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upstream meme PSSM #1; e=2.8e−07
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string
operons −200 −100 −1

glutamate racemase: RV1338−5.37

hypothetical protein: RV1334−5.37

ine sulfhydrylase B) (O−acetylserine (Thiol)−lyase B): RV1336−5.37

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV1337−5.37

hypothetical protein: RV2148C−5.38

conserved hypothetical protein YfiH: RV2149C−5.38

hypothetical protein: RV3733C−6.09

hypothetical protein: RV3734C−6.09

hypothetical protein: RV3735−6.09

hypothetical protein: RV3719−6.52

POSSIBLE FATTY ACID SYNTHASE: RV3720−6.52

hypothetical protein: RV1769−10.97

hypothetical protein: RV1770−10.97

PROBABLE OXIDOREDUCTASE: RV1771−10.97

ABLE ARSENIC−TRANSPORT INTEGRAL MEMBRANE PROTEIN ARSA: RV2684−19.94

BLE ARSENIC−TRANSPORT INTEGRAL MEMBRANE PROTEIN ARSB1: RV2685−19.94

1−deoxy−D−xylulose−5−phosphate synthase: RV2682C−19.94

hypothetical protein: RV2683−19.94

log10(P) upstream meme1 2 log10(P.clust)=−9.79; 18 seqs; 8 uniq
c(0.5, 2.5)
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