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Cluster: 0163 mtu; resid: 0.50; r/c: 25/41
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upstream meme PSSM #1; e=110
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Rv3433c

trmB

fadE32fadD3

fadD13

Rv3087

fadD9

lysS

Rv1363c

Rv3689

Rv3241c

nrdB

Rv1179c

ORF03148

Rv0937c

Rv1208
esxN

Rv2135c

Rv2494
viuB

Rv3041cRv3046c

Rv3197

pks2

Rv2499c

string
operons −200 −100 −1

ORF03148NA
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3689−0.30

hypothetical protein: Rv1179c−0.31
hypothetical protein: Rv1208−0.75

ROBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: Rv3197−0.95
hypothetical protein: Rv3087−1.26

TY−ACID−CoA LIGASE FADD13 (FATTY−ACYL−CoA SYNTHETASE): Rv3089−1.26
OBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: Rv3041c−1.32

hypothetical protein: Rv3046c−1.50
hypothetical protein: Rv3241c−1.51
hypothetical protein: Rv3433c−1.75
hypothetical protein: Rv2135c−1.80

POSSIBLE OXIDASE REGULATORY−RELATED PROTEIN: Rv2499c−1.82
PROBABLE POLYKETIDE SYNTHASE PKS2: Rv3825c−1.85

hypothetical protein: Rv0937c−2.01
(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): Rv2590−2.13

tRNA (guanine−N(7))−methyltransferase: Rv0208c−2.23
POSSIBLE MYCOBACTIN UTILIZATION PROTEIN VIUB: Rv2895c−2.24

hypothetical protein: Rv2494−2.48
lysyl−tRNA synthetase: Rv1640c−2.72

ribonucleotide−diphosphate reductase subunit beta: Rv0233−3.07
TIVE ESAT−6 LIKE PROTEIN ESXN (ESAT−6 LIKE PROTEIN 5): Rv1793−3.88

acyl−CoA synthetase: Rv3561−6.11
PROBABLE ACYL−CoA DEHYDROGENASE FADE32: Rv3563−6.11

POSSIBLE MEMBRANE PROTEIN: Rv1363c−6.69
log10(P) upstream meme1 2 log10(P.clust)=−2.34; 25 seqs; 23 uniq

c(0.5, 2.5)
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