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x.range

upstream meme PSSM #1; e=100

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range
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upstream meme PSSM #2; e=180

1 3 5 7 9 111 3 5 7 9
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Rv0516c

Rv2638
sigF

rsbW

usfY

mmsB

mmsA

Rv1991cctpG

Rv1993c

Rv3334

Rv2660c
Rv2661c

Rv2663

Rv3122
Rv3123

PE_PGRS10

PE7

rocA

string
operons −200 −100 −1

PUTATIVE PROTEIN USFY: RV3288C−0.15
hypothetical protein: RV3122−1.14
hypothetical protein: RV3123−1.14

hypothetical protein: RV1991C−1.26
BLE 3−HYDROXYISOBUTYRATE DEHYDROGENASE MMSB (HIBADH): RV0751C−1.37
THYLMALONIC ACID SEMIALDEHYDE DEHYDROGENASE) (MMSDH): RV0753C−1.37
PROBABLE PYRROLINE−5−CARBOXYLATE DEHYDROGENASE ROCA: RV1187−1.40

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY MERR−FAMILY): RV3334−1.67
hypothetical protein: RV0516C−1.89

PE−PGRS FAMILY PROTEIN: RV0747−2.20
RNA polymerase sigma factor SigF: RV3286C−4.05

ANTI−SIGMA FACTOR RSBW (SIGMA NEGATIVE EFFECTOR): RV3287C−4.05
PE FAMILY PROTEIN: RV0916C−6.43

hypothetical protein: RV2638−6.43
OBABLE METAL CATION TRANSPORTER P−TYPE ATPASE G CTPG: RV1992C−7.66

hypothetical protein: RV1993C−7.66
hypothetical protein: RV2660C−9.47
hypothetical protein: RV2661C−9.47

hypothetical protein: RV2663−9.47
log10(P) upstream meme1 2 log10(P.clust)=−4.12; 19 seqs; 14 uniq

c(0.5, 2.5)
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