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Cluster: 0187 mtu; resid: 0.50; r/c: 16/243

x.range

upstream meme PSSM #1; e=0.0061
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x.range
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upstream meme PSSM #2; e=0.16

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

string
operons −200 −100 −1

adenylosuccinate lyase: RV0777−0.09

POSSIBLE CYTOCHROME P450 126 CYP126: RV0778−0.09

Probable carboxylesterase LipT: RV2045C−0.94

Possible conserved integral membrane protein: RV2265−2.49

PUTATIVE CONSERVED ATPASE: RV0435C−3.87

ASE PSSA (PS SYNTHASE) (PHOSPHATIDYLSERINE SYNTHASE): RV0436C−3.87

phosphatidylserine decarboxylase: RV0437C−3.87

tyrosyl−tRNA synthetase: RV1689−4.17

PROBABLE MEMBRANE PROTEIN: RV1231C−5.17

hypothetical protein: RV1232C−5.17

PROBABLE TRANSMEMBRANE PROTEIN: RV1227C−14.25

PROBABLE LIPOPROTEIN LPQX: RV1228−14.25

PROBABLE TRANSMEMBRANE PROTEIN: RV1226C−14.25

phosphoribosylformylglycinamidine synthase II: RV0803−15.93

hypothetical protein: RV0804−15.93

hypothetical protein: RV0802C−15.93

log10(P) upstream meme1 2 log10(P.clust)=−7.52; 16 seqs; 10 uniq
c(0.5, 2.5)
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