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Background:

Protists were supposed to be ubiguitous, found everywhere are able to survive.

Their presence should be ensured by their small size and large number of
individuals who, in addition, produce cysts or spores capable of distribution over u
long distances.

, . : Typical sampling localifies — a pond during the autumn
Maybe, some protists could be cosmopolitan but show some geographical (left), a spiling downstream river (right)

Methods:

- Isolation of algal colony from natural samples by
;micropippete method" to the unialgal clonal culture

- In vitro culfivation -> yielding enough of algae biomass

Aims: - DNA isolation
- fo reveal the existence of population
sfructure in an autotrophic pProfist -
freshwater algal species Synura petersenii
(Chrysophyceae, Stramenopiles)

Why to use organellar genetic markers:
- to evaluate the suitability of various

organellar markers for estimation of
haplotype distribution

- widely used for biogeography of vascular plants and
animals -> potential for profists

- supposed to be non-recombining
- o compare the plastidial and

-> eqasy to frack a haplotype over the generations
mitochondrial genetic diversity

Sampling map:

Haplotype nets based on mitochondrial molecular data : Neighbor-joining net:
- another way how to compare genetic
e diversity
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Conclusions: A
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- a considerable intraspecific haplotype diversity in both organellar genomes was detected

- the haplotype networks based on mitochondrial and plastidial loci were highly incongruent suggesting distinct evolution history of
oganelles

- adlthough the individual markers within one organelle exhibit great variability, they are incongruent with each other — possible influence
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