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Cluster: 0130 mtu; resid: 0.52; r/c: 17/243

x.range

upstream meme PSSM #1; e=130

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

x.range

y.
ra
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e

upstream meme PSSM #2; e=570

1 3 5 7 9 111 3 5 7 9
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Rv1203c
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Rv1761cRv2478c

Rv0986

Rv2415c
Rv3639c

Rv0699

RV2098C

string
operons −200 −100 −1

RV2098CNA

PROBABLE CONSERVED EXPORTED PROTEIN: RV0817C−0.31

PPE FAMILY PROTEIN: RV2108−0.72

POSSIBLE EXPORTED PROTEIN: RV1115−2.24

MPONENT TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV0986−3.20

enoyl−CoA hydratase: RV0456C−3.20

hypothetical protein: RV2415C−3.40

hypothetical protein: RV1203C−3.69

hypothetical protein: RV2478C−3.77

hypothetical protein: RV0699−3.95

CRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): RV3060C−4.33

hypothetical protein: RV1761C−4.39

hypothetical protein: RV1762C−4.39

FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV3513C−4.46

hypothetical protein: RV3639C−4.47

PROBABLE OXIDOREDUCTASE GMC−TYPE: RV0492C−6.65

hypothetical protein: RV0493C−6.65

log10(P) upstream meme1 2 log10(P.clust)=−3.74; 17 seqs; 15 uniq
c(0.5, 2.5)
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