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CGGGAGGAA
DZ13 GGCTAGCTACAACGA ¥ ¥
GAGGCGTTG T;

GCGACGTGA

ScrDZ1 | GGCTAGCTACAACGA N Y
GTGGAGGAG T;
CGGGAGGAA
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GAGGCGTTG T;

GCGACGTGA
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The sequence of each oligonucleotide has been split across lines and are in order of 5' targeting
domain, catalytic domain (italicized), 3' targeting domain. CG dinucleotides are underlined. T;
represents a 3’ - 3’ -linked inverted thymidine.
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