
10000 20000 30000 40000 50000 60000 70000 80000 90000 100000 110000 120000

10000 20000 30000 40000 50000 60000 70000 80000 90000 100000 110000 120000

10000 20000 30000 40000 50000 60000 70000 80000 90000 100000 110000 120000 130000

10000 20000 30000 40000 50000 60000 70000 80000 90000 100000 110000 120000 130000 140000

10000 20000 30000 40000 50000 60000 70000 80000 90000 100000 110000 120000 130000

10000 20000 30000 40000 50000 60000 70000 80000 90000 100000 110000 120000 130000

10000 20000 30000 40000 50000 60000 70000 80000 90000 100000 110000 120000

10000 20000 30000 40000 50000 60000 70000

7 Teleaulax amphioxeia  HACCP_CR01  NC_027589

6 Rhodomonas salina  CCMP1319  NC_009573

5 Storeatula species  CCMP1868

3 Chroomonas placoidea  CCAP978/8

2 Cryptomonas curvata  FBCC300012D

1 Cryptomonas paramecium   GQ358203

8 Guillardia theta   NC_000926

 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.
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