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Cluster: 0150 mtu; resid: 0.60; r/c: 17/216
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Cluster: 0150 mtu; resid: 0.60; r/c: 17/216

x.range

upstream meme PSSM #1; e=0.46
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upstream meme PSSM #2; e=72
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hypothetical protein: RV2551C−3.91

shikimate 5−dehydrogenase: RV2552C−3.91

Holliday junction resolvase−like protein: RV2554C−3.91

alanyl−tRNA synthetase: RV2555C−3.91

hypothetical protein: RV0664−4.98

hypothetical protein: RV0665−4.98

POSSIBLE MEMBRANE PROTEIN: RV0666−4.98

NNOSE 4,6−DEHYDRATASE GCA (GDP−D−MANNOSE DEHYDRATASE): RV0112−6.98

7−PHOSPHATE ISOMERASE GMHA (PHOSPHOHEPTOSE ISOMERASE): RV0113−6.98

hypothetical protein: RV2805−8.29

POSSIBLE MEMBRANE PROTEIN: RV2806−8.29

hypothetical protein: RV0813C−10.40

hypoxanthine−guanine phosphoribosyltransferase: RV3624C−15.55

POSSIBLE CELL CYCLE PROTEIN MESJ: RV3625C−15.55

hypothetical protein: RV3626C−15.55

hypothetical protein: RV3627C−15.55

inorganic pyrophosphatase: RV3628−15.55

log10(P) upstream meme1 2 log10(P.clust)=−8.78; 17 seqs; 7 uniq
c(0.5, 2.5)
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