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glbN

Rv1767

Rv1762c

Rv1834

mesT

Rv1928c
pknK

Rv2422

Rv2423

Rv3173c

Rv3174

Rv3177

PPE65

PE32

Rv0887c

PE9Rv1318c

Rv1948c

Rv2546

RV0521C

Rv2863

string
operons −200 −100 −1

RV0521CNA
hypothetical protein: RV1762C−0.13

Probable hydrolase: RV1834−0.22
hypothetical protein: RV2863−0.25

CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLYL CYCLASE): RV1318C−0.35
hypothetical protein: RV2422−0.47

PE FAMILY PROTEIN: RV1088−0.52
hypothetical protein: RV0887C−0.73

short chain dehydrogenase: RV1928C−0.94
Probable hemoglobin glbN: RV1542C−1.20

hypothetical protein: RV2546−1.35
 REGULATORY PROTEIN PKNK (PROTEIN KINASE K) (STPK K): RV3080C−2.08

hypothetical protein: RV1948C−4.81
PPE FAMILY PROTEIN: RV3621C−5.14

PE FAMILY PROTEIN: RV3622C−5.14
hypothetical protein: RV2423−5.77
hypothetical protein: RV1767−7.73

IONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): RV3173C−18.57
short chain dehydrogenase: RV3174−18.57

ASE MEST (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV3176C−18.63
POSSIBLE PEROXIDASE (NON−HAEM PEROXIDASE): RV3177−18.63

log10(P) upstream meme1 2 log10(P.clust)=−5.56; 21 seqs; 20 uniq
c(0.5, 2.5)
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