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Cluster: 0471 mtu; resid: 0.52; r/c: 13/245
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x.range

upstream meme PSSM #1; e=2.6e−10
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x.range
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upstream meme PSSM #2; e=0.079
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oplA

cysG

ccrB

Rv1833c

Rv1834

Rv2531c

echA13

Rv1941 ccrB

pgmA

PPE28

Rv2689c
Rv3430cstring

operons −200 −100 −1

YLASE) (UROM) + PRECORRIN−2 OXIDASE + FERROCHELATASE: RV2847C−0.03

E OPLA (5−OXO−L−PROLINASE) (PYROGLUTAMASE) (5−OPASE): RV0266C−0.09

PROBABLE AMINO ACID DECARBOXYLASE: RV2531C−0.22

THETICAL ALANINE AND VALINE AND GLYCINE RICH PROTEIN: RV2689C−0.24

POSSIBLE TRANSPOSASE: RV3430C−4.34

PPE FAMILY PROTEIN: RV1800−5.51

haloalkane dehalogenase: RV1833C−6.86

Probable hydrolase: RV1834−7.04

phosphoglucomutase: RV3068C−14.58

camphor resistance protein CrcB: RV3069−14.58

camphor resistance protein CrcB: RV3070−14.58

enoyl−CoA hydratase: RV1935C−18.04

PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV1941−18.04

log10(P) upstream meme1 2 log10(P.clust)=−8.01; 13 seqs; 12 uniq
c(0.5, 2.5)
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