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56-296     	U6 Promoter
305-324  	Scr
325-410		gRNA new scaffold 
462-1045	CMV promoter
1148-6475	Cas9-NLS-KRAB-MeCP2
7358-7946	pBR322 origin
8110-8970	Amp
9324-9923	Puromycin Resistance Gene
9944-10301	SV40 promoter


