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Cluster: 0248 dvu; resid: 0.42; r/c: 16/366

x.range

upstream meme PSSM #1; e=230
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DVU2226

fabF

string
operons −200 −100 −1

CTP synthetase: DVU1623−2.02

DNA−directed RNA polymerase, beta prime subunit: DVU2929−2.02

50S ribosomal protein L24: DVU1314−2.16

50S ribosomal protein L4: DVU1304−2.16

50S ribosomal protein L23: DVU1305−2.16

50S ribosomal protein L2: DVU1306−2.16

30S ribosomal protein S19: DVU1307−2.16

50S ribosomal protein L5: DVU1315−2.16

50S ribosomal protein L30: DVU1321−2.16

50S ribosomal protein L15: DVU1322−2.16

−butanone 4−phosphate synthase/GTP cyclohydrolase II: DVU1199−2.36

N utilization substance protein B: DVU1197−2.36

riboflavin synthase, beta subunit: DVU1198−2.36

serine hydroxymethyltransferase: DVU1203−2.36

3−oxoacyl−(acyl−carrier−protein) synthase II: DVU1204−2.36

acetyl−CoA carboxylase, biotin carboxylase, putative: DVU2226−3.07

log10(P) upstream meme1 2 log10(P.clust)=−2.26; 16 seqs; 5 uniq
c(0.5, 2.5)
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