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Cluster: 0490 mtu; resid: 0.57; r/c: 21/238

x.range

upstream meme PSSM #1; e=0.0085

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

x.range
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upstream meme PSSM #2; e=730
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Rv0421clpqU

lepA

Rv2949c

lpqT

lppX

PPE67

lppR

Rv3300c

pks1

pks15

fadD22
Rv3796

otsB2

echA18
echA18.1

amiD

Rv3481c

Rv3792

Rv3790

emrB

string
operons −200 −100 −1

HYDRASE) (UNSATURATED ACYL−CoA HYDRATASE) (CROTONASE): RV3373−0.60
HYDRASE) (UNSATURATED ACYL−CoA HYDRATASE) (CROTONASE): RV3374−0.60

PROBABLE AMIDASE AMID (ACYLAMIDASE) (ACYLASE): RV3375−0.60
PPE FAMILY PROTEIN: RV3739C−0.80

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV3481C−0.82
PHATE PHOSPHATASE OTSB2 (TREHALOSE−PHOSPHATASE) (TPP): RV3372−2.15

PROBABLE CONSERVED LIPOPROTEIN LPPX: RV2945C−2.25
hypothetical protein: RV3796−2.35

hypothetical protein: RV0421C−2.59
PROBABLE OXIDOREDUCTASE: RV3790−3.50

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3792−3.50
PROBABLE CONSERVED LIPOPROTEIN LPQT: RV1016C−3.73

PROBABLE POLYKETIDE SYNTHASE PKS1: RV2946C−4.02
PROBABLE POLYKETIDE SYNTHASE PKS15: RV2947C−4.02

acyl−CoA synthetase: RV2948C−4.02
PROBABLE CONSERVED LIPOPROTEIN LPQU: RV1022−4.06

hypothetical protein: RV2949C−4.21
PROBABLE CONSERVED LIPOPROTEIN LPPR: RV2403C−4.42

GTP−binding protein LepA: RV2404C−4.42
RUG RESISTANCE INTEGRAL MEMBRANE EFFLUX PROTEIN EMRB: RV0783C−4.98

hypothetical protein: RV3300C−5.27
log10(P) upstream meme1 2 log10(P.clust)=−3.00; 21 seqs; 15 uniq

c(0.5, 2.5)
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