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Cistanche phelypaea (L.) Cout. (Orobanchaceae) je obligatni višegodišnji parazit korijena drvenastih biljaka porodice Chenopodiaceae. Genetska raznolikosti između španjolskih populacija dvije podvrste C. phelypaea (ssp. lutea i ssp. phelypaea) analizirana je pomoću biljega RAPD. Rezultati analize glavnih koordinata (PCoA) na temelju udaljenosti po Diceu potvrdili su razdvajanje jedinki prema podvrsti kojoj pripadaju. Analiza molekularne varijance (AMOVA) je pokazala da se najviše genetske raznolikosti može pripisati razlikama između podvrsta (67%). Uzimajući u obzir populacije ssp. lutea, postotak raznolikosti uzrokovan razlikama između populacija bio je veći od onog uzrokovanog razlikama između jedinki unutar populacija. S druge strane, populacije ssp. phelypaea zadržale su većinu raznolikosti unutar populacija. U svrhu analize genetske strukture i definiranja broja izvornih populacija (genskih skupova) korištena je Bayesovska metoda razvrstavanja u skupine na temelju višelokusnih podataka RAPD biljega. Kao što je bilo i za očekivati, najvjerojatniji broj skupina je bio K = 2 pri kojem su se sve jedinke iste podvrste svrstale zajedno. Budući da je vjerojatnost pripadnosti za sve jedinke bio 99% za podvrstu kojoj pripadaju, čini se da između dvije podvrste C. phelypaea ne dolazi do protoka gena.
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Population structure of the parasitic plant Cistanche phelypaea (L.) Cout. in Spain
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Cistanche phelypaea (L.) Cout. (Orobanchaceae) is an obligate perennial root parasite infecting woody Chenopodiaceae. The genetic diversity among populations of two C. phelypaea subspecies (ssp. lutea and ssp. phelypaea) growing in Spain was analysed using RAPD markers. The results of principal co-ordinate analysis (PCoA) based on pairwise Dice distances clearly established the separation between individuals according to their subspecies affiliation. The analysis of molecular variance (AMOVA) indicated that most of the genetic diversity was attributable to differences between subspecies (67%). Considering ssp. lutea populations, the percentage of diversity attributable to among-population differences was greater than that corresponding to within-population diversity. On the other hand, ssp. phelypaea populations retained the most of the variation within populations. A Bayesian model-based clustering method was applied on multilocus RAPD data to infer genetic structure and define the number of clusters (putative gene pools) in the dataset. As expected, the most likely number of clusters was K = 2 and all the individuals belonging to each subspecies were grouped together. As membership probabilities for all the individuals were above 99% for the subspecies it belonged, it seems that the gene flow between two subspecies of C. phelypaea is completely absent.
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