longlines 
-Intertidal, extensive aquaculture 

Relevant environments for 
this indicator 

Open sea 
Sheltered areas (bays, fjord, estuaries) 

Geographic scale  
Direct relevance to 
objectives  

 

Clarity in design.  
Realistic collection or 
development costs  

 

High quality and reliability   
Appropriate spatial and 
temporal scale  

 

Obvious significance   
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advantages  
disadvantages  
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