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Little millet (Panicum sumatrense)  is well known for its salt and drought stress 

tolerance and high nutritional value, but very limited knowledge of genetic variation 

and genomic information is available. T his study was to develop highly polymorphic 

EST- SSR markers based on cross- species transferability of derived SSRs from 

switchgrass EST  databases and characterize newly developed EST - SSRs to better 

understand the genetic diversity of collected 37 germplasm accessions of little millet.

A total of 779 primer pairs were designed from the 22,961 EST  sequences of 

switchgrass (Pancium virgatum) , of which 48 EST - SSR markers were developed based 

on the trials of transferability of these primers in little millet. T he EST - SSR 

amplicons showed reproducible single band polymorphism and produced a total of 160 

alleles with an average of 3.3 alleles per locus in 37 accessions of little millet. T he 

average values of expected and observed heterozygosities were 0.266 and 0.123, 

respectively. T he polymorphic information content (PIC)  values were observed in range 

of 0.026 to 0.549 with an average of 0.240. T he genetic relatedness among the little 

millet accessions was evaluated by neighbor- joining dendrogram, which grouped all 

accessions into two distinct groups. T he validation thus demonstrated the utility of the 

switchgrass EST - SSR markers in assessing genomic relationships in little millet. T he 

findings from this study could be useful for designing strategies for the identification 

of diverse germplasm for conservation and future molecular breeding programs for little 

millet.
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Watermelons, Citrullus species(Cucurbitaceae) , are native to Africa and have been 

cultivated since ancient times. T he fruit flesh of wild watermelon is watery, but 

typically hard- textured, pale- colored and bland or bitter. T he familiar sweet dessert 

watermelons, C. lanatus, featuring non- bitter, tender, well colored flesh, have a narrow 

genetic base, suggesting that they are originated from a series of selection events in a 

single ancestral population. In this study, considered as sweet dissert watermelon,  

genetic resources, C. lanatus, comprising of traditional cultivars and local accessions 

were collected from 18 different countries in four continents. 

A total of 60 accessions were characterized morphologically according to RDA 

genebank descriptors combined with Japan and China, list for 11 qualitative 

characteristics, leaf length, leaf width, petiole length, petiole diameter- source, stalk 

end length, stalk diameter, fruit length, fruit diameter, r ind thickness, flesh sugar 

content( °brix) , fruit weight- sink, and 6 sink related characters, leaf margin 

incision- source, fruit shape, fruit skin ground color, fruit skin stain color, fruit skin 

stain pattern and flesh color- sink, were also investigated. Even though the relatedness 

between some morphological traits and fruit weight or fruit sweetness showed no 

significance, the accessions investigated have a great deal of variation for most of the 

morphological traits. Additionally, the accessions which showed good performance in 

flesh color and fruit shape ( IT 271048) and high sugar content of flesh ( IT 274119, 

IT 290118)  above 14brix, were investigated in this experiment. T he accessions, which 

have the information on specific traits including the selected accessions could be 

introduced, distributed and investigated for further use.
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