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Cluster: 0056 mmp; resid: 0.57 0.43 0.57 0.30; r/c: 23/55

x.range

upstream meme PSSM #1; e=1.2e+03
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upstream meme PSSM #2; e=1.2e+04
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trpF

trpG

trpC

korB

MMP1396

MMP1443
MMP1444

MMP0031

MMP0261

MMP0309

MMP0531

MMP0625

MMP0716

MMP0883

MMP0919

fucA

MMP1427MMP0128

dys

ehbQ

MMP1122

MMP1264

MMP1580
string
operons −200 −100 −1

translation−associated GTPase: MMP1122−0.00
hypothetical protein: MMP1264−0.01

hydroorotate dehydrogenase electron transfer subunit: MMP0919−0.03
hypothetical protein: MMP0031−0.04

cyclase family protein: MMP0128−0.04
class II aldolase/adducin family protein: MMP1187−0.08

50S ribosomal protein L14e: MMP0625−0.09
hypothetical protein: MMP1427−0.09

dihydropteroate synthase: MMP1580−0.09
hypothetical protein: MMP0531−0.10

−oxoglutarate ferredoxin oxidoreductase subunit beta: MMP1316−0.12
DNA directed RNA polymerase; subunit L: MMP0261−0.14

aminotransferase: MMP1396−0.14
DsrE family protein: MMP0309−0.20
hypothetical protein: MMP0883−0.20

amino acid−binding ACT domain protein: MMP0716−0.28
ATP/GTP−binding motif−containing protein: MMP1443−0.33

putative deoxyhypusine synthase: MMP0137−0.33
methionine aminopeptidase: MMP1444−0.33

amino acid−binding ACT domain protein: MMP0400−0.52
N−(5'−phosphoribosyl)anthranilate isomerase: MMP1004−0.89

anthranilate synthase component II: MMP1005−0.89
indole−3−glycerol−phosphate synthase: MMP1008−0.89

log10(P) upstream meme1 2 log10(P.clust)=NA; 23 seqs; 20 uniq
c(0.5, 2.5)
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