Cluster: 0125 mtu; resid: 0.36; r/c: 17/36
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log10(P.clust)=-1.87; 17 seqs; 14 uniq

-4.89 -_— PROBABLE HYDROLASE: Rv1333
-4.13 Probable caaserved integral membrane protein: Rv2181
-2.99 — — isogitrate-dehydrogenaseliRV33396
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-2.78 T ™= pOSSIBLE EXCISIONASE: Rv2310
PONENTS8 ENSORY-FTRANSDYEHON-HISTHRINE-KINASE-MFRB: Rv3245¢c
-2.19 ——POSSIBLE CONSERVED-MEMBRANE PROTEIN: Rv3869
-2.19 hypotQagtical-protein:’Rv3871
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e -2.13 = ——hypothetical-protein: Rv2365¢c
RV -0.46 - ~uroporphyrinogen-decarboxylase: Rv2678c
Rv1640 '8 _0.19 POSSIBLE EONSERVED EXPORTESPROTEIN: RV0875¢
-0.10 ————4—aminebutyrate-aminetransferase: Rv2589
gabT o1 -0.06 = hypothetical protein: Rv3433c
RVI333 BLE TRANSBIEMBRANE ATP-BINDING PROTEIN-ABC TRANSORTER: Rv2326¢
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