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x.range

upstream meme PSSM #1; e=5.5e−08

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range
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upstream meme PSSM #2; e=0.047

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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string
operons −200 −100 −1
LE PERIPLASMIC OLIGOPEPTIDE−BINDING LIPOPROTEIN OPPA: RV1280C−3.28

E−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER OPPD: RV1281C−3.28

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER OPPC: RV1282C−3.28

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER OPPB: RV1283C−3.28

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0051−3.51

GTP−binding protein Era: RV2364C−3.81

hypothetical protein: RV1565C−4.29

BLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL12: RV1522C−4.29

hypothetical protein: RV1680−5.78

POSSIBLE MOLYBDOPTERIN BIOSYNTHESIS PROTEIN MOEX: RV1681−5.78

4−diphosphocytidyl−2−C−methyl−D−erythritol kinase: RV1011−6.17

Maltooligosyltrehalose trehalohydrolase TreZ: RV1562C−8.83

Maltooligosyltrehalose synthase TreY: RV1563C−8.83

Probable Maltooligosyltrehalose synthase TreX: RV1564C−8.83

PROBABLE CONSERVED LIPOPROTEIN LPQW: RV1166−10.16

hypothetical protein: RV0937C−17.85

ATP−dependent DNA ligase: RV0938−17.85

DIOATE ISOMERASE (HHDD ISOMERASE) + CYCLASE/DEHYDRASE: RV0939−17.85

log10(P) upstream meme1 2 log10(P.clust)=−7.61; 18 seqs; 11 uniq
c(0.5, 2.5)
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