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string
operons −200 −100 −1

hypothetical protein: RV2624C−0.00
CTASE (LARGE SUBUNIT) NRDZ (RIBONUCLEOTIDE REDUCTASE): RV0570−0.01

hypothetical protein: RV0571C−0.29
hypothetical protein: RV2003C−0.81

ROBABLE METAL CATION TRANSPORTER P−TYPE ATPASE A CTPF: RV1997−0.87
hypothetical protein: RV2669−1.19

GLYCOLIPID SULFOTRANSFERASE: RV1373−2.28
BABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL6: RV1557−2.39

hypothetical protein: RV2028C−2.55
hypothetical protein: RV2026C−2.55

robable phosphofructokinase PfkB (PHOSPHOHEXOKINASE): RV2029C−2.55
PPE FAMILY PROTEIN: RV1039C−3.06

PE FAMILY PROTEIN: RV1040C−3.06
ERVED TRANSMEMBRANE ALANINE AND LEUCINE RICH PROTEIN: RV2625C−3.07

PUTATIVE OXIDOREDUCTASE: RV0306−3.16
hypothetical protein: RV3079C−3.32

truncated IS1081 transposase: RV2666−3.56
PROBABLE MEMBRANE PROTEIN: RV1490−4.09

POSSIBLE DTDP−GLUCOSE 4,6−DEHYDRATASE: RV3468C−4.16
log10(P) upstream meme1 2 log10(P.clust)=−2.26; 19 seqs; 16 uniq

c(0.5, 2.5)
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