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Cluster: 0124 mmp; resid: 0.42; r/c: 22/41
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upstream meme PSSM #1; e=13
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upstream meme PSSM #2; e=8.7e+03
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MMP0546
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hemB
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MMP0562

MMP0978
MMP0613

MMP1100

Unanno_56

Unanno_57

string
operons −200 −100 −1

hypothetical protein: MMP0979−0.13
tyl−CoA decarbonylase/synthase complex subunit gamma: MMP0980−0.13

tyl−CoA decarbonylase/synthase complex subunit delta: MMP0981−0.13
hypothetical protein: MMP0982−0.13

etyl−CoA decarbonylase/synthase complex subunit beta: MMP0983−0.13
Unanno_57−0.15

delta−aminolevulinic acid dehydratase: MMP1258−0.24
oA synthetase (ADP−forming), alpha and beta subunits: MMP0253−0.44

hypothetical protein: MMP0562−0.58
hypothetical protein: MMP0563−0.58
hypothetical protein: MMP1468−0.78
hypothetical protein: MMP0348−0.93

acetyl−CoA synthetase, AMP−forming: MMP0148−1.07
hypothetical protein: MMP1633−1.38
hypothetical protein: MMP1634−1.38
hypothetical protein: MMP0347−1.71
hypothetical protein: MMP0546−2.08

putative transcriptional regulator: MMP1100−2.08
hypothetical protein: MMP0978−2.16

Unanno_56−2.74
CO dehydrogenase maturation factor: MMP0977−3.76

Alpha−acetolactate decarboxylase: MMP0613−4.64
log10(P) upstream meme1 2 log10(P.clust)=−1.24; 22 seqs; 16 uniq

c(0.5, 2.5)
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