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Cluster: 0287 mtu; resid: 0.56; r/c: 16/236
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Cluster: 0287 mtu; resid: 0.56; r/c: 16/236

x.range

upstream meme PSSM #1; e=0.0046

1 3 5 7 9 11 131 3 5 7 9 11

x.range

y.
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upstream meme PSSM #2; e=4.3

1 3 5 7 9 11 131 3 5 7 9 11
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cmaA1

iunH mmpL12

string
operons −200 −100 −1

PROBABLE METAL CATION TRANSPORTER ATPASE P−TYPE CTPE: RV0908−1.48

E−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER OPPD: RV1281C−3.93

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER OPPC: RV1282C−3.93

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER OPPB: RV1283C−3.93

E DEHYDRATASE SDAA (L−SERINE DEAMINASE) (SDH) (L−SD): RV0069C−4.21

ETHYLTRANSFERASE GLYA2 (SERINE METHYLASE 2) (SHMT 2): RV0070C−4.21

anthranilate synthase component I: RV1609−5.41

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV1610−5.41

BLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL12: RV1522C−5.48

phosphopyruvate hydratase: RV1023−5.85

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV1024−5.85

hypothetical protein: RV1025−5.85

hypothetical protein: RV1026−5.85

CFA SYNTHASE) (CYCLOPROPANE MYCOLIC ACID SYNTHASE 1): RV3392C−6.37

BABLE NUCLEOSIDE HYDROLASE IUNH (PURINE NUCLEOSIDASE): RV3393−6.37

PROBABLE CATION−TRANSPORTER P−TYPE ATPASE B CTPB: RV0103C−7.64

log10(P) upstream meme1 2 log10(P.clust)=−5.11; 16 seqs; 9 uniq
c(0.5, 2.5)
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