
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0334 mtu; resid: 0.56; r/c: 15/238

−
10

−
5

0
5

10

Cluster: 0334 mtu; resid: 0.56; r/c: 15/238

x.range

upstream meme PSSM #1; e=0.064

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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upstream meme PSSM #2; e=520

1 3 5 7 9 111 3 5 7 9
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phosphoribosylglycinamide formyltransferase: RV0956−1.13

azolecarboxamide formyltransferase/IMP cyclohydrolase: RV0957−1.13

Possible glycerolphosphodiesterase: RV2277C−3.40

hypothetical protein: RV3404C−3.81

hypothetical protein: RV2000−4.84

hypothetical protein: RV2001−4.84

sone reductase) ((R)−20−hydroxysteroid dehydrogenase): RV2002−4.84

sphoribosylaminoimidazole−succinocarboxamide synthase: RV0780−4.96

BLE PROTEASE II PTRBA [FIRST PART] (OLIGOPEPTIDASE B): RV0781−4.96

LE PROTEASE II PTRBB [SECOND PART] (OLIGOPEPTIDASE B): RV0782−4.96

hypothetical protein: RV3096−5.28

POSSIBLE CYCLASE: RV3377C−5.80

hypothetical protein: RV3378C−5.80

POSSIBLE MEMBRANE PROTEIN: RV1362C−7.05

POSSIBLE MEMBRANE PROTEIN: RV1363C−7.05

log10(P) upstream meme1 2 log10(P.clust)=−4.66; 15 seqs; 8 uniq
c(0.5, 2.5)
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