Cluster: 0097 mtu; resid: 0.50; r/c: 12/233
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—18.4bl-cytochrome-C-reductase-QeiB (cyMome B-subunit): RV2196
-1841  Probable Rieske iron™8Hfur protein QcrA: RV2195
-18.41ol-cytochrome-€ reductase@(cylMome C-subunit): RV2194
FRG@BABLE CYTOCHROME C OXIRASE MUNIT 1) CTAE: RV2193
-18.41 anthranilatggalagsphoribosyltransferase: RV2192C
-13.11 4—aminobutyrgiggaminotransferasSIRV2589
-13.11 preprotein transiocase subunit YajC: RV2588C

TRANSMEBIBRANE CYTOCHROME-C-OXIDASE (SUBUNIT-H) CTAC:[RV2200C

-6.14 Possible-conserved inteMembrane protein:RV2199C
-5.21 ———————POSSIBEEANTEGRASEAFRAGMENTY[RV23090
-4.78 - Probable catechol-o—methyltransferase:[RV1703C
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