
Table 2.  Early gene NF-κB prediction and human-mouse promoter mapping.   
 
 
 
 
 
 
 



 
 
Table 2.  Early gene NF-κB prediction and human-mouse promoter mapping.  The human 
genes for Early and Late group were mapped to their mouse homologs using the Human Genome 
Browser gateway using the Human May 2004 (hg17) assembly (NCBI Build 35 produced by the 
International Human Genome Sequencing Consortium. located on the UCSC Genome 
Bioinformatics Site, http://genome.ucsc.edu/index.html) and the Mouse (Mus musculus) 
assembly (Build 33 by the NCBI).  For each gene, –1 kb upstream and the first noncoding exon 
were analyzed.  Sequences were analyzed by matrix similarity scores in TRANSFAC using 
V$CREL_01, V$NFKB_Q6, V$NFKB_C, V$NFKAPPAB_01, V$NFKAPPAB50_01, and 
V$NFKAPPAB65_01.  Significant matches were identified by filtering matrix scores by 
minimizing the sum the false positive and negative error rates.   For multiple matches on the 
same sequence, the matrix scores (MM) were ranked, and the highest matrix score was selected.  
Abbreviations used are:  Chr., chromosome, NF-κB, location in nucleotides of NF-κB sequence; 
+/-, sequence located on plus strand or minus strand, respectively; Sequence, is nucleotide 
sequence of the predicted binding site. 
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