
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0230 mtu; resid: 0.33; r/c: 4/235

−
10

−
5

0
5

10

Cluster: 0230 mtu; resid: 0.33; r/c: 4/235
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Probable reductase: RV1869C−3.07

TASE ATSB (ARYL−SULFATE SULPHOHYDROLASE) (SULFATASE): RV3299C−3.18

DNA repair protein RadA: RV3585−3.18

hypothetical protein: RV3046C−3.39

log10(P) upstream meme1 2 log10(P.clust)=−3.21; 4 seqs; 4 uniq
c(0.5, 2.5)
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