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Cluster: 0119 mmp; resid: 0.66 0.36 0.63 0.18; r/c: 13/57
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30S ribosomal protein S8e: MMP1658−0.00

acetylglutamate kinase: MMP0063−0.00

DNA−directed RNA polymerase subunit B': MMP1362−0.00

hypothetical protein: MMP1509−0.01

alanyl−tRNA synthetase: MMP0397−0.01

30S ribosomal protein S5P: MMP1419−0.01

hypothetical protein: MMP1473−0.03

hypothetical protein: MMP1497−0.03

30S ribosomal protein S15P: MMP1579−0.05

hypothetical protein: MMP0154−0.05

heat shock protein HtpX: MMP0399−0.05

methionine synthase: MMP0401−0.05

hypothetical protein: MMP0157−0.15

log10(P) upstream meme log10(P.clust)=NA; 13 seqs; 12 uniq
c(0.5, 2.5)
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