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L complete sequence, 52077 g?einq{}]ldm%10—bars;eed3’t%\ﬁerhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 2/26
L complete sequence, 77 bp ing TS overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 2/26
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L complete sequence, 52077 g? inq{}]ldm%lo—based?u’ overhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 3/26
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L complete sequence, 52077
L complete sequence, 77
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L complete sequence, 52077
L complete sequence, 77
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L complete sequence, 52077 g?ein%]ldm%10—bars;eed3’t%\ﬁerhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 7/26
L complete sequence, 77 bp ing TS overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 7/26
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L complete sequence, 52077 ggein%]ldm%10—bars;eed3’t%\ﬁerhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 8/26
L complete sequence, 77 bp ing TR overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 8/26
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L complete sequence, 52077 ggein%]ldm%10—bars;eed3’t%\ﬁerhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 9/26
L complete sequence, 77 bp ing TS overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 9/26
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complete sequence 52077 b
complete sequence,

Direct Sequence

Complementary Sequence
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7 bp HeTUdMG 10-DRes 3 Ovarhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 10/26
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complete sequence 52077 b%incl ing %O— ase
eneMark.
complete sequence, 7 bp’mcluding
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complete sequence 52077 b%g}g:l ir}g %O-rtr)]asreeéic i\()ehrhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 13/26
complete sequence, 7 bp feTu ng’ OUDLRE overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 13/26
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é’ verhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 15/26

complete sequence, 52077 b%g}g:l ir}g %O'rtr)]asree Qe
complete sequence, 7 bp et ng’ GRS overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 15/26
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complete sequence 52077 b%g}g:l ir}g %O-rtg]asreeéic i\()ehrhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 16/26
complete sequence, 7 bp feTu ng’ OUDLRE overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 16/26
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complete sequence 52077 b
complete sequence,
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complete sequence 52077 b%g}g:l ir}g %O-rtg]asreeéic i\()ehrhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 18/26
complete sequence, 7 bp feTu ng’ OUDLRE overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 18/26
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complete sequence 52077 b%incl ir}g %O— ase él verhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 23/26
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complete sequence 7 b OVathang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 23/26
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complete sequence 52077 bp.inclyding 10-base 3’ gverhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 24/26
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complete sequence 52077 b%incl ir}g %O— ase élc verhang (CGGCTGGGGA), Cluster CZ, Order 4, Window 96, Step 12, 25/26
P ng’ overhang (CGGCTGGGGA), Cluster CZ, Order 2, Window 96, Step 12, 25/26
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