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Year 2004
Identity Control
(Set 2)
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2004 & 2005
Variety Identification
(Set 1+3)
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Year 2005
Identity Control
(Set 4)

3 Loci
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3loci
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DISCUSSION

= SSR markers reveal a high
degree of DNA polymorphism
and a large genetic diversity
within a limited potato gene
pool;

=" As low as 3 selected markers (or
20 alleles) might discriminate
potato varieties within a limited
potato gene pool.

24

Improvement in repetability
of the SSR fingerprints.

% Select markers & alleles for DNA
polymorphism, scoring reliability
and stability within large &
diversified potato variety pool.

% Reduce and stabilise occurences of
« weak alleles » by improving PCR
technology.
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