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hypothetical protein: RV1126C−2.79

pyruvate phosphate dikinase: RV1127C−2.79

hypothetical protein: RV1084−4.18

hypothetical protein: RV0365C−4.72

hypothetical protein: RV0366C−4.72

PECIFICITY DETERMINANT (FRAGMENT) HSDS.1 (S PROTEIN): RV2755C−5.06

A METHYLASE HSDM (M PROTEIN) (DNA METHYLTRANSFERASE): RV2756C−5.06

hypothetical protein: RV2084−9.59

hypothetical protein: RV2085−10.27

hypothetical protein: RV0495C−18.82

hypothetical protein: RV0496−18.82

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0497−18.82

hypothetical protein: RV0498−18.82

log10(P) upstream meme1 2 log10(P.clust)=−9.57; 13 seqs; 8 uniq
c(0.5, 2.5)
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