Cluster: 0013 mmp; resid: 0.69 0.36 0.54 0.32; r/c: 18/58
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-151 ——————50Sribosomal-protein-t15P: MMP1421
-151 ———————————5@S-ribesomal-proteint24P- MMP1410
-0.40 ——————oligosaceharyt-transferase;-STF3-subunit- MIMP1424
-0.39 nitratefsuifonatefbicarbonate-ABE-transporier-AFPase: VIMPII98
-028  phosphoribosylaminoimidazole synthetase: MMP1254
—0.22 — e THUMP-domain-protein: MMP0094
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-0.17 hypethetical-protein: MMP0881
-0.14 peptidylprolyl isomerase, FKBP—-type: MMP0572
-0.07 ———3—isopropyimatate-dehydratase-smatt-stbunit- VIMPOISE
-0.07 _ threonine synthase: MMP0135
-0.06 = hypotheticat-protein- VINIBIZES
-0.03 hypothetical protein: MMP0143
-0.03 acetylornithine-aminotransferase: MMP1101
-0.03 suceinyl-CoA-synthetase-subunit-alpha: MMP0955

-0.03 —— ———————argininosuccinate-synthase- MMP0073

-0.00 —etfongation-factor-t—aiphe- HINIEISED
_000 hyputhct;ua: plutc;ll. _
-0.00 i . hypothetical protein: MMP0150
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