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Table 1.3
Recognition sequences of restriction
endonucleases
Enzyme Recognition sequence”
Sau3A *GATC/CTAG*
BamHl G*GATCC/CCTAG*G
EcoRl G*AATTC/CTTAA*G
Pstl CTGCA*G/G*ACGTC
Hindlll A*AGCTT/TTCGA*A
Smal CCC*CGG/GGG*CCC
Notl GC*GGCCGC/CGCCGG*CG

T Asterisks indicate where the endonucleases cut.
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