Cluster: 0289 mtu; resid: 0.53; r/c: 17/245
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(§ | 1 N log10(P) upstream merme log10(P.clust)=—6.91; 17 seqs; 13 uniq
-15.40 hypdthetical-protein:(RVI486C
-15.40 POSSIBLE EXPORTED CONSERVERSRROTEIN: RV1488
-15.40 hypothetigal proteillRV1487
-12.15 "PPE FAMILY.PROTEIN: RV3347C
-7.18 “hypothetical protein: RV3412
-7.18 inositol-5mmanophosphate dehydrogenase: RV3411C
0 c I T -7.18 inositol-bmm@anophosphate-dehydrogenase:(RV3410C
e2Aox WL LU AL ILARE R | -5.80 hypothetical protein: RV3819
-5.80 hypetheticat protein: RV3818
@A PPESS -3.82 —————HYPOFHEHCAIEEYEINE-RIEH-PROTEIN:(RV3770C
Rua¥70c  _349 twin-argininte translocase protein A RV2094C
-POSBSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1846C
-3.48 hyPBthetical protein: RV1845C
-3.27 — 77 hypothetical protein: RV1868
-3.03 6-phosphogluconate dehydrogenase: RvV1844C

-2.83 - PROBABLE ACYL-CoA DEHYDROGENASE FADE10: RV0873
-2.61 - Probable algohol dehydrogenase adhA: RV1862
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