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Fig. S1. Overview of cryptophyte plastid genomes. Linearized maps of the four novel complete plastid genomes are compared with the
other cryptophytes. The color coded syntenic blocks are shown above each genome, and the gene maps are shown below each genome.
The syntenic blocks above the horizontal line are on the same strand, and those below the line are on the opposite strand. The horizontal
bars inside the syntenic blocks show sequence conservation. The block boundaries correspond to the sites where inversion events occurred.
In the gene maps, the genes above the horizontal line are transcribed from left to right, and those below the horizontal line are transcribed
from right to left. The rRNA operons are shown in red.



