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Cluster: 0176 mtu; resid: 0.50; r/c: 10/237

x.range

upstream meme PSSM #1; e=0.083
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x.range

y.
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upstream meme PSSM #2; e=1.6

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv3760
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Rv1104

string
operons −200 −100 −1

POSSIBLE MYCOBACTIN UTILIZATION PROTEIN VIUB: RV2895C−0.29

hypothetical protein: RV3766−0.53

hypothetical protein: RV3688C−5.26

N PHOH2 (PHOSPHATE STARVATION−INDUCIBLE PROTEIN PSIH): RV1095−5.83

hypothetical protein: RV1126C−7.12

pyruvate phosphate dikinase: RV1127C−7.12

POSSIBLE PARA−NITROBENZYL ESTERASE (FRAGMENT): RV1104−11.26

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER PROW: RV3757C−20.69

) TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER PROV: RV3758C−20.69

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3760−20.69

log10(P) upstream meme1 2 log10(P.clust)=−9.95; 10 seqs; 8 uniq
c(0.5, 2.5)
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