Cluster: 0400 mtu; resid: 0.51; r/c: 11/240
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-17.74 hypgiifsticat protei FHRVSONS
~17.74  aspartyliglutamyl—tRNA amidotransférase subunit C: RV3012C
-17.74  aspartyl/glutamyl-tRNA amidoffansBTHeE subunit A: RV3011C
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