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5 Abstract 

SSR (simple sequence repeats) marker analysis on Abies nordmanniana indicates a correlation 

between geographic distance and pairwise differences in five tested populations in Georgia. The 

samples were collected from Achara, Abastumani, Bakuriani, Racha and Samegrelo. The isolation-

by-distance model was confirmed by mantel test. Pairwise differences were very low in most pairs, 

indicating high gene flow and weak population substructuring. There was no strong genetic 

correlation between samples located on same mountain range (Lesser and Greater Caucasus), 

possibly indicating presence of land bridges, such as Likhi range, and/or strong capability of 

dispersing pollen on long distances. Admixture model with Structure analysis shows two possible 

population numbers (K = 2 and K = 7). Data indicates that Achara samples are most distinct from 

other populations. 
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