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into GBDP also allowed for phylogenetic recon- 02

struction from plastid [2] and fungal genomes
[3]. A recent addition is branch support via Resolution as indicated by pseudo-bootstrap support was accordingly higher than in single-gene

pseudo-bootstrapping [4]. GBDP is phyloge- phylogenies. Among the data input, HSP filtering approaches and distance formulas available in
netically reliable [5] and was successfully ap- GDBP, the combination of protein sequences, “Trimming”, relaxed e-value filtering and formula d;
plied to species delineation in prokaryotes [6]. (logarithmised d,) worked best for this data set.

GBDP principle

@ BLAST run between two (draft) genomes A and B resulting in the usual set of matches called GBDP makes efficient use of the information

“high-scoring segment pairs” (HSPs). An example for such homologous regions is: available in whole virus genomes. Like In-
ference from concatenated multiple sequence

alignments, GBDP delivers branch support, but
with a lower computational cost. As some
settings also allow for incompletely sequenced
genomes, GBDP is a universal tool for virus
phylogeny and classification.
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