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Cluster: 0079 mtu; resid: 0.57; r/c: 17/240
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Cluster: 0079 mtu; resid: 0.57; r/c: 17/240

x.range

upstream meme PSSM #1; e=0.7

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=11

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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Rv0431

Rv0463

gltA
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ceoB

string
operons −200 −100 −1

hypothetical protein: RV0025−0.18

hypothetical protein: RV0026−0.18

30S ribosomal protein S18: RV0055−0.49

hypothetical protein: RV1942C−0.67

hypothetical protein: RV1943C−0.67

PUTATIVE TUBERCULIN RELATED PEPTIDE: RV0431−0.86

TRK SYSTEM POTASSIUM UPTAKE PROTEIN CEOB: RV2691−2.00

TRK SYSTEM POTASSIUM UPTAKE PROTEIN CEOC: RV2692−2.00

type II citrate synthase: RV0896−6.74

hypothetical protein: RV1780−6.75

hypothetical protein: RV0059−7.25

hypothetical protein: RV0060−7.25

dihydrolipoamide dehydrogenase: RV0462−7.32

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0463−7.32

putative septation inhibitor protein: RV0011C−19.39

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0012−19.39

para−aminobenzoate synthase component II: RV0013−19.39

log10(P) upstream meme1 2 log10(P.clust)=−6.34; 17 seqs; 11 uniq
c(0.5, 2.5)
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