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Cluster: 0097 mmp; resid: 0.71 0.54 0.50 0.31; r/c: 25/56

x.range

upstream meme PSSM #1; e=3.4e+03
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upstream meme PSSM #2; e=2.9e+04
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hat

MMP1595

MMP1631

string −200 −100 −1
MarC family integral membrane protein: MMP0266NA

precorrin−2 C−20 methyltransferase: MMP0319−0.00
glutamyl−tRNA(Gln) amidotransferase subunit E: MMP1265−0.01

DNA−directed RNA polymerase subunit beta'': MMP1361−0.01
histone acetyltransferase, ELP3 family: MMP1577−0.01

uroporphyrinogen decarboxylase: MMP1150−0.02
translation initiation factor IF−2: MMP0284−0.03

hypothetical protein: MMP1498−0.03
exonuclease: MMP0891−0.03

arginyl−tRNA synthetase: MMP1026−0.06
O−phosphoseryl−tRNA synthetase: MMP0688−0.10

hypothetical protein: MMP0023−0.13
queuine/other tRNA−ribosyltransferase:: MMP1595−0.13

diaminopimelate decarboxylase: MMP1200−0.14
hypothetical protein: MMP1494−0.19
diphthine synthase: MMP0588−0.19

3−phosphoshikimate 1−carboxyvinyltransferase: MMP1205−0.32
precorrin−4 C11−methyltransferase: MMP1662−0.32

GTP cyclohydrolase: MMP0034−0.33
D binding site:UDP−glucose/GDP−mannose dehydrogenase: MMP0706−0.33

translation initiation factor IF−6: MMP0061−0.38
PA−phosphatase related phosphoesterase: MMP1631−0.38

hypothetical protein: MMP0530−0.55
hypothetical protein: MMP0072−0.82
phosphodiesterase: MMP1501−1.00

log10(P) upstream meme1 2 log10(P.clust)=NA; 25 seqs; 25 uniq
c(0.5, 2.5)
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