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Cluster: 0053 mmp; resid: 0.16 0.50 0.71 0.40; r/c: 22/57
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upstream meme PSSM #1; e=910
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upstream meme PSSM #2; e=3.7e+03
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string
operons −200 −100 −1

UBA/THIF−type NAD/FAD binding protein: MMP1234−0.01
precorrin−3B C17−methyltransferase: MMP0953−0.02

beta−lactamase domain protein: MMP1162−0.02
CoA−binding domain protein: MMP0012−0.05

)−2,3−di−O−geranylgeranylglyceryl phosphate synthase: MMP1677−0.05
hypothetical protein: MMP0218−0.05

imidazole glycerol phosphate synthase subunit HisH: MMP0256−0.05
aspartate/glutamate/uridylate kinase: MMP1645−0.06

acetolactate decarboxylase: MMP0613−0.10
alanine racemase: MMP1512−0.10

alanine dehydrogenase: MMP1513−0.10
ArsR family transcriptional regulator: MMP0637−0.15

hypothetical protein: MMP0204−0.15
isopropylmalate dehydrogenase/D−malate dehydrogenase: MMP0539−0.15

polyferredoxin: MMP0104−0.21
hypothetical protein: MMP1261−0.34

ATP dependent DNA ligase: MMP0376−0.34
cobalt transport protein CbiN: MMP0888−0.52

N(10)−methenyltetrahydromethanopterin cyclohydrolase: MMP1191−0.52
hypothetical protein: MMP0120−0.70

proliferating cell nuclear antigen: MMP1711−1.15
triosephosphate isomerase: MMP0687−1.40
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