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scaffolds together with 422 extra scaffolds which were not included in super-scaffolds into 30 pseudo- chromosomes for the goat.

  

	349 super-scaffolds, using optical Data
	mapping	
	-INRA, France :		
	• RRL of 6 goats (454) and whole genome sequencing (HiSeq) of 13
	Super scaffold Alpine, Saanen and Creole	Size (bp)	Number
	N10 N20 -Malaysian Agricultural Research and Development Institute, 37,201,881 31,8,804 N20 26,309,660 Malaysia & DNA Landmarks :
	N40 • Whole genome sequencing of 64 Boer, Savanna and Kacang meat and 22,009,453 N50 18,182,911 indigenous goats
	N60	14,726,152	
	N70 -University of Utrecht, Netherlands 10,332,770	
	N80 N90 • RRL of 17 Saanen dairy goats. 120 millions of 32 bp paired-ends 6,331,148 2,857,184 sequences
	Total Number		
	Total Size 2,525,731,503 -Italy, Spain, USA : ESTs + genes	
	Cattle and sheep workshop,		
	PAG meeting, 2012, January, the 15th		

Based on the high colinearity between bovine and goats (Cribiu, E. P. et al. Cytogenet Cell Genet 2001), we used bovine genome to assemble the 315 super-
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