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x.range

upstream meme PSSM #1; e=0.096

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

x.range

y.
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upstream meme PSSM #2; e=1.7

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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string
operons −200 −100 −1

hypothetical protein: RV0487−0.18
ROLIDE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1667C−0.44

pyruvate kinase: RV1617−0.72
Probable acyl−CoA thioesterase II tesB1: RV1618−0.72

BLE DEHYDROGENASE FAD flavoprotein GMC oxidoreductase: RV1279−1.04
phosphoribosylformylglycinamidine synthase II: RV0803−2.26

hypothetical protein: RV0804−2.26
PUTATIVE CONSERVED ATPASE: RV0435C−2.75

ASE PSSA (PS SYNTHASE) (PHOSPHATIDYLSERINE SYNTHASE): RV0436C−2.75
phosphatidylserine decarboxylase: RV0437C−2.75

POSSIBLE CONSERVED MEMBRANE GLYCINE RICH PROTEIN: RV2575−3.13
hypothetical protein: RV0036C−3.44

PROBABLE BACTERIOFERRITIN COMIGRATORY PROTEIN BCP: RV2521−3.59
hypothetical protein: RV2771C−3.96
hypothetical protein: RV0799C−7.10

29 KDa ANTIGEN CFP29: RV0798C−7.10
putative aminopeptidase 2: RV0800−7.11

hypothetical protein: RV0801−7.11
hypothetical protein: RV1233C−11.71

PROBABLE TRANSMEMBRANE PROTEIN: RV1234−11.71
log10(P) upstream meme1 2 log10(P.clust)=−4.09; 20 seqs; 14 uniq

c(0.5, 2.5)
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