
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0259 mtu; resid: 0.51; r/c: 17/242
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Cluster: 0259 mtu; resid: 0.51; r/c: 17/242

x.range

upstream meme PSSM #1; e=2e−42

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=3.4e−37

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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PE13

PPE18

Rv1199c
Rv1200

PPE19Rv2370c

Rv2369c

PE_PGRS40

Rv3115

moeB2

PE_PGRS32

Rv1810

Rv2666

Rv3049c

Rv1046c

Rv2512c
Rv3023c

string
operons −200 −100 −1

PROBABLE MONOOXYGENASE: RV3049C−0.02

PPE FAMILY PROTEIN: RV1196−0.09

PE FAMILY PROTEIN: RV1195−0.18

PE−PGRS FAMILY PROTEIN: RV1803C−0.19

PPE FAMILY PROTEIN: RV1361C−0.28

PE−PGRS FAMILY PROTEIN: RV2371−5.77

hypothetical protein: RV2369C−5.77

hypothetical protein: RV2370C−5.77

SE SULFURYLASE) (MOLYBDOPTERIN SYNTHASE SULPHURYLASE): RV3116−6.66

hypothetical protein: RV1810−7.06

ROBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV1200−10.68

truncated IS1081 transposase: RV2666−22.93

hypothetical protein: RV1046C−22.93

POSSIBLE TRANSPOSASE: RV1199C−22.93

IS1081 transposase: RV2512C−22.93

PROBABLE TRANSPOSASE: RV3023C−22.93

PROBABLE TRANSPOSASE: RV3115−22.93

log10(P) upstream meme1 2 log10(P.clust)=−10.59; 17 seqs; 16 uniq
c(0.5, 2.5)
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