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string
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chaperonin GroEL: RV3417C−0.54
co−chaperonin GroES: RV3418C−0.54

hypothetical protein: RV1592C−1.26
dopterin−guanine dinucleotide biosynthesis protein A: RV2453C−1.37
−oxoglutarate ferredoxin oxidoreductase subunit beta: RV2454C−1.37

PROBABLE OXIDOREDUCTASE (ALPHA SUBUNIT): RV2455C−1.37
PROBABLE CYSTEINE DESULFURASE CSD: RV1464−1.51

chaperonin GroEL: RV0440−2.83
AL MYCOCEROSIC ACID SYNTHASE MEMBRANE−ASSOCIATED MAS: RV2940C−6.98

acyl−CoA synthetase: RV3801C−8.30
ACCD4 (PCCASE) (PROPANOYL−COA:CARBON DIOXIDE LIGASE): RV3799C−8.30

POLYKETIDE SYNTHASE PKS13: RV3800C−8.30
acyl−carrier−protein S−malonyltransferase: RV2243−9.02

acyl carrier protein: RV2244−9.02
3−oxoacyl−(acyl carrier protein) synthase II: RV2245−9.02
3−oxoacyl−(acyl carrier protein) synthase II: RV2246−9.02

ACETYL/PROPIONYL−CoA CARBOXYLASE (BETA SUBUNIT) ACCD6: RV2247−9.02
NINE−PROTEIN KINASE PKNG (PROTEIN KINASE G) (STPK G): RV0410C−10.22

PROBABLE GLUTAMINE−BINDING LIPOPROTEIN GLNH (GLNBP): RV0411C−10.22
POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0412C−10.22

log10(P) upstream meme1 2 log10(P.clust)=−5.92; 20 seqs; 9 uniq
c(0.5, 2.5)
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