Cluster: 0322 mtu; resid: 0.56; r/c: 18/242
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-15.63 — hypothetical protein: RV1186C
-15.63 PROBABLE PROLINE.REMYDROGENASE: RV1188

P A\BLE PYRROLINE-5—CARBOXYLATE DEHYDREGENASE ROCA: RV1187

-4 PBSSIBLE- CONSERVED-TRANSMEMBRANE-PROTEIN:[RV2077C

-4.41 RREBABEE-OXIDOREDUE TASE: IRVOTI94E
-3.55 :.m m_
-3.55 = hypeiheticat-protei TRVINZ0

—3.39 —PROBABEEACY—CoA-DEHYBROGENASEFABE: CIRVOBES

-3.39 ERE—-PGRSFAMIEY-PROTEIN: IRVOB72C
-3.15 PEFAMILY PROTEIN: RV1646
-2.93 —I hypothetigalsprotein: IRV2204C
-2.81 hypethetical-protein: RV2866
-2.81 hypethetical-proteini’RV2865
-2.54 Probablé tytochrome P450 124 CYP124: RV2266
-2.22 mmr—hypotheticat protei (HRVESIE0
-2.22 mmm—hypotheticat proteiilRV3188
-1.30 = hypotheticatproteir IRINEEEN
-0.11 - hypethetical-proteir: IRVO628C

-200 -100 -1



