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Cluster: 0053 mtu; resid: 0.49; r/c: 14/240
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Cluster: 0053 mtu; resid: 0.49; r/c: 14/240

x.range

upstream meme PSSM #1; e=3.2

1 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.2e+03

1 3 5 7 91 3 5 7 9
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operons −200 −100 −1

hypothetical protein: RV2671−1.04

POSSIBLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2673−1.04

3−ketoacyl−(acyl−carrier−protein) reductase: RV2766C−1.71

RNA/rRNA METHYLASE SPOU (tRNA/rRNA METHYLTRANSFERASE): RV3366−2.85

hypothetical protein: RV0965C−2.97

hypothetical protein: RV0967−3.63

hypothetical protein: RV0968−3.63

PROBABLE METAL CATION TRANSPORTER P−TYPE ATPASE CTPV: RV0969−3.63

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0970−3.63

HYPOTHETICAL ALANINE RICH PROTEIN: RV2489C−4.17

hypothetical protein: RV2644C−4.21

hypothetical protein: RV0699−4.40

TRANSFERASE) (PHOSPHATIDYLGLYCEROPHOSPHATE SYNTHASE): RV2746C−5.89

N−acetylglutamate synthase: RV2747−6.27

log10(P) upstream meme1 2 log10(P.clust)=−3.51; 14 seqs; 10 uniq
c(0.5, 2.5)
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