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Figure S2. Bioinformatic prediction of POU4 protein binding sites in the RIT2 promoter. Nucleotide 
sequence of the RIT2 5'-upstream region from –1290 to +76 bp was scanned for the presence of potential 
binding sites for POU4 transcription factors using Patser [http://rsat.ulb.ac.be/rsat] with position-specific 
scoring matrices for POU4F1/F2 (Matrix 1) and POU4F2 (Matrix 2). The transcription start site (TS, 
numbered +1) is indicated by an angled arrow, and the numbers on the left are the nucleotide positions 
relative to it. The positions of –374 and +76 bp are indicated by vertical lines. The initiation ATG is 
underlined. Core binding sequences predicted by Matrix 1 and Matrix 2 with scores higher than 3.0 are 
marked by dotted and solid underlines, respectively (see also Fig. 4). Note that Sites 2 and 6 are predicted 
with both matrices. The positions and sequences of oligonucleotides containing the predicted sites (Sites 
1-6) in the middle that were used for EMSA as probes (Probes 1-6) or competitors are boxed. 
 




