
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0449 mtu; resid: 0.57; r/c: 15/244

−
10

−
5

0
5

10

Cluster: 0449 mtu; resid: 0.57; r/c: 15/244

x.range

upstream meme PSSM #1; e=4.6e−08

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

x.range

y.
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upstream meme PSSM #2; e=0.00025

1 3 5 7 9 111 3 5 7 9
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Rv2175c

lppP

Rv3129

rsfA

cyp124

Rv2331

Rv1520

PPE45

Rv2336
Rv3348

Rv3844

Rv3902c

string −200 −100 −1
conserved hypothetical regulatory protein: RV2175C−1.04

TI−SIGMA FACTOR ANTAGONIST) (REGULATOR OF SIGMA F A): RV1365C−1.07

Probable cytochrome P450 124 CYP124: RV2266−1.42

hypothetical protein: RV1117−1.45

hypothetical protein: RV3902C−1.83

probable sugar transferase: RV1520−2.46

hypothetical protein: RV3129−2.91

PPE FAMILY PROTEIN: RV2892C−2.92

PROBABLE TRANSPOSASE: RV3348−3.31

POSSIBLE TRANSPOSASE: RV3844−3.31

hypothetical protein: RV2336−8.70

PROBABLE LIPOPROTEIN LPPP: RV2330C−10.78

hypothetical protein: RV2331−10.78

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0519C−13.55

POSSIBLE METHYLTRANSFERASE/METHYLASE (FRAGMENT): RV0520−13.55

log10(P) upstream meme1 2 log10(P.clust)=−5.27; 15 seqs; 14 uniq
c(0.5, 2.5)
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