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Cluster: 0498 mtu; resid: 0.51; r/c: 15/238
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Cluster: 0498 mtu; resid: 0.51; r/c: 15/238

x.range

upstream meme PSSM #1; e=0.00043

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
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e

upstream meme PSSM #2; e=6.3

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

PROBABLE OXIDOREDUCTASE: RV0794C−2.27

ribonuclease Z: RV2407−2.42

CONSERVED HYPOTHETICAL GLYCINE RICH PROTEIN: RV0378−2.65

thiamine−phosphate pyrophosphorylase: RV0414C−7.16

POSSIBLE THIAMINE BIOSYNTHESIS OXIDOREDUCTASE THIO: RV0415−7.18

sulfur carrier protein ThiS: RV0416−7.18

thiazole synthase: RV0417−7.18

hypothetical protein: RV1190−7.65

hypothetical protein: RV0368C−9.02

POSSIBLE MEMBRANE OXIDOREDUCTASE: RV0369C−9.02

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3055−10.00

SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY ARSR−FAMILY): RV0324−14.31

hypothetical protein: RV0325−14.31

hypothetical protein: RV0323C−14.31

hypothetical protein: RV0326−14.31

log10(P) upstream meme1 2 log10(P.clust)=−8.60; 15 seqs; 10 uniq
c(0.5, 2.5)
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