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sc-66882 (ERRα) 
Immunoblot 

Immunoblot using sc-66882 with nuclear extracts from the HepG2 cell line.   
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-  Figure 2.  Motif consensus sequence and position weight matrix for highly enriched ERRA motif.   

Cell Line
Motif Enrichment 

(log2)

Enrichment p-value                 

(-log10)

Fraction of peaks 

containing motif

HepG2 (forskolin) 3.42599 114.227 0.362288

-  Table 1.  ERRA motif 
enrichment.   

Position/ 
Consensus A C G T 

ERRA_known1 

>ERalpha-a_known1 ERR-alpha_transfac_M00511 +


W 0.360000 0.160000 0.160000 0.320000
B 0.160000 0.240000 0.320000 0.280000
N 0.320000 0.280000 0.200000 0.200000
W 0.200000 0.080000 0.120000 0.600000
V 0.320000 0.400000 0.240000 0.040000
R 0.640000 0.040000 0.240000 0.080000
A 0.920000 0.040000 0.000000 0.040000
G 0.000000 0.000000 1.000000 0.000000
G 0.000000 0.000000 1.000000 0.000000
T 0.120000 0.000000 0.000000 0.880000
C 0.000000 0.920000 0.080000 0.000000
A 0.920000 0.040000 0.000000 0.040000
N 0.200000 0.240000 0.200000 0.360000
W 0.440000 0.160000 0.160000 0.240000
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