Fig. S2.  Phyml tree of: capsid protein (A) and putative internal core protein (B). Sequence from Klebsiella phage KP34 indicated in bold font. Sequences from phages are placed in the gray rectangle. Numbers at nodes, in the shown order, correspond to: the minimum of support values calculated in Phyml by χ2 and Shimodaira-Hasegawa-like procedure (χ 2-SH), support values resulted from bootstrap analysis in Phyml (PH) and posterior probabilities estimated in Phylobayes (PB). Values of the posterior probabilities and bootstrap percentages lower or equal to 0.50 and 50%, respectively, were omitted or indicated by a dash “-“. GenBank identifiers (gi) of sequences are shown in parenthesis.
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