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Fig. 7. The UB and LB masks around the segmental level a43 and
G4a from “BLC_"T37, for confidence probabilities taken from Table
I: the confidence masks do not confirm an existence of segmental
changes.
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Fig. 8. UB mask and LB to BLC_BI_T31 Chromosome 13 probably
does not exist from “BLC_T37, .
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