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Cluster: 0056 dvu; resid: 0.48; r/c: 23/363

x.range

upstream meme PSSM #1; e=2.9e−08
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upstream meme PSSM #2; e=6.2e−05

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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string
operons −200 −100 −1

dihydrouridine synthase family protein: DVU0054−0.02
thiamin−monophosphate kinase: DVU0157−0.06

permease, putative: DVU1663−0.10
hypothetical protein: DVU0502−0.12

rter, permease protein, His/Glu/Gln/Arg/opine family: DVU2340−0.24
radical SAM domain protein: DVU3054−0.24

hypothetical protein: DVU0153−0.36
hypothetical protein: DVU0792−0.67

tinate (nicotinamide) nucleotide adenylyltransferase: DVU1954−0.86
4−diphosphocytidyl−2C−methyl−D−erythritol kinase: DVU1576−1.14

hypothetical protein: DVU1087−1.32
hypothetical protein: DVU0879−1.51
hypothetical protein: DVU0880−1.51

thioesterase family protein: DVU0886−1.67
hypothetical protein: DVU2300−6.03

signal peptide peptidase SppA, 36K type: DVU3149−6.19
30S ribosomal protein S1: DVU3150−6.19

hypothetical protein: DVU3186−7.48
GTPase EngB: DVU1664−15.29

3−dehydroquinate dehydratase: DVU1665−15.29
translation elongation factor P: DVU1666−15.29

radical SAM domain protein: DVU1407−16.14
hypothetical protein: DVU1409−16.14

log10(P) upstream meme1 2 log10(P.clust)=−4.95; 23 seqs; 20 uniq
c(0.5, 2.5)
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