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Cluster: 0228 mtu; resid: 0.43; r/c: 9/242
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Cluster: 0228 mtu; resid: 0.43; r/c: 9/242

x.range

upstream meme PSSM #1; e=1.9e−05
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x.range

y.
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upstream meme PSSM #2; e=0.017

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv0669c

fadE9PE_PGRS11 string
operons −200 −100 −1

succinic semialdehyde dehydrogenase: RV0234C−0.12

POSSIBLE MEMBRANE PROTEIN: RV0048C−3.35

PROBABLE ACYL−CoA DEHYDROGENASE FADE9: RV0752C−6.97

PE−PGRS FAMILY PROTEIN: RV0754−6.97

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0229C−12.90

−ESTERASE) (ARYLTRIPHOSPHATASE) (PARAOXON HYDROLASE): RV0230C−12.90

PROBABLE ACYL−CoA DEHYDROGENASE FADE4: RV0231−12.90

POSSIBLE HYDROLASE: RV0669C−14.34

endonuclease IV: RV0670−14.34

log10(P) upstream meme1 2 log10(P.clust)=−9.42; 9 seqs; 8 uniq
c(0.5, 2.5)
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