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Features
497-1085		pBR322 origin
1256–2116		AMP Marker
3278-3779		hAAV1 left homologous arm
4328-4726		BSD
4768-5267		PGK Promoter
5328-6506		EF1A Promoter
6565-7260		TurboGFP
7310-7786		hGH PA Term
7681-8390		hAAV1 Right Homologous arm

