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upstream meme PSSM #1; e=9.1e−14
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string
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hypothetical protein: RV1375−1.15

hypothetical protein: RV1376−1.15

hypothetical protein: RV2865−2.71

hypothetical protein: RV2866−2.71

PROBABLE CATION TRANSPORTER P−TYPE ATPASE CTPJ: RV3743C−3.66

PROBABLE LIPOPROTEIN LPPN: RV2270−3.80

hypothetical protein: RV2269C−4.16

IBLE ATP−DEPENDENT PROTEASE ATP−BINDING SUBUNIT CLPC2: RV2667−4.32

POSSIBLE EXPORTED ALANINE AND VALINE RICH PROTEIN: RV2668−4.32

hypothetical protein: RV2016−4.55

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2017−4.55

POSSIBLE DEHYDROGENASE/REDUCTASE: RV0331−7.23

s part) ROCD2 (ORNITHINE−−OXO−ACID AMINOTRANSFERASE): RV2321C−8.81

hypothetical protein: RV2323C−8.81

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ASNC−FAMILY): RV2324−8.81

hypothetical protein: RV2011C−11.26

hypothetical protein: RV2012−11.26

log10(P) upstream meme1 2 log10(P.clust)=−5.49; 17 seqs; 12 uniq
c(0.5, 2.5)
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