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Additional file 5.  The chromosomal breakpoint in scaffold 34.  From the 

right end of the 5.0 kb indel and the left most heterozygous SNP, the breakpoint 

for MK516a (cnLOH) is inferred to be somewhere within the 7.5 kb red rectangle 

region (top panel, Integrative Genomics Viewer ver. 2.3.34).  For Pr-102 (trisomy) 

and Pr-16 (trisomy), ratios of heterozygous SNP reads are not reliable for infer-

ence for precise transition from disomy to trisomy.  BICseq CCNV analysis, 

however, located the breakpoints for Pr-102 and Pr-16 at positions 191,470 bp 

and 190,370 bp, respectively (middle panel), which are within the red rectangle 

range.  Homologous chromosomes are depicted in orange and cyan (lower 

panel).


