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Cluster: 0585 mtu; resid: 0.58; r/c: 17/237
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Cluster: 0585 mtu; resid: 0.58; r/c: 17/237

x.range

upstream meme PSSM #1; e=0.055

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=350

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

tpx

Rv0314c

lppI

Rv2574

fadA3

adhE2

Rv2260

plsB2
plsC

Rv2484cserB2

Rv3035

aspC

Rv2054

Rv3732
menG

string
operons −200 −100 −1

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0314C−0.36

Probable zinc−dependent alcohol dehydrogenase AdhE2: RV2259−0.67

hypothetical protein: RV2260−0.67

phosphoserine phosphatase: RV3042C−1.28

Probable lipoprotein lppI: RV2046−1.45

thiol peroxidase: RV1932−2.07

hypothetical protein: RV3732−4.49

aminotransferase AlaT: RV0337C−4.56

PROBABLE CATION TRANSPORTER P−TYPE ATPASE A CTPA: RV0092−5.64

glycerol−3−phosphate acyltransferase: RV2482C−6.19

PAT) (LYSOPHOSPHATIDIC ACID ACYLTRANSFERASE) (LPAAT): RV2483C−6.19

hypothetical protein: RV2484C−6.19

acetyl−CoA acetyltransferase: RV1074C−6.67

hypothetical protein: RV2574−6.77

ribonuclease activity regulator protein RraA: RV3853−7.56

hypothetical protein: RV3035−7.59

hypothetical protein: RV2054−7.69

log10(P) upstream meme1 2 log10(P.clust)=−4.47; 17 seqs; 14 uniq
c(0.5, 2.5)
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