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Supplementary Figure 1. Alignments of Haemophilus haemolyticus specific potential rt-PCR target
genes. Alignments for (A) purT, (B) hdg and (C) sod include sequences taken from the genomes
analyzed here as well as Sanger sequences (bold with *) of gene amplicons from additional strains. The
locations of primers and probes for the purT rt-PCR assays are shown above the alignment.
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