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Cluster: 0507 mtu; resid: 0.50; r/c: 14/238
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Cluster: 0507 mtu; resid: 0.50; r/c: 14/238

x.range

upstream meme PSSM #1; e=4.8e−10

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.0012

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv0095c

PPE1

gmhB

hddA

PPE5PPE6

Rv0306

Rv1509

Rv0895

Rv0943c

Rv1760

Rv0246

PPE28

Rv1922

string
operons −200 −100 −1

PROBABLE CONSERVED LIPOPROTEIN: RV1922−0.29

PPE FAMILY PROTEIN: RV1800−3.14

PROBABLE MONOOXYGENASE: RV0943C−3.84

hypothetical protein: RV1509−4.16

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0246−4.87

hypothetical protein: RV1760−5.26

hypothetical protein: RV0895−5.98

E GMHB (D−GLYCERO−D−MANNO−HEPTOSE 7−PHOSPHATE KINASE): RV0114−6.14

POSSIBLE D−ALPHA−D−HEPTOSE−7−PHOSPHATE KINASE HDDA: RV0115−6.14

hypothetical protein: RV0095C−14.18

PPE FAMILY PROTEIN: RV0096−14.18

PPE FAMILY PROTEIN: RV0304C−16.30

PPE FAMILY PROTEIN: RV0305C−16.30

PUTATIVE OXIDOREDUCTASE: RV0306−16.30

log10(P) upstream meme1 2 log10(P.clust)=−8.36; 14 seqs; 12 uniq
c(0.5, 2.5)
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