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upstream meme PSSM #1; e=0.012
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Rv2004c

ctpF
Rv2003c

Rv2159c

Rv2629

Rv2630

Rv0775

Rv2665

Rv3916c

string
operons −200 −100 −1

phosphoribosylglycinamide formyltransferase 2: RV0389−0.14

ROBABLE METAL CATION TRANSPORTER P−TYPE ATPASE A CTPF: RV1997−0.15

HYPOTHETICAL ARGININE RICH PROTEIN: RV2665−1.40

hypothetical protein: RV3916C−1.92

hypothetical protein: RV2159C−1.99

hypothetical protein: RV2004C−2.38

hypothetical protein: RV2003C−2.51

hypothetical protein: RV2629−2.58

hypothetical protein: RV2630−2.58

HYDROFOLATE DEFORMYLASE PURU (FORMYL−FH(4) HYDROLASE): RV2964−3.13

hypothetical protein: RV0775−3.73

BLE 3−HYDROXYISOBUTYRATE DEHYDROGENASE MMSB (HIBADH): RV0751C−14.83

PROBABLE ACYL−CoA DEHYDROGENASE FADE9: RV0752C−14.83

THYLMALONIC ACID SEMIALDEHYDE DEHYDROGENASE) (MMSDH): RV0753C−14.83

PE−PGRS FAMILY PROTEIN: RV0754−14.83

log10(P) upstream meme1 2 log10(P.clust)=−5.45; 15 seqs; 12 uniq
c(0.5, 2.5)
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