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x.range

upstream meme PSSM #1; e=1.6e−11
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upstream meme PSSM #2; e=6.3e−05
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mmpL5Rv0678

Rv0937c
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PE_PGRS14

parB

string
operons −200 −100 −1

hypothetical protein: RV1977−2.16

PROBABLE CHROMOSOME PARTITIONING PROTEIN PARB: RV3917C−2.33

hypothetical protein: RV1419−2.57

acyl−CoA synthetase: RV0270−3.08

PE−PGRS FAMILY PROTEIN: RV0834C−7.26

hypothetical protein: RV1989C−7.45

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1990C−7.45

phosphoribosylglycinamide formyltransferase 2: RV0389−8.08

hypothetical protein: RV0390−8.08

hypothetical protein: RV0272C−9.31

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0273C−9.31

hypothetical protein: RV0274−9.31

ABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL5: RV0676C−10.64

POSSIBLE CONSERVED MEMBRANE PROTEIN MMPS5: RV0677C−10.64

hypothetical protein: RV0678−10.64

hypothetical protein: RV0937C−13.58

ATP−dependent DNA ligase: RV0938−13.58

DIOATE ISOMERASE (HHDD ISOMERASE) + CYCLASE/DEHYDRASE: RV0939−13.58

log10(P) upstream meme1 2 log10(P.clust)=−8.28; 18 seqs; 13 uniq
c(0.5, 2.5)
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