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rne

Rv2983
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Rv3684

string
operons −200 −100 −1

PROBABLE ATP−DEPENDENT DNA HELICASE HELY: RV2092C−0.95

ROBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: RV3197−1.18

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2983−1.38

POSSIBLE RIBONUCLEASE E RNE: RV2444C−1.42

hypothetical protein: RV2752C−1.42

twin argininte translocase protein A: RV2094C−4.31

ndent protein translocase transmembrane protein tatC: RV2093C−4.31

PROBABLE LYASE: RV3684−4.73

hypothetical protein: RV2052C−5.06

FxsA: RV2053C−5.06

Polyprenol−monophosphomannose synthase Ppm1: RV2051C−5.06

log10(P) upstream meme1 2 log10(P.clust)=−3.17; 11 seqs; 8 uniq
c(0.5, 2.5)
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