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Cluster: 0514 mtu; resid: 0.49; r/c: 9/237
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Cluster: 0514 mtu; resid: 0.49; r/c: 9/237

x.range

upstream meme PSSM #1; e=1.7e+03
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upstream meme PSSM #2; e=4.2e+03
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string
operons −200 −100 −1

RATE TRANSPORT CARRIER) (GAMA−AMINOBUTYRATE PERMEASE): RV0522−0.03

succinic semialdehyde dehydrogenase: RV0234C−1.38

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0236C−1.82

MCE−FAMILY PROTEIN MCE2C: RV0591−2.16

MCE−FAMILY PROTEIN MCE2F: RV0594−2.16

BLE TRANSCRIPTIONAL REGULATORY PROTEIN (LUXR−FAMILY): RV2488C−2.52

hypothetical protein: RV0310C−3.56

PROBABLE INTEGRASE: RV2646−4.07

PPE FAMILY PROTEIN: RV0354C−4.13

log10(P) upstream meme1 2 log10(P.clust)=−2.42; 9 seqs; 8 uniq
c(0.5, 2.5)
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