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x.range

upstream meme PSSM #1; e=0.0034

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

x.range

y.
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upstream meme PSSM #2; e=0.28

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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Rv2886c

Rv1003
Rv1112

Rv2280

Rv1744c

Rv2237

Rv2772c
Rv2456c

Rv2885c

thiL
Rv2978c

Rv0401

Rv1134

Rv1730c

Rv2478c

Rv2910c
Rv3327

dxs2

string
operons −200 −100 −1

PROBABLE TRANSPOSASE: RV2885C−0.03
PROBABLE RESOLVASE: RV2886C−0.03

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0401−0.04
thiamine monophosphate kinase: RV2977C−0.04

PROBABLE TRANSPOSASE: RV2978C−0.04
PROBABLE MEMBRANE PROTEIN: RV1744C−0.04

1,4−dihydroxy−2−naphthoate octaprenyltransferase: RV0534C−0.15
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2772C−0.16

OBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV2456C−0.28
hypothetical protein: RV1134−0.44
hypothetical protein: RV1003−1.12

translation−associated GTPase: RV1112−1.52
hypothetical protein: RV2910C−1.94

POSSIBLE PENICILLIN−BINDING PROTEIN: RV1730C−2.11
1−deoxy−D−xylulose−5−phosphate synthase: RV3379C−8.03

Probable dehydrogenase: RV2280−13.63
hypothetical protein: RV2478C−13.98

PROBABLE TRANSPOSASE FUSION PROTEIN: RV3327−13.98
cobalamin biosynthesis protein: RV2236C−15.60

hypothetical protein: RV2237−15.60
log10(P) upstream meme1 2 log10(P.clust)=−4.44; 20 seqs; 18 uniq

c(0.5, 2.5)
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