Schematic genome organisation of HCMV BAC clone AB8
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S1 Fig. Schematic genome organization of HCMV BAC clone AB8. (A) Schematic representation
of the genome organisation of HCMV BAC clone ABS. IRS — internal repeat short, BAC — bacterial
artificial chromosome, TRS — terminal repeat short, RL — repeat long, US - unique short, UL -
unique long. (B) Alignments of selected regions of AB8 and the HCMV strains Towne
(6Q121041.1), Toledo (KY002201.1), AD169 (FJ527563.1), TB40/E (KF297339), and Merlin
(OK000909). Each plot consist of three panels. Top: 40 nucleotide rolling average Shannon’s
normalized entropy. Middle: Schematic alignment overview displaying differences to ABS.
Bottom: Conserved open reading frames (ORFs) defined as ORFs that have a conserved start and
stop codon in every sequence of the alignment and no additional stop codons within the
respective frames. The coloration or the ORF annotation corresponds to the mean identity over
the respective alignment regions.
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