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Cluster: 0044 mtu; resid: 0.54; r/c: 15/243
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Cluster: 0044 mtu; resid: 0.54; r/c: 15/243

x.range

upstream meme PSSM #1; e=2.5

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.4

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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celA2b
Rv3127

Rv1138c

embR

Rv3130c

PE_PGRS30

Rv3131

Rv3113
Rv3114

Rv3126c

Rv3168

Rv3169

Rv3253c

fadD25

Rv2670c

string
operons −200 −100 −1

acyl−CoA synthetase: RV1521−0.00

hypothetical protein: RV3168−0.62

hypothetical protein: RV3169−0.62

hypothetical protein: RV3114−0.64

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN EMBR: RV1267C−2.87

IONIC AMINO ACID TRANSPORT INTEGRAL MEMBRANE PROTEIN: RV3253C−3.69

POSSIBLE OXIDOREDUCTASE: RV1138C−3.87

−GLUCANASE) (ENDOGLUCANASE) (CARBOXYMETHYL CELLULASE): RV1090−4.54

POSSIBLE PHOSPHATASE: RV3113−5.40

PE−PGRS FAMILY PROTEIN: RV1651C−6.08

hypothetical protein: RV3130C−7.52

hypothetical protein: RV3131−7.52

hypothetical protein: RV3127−7.85

hypothetical protein: RV2670C−11.25

hypothetical protein: RV3126C−14.11

log10(P) upstream meme1 2 log10(P.clust)=−5.10; 15 seqs; 14 uniq
c(0.5, 2.5)
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