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Cluster: 0572 mtu; resid: 0.62; r/c: 15/240
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x.range

upstream meme PSSM #1; e=6.7e−23

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

x.range

y.
ra
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e

upstream meme PSSM #2; e=3.9e−13

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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string
operons −200 −100 −1

PPE FAMILY PROTEIN: RV1387−0.02

arginine repressor: RV1657−0.11

aspartyl/glutamyl−tRNA amidotransferase subunit A: RV3011C−0.12

POSSIBLE TRANSFERASE (POSSIBLY GLYCOSYLTRANSFERASE): RV3631−1.47

POSSIBLE LYSOPHOSPHOLIPASE: RV0183−6.11

dihydroorotate dehydrogenase 2: RV2139−6.39

PROBABLE TRANSPOSASE (FRAGMENT): RV0741−9.72

hypothetical protein: RV2061C−12.06

hypothetical protein: RV3647C−12.46

ASE FADB4 (NADPH:QUINONE REDUCTASE) (ZETA−CRYSTALLIN): RV3141−13.31

prolyl−tRNA synthetase: RV2845C−14.91

hypothetical protein: RV2603C−15.02

PROBABLE TRANSFERASE: RV1201C−15.47

tRNA pseudouridine synthase B: RV2793C−15.97

hypothetical protein: RV2794C−15.97

log10(P) upstream meme1 2 log10(P.clust)=−9.27; 15 seqs; 14 uniq
c(0.5, 2.5)
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