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Cluster: 0276 mtu; resid: 0.47; r/c: 13/241
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x.range

upstream meme PSSM #1; e=93

1 3 5 7 9 11 13 151 3 5 7 9 11 13 15

x.range

y.
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upstream meme PSSM #2; e=170

1 3 5 7 9 11 131 3 5 7 9 11
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string
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hypothetical protein: RV3407−5.27

hypothetical protein: RV3408−5.27

acyl−CoA synthetase: RV2930−6.35

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSD: RV2934−6.35

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSE: RV2935−6.35

IM−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER DRRA: RV2936−6.35

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DRRB: RV2937−6.35

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DRRC: RV2938−6.35

acyltransferase PapA5: RV2939−6.35

OBABLE METAL CATION TRANSPORTER P−TYPE ATPASE G CTPG: RV1992C−6.69

hypothetical protein: RV1993C−6.69

 DESATURASE) (STEAROYL−ACP DESATURASE) (PROTEIN DES): RV0824C−7.74

SA2 (ACYL−[ACP] DESATURASE) (STEAROYL−ACP DESATURASE): RV1094−8.58

log10(P) upstream meme1 2 log10(P.clust)=−6.52; 13 seqs; 5 uniq
c(0.5, 2.5)
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