Cluster: 0092 mmp; resid: 0.57 0.54 0.63 0.47; r/c: 32/57
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-0.05 ————phospheribes ATP-pyrophosphatase: MVIROOSE
0.04 0 or-biosynthests-protein: MINIRIASS
0.04 —-aspartate-aminotransferase: NINIRSSSN
-03— 3 eif: MVIROL82
0.03 cobalt—precorrin—6A-synthase: MMP1203
0.03 — hypotheticalprotein: MMP1202
-0.03 ; nuclease:
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-0.02 = glycosyl transferase famityprotein: MMP0359
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