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Cluster: 0010 mmp; resid: 0.17 0.27 0.39 0.36; r/c: 12/56

x.range

upstream meme PSSM #1; e=200

1 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 9
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upstream meme PSSM #2; e=460

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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rpl22p
rps3p

rpl19erpl30p

rps19p

MMP1399

hpt

NOP5/NOP56

aksF

pyrG

MMP1497

radB string
operons −200 −100 −1

adenine phosphoribosyltransferase: MMP0145−0.01

CTP synthetase: MMP0893−0.02

hypothetical protein: MMP1497−0.02

30S ribosomal protein S19P: MMP1547−0.15

RNA 2'−O−methyl modification protein (NOP5/NOP56): MMP0596−0.17

50S ribosomal protein L19e: MMP1417−0.17

50S ribosomal protein L30P: MMP1420−0.17

aspartate/glutamate/uridylate kinase: MMP1399−0.37

50S ribosomal protein L22P: MMP1403−0.37

30S ribosomal protein S3P: MMP1404−0.37

isopropylmalate/isohomocitrate dehydrogenase: MMP0880−0.41

DNA repair and recombination protein RadB: MMP0617−3.28

log10(P) upstream meme1 2 log10(P.clust)=NA; 12 seqs; 9 uniq
c(0.5, 2.5)
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