
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0133 mtu; resid: 0.51; r/c: 18/237

−
10

−
5

0
5

10

Cluster: 0133 mtu; resid: 0.51; r/c: 18/237

x.range

upstream meme PSSM #1; e=0.58

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range
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upstream meme PSSM #2; e=32

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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29 KDa ANTIGEN CFP29: RV0798C−1.85

PROBABLE CATION−TRANSPORTER ATPASE I CTPI: RV0107C−2.11

hypothetical protein: RV1752−2.19

IS1533 transposase: RV2943−2.32

acyl−CoA synthetase: RV1058−2.66

LUTAMINE SYNTHETASE GLNA3 (GLUTAMINE SYNTHASE) (GS−I): RV1878−2.67

hypothetical protein: RV1879−2.67

pantothenate kinase: RV1092C−2.71

PROBABLE CONSERVED MEMBRANE PROTEIN: RV2599−2.72

PROBABLE LIPOPROTEIN LPQJ: RV0344C−3.17

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0102−4.98

hypothetical protein: RV3577−6.00

SSIBLE ARSENICAL PUMP INTEGRAL MEMBRANE PROTEIN ARSB2: RV3578−6.00

hypothetical protein: RV0074−6.03

PROBABLE CYTOCHROME P450 128 CYP128: RV2268C−6.04

hypothetical protein: RV2267C−6.04

Probable dipeptidase PepE: RV2089C−10.36

Probable 5'−3' exonuclease: RV2090−10.36

log10(P) upstream meme1 2 log10(P.clust)=−4.49; 18 seqs; 15 uniq
c(0.5, 2.5)
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