Cluster: 0081 mtu; resid: 0.33; r/c: 15/37
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upstream meme PSSM #1; e=50 upstream meme PSSM #2; e=850
. log10(P) upstream meme log10(P.clust)=—4.15; 15 segs; 8 uniq
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IDASH BOLYPEPTIDE | CTAD (CYTOCHROME AA3 SUBUNIT 1)IRV3043¢
-5.94 -CONSERVERD-HYPOFHEFER-SECREFED-PROTEIN: Rv1312

-5.94 FOF1 ATP synthase subunit epsilofIRVISI
-5.94 FOPL ATP synthase' subunit CHRVIS0B
-5.94 PROBABLE ATP SYNTASE DELTA CHAIN ATP SHRIE0R
-5.94 FOFL ATP synthase subunit CHRVS0S
-5.94 FOF1 ATP-synthase subunit A: Rv1304
-4.40 O hypothetical protein: Rv3284

-4 04ol-eytochrome-C-reductase-QcrB-{eytochrome-B-subunit): Rv2196
-4.04 ————————Probapte-Rieske-ton—stiftproteirSerA; Rv2195

-2.03 - hypothsiicat-protein: Rv2228¢c
-1.74 triosegMbsphate isomerase: Rv1438
-1.74 phodPhoglycerate kinase: Rv1437
-1.26 M. hypothetical protein: Rv3281
-0.90 -DSBEIRVI677
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