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dnaA

Rv1360
Rv2954c

smpB ftsE

Rv0198c

Rv0364
Rv0948c

Rv3218

PE12

lprF

secG

ftsX

Rv2067c

Rv1507c
cyp141

string
operons −200 −100 −1

preprotein translocase subunit SecG: RV1440−0.01

chromosomal replication initiation protein: RV0001−0.05

hypothetical protein: RV2067C−0.10

hypothetical protein: RV0948C−0.21

hypothetical protein: RV3218−0.23

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0364−0.53

hypothetical protein: RV2954C−0.58

PROBABLE CYTOCHROME P450 141 CYP141: RV3121−0.77

SsrA−binding protein: RV3100C−1.25

TRANSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER): RV3101C−1.25

ONENT−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER): RV3102C−1.25

PROBABLE CONSERVED LIPOPROTEIN LPRF: RV1368−1.65

PE FAMILY PROTEIN: RV1172C−1.71

PROBABLE ZINC METALLOPROTEASE: RV0198C−1.82

hypothetical protein: RV1507C−8.54

PROBABLE OXIDOREDUCTASE: RV1360−9.10

log10(P) upstream meme1 2 log10(P.clust)=−1.82; 16 seqs; 14 uniq
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