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Appendix A: Input Data sets

Experiment 1

Our original data used in the first experiment contains binary data relating to 784
ALFP profiles for 53 Sri Lankan rice varieties. Each row represents a variety. First
column gives the name of the variety and the rest of the columns represents the
binary value obtained for individual profile. A sample input line is shown below

for a single varietv. The pairwise distances calculated based on these binary data

is shown infgable 613
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TABLE 1: Jaccard’s pairwise distances for the 53 rice varieties
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