Cluster: 0007 mmp; resid: 0.32; r/c: 28/38
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-8.23 nitD:

> MMP1266
-2.15 = —dslycosyl transferase, family 2: MMP0359
-1.70 —— 3—isopropylfalaté"dehydrogenase: MVMP0539
-1.41 ———————=———(R)—citr@malate-sfhthase: MVP1018
-1.28 —idfantate-synthasetargesubunit-archaeat-stbunit-1: MINIE0SO
-1.27 —Nat/Pi—cotransporterrelated-Protein: MMP0666
-1.24 Dihydroxy—acid dehydfatase: MMP0318
-114 ——=——————== t oteirt: VINMIRIGIS
-1.13 prolyl=tRNA-synthetase: MIVMIP0696
-1.02 —oxogtutarate-ferretoxin-oxidoreduetase-stbtft beta: MINIBISIS
-1.02oxogtutarate-ferredoxin-oxidoreductase-subunit- Fammea: MINIRISES
-1.00 i i e > MMP1105
-0.98 — ™ —=Phosphoserinephospifatase: MIVIROSA1
-0.71 {6t ity S
-0.70 hypothetical{Jfotein: MMPO708
-0.7@itaryl-CoA dehydratase (Component D) related ftotein: MMP0346
-0.70 hypothetical frotein: MMP0345
-0.62 CTP:synthetase: MMP0893
-0.61 —w—putative-thiazote-biosynthetie efzyme: NINIEESSR
-0.58 ATP-phosphoribosyltransferase: MMP0947
-0.36 t t Fase: MIMRDIA6
-0.24 methionyl-tRNA synthetase: MMP0326
-0.19 -eribosylamineimidazole-carboxylase-catalytic-stbtnit- MNPO282
-0.13 ————————————————hypothetical-protein: MNMP0O308
-0.12 H-h=transporting-two—sector ATPase A-Subunit: MMP0408
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