Test: E. coli LexA in C. difficile genome
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Test: E. coli LexA in M. tuberculosis genome
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Motif length: 20

Motif information content: 17.93 bits
Max possible PSSM score: 34.66
Motif GC content: 36.12%
Genome GC content: 65.61 %
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Test: C. difficile LexA in E. coli genome

Motif length: 16

Motif information content: 15.44 bits

Max possible PSSM score: 20.16
Motif GC content: 31.62%

Genome GC content: 50.79 %
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Test: C. difficile LexA in M. tuberculosis genome
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Motif length: 16

Motif information content: 15.44 bits
Max possible PSSM score: 25.64
Motif GC content: 31.62%
Genome GC content: 65.61 %
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Test: M. tuberculosis LexA in E. coli genome

Motif length: 18

Motif information content: 22.54 bits
Max possible PSSM score: 28.80
Motif GC content: 40.58 %
Genome GC content: 50.79 %

Complete genome
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Test: M. tuberculosis LexA in C. difficile genome

Motif length: 18

Motif information content: 22.54 bits
Max possible PSSM score: 28.74
Motif GC content: 40.58 %
Genome GC content: 28.81%

Complete genome

Protein-coding regions - coding (sense) strand
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Test: E. coli FNR in R. spharoides genome
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Motif length: 14
Motif information content: 11.06 bits
Max possible PSSM score: 26.26
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Test: R. spharoides FNR in E. coli genome
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Motif length: 14

Motif information content: 17.13 bits
Max possible PSSM score: 21.49
Motif GC content: 39.95%
Genome GC content: 50.79 %
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Test: FNR (E. coli) - only 20 sites most similar to the consensus
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Motif length: 14

Motif information content: 19.61 bits
Max possible PSSM score: 22.68
Motif GC content: 2214 %
Genome GC content: 50.79 %
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