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Cluster: 0106 mtu; resid: 0.48; r/c: 11/239
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Cluster: 0106 mtu; resid: 0.48; r/c: 11/239

x.range

upstream meme PSSM #1; e=0.82
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.1

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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Rv1914c

aceAa

aceAb

Rv2466c

Rv2664

Rv2557

Rv2658c

Rv2659c
Rv2662

Rv0140
moeB1 string

operons −200 −100 −1

hypothetical protein: RV2466C−2.25

molybdopterin biosynthesis−like protein MoeZ: RV3206C−3.09

hypothetical protein: RV2664−3.46

hypothetical protein: RV0140−3.46

hypothetical protein: RV2662−3.84

POSSIBLE PROPHAGE PROTEIN: RV2658C−8.37

PROBABLE phiRv2 PROPHAGE INTEGRASE: RV2659C−8.37

hypothetical protein: RV2557−8.61

hypothetical protein: RV1914C−15.92

 aceAa [FIRST PART] (ISOCITRASE) (ISOCITRATASE) (ICL): RV1915−15.92

isocitrate lyase: RV1916−15.92

log10(P) upstream meme1 2 log10(P.clust)=−8.11; 11 seqs; 9 uniq
c(0.5, 2.5)
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