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Cluster: 0464 mtu; resid: 0.52; r/c: 15/240
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Cluster: 0464 mtu; resid: 0.52; r/c: 15/240

x.range

upstream meme PSSM #1; e=0.034

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=2.2

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv0038

Rv0786c

Rv0958
Rv0959

Rv0575cRv0576

TB27.3fadE8

echA4
Rv0674

Rv1147

Rv1255c

cyp130

Rv0320

Rv0882

string
operons −200 −100 −1

hypothetical protein: RV0786C−0.56

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1255C−1.00

PROBA BLE CYTOCHROME P450 130 CYP130: RV1256C−1.00

PROBABLE TRANSMEMBRANE PROTEIN: RV0882−1.33

hypothetical protein: RV0038−3.02

POSSIBLE MAGNESIUM CHELATASE: RV0958−3.04

hypothetical protein: RV0959−3.04

POSSIBLE CONSERVED EXPORTED PROTEIN: RV0320−3.84

PROBABLE ACYL−CoA DEHYDROGENASE FADE8: RV0672−4.24

enoyl−CoA hydratase: RV0673−4.24

hypothetical protein: RV0674−4.24

hypothetical protein: RV1147−10.07

SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY ARSR−FAMILY): RV0576−17.41

hypothetical protein: RV0577−17.41

hypothetical protein: RV0575C−17.41

log10(P) upstream meme1 2 log10(P.clust)=−6.12; 15 seqs; 10 uniq
c(0.5, 2.5)
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