Cluster: 0458 mtu; resid: 0.58; r/c: 20/240
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[ ] [ ] log10(P) upstream meme log10(P.clust)=—1.63; 20 seqs; 17 unig
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-5.49 —a maspartate-kinase: IRV3709C
-5.49 aspartate—sEmialdehyde-dehydrogenase: IRV3708C

-1.35 'Romoserine-dehydrogefase: RV1294

RBGXBOASE™ BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): RV3285

0 -1.19 hypotheticatprotein: IRNSRRIE
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5 o u -1.04 hypothaiical-protein: RvV0049
-0.84 - hypothetical prBtein: RV3284
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PROBABLE CONSERVED MEMBRANE PROTEIN RV0463

-0.69 dihydrolipgamide-dehydrogenase: RV0462

IopL -0.63 - pyruvate-deff/drogenase-subunit E1: RV2241
-0.44 - - hypothetical-protein’RV2074

acekE -0.23 . : hypothetical-prot€in:(RV3205C
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