Supplement 3: Chromosomal sites of C/EBPa-dependent AR recruitment in LNCaP
cells.

CHROMOSOME PEAK_START PEAK_END PEAK_SCORE PEAK_FDR

chrl4 52601046 52601205 1.17 0.00E+00
chr2 1.06E+08 1.06E+08 1.04 2.83E-02
chr12 1.22E+08 1.22E+08 0.99 0.00E+00
chri2 44497748 44498402 0.96 0.00E+00
chrl0 1.15E+08 1.15E+08 0.95 0.00E+00
chr4 71491589 71491943 0.92 1.72E-03
chri8 12536855 12537508 0.92 2.90E-03
chr8 38150762 38151115 0.9 3.99E-04
chr4 48351835 48352195 0.9 3.10E-03
chr4 75392767 75393121 0.87 4,21E-03
chr2 63521540 63521989 0.85 3.10E-03
chrii 5177756 5178012 0.84 1.46E-02
chrl4 19284356 19284711 0.83 4.02E-03
chr3 98641259 98641713 0.82 4.21E-03
chr2 1.57E+08 1.57E+08 0.82 4,21E-03
chrl? 64652066 64652422 0.82 4.78E-03
chrl2 8959815 8960174 0.82 5.62E-03
chril 1.02E+08 1.02E+08 0.81 5.62E-03
chr3 1.32E+08 1.32E+08 0.79 5.96E-03
chr3 1.43E+08 1.43E+08 0.79 2.38E-02
chr3 1.5E+08 1.5E+08 0.79 2.38E-02
chr4 1.15E+08 1.15E+08 0.78 1.17E-02
chrll 59917285 59917534 0.78 2.19E-02
chr6 1.22E+08 1.22E+08 0.78 2.70E-02
chrl? 53852984 53853345 0.77 4.02E-03
chrl0 63699722 63700482 0.76 1.17E-03
chr9 21219764 21220118 0.76 8.45E-03
chr8 81574333 81574990 0.76 8.45E-03
chr6 49941427 49941682 0.75 2.87E-02
chr21 37714424 37714981 0.74 8.14E-03
chrl 2.42E+08 2.42E+08 0.73 4.18E-03
chr9 13243342 13243796 0.73 1.17E-02
chri 1.12E+08 1.12E+08 0.73 1.17E-02
chri 1.15E+08 1.15E+08 0.73 1.17E-02
chrll 58033004 58033560 0.73 1.37E-02
chr8 94783170 94783419 0.73 2.87E-02
chrl0 1.16E+08 1.16E+08 0.73 3.36E-02
chrl4 98997272 98997829 0.72 1.37E-02
chr5 95091498 95092057 0.72 1.48E-02
chr6 1.28E+08 1.28E+08 0.72 3.28E-02
chr8 53786189 53786644 0.71 1.48E-02
chr3 88193695 88194155 0.71 1.48E-02
chr2 2.02E+08 2.02E+08 0.71 1.48E-02
chr12 4627032 4627382 0.71 1.99E-02
chrl0 27023400 27023756 0.71 2.14E-02

chrl9 9189663 9189921 0.71 2.19E-02
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chrl 2.38E+08 2.38E+08 0.59 4.54E-02

chrl4 19281926 19282884 0.58 3.02E-02
chr6 1.28E+08 1.28E+08 0.58 3.36E-02
chr4 23503338 23504091 0.58 4.53E-02
chr2 1.79E+08 1.79E+08 0.57 3.36E-02
chrl 2.08E+08 2.08E+08 0.57 3.36E-02
chri2 14857833 14858790 0.57 4.08E-02
chrl4 90997365 90998024 0.56 4.08E-02
chrl6 24456308 24456862 0.56 4.65E-02
chrl9 57924697 57925155 0.56 4.65E-02
chrl6 78195205 78195565 0.56 4.65E-02
chrl8 23021127 23022276 0.55 1.78E-02
chr2 1.52E+08 1.52E+08 0.55 4.53E-02
chr7 24900069 24901118 0.54 4.53E-02
chr7 92697171 92698024 0.54 4.53E-02
chr3 18456458 18457613 0.52 2.70E-02
chr3 62837744 62838702 0.52 2.70E-02
chr7 1.12E+08 1.12E+08 0.51 0.00E+00
chr2 70376428 70377577 0.49 1.86E-02
chrl 1.51E+08 1.51E+08 0.46 8.77E-03
chr20 32159090 32160344 0.44 2.07E-02
chr17 31441341 31442197 0.43 3.69E-02
chrl9 57996201 57997262 0.43 3.69E-02

LNCaP cells were nucleofected with either C/EBPa or the corresponding empty vector
for 48 h; then the cells were treated for 2 h with either R1881 (1nM) or vehicle and the
samples were subjected to ChIP-chip analysis using anti-AR antibody as described under
Methods. The Table lists chromatin sites at which AR recruitment was dependent on the
presence of C/EBPa. Only peaks with FDR<0.05 are included in this Table.



