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Cluster: 0265 mtu; resid: 0.51; r/c: 11/239
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Cluster: 0265 mtu; resid: 0.51; r/c: 11/239

x.range

upstream meme PSSM #1; e=0.00053

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.0017

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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Rv0138

bpoB

PE4
Rv0161

qor

papA4

fadD24

cyp143

Rv1786

Rv0912

lpqV

string −200 −100 −1

POSSIBLE LIPOPROTEIN LPQV: RV1064C−2.53

POSSIBLE PEROXIDASE BPOB (NON−HAEM PEROXIDASE): RV1123C−3.54

hypothetical protein: RV0138−3.70

quinone reductase) (Zeta−crystallin homolog protein): RV1454C−4.47

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0912−4.77

PROBABLE CYTOCHROME P450 143 CYP143: RV1785C−5.12

PROBABLE FERREDOXIN: RV1786−5.12

acyl−CoA synthetase: RV1529−8.54

NSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA4: RV1528C−8.86

PE FAMILY PROTEIN: RV0160C−15.43

POSSIBLE OXIDOREDUCTASE: RV0161−15.43

log10(P) upstream meme1 2 log10(P.clust)=−7.04; 11 seqs; 11 uniq
c(0.5, 2.5)
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