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x.range

upstream meme PSSM #1; e=0.18
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x.range
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upstream meme PSSM #2; e=1.6
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TB39.8
Rv0455c

echA21

Rv0200

Rv3076
Rv3077

Rv0559c

Rv0560c
mutA

mutB

Rv3075c

hab

Rv3777 string
operons −200 −100 −1

hypothetical protein: RV0020C−0.27

PROBABLE OXIDOREDUCTASE: RV3777−0.50

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0200−0.59

hypothetical protein: RV0455C−6.07

POSSIBLE CONSERVED SECRETED PROTEIN: RV0559C−6.17

POSSIBLE BENZOQUINONE METHYLTRANSFERASE (METHYLASE): RV0560C−6.17

enoyl−CoA hydratase: RV3774−6.60

BLE METHYLMALONYL−CoA MUTASE SMALL SUBUNIT MUTA (MCM): RV1492−8.29

methylmalonyl−CoA mutase: RV1493−8.29

hypothetical protein: RV3075C−19.15

hypothetical protein: RV3076−19.15

POSSIBLE HYDROLASE: RV3077−19.15

PROBABLE HYDROXYLAMINOBENZENE MUTASE HAB: RV3078−19.15

log10(P) upstream meme1 2 log10(P.clust)=−9.20; 13 seqs; 9 uniq
c(0.5, 2.5)
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