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Figure S3. Syntenic map of 13 sequenced group | alphabaculovirus genomes. Genomes are shown in a linear fashion, and their gene order is
presented according to their GenBank files (except for AnpeNPV and HycuNPV, whose genomes were inverted). The genomic segments colored

in red indicate regions of overlapping transcription (ROTs) conserved among 13 group | alphabaculoviruses. The yellow stripes connecting the
genomes highlight the relative position of each ROT in different genomes (see ROT numbering in the bottom of the figure). Inversions in genomic
segments are indicated by twisted stripes, and black triangular stripes point towards genomic regions in which were detected the absence of a
specific ORF, as observed in AnpeNPV, OpMNPV, HycuNPV and MaviMNPV. Asterisks (*) indicate the position of the 31 shared genes in the
genomes. For further detailed information, see Table S3.



