
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0408 mtu; resid: 0.55; r/c: 18/242

−
10

−
5

0
5

10

Cluster: 0408 mtu; resid: 0.55; r/c: 18/242

x.range

upstream meme PSSM #1; e=0.011

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.62

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17

●

●

●

●

●

●

●

●

●
●

●

●

●

●

●

● ●

●

trmB

Rv1262c

Rv0314c

Rv3689

Rv3690
Rv3691

Rv3705c

Rv0360c

lpqD
metB

Rv1703c

Rv1261c

Rv2375

Rv2507

Rv3353c

Rv3354 moxR2

RV0257C string
operons −200 −100 −1

RV0257CNA

POSSIBLE CONSERVED PROLINE RICH MEMBRANE PROTEIN: RV2507−1.01

tRNA (guanine−N(7))−methyltransferase: RV0208C−1.58

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3689−1.63

EHYDROGENASE TRANSCRIPTIONAL REGULATORY PROTEIN MOXR2: RV3692−1.63

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3690−1.63

hypothetical protein: RV3691−1.63

hypothetical protein: RV1261C−2.26

HYPOTHETICAL HIT−LIKE PROTEIN: RV1262C−2.26

PROBABLE CONSERVED LIPOPROTEIN LPQD: RV3390−2.53

hypothetical protein: RV2375−2.61

Probable catechol−o−methyltransferase: RV1703C−4.22

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0314C−6.71

cystathionine gamma−synthase: RV1079−8.79

hypothetical protein: RV0360C−8.97

hypothetical protein: RV3705C−10.74

hypothetical protein: RV3353C−11.65

hypothetical protein: RV3354−11.65

log10(P) upstream meme1 2 log10(P.clust)=−4.79; 18 seqs; 14 uniq
c(0.5, 2.5)
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