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2t 7| X[oll= 487112 BeadChip2t DNA &2 1152712 5, BT}, sto[=2| =3t

1152 samples x| 9 242 A|oto] Sof 9lS. ' ! 20000768
BovineSNP50-24+ v3 BeadChip® Mg 2T HS
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