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Cluster: 0076 mtu; resid: 0.28; r/c: 13/38

x.range

upstream meme PSSM #1; e=840
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upstream meme PSSM #2; e=2.1e+03
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DNA−directed RNA polymerase subunit beta: Rv0667−1.12

DNA−directed RNA polymerase subunit beta': Rv0668−1.12

amidase: Rv2888c−1.54

elongation factor Ts: Rv2889c−1.54

30S ribosomal protein S2: Rv2890c−1.54

50S ribosomal protein L20: Rv1643−1.77

30S ribosomal protein S4: Rv3458c−2.41

30S ribosomal protein S11: Rv3459c−2.41

30S ribosomal protein S13: Rv3460c−2.41

50S ribosomal protein L17: Rv3456c−2.79

DNA−directed RNA polymerase subunit alpha: Rv3457c−2.79

50S ribosomal protein L36: Rv3461c−3.92

translation initiation factor IF−1: Rv3462c−3.92

log10(P) upstream meme1 2 log10(P.clust)=−2.25; 13 seqs; 6 uniq
c(0.5, 2.5)
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