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Cluster: 0450 mtu; resid: 0.52; r/c: 11/241
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Cluster: 0450 mtu; resid: 0.52; r/c: 11/241

x.range

upstream meme PSSM #1; e=0.019

1 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=190

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv0912

Rv1456c
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Rv3594

string
operons −200 −100 −1

hypothetical protein: RV2854−2.10

TIBIOTIC−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER: RV1456C−2.12

hypothetical protein: RV3594−2.45

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0912−2.50

POSSIBLE ESTERASE LIPOPROTEIN LPQC: RV3298C−3.20

hypothetical protein: RV0216−3.40

SIBLE NICKEL−TRANSPORT INTEGRAL MEMBRANE PROTEIN NICT: RV2856−7.39

hypothetical protein: RV2547−7.85

hypothetical protein: RV2548−7.85

L−DHAP SYNTHASE) (ALKYLGLYCERONE−PHOSPHATE SYNTHASE): RV3107C−10.54

hypothetical protein: RV3108−10.54

log10(P) upstream meme1 2 log10(P.clust)=−5.45; 11 seqs; 10 uniq
c(0.5, 2.5)
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