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Transcribed part of the genome
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= Euchromatin is more transcribed than heterochromatin.

/\ However, a notable part of heterochromatin is transcribed.
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= T he most transcribed elements are genes in euchromatin.
/\ Heterochromatin is also transcribed.
/\ TEs are transcribed too.
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= T he most highly expressed elements are genes in euchromatin.

/\ The average expression of genes in heterochromatin is comparable with the expression in euchromatin.

A\ Some TEs are also expressed.

This analysis has been made by S-MART, available at http://urgi.versailles.inra.fr/download /s-mart /.



