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x.range

upstream meme PSSM #1; e=14

1 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
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upstream meme PSSM #2; e=16

1 3 5 7 9 111 3 5 7 9
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string
operons −200 −100 −1

RV2063CNA
hypothetical protein: RV0657C−0.48

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0955−0.77
PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV1877−1.02

conserved probable membrane protein: RV1510−1.86
hypothetical protein: RV2825C−2.27

hypothetical protein: RV2730−2.32
PE−PGRS FAMILY PROTEIN: RV1243C−2.43

PE−PGRS FAMILY PROTEIN: RV3367−2.60
hypothetical protein: RV2851C−2.76

hypothetical protein: RV1414−3.52
hypothetical protein: RV2828C−3.60

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2728C−3.64
tRNA delta(2)−isopentenylpyrophosphate transferase: RV2727C−3.64

MEMBRANE ALANINE AND VALINE AND LEUCINE RICH PROTEIN: RV2690C−3.72
TRK SYSTEM POTASSIUM UPTAKE PROTEIN CEOB: RV2691−3.72
TRK SYSTEM POTASSIUM UPTAKE PROTEIN CEOC: RV2692−3.72

PE−PGRS FAMILY PROTEIN: RV1768−4.49
hypothetical protein: RV2669−4.53

PE−PGRS FAMILY PROTEIN: RV0747−5.69
log10(P) upstream meme1 2 log10(P.clust)=−2.99; 20 seqs; 18 uniq

c(0.5, 2.5)
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