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Cluster: 0085 mmp; resid: 0.24 0.69 0.54 0.56; r/c: 26/57

x.range

upstream meme PSSM #1; e=0.086

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=76

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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string
operons −200 −100 −1

amino acid ABC transporter periplasmic protein: MMP0550−0.00
ParR family transcriptional regulator: MMP0168−0.02

hypothetical protein: MMP1604−0.02
LysR family transcriptional regulator: MMP1712−0.03

proliferating cell nuclear antigen: MMP1711−0.03
SAM−binding motif−containing protein: MMP0554−0.03

hypothetical protein: MMP0479−0.04
tryptophan synthase subunit beta: MMP1003−0.07

anthranilate phosphoribosyltransferase: MMP1007−0.07
hypothetical protein: MMP0519−0.07

de synthase:cobyrinic acid a,c−diamide synthase CbiA: MMP1478−0.10
heavy metal translocating P−type ATPase: MMP1165−0.11

amino acid ABC−type transporter related protein: MMP1225−0.15
ParR family transcriptional regulator: MMP0700−0.26

hypothetical protein: MMP0474−0.27
dUTP diphosphatase: MMP1075−0.28

pyruvate kinase: MMP1605−0.30
hypothetical protein: MMP1218−0.35

ADP−glucose pyrophosphorylase: MMP1091−0.36
2−oxoisovalerate oxidoreductase subunit gamma: MMP1273−0.47

30S ribosomal protein S27ae: MMP0444−0.47
hypothetical protein: MMP0838−0.52

dihydroorotase: MMP1009−0.66
hypothetical protein: MMP0619−0.89
hypothetical protein: MMP0957−1.01

magnesium/cobalt transporter CorA: MMP0711−5.57
log10(P) upstream meme1 2 log10(P.clust)=NA; 26 seqs; 24 uniq
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