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Cluster: 0054 mpn; resid: 0.32; r/c: 11/115
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DNA−directed RNA polymerase subunit alpha: MPN191−2.84

50S ribosomal protein L6: MPN180−2.84

50S ribosomal protein L18: MPN181−2.84

30S ribosomal protein S5: MPN182−2.84

50S ribosomal protein L10: MPN538−3.20

50S ribosomal protein L7/L12: MPN539−3.20

50S ribosomal protein L32: MPN540−3.20

DNA−directed RNA polymerase subunit beta': MPN515−3.66

DNA−directed RNA polymerase subunit beta: MPN516−3.66

30S ribosomal protein S7: MPN226−3.75

elongation factor G: MPN227−3.75

log10(P) upstream meme1 2 log10(P.clust)=−3.25; 11 seqs; 4 uniq
c(0.5, 2.5)
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