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The aim of the present study was to determine genetic diversity among 32 sesame
accessions in Thailand, including 11 local varieties, 11 recommended varieties, 7 elite lines and 3
introduced varieties using amplified fragment length polymorphism (AFLP) markers. Out of 28
AFLP primer pairs evaluated, 10 were identified for germplasm fingerprinting based on number
and quality of polymorphic bands, which yielded 240 AFLP markers, with the average of 24
polymorphic markers per primer combination. The mean polymorphic information content (PIC
score) was 0.27. Twenty-six percent of AFLP markers showed high PIC score between 0.26 and
0.30, indicating moderately high diversity. The Dice similarity coefficient ranged-from 0.33 to

| 0.91 between pairs of accessions, with the average of 0.71. The UPGMA cluster analysis and
principal component analysis (PCA) grouped sesame germplasm into two groups. The first three
principal component analysis (PCA) accounted for 31 % of the total variation of the estimated
genetic similarity. A high cophenetic values (r = 0.87) was found between the AFLP data matrix
and cophenetic matrix, indicating a good fit of this performed cluster analysis. Our results

suggested that genetic diversity pattern of sesame germplasm in this study was moderately

diverse.





