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Cluster: 0315 mtu; resid: 0.53; r/c: 14/240

x.range

upstream meme PSSM #1; e=3.5e−07
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x.range
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upstream meme PSSM #2; e=0.0003

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

orotate phosphoribosyltransferase: RV0382C−4.11

hypothetical protein: RV0613C−5.31

hypothetical protein: RV2096C−6.53

hypothetical protein: RV2097C−6.53

hypothetical protein: RV2095C−6.53

PROBABLE TRANSPOSASE: RV2791C−7.75

POSSIBLE RESOLVASE: RV2792C−7.75

uracil−DNA glycosylase: RV2976C−8.10

POSSIBLE RESOLVASE: RV0605−12.49

POSSIBLE TRANSPOSASE (FRAGMENT): RV0606−12.49

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0143C−12.91

SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY TETR−FAMILY): RV0144−12.91

PROBABLE RESOLVASE: RV2979C−13.88

POSSIBLE CONSERVED SECRETED PROTEIN: RV2980−13.88

log10(P) upstream meme1 2 log10(P.clust)=−9.37; 14 seqs; 10 uniq
c(0.5, 2.5)
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