Cluster: 0586 mtu; resid: 0.63; r/c: 18/88
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Ipstream meme PSSM #1; e=1.8e+03upstream meme PSSM #2; e=5.5e+03

l0og10(P) upstream meame log10(P.clust)=-0.53; 18 segs; 6 uniq

UTAMINEBS YNTHETASE GENAT(GLUTAMINE SYNTHASE) (GS—I): RV2220

-1.80 = = = hypothetical-protein: RV0637

-1.80 = = = hypothetical protein: RV0636

-1.80 - — w——hypotheticat proteilZRV0635

-0.66 ——g—————PROBABLE-FHOESTERASE -FESATRV2928

-0.66 = — hypothetical-protein: RV2778C
—CONTAININGOMLE OHOL-DEHYDROGENASE-NAD-DEPENDENT-ADHB:'RV0761C
-0.45 hypothetigal protein:'RV0760C

456 -0.00 -CONSERVED-HYPOTHEHEA-SEERETFED-PROFEINERVIBIR

-0.00 =—————FOF-AFP-synthase-stbtnitepsito IIRVISID
Rv2778  —0.00 =g -ATP-synthase-stbtnit-bet SIRNESED
-0.00 =————F8F+AFP-synthase-stbumitgamm SRR
-0.00 —————————————————F0F-ATP-synthase-subtmit-alphaiRV1308
-0.00 ——PROBABLE-ATP-SYNTHASE-DELTA-CHAIN-ATPHIRV1307
-0.00 FOF1-ATP-synthase-subunit-B:'RV1306
-0.00 FOF1-ATP-synthase-subunit-CIRV1305
-000 - FOF1 ATP synthase subunit A: RV1304
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