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Cluster: 0510 mtu; resid: 0.59; r/c: 16/245
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Cluster: 0510 mtu; resid: 0.59; r/c: 16/245

x.range

upstream meme PSSM #1; e=3.3e−08

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.032

1 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

INASE PPGK (POLYPHOSPHATE−GLUCOSE PHOSPHOTRANSFERASE): RV2702−0.03

PROBABLE MONOOXYGENASE: RV0565C−0.08

Probable methyltransferase: RV1523−0.13

POSSIBLE OXIDOREDUCTASE: RV3368C−3.46

Probable aminotransferase: RV2294−3.61

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2120C−4.23

HYPOTHETICAL ALANINE AND VALINE RICH PROTEIN: RV3090−4.53

hypothetical protein: RV1118C−4.59

PROBABLE LIPOPROTEIN AMINOPEPTIDASE LPQL: RV0418−4.70

POSSIBLE LIPOPROTEIN PEPTIDASE LPQM: RV0419−4.70

PROBABLE ESTERASE LIPO: RV1426C−12.16

acyl−CoA synthetase: RV1427C−12.16

hypothetical protein: RV1428C−12.16

hypothetical protein: RV1429−12.16

hypothetical protein: RV0495C−14.61

hypothetical protein: RV0496−14.61

log10(P) upstream meme1 2 log10(P.clust)=−6.74; 16 seqs; 13 uniq
c(0.5, 2.5)
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