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x.range

upstream meme PSSM #1; e=3.2e−11
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x.range
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upstream meme PSSM #2; e=2.2e−05
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Rv1144
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Rv1896c

Rv3787c
Rv3788
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Rv0739string
operons −200 −100 −1

hypothetical protein: RV1261C−2.46

HYPOTHETICAL HIT−LIKE PROTEIN: RV1262C−2.46

hypothetical protein: RV0739−6.56

pyrroline−5−carboxylate reductase: RV0500−7.11

hypothetical protein: RV1896C−7.64

Possible regulatory protein: RV1556−7.67

E DEHYDRATASE SDAA (L−SERINE DEAMINASE) (SDH) (L−SD): RV0069C−8.35

ETHYLTRANSFERASE GLYA2 (SERINE METHYLASE 2) (SHMT 2): RV0070C−8.35

nucleoside diphosphate kinase regulator: RV3788−13.89

hypothetical protein: RV3787C−13.89

enoyl−CoA hydratase: RV1141C−15.00

ylacyl−CoA racemase) (2−arylpropionyl−CoA epimerase ): RV1143−15.00

PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV1144−15.00

enoyl−CoA hydratase: RV1142C−15.00

log10(P) upstream meme1 2 log10(P.clust)=−9.89; 14 seqs; 10 uniq
c(0.5, 2.5)
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