Supplementary Table S3:

Fraction of DNA in fungal genomes corresponding to transposable elements

Organism DNA with similagity
to transposons

U. maydis 1.1%

M. grisea 73%!

C. neoformans 50%?

S. pombe 1.1%°

S. cerevisiae 31%"°

N. crassa 4.6 %°

* active and inactive transposons, pseudogenes and terminal repeats
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