Figure S14
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	genome % GC
	start codon upstream region % GC
	difference  %GC
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	genome % GC
	start codon upstream region % GC
	difference  %GC
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	genome % GC
	start codon upstream region % GC
	difference  %GC
	genome size [ Mb]
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	genome % GC
	start codon upstream region % GC
	difference  %GC
	genome size [ Mb]

	70,7
	66,4
	4,3
	9,1
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	genome % GC
	start codon upstream region % GC
	difference  %GC
	genome size [ Mb]

	69
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