Cluster: 0030 mtu; resid: 0.60; r/c: 20/234
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-6.70 HyPothetical protein: RV1339
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A E CTa -5.84 FOF1 ATP synthasBSbunit epsilon: RV1311
6o e A 13 5 7 9 IS ggy FOF1 ATP synth&S& subunit beta: RV1310
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-5.84 FOF1 ATP syfitffase subunit B: RV1306
RVIG39 -5.84 FOF1 ATP syftiase subunit C: RV1305
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