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Column D; # of hits: The number of matches to the NCBI Unfinished Microbial Genomes database from BLAST comparison.  Note that the computer matches were done from May 2000 – December 2000; more sequences are expected to match as the database continues to expand.

Column E; Rating: Ig regions containing previously identified sRNAs were rated 5.  Ig regions were rated 4 if the raw BLAST score was >200 (red) or 80-200 (magenta) extending for >80 nt; 3 if raw BLAST score was 80-200 (magenta) extending for 60-80 nt; 2 if raw BLAST score was 50-80 (green) extending for >65 nt; 1 if raw BLAST score was <50 (blue, black or none) or <65 nt; and 0 if inconsistencies in ORF boundaries result in Ig <180 nt (see j) or if Ig region contains tRNA or rRNA genes (see Column M).  

Column F; Range of hits: The location of the longest conserved section and any additional sections >50 nt within each Ig with a conservation rating ≥3.  

Column G; Placement code: The location of each conserved region relative to the flanking ORFs was noted.  Ig regions were rated 5 if the region of conservation was <50 nt from 5’ end of an ORF; 4 if the region of conservation was >50 nt from both flanking ORFs; 3 if the region of conservation was <50 nt from 3’ end of an of ORF; 2 if the region of conservation was <50 nt from both flanking ORFs; 0 if the conservation rating was <3.  

Column H: Gene names of flanking ORFs and known sRNA genes as determined from the Colibri database.  

Column I: Assigned b number for the ORF flanking the 5’ end of the Ig region as determined from the Colibri database.

Column J; Orientation: > < denotes clockwise and counterclockwise orientation of flanking ORFs as determined from the Colibri database. 

Column K; Repeats?:  Repetitive sequences or tRNA and rRNA regions are noted.  5 = no regions repeated more than 5 times in the E. coli genome. 3 = a repeated region and >80 nt of conservation outside the repeat region.  2 = a repeated region with <80 nt of conservation outside the repeat region. 1 = Ig region contains a tRNA or rRNA gene as indicated in the Colibri database.  

Column L: Comments include notation of highest levels of conservation (red = raw BLAST score of > 200); inconsistencies in start and end of flanking ORFs if discrepancy was >10 nt; presence of tRNA or rRNA genes; other observations.

Column M; Colibri Issues: Inconsistencies between the file of intergenic sequences used here and the Colibri database are noted.  3 = no inconsistencies.  2 = boundary of flanking ORF does not agree of Ig region includes an additional ORF:  2A designates Ig as defined in Colibri is larger, 2B denotes Ig in Colibri is shorter but still >180 nt.  For Ig regions rated 2B, the sequence corresponding to the Ig region as defined by Colibri was reexamined and scored accordingly.  1 = Colibri defined Ig region is <180 nt.  These Ig regions were rescored as 0 in conservation rating (see Column E).

Column N; Candidate number: Assigned candidate number for those regions examined further.  Candidates shown to express an sRNA are red; those that express an RNA predicted to encode novel short ORFs are blue.

