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Cluster: 0478 mtu; resid: 0.49; r/c: 8/239

x.range

upstream meme PSSM #1; e=0.00045

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

x.range

y.
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upstream meme PSSM #2; e=0.09

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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Rv0885
serC

fprB

ethR

ethA

Rv0823c

Rv2963

string
operons −200 −100 −1

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV2963−0.14

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0823C−0.24

PROBABLE ACYL−CoA DEHYDROGENASE FADE6: RV0271C−4.68

phosphoserine aminotransferase: RV0884C−13.59

hypothetical protein: RV0885−13.59

ODOXIN REDUCTASE) (AR) (FERREDOXIN−NADP(+) REDUCTASE): RV0886−13.59

MONOOXYGENASE ETHA: RV3854C−14.77

IONAL REGULATORY REPRESSOR PROTEIN (TETR−FAMILY) ETHR: RV3855−14.77

log10(P) upstream meme1 2 log10(P.clust)=−9.42; 8 seqs; 7 uniq
c(0.5, 2.5)
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