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Additional file 1. Transcriptome coverage estimates. 
	
	Predicted
	Actual

	Number of technologies
	2
	

	Technology 1
	454 GSFLX
	

	Library type
	non-normalized
	

	Number of Megabases
	100
	        71.5

	Technology 2
	Solexa
	

	Library type
	non-normalized
	

	Number of Megabases
	4000
	       5068

	
	
	

	
	Output
	

	Total Sequence Amount (MB)
	4100
	       5139.5

	Total Assembled Sequence (MB)
	31.4
	       33.8

	Unigene count
	111192
	       51,492

	Mean unigene length (bp)
	282
	       1150

	Mean unigene length (longest unigene per gene, bp)
	1329
	

	Singleton yield (%)
	7
	

	Percent transcriptome (%)
	100
	

	Percent of genes tagged (%)
	100
	

	Percent of genes with 90% coverage (%)
	100
	

	Percent of genes with 90% coverage by largest unigene (%)
	77.6
	

	Percent of genes with 100% coverage (%)
	98.7
	


