Cluster: 0137 mtu; resid: 0.49; r/c: 11/236
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upstream meme PSSM #1; e=850 upstream meme PSSM #2; e=1.2e+03
--- I I l0og10(P) upstream meame log10(P.clust)=-5.87; 11 segs; 4 uniq
-6.04 orotidine 5'-phosphate decarboxylase: RV1385
n -6.04 carbamoyl-phosphate-synthase-targe-subunit RV1384
-6.04 carbarmeyl-phesphate-synthase-smalt subun EIRVISES
-6.04 —— PROBABLE EXPORT OR MEMBRANE PROTE: RV1382
X SILTICT 604 = civyehorotas SIRVEEB
12 354 5 6 1 6 1 16
-6.04 - aspartate carbamoyltransferase catalytic subunit: RV1380
RV0316
-6.04 Mmidine regulatory-protein-PyrR: RV1379
-6.04 hypetheticat proteifi RV0525
-6.04 ————gitamate—i—semiatdehyde-aminotransteras SIRVISEA
wi RYIE25
-5.34 POSSIBLE MUCONOLACTONE ISOMERASE: RV0316
-4.92 PUTATI\{E TRANSFERASE: RV1377C
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