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Cluster: 0403 mtu; resid: 0.53; r/c: 12/240
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Cluster: 0403 mtu; resid: 0.53; r/c: 12/240

x.range

upstream meme PSSM #1; e=1e−05

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=7.2e−05

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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moeA2

Rv0439c

Rv1227c

Rv1085c

Rv1204c

Rv1205

fadD6

Rv2673

lpqX

Rv2387

Rv2672

lpqZ string
operons −200 −100 −1

PROBABLE LIPOPROTEIN LPQZ: RV1244−0.02

PROBABLE MOLYBDOPTERIN BIOSYNTHESIS PROTEIN MOEA2: RV0438C−0.09

short chain dehydrogenase: RV0439C−0.09

POSSIBLE HEMOLYSIN−LIKE PROTEIN: RV1085C−3.87

POSSIBLE SECRETED PROTEASE: RV2672−4.67

POSSIBLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2673−4.67

hypothetical protein: RV2387−10.33

hypothetical protein: RV1205−15.52

acyl−CoA synthetase: RV1206−15.52

hypothetical protein: RV1204C−15.52

PROBABLE TRANSMEMBRANE PROTEIN: RV1227C−17.13

PROBABLE LIPOPROTEIN LPQX: RV1228−17.13

log10(P) upstream meme1 2 log10(P.clust)=−8.71; 12 seqs; 9 uniq
c(0.5, 2.5)
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