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Name (denoted as) Oligonucleotide Sequence SEQID NO
Sensc strand of 5-GTCCAAAGTCAGGTCACAGIGACCTGATCAAAGT-3’ 1
consensus ERE (v)

{ds) ERE half site 1 5'_HS(CH,)s-GTCCAAAGTCAGGTCACAG-3" 2
1) 3-CAGGTTTCAGTCCAGT-5’ 3
(ds) ERE half site 2 5" _HS(CHy)s-ACTTTGATCAGGTCACTG-3’ 4
v2) 3’-TGAAACTAGTCCAGT-5’ 5
Sense strand of '5°-GTCCAAAGTCAATCGCCAGCACGATGATCAAAGT-3? 6
scrambled DNA (s)

(ds) Scrambled half 5"-HS(CHa)5-GTCCAAAGTCAATCGCCAG-3’ 7
site 1 (s1) 3’-CAGGTTTCAGTTAGCC-5" 8
(ds) Scrambled half 57 HS(CHa)e-ACTTTGATCATCGTGCTG-3’ 9
site 2 (s2) 3 -TGAAACTAGTAGCAC-5® 10
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Name (denoted as) Oligenucleotide Sequence SEQ ID NOC
Sense strand of 5'-GTCCAAAGTCAGGTCACAGIGACCTGATCAAAGT-3’ 1
consensus ERE (v)

(ds) 45bp EREhalf | 5-HS(CH,);- AAAAAGTCCAAAGTCAGGTCACAG-3’ 11
site 1 (V1 _asom) 3-TTTTTCAGGTTTCAGTCCAGT-5 12
(ds)45bp ERE half | 3°-HS(CH)- TTTTTTACTTTGATCAGGTCACTG-3’ 13
site 2 (v2_y51p) 3-AAAAAATGAAACTAGTCCAGT-S’ 14
(ds) 25bp EREhalf | 5'-HS(CH,);- AAGTCAGGTCACAG-3’ 15
site 1 (v]_5,) 3'-TTCAGTCCAGT-5’ 16
(ds) 25bp ERE half | 5'-HS(CH.)- TGATCAGGLICACTG-3" 17
site 2 (v2_asp) 3*-ACTAGTCCAGT-5’ 18
(ds) 15bp ERE half | 5'-HS(CH.)-AAGTCAGGICACAG-3’ 19
site 1 (v1 y5) 3*-TTCAGTCCAGT-$’ 20

{ds) 15bp ERE half
site 2 (v2 15111!)

5°-HS(CH,)e-AGGTCACTG-3’
3’-TCCAGT-5’

TABLE 2




