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x.range

upstream meme PSSM #1; e=480
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hypothetical protein: RV2879CNA

hypothetical protein: RV0898C−0.76

hypothetical protein: RV2631−1.21

hypothetical protein: RV0190−1.41

E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB6: RV3862C−2.08

hypothetical protein: RV2327−2.56

hypothetical protein: RV3222C−3.20

RNA polymerase sigma factor RpoE: RV3223C−3.20

HYPOTHETICAL ALANINE RICH PROTEIN: RV3863−3.21

PROBABLE CHROMOSOME PARTITIONING PROTEIN PARB: RV3917C−3.62

glucose−inhibited division protein B: RV3919C−3.62

PE−PGRS FAMILY PROTEIN: RV2396−3.75

POSSIBLE INTEGRAL MEMBRANE PROTEIN: RV1749C−4.07

hypothetical protein: RV1765C−4.50

hypothetical protein: RV2629−4.74

hypothetical protein: RV2630−4.74

hypothetical protein: RV3642C−4.85

POSSIBLE CELL FILAMENTATION PROTEIN FIC: RV3641C−4.85

log10(P) upstream meme1 2 log10(P.clust)=−3.32; 18 seqs; 14 uniq
c(0.5, 2.5)
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