Cluster: 0079 mtu; resid: 0.57; r/c: 17/240
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-19.39 para—aminohenzoate-synthase-componrent- (HRVONES
-19.39——PROBABHE-CONSERVED-MEMBRANE-PROTENERVODT2
-19.39 putative-septation-inhibitor protein: RVO011C
- -7.32 PROBABLE CONSERVED MEWMBRANE PROTEIN: RV0463
-7.32 dihydrolip88Mide dehydrogenase: RV0462
\ -7.25 hypothgtical protein: RV0060
é£ A |U éﬁ A 0 -7.25 hypotagtical protein: RV0059
JITATTHTALIVETGAVIVR VGV IVITARTVVE MTITLL -6.75 hypothetical protein: RV1780
-6.74 type Il citrate synthase: RV0896

B -2.00 “FRK-S¥STEM-POTASSIIM-UPTAKE-PROTEIN EEOCIRV2692
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-0.86 ——————PUTATIVE-TUBERCULIN-RELATED-PEPTIDE: RV0431
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RU 12 o6c —0.67 hypothetieat-protetr
RV0Q25 RvO%S9 -0.49 30S ribosomal protein S18: RV0055
Z&oze -0.18 hypothetical-protein: RV0026
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