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x.range

upstream meme PSSM #1; e=0.36

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

x.range

y.
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upstream meme PSSM #2; e=78

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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deoC

hrcA

Rv2704

Rv1287mrsA

Rv2009

Rv2010

Rv2665

Rv2595
Rv2596

folD

phyA

Rv0023

Rv2161c

Rv2694c string
operons −200 −100 −1

heat−inducible transcription repressor: RV2374C−1.25

hypothetical protein: RV2704−2.19

PROBABLE PHYTOENE SYNTHASE PHYA: RV3397C−2.92

PROBABLE PHOSPHO−SUGAR MUTASE / MRSA PROTEIN HOMOLOG: RV3441C−3.31

deoxyribose−phosphate aldolase: RV0478−3.74

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0476−3.74

POSSIBLE CONSERVED SECRETED PROTEIN: RV0477−3.74

hypothetical protein: RV1287−3.92

hypothetical protein: RV2694C−4.23

hypothetical protein: RV2161C−5.03

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0023−5.27

HYPOTHETICAL ARGININE RICH PROTEIN: RV2665−5.55

YDROGENASE + METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE: RV3356C−5.88

hypothetical protein: RV2596−6.84

hypothetical protein: RV2595−6.84

hypothetical protein: RV2010−9.02

hypothetical protein: RV2009−9.02

log10(P) upstream meme1 2 log10(P.clust)=−4.85; 17 seqs; 13 uniq
c(0.5, 2.5)
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