Cluster: 0255 mtu; resid: 0.52; r/c: 17/234
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Ipstream meme PSSM #1; e=1.1e-05 upstream meme PSSM #2; e=3.8
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I I l0og10(P) upstream mame log10(P.clust)=-5.24; 17 segs; 12 uniq
-18.36  POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2952

-18.36 POSSIBLE OXIDOREDUCTASE: RV2951C

-12.84 SUPERQXIDE DISMUTASE [FE] SODA: RV3846

-8.17 —PROBABLE LIPASE/ESTERASE LIPN:(RV2970C

-8.17 L "PROBABLE OXIDOREDUCTASE: RV2971

A (THYMIBINEBDIPHOSPHO-4-KETO-RHAMNOSE 3,5-ERIMERASE): RV3465

-6.38 -+ dTDP-GLUCOSE 4,6-DEHYDRATASE RMLB: RV3464

-6.23 hypothetical protein: RV0164

-0.86 I enoyl-CoA hydratase: RV0632C

-0.80 ———succinate-dehydrogenase-flavoprotein-subunit: RV0248C
-0.80 ———————————fumarate-reductase-iron—sulfur-subunit:RV0247C
-0.45 ————————fructose-1,6-bisphosphatase : RV1099C

-0.38 triosephosphate-isomerase: RV1438
| ~0.38 phosphogiyeerate kinas SRRNIIEN
e —0.38 ———giyeeraidehyde—3—phesphate-dehydrogenss SIRNINED

-0.04 hypothetical-protein:[RV2239C

-0.04 : Probable-peroxiredoxin-AhpE: IRVZZSE0

rie = opens -200 -100 -1



