	[bookmark: _GoBack]S5 Table. Evaluation of the G. sempervirens assemblies using the CEGMA pipeline.

	 
	Shotgun contigs
	Synthetic read scaffolds

	Complete (no, %)
	201 (81.05%)
	203 (81.85%)

	Partial  (no, %)
	239 (96.37%)
	241 (97.18%)

	Genome assembly quality was assessed using the CEGMA pipeline pipeline (Parra et al. 2007), which identifies 248 highly conserved eukaryotic genes in an assembly. Target genes identified with > 70% coverage are indicated as complete, while those identified with less than 70% coverage are indicated as partial. The number of genes identified from each genome assembly is shown, with the percentage of the total 248 in parentheses. 
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