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Abstract: In order to take full advantage of the high parallelism and huge storage(capacity of DNA molecules in biological
computing, this paper introduced DNA computing into hierarchical clustexing to doyglobal research on data set. For realizing
the nearest neighbor hierarchical clustering, an algorithm combifmfig sticker{niodel with 2-armed DNA molecules was put
forward. Based on the idea of MST ( Minimum Spanning Tree) (the first thing to do was generating complex DNA strands of all
combinations of edges and then screening those containingNi,® 1 edges. Based on the edges, it is needed to set the
corresponding vertex stickers and keep those strandgdepyering all the vertices. After that, weight strands constructed by
2-armed molecules would be appended at the endNef the confplexX strands and the shortest ones could be detected by gel
electrophoresis. Finally, by fluorescence analygis thé clust¢fing result can be got. In computer simulation, this algorithm may

take different lengths of edges into account instéad ofvdgyihg the polynomial time complexity and the number of steps to read

final results is set as a constant.
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