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x.range

upstream meme PSSM #1; e=1.5e+03

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=1.8e+03

1 3 5 7 9 111 3 5 7 9
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moxR1

purQ
Rv1178
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Rv1480
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Rv2111c

Rv2112c

Rv2676c
hemY

Rv2254c
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Rv2675chemE

Rv1100

string
operons −200 −100 −1

proteasome (alpha subunit) PrcA: RV2109C−1.32
proteasome (beta subunit) PrcB: RV2110C−1.32

hypothetical protein: RV2111C−1.32
hypothetical protein: RV2112C−1.32

Probable integral membrane protein: RV2254C−2.63
hypothetical protein: RV2255C−2.63

N−succinyldiaminopimelate aminotransferase: RV1178−3.90
ETASE I) ((P)PPGPP SYNTHETASE) (GTP DIPHOSPHOKINASE): RV2583C−4.58

hypothetical protein: RV0239−4.97
hypothetical protein: RV0240−4.97

phosphoribosylformylglycinamidine synthase subunit I: RV0788−5.53
hypothetical protein: RV1100−6.01

hypothetical protein: RV2675C−6.20
hypothetical protein: RV2676C−6.20

protoporphyrinogen oxidase: RV2677C−6.20
uroporphyrinogen decarboxylase: RV2678C−6.20

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN MOXR1: RV1479−7.06
hypothetical protein: RV1480−7.06

PROBABLE MEMBRANE PROTEIN: RV1481−7.06
log10(P) upstream meme1 2 log10(P.clust)=−4.55; 19 seqs; 9 uniq

c(0.5, 2.5)
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