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ABSTRACT. The aim of this study was to investigate the genetic 
divergence between accessions of Jatropha curcas through joint 
analysis of morphoagronomic and molecular characters. To this end, we 
investigated 11 morphoagronomic characters and performed molecular 
genotyping, using 23 inter-simple sequence repeat (ISSR) primers 
in 46 accessions of J. curcas. We calculated the contribution of each 
character on divergence using analysis of variance. The grouping among 
accessions was performed using the Ward-MLM (modified location 
model) method, using morphoagronomic and molecular data, whereas 
the cophenetic correlation was obtained based on Gower’s algorithm. 
There were significant differences in all growth-related characteristics: 
number of primary and secondary branches per plant, plant height, and 
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stem diameter. For characters related to grain production, differences 
were found for number of fruit clusters per plant and number of 
inflorescence clusters per plant and average number of seeds per fruit. 
The greatest phenotypic variation was found in plant height (59.67-
222.33 cm), whereas the smallest variation was found in average number 
of seeds per fruit (0-2.90), followed by the number of fruit clusters 
per plant (0-8.67). In total, 94 polymorphic ISSR fragments were 
obtained. The genotypic grouping identified six groups, indicating that 
there is genetic divergence among the accessions. The most promising 
crossings for future hybridization were identified among accessions 
UFRB60 and UFVJC45, and UFRB61 and UFVJC18. In conclusion, 
the joint analysis of morphoagronomic characters and ISSR markers is 
an efficient method to assess the genetic divergence in J. curcas.
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