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x.range

upstream meme PSSM #1; e=0.3

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
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upstream meme PSSM #2; e=53

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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string
operons −200 −100 −1

phosphoribosylformylglycinamidine synthase subunit I: RV0788−0.10

ABLE D−3−PHOSPHOGLYCERATE DEHYDROGENASE SERA1 (PGDH): RV2996C−0.34

hypothetical protein: RV1156−0.37

hypothetical protein: RV0863−0.66

ABLE ARSENIC−TRANSPORT INTEGRAL MEMBRANE PROTEIN ARSA: RV2684−4.76

BLE ARSENIC−TRANSPORT INTEGRAL MEMBRANE PROTEIN ARSB1: RV2685−4.76

POSSIBLE THIOREDOXIN: RV1324−5.17

LOW MOLECULAR WEIGHT PROTEIN ANTIGEN 6 (CFP−6): RV3004−5.30

threonine dehydratase: RV1559−6.26

hypothetical protein: RV1558−7.06

NE−PROTEIN KINASE D PKND (PROTEIN KINASE D) (STPK D): RV0931C−20.27

 PHOSPHATE−BINDING LIPOPROTEIN PSTS2 (PBP−2) (PSTS2): RV0932C−20.27

TE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER PSTB: RV0933−20.27

C PHOSPHATE−BINDING LIPOPROTEIN PSTS1 (PBP−1) (PSTS1): RV0934−20.27

ATE−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER PSTC1: RV0935−20.27

ATE−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER PSTA2: RV0936−20.27

log10(P) upstream meme1 2 log10(P.clust)=−9.78; 16 seqs; 11 uniq
c(0.5, 2.5)
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