Additional file 7. Gene architecture of the PWWP domain containing
proteins from the 12 genomes studied
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In the following figures, each protein is represented by a rectangle proportional to the length. Positions of
domains are illustrated using the symbols described above. The sizes of these symbols are not proportional
to their actual size. When some regions are abbreviated for too long proteins, such regions are indicated with
the following start and end position: Start \\\ End




solo-PWWP domain proteins.
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The PWWP domain in species- or lineage-specific combinations

The Chlamydomonas/Volvox SNF2 and ASH1 proteins
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-The human-MSH6 protein
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The PWWP-domain conserved in the evolution of plant and animal lineages
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-The WHSC family
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