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alignments of HSVd sequences were obtained using ClustalW(Thompsonet
nment was corrected manually to maximize sequence homology Phylogenetic
erformed using the following programs of the PHYLIP 3.5c package (Felsenstein,
IST was used to calculate genetic distances, NEIGHBOUR (UPGMA or neighbour-j
s) to cluster the variants from the distance data, DRAWTREE to draw the resulti
netic tree and SEQBOOT (100 repetitions) and CONSENSE to perform bootstr.
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Text quoted from Amari et al. (2001), PMID: 1257203




