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x.range

upstream meme PSSM #1; e=4.4e−11

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

x.range

y.
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upstream meme PSSM #2; e=0.031

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

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

fadE10
Rv1846c

adhA

Rv1868

Rv3412

Rv1486c

Rv1487

Rv1488

Rv1845c

guaB2

gnd1

guaB3

Rv3818

Rv3819

PPE55

Rv3770c

tatA

string
operons −200 −100 −1

Probable alcohol dehydrogenase adhA: RV1862−2.61

PROBABLE ACYL−CoA DEHYDROGENASE FADE10: RV0873−2.83

6−phosphogluconate dehydrogenase: RV1844C−3.03

hypothetical protein: RV1868−3.27

hypothetical protein: RV1845C−3.48

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1846C−3.48

twin argininte translocase protein A: RV2094C−3.49

HYPOTHETICAL LEUCINE RICH PROTEIN: RV3770C−3.82

hypothetical protein: RV3818−5.80

hypothetical protein: RV3819−5.80

inositol−5−monophosphate dehydrogenase: RV3410C−7.18

inositol−5−monophosphate dehydrogenase: RV3411C−7.18

hypothetical protein: RV3412−7.18

PPE FAMILY PROTEIN: RV3347C−12.15

hypothetical protein: RV1487−15.40

POSSIBLE EXPORTED CONSERVED PROTEIN: RV1488−15.40

hypothetical protein: RV1486C−15.40

log10(P) upstream meme1 2 log10(P.clust)=−6.91; 17 seqs; 13 uniq
c(0.5, 2.5)
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