
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0540 mtu; resid: 0.52; r/c: 9/243

−
10

−
5

0
5

10

Cluster: 0540 mtu; resid: 0.52; r/c: 9/243

x.range
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hpx

RV2099C

PE_PGRS39

eis

Rv3122

string −200 −100 −1

RV2099CNA

hypothetical protein: RV3122−0.04

hypothetical protein: RV2416C−0.69

POSSIBLE NON−HEME HALOPEROXIDASE HPX: RV3171C−0.74

PE−PGRS FAMILY PROTEIN: RV2340C−1.13

glycine dehydrogenase: RV1832−1.91

ALASE II (HYDROXYACYLGLUTATHIONE HYDROLASE) (GLX II): RV0634C−2.68

T A) (SUCCINYL−COA:3−OXOACID−COENZYME A TRANSFERASE): RV2504C−2.88

hypothetical protein: RV0130−3.11

log10(P) upstream meme1 2 log10(P.clust)=−1.65; 9 seqs; 9 uniq
c(0.5, 2.5)
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