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x.range

upstream meme PSSM #1; e=890
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upstream meme PSSM #2; e=3.2e+04
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A1 (CYCLOPROPANE FATTY ACID SYNTHASE) (CFA SYNTHASE): RV0447C−0.50

hypothetical protein: RV0449C−0.50

hypothetical protein: RV0448C−0.50

NE−PROTEIN KINASE B PKNB (PROTEIN KINASE B) (STPK B): RV0014C−1.02

POSSIBLE SERINE/THREONINE PHOSPHATASE PPP: RV0018C−1.02

hypothetical protein: RV0019C−1.02

diaminopimelate epimerase: RV2726C−3.21

POSSIBLE PARA−NITROBENZYL ESTERASE (FRAGMENT): RV1105−3.30

succinic semialdehyde dehydrogenase: RV1731−3.77

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0401−3.93

Probable conserved integral membrane protein: RV2209−4.32

hypothetical protein: RV2910C−4.95

hypothetical protein: RV3369−5.83

POSSIBLE MEMBRANE PROTEIN: RV3851−7.90

log10(P) upstream meme1 2 log10(P.clust)=−2.98; 14 seqs; 10 uniq
c(0.5, 2.5)
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