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upstream meme PSSM #1; e=0.0047
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upstream meme PSSM #2; e=0.26
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mycP3

Rv3220c

menE

Rv0543c

rph

pyrH

fixB

Rv3678c

fixA

Rv3030

Rv3677c

Rv3679

Rv3680

TB7.3
Rv1597

string
operons −200 −100 −1

O−succinylbenzoic acid−−CoA ligase: RV0542C−1.35

uridylate kinase: RV2883C−1.39

hypothetical protein: RV1597−1.58

ribonuclease PH: RV1340−1.60

hypothetical protein: RV0543C−2.58

UBTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−3): RV0291−2.77

hypothetical protein: RV3221C−7.41

PROBABLE TWO COMPONENT SENSOR KINASE: RV3220C−7.41

POSSIBLE HYDROLASE: RV3677C−10.21

hypothetical protein: RV3678C−10.21

PROBABLE ANION TRANSPORTER ATPASE: RV3679−10.21

PROBABLE ANION TRANSPORTER ATPASE: RV3680−10.21

LECTRON TRANSFER FLAVOPROTEIN SMALL SUBUNIT) (ETFSS): RV3029C−12.33

hypothetical protein: RV3030−12.33

LECTRON TRANSFER FLAVOPROTEIN LARGE SUBUNIT) (ETFLS): RV3028C−12.33

log10(P) upstream meme1 2 log10(P.clust)=−6.93; 15 seqs; 11 uniq
c(0.5, 2.5)
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