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Fig.2B
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Fig.b

(A)12

Relative activity (Fold w Fokl)

0.8

(.6

0.4

0.2

(B)'2

—

Relative activity (Fold to Fokl) @

Relative activity (Fold 1o Fokl)

T

(.8

0.6

=]
=

=
2

—— ]
— LA (%] L

=
LA

—_—
-

2 2
o mlokl ONDI OND2
I S S
+ =
i E3
TOUAAARA [FE] RPGEKP TGPOAAARA
linker linker linker linker
6 bp Spacer & bp Spacer length
6 bp TOAAARA a5 RPGEKP  TGPGAAARA
spacer linker linker linker linker 3
6 bp Spacer 5 bp Spacer length

6 bp TOAAARA Gs RPGEKP  TOPGAAARA
spacer linker linker linker linker
6 bp Spacer 7 bp Spacer length

5/14




Fig.6
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Fig.7
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Fig.9
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Fig.1l1B
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Fig.13

1»3
ZF(ZFA36) *
ND1

«‘ bg *:
% 2 42 ,‘!y e
WA
e . , “"“" ’{'ﬂ ‘},
ZF(ZFA36) wf«}iﬂl— ¥
FokI ""‘ ;z"',f

14/14



