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string
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hypothetical protein: RV0540−0.09

hypothetical protein: RV0574C−0.66

Probable alcohol dehydrogenase adh: RV1530−0.70

ANSTRANSFERASE (GERANYLGERANYL−DIPHOSPHATE SYNTHASE): RV3398C−0.75

PPE FAMILY PROTEIN: RV0453−0.94

hypothetical protein: RV0216−1.59

hypothetical protein: RV0610C−2.27

hypothetical protein: RV0209−2.36

hypothetical protein: RV0210−2.36

POSSIBLE LIPOPROTEIN LPQV: RV1064C−2.92

hypothetical protein: RV2414C−3.01

POSSIBLE MATURASE: RV0071−3.13

L−fuculose−phosphate aldolase: RV0727C−3.13

hypothetical protein: RV0358−3.27

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0359−3.27

BLE ZINC−TYPE ALCOHOL DEHYDROGENASE (E SUBUNIT) ADHE: RV0162C−3.75

PE−PGRS FAMILY PROTEIN: RV1803C−3.83

hypothetical protein: RV2570−4.05

log10(P) upstream meme1 2 log10(P.clust)=−2.34; 18 seqs; 16 uniq
c(0.5, 2.5)
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