


Supplementary Figure 1. Chromsomal heterodisomies detected by SNP array analysis in 12 

cases of near-haploid/low hypodiploid (HoL) B-cell precursor ALL. Frequencies of 

chromosomes that are retained in two copies in near-haploid (black) and HoL cases (white).  

 





Supplementary Figure 2. SNP array analysis results of chromosomes displaying 

monosomy/uniparental isodisomy (UPID) and heterodisomy/tetrasomy. Top panels show B 

allele frequencies corresponding to genotype; lower panels show log2 ratios corresponding to 

copy number. (a) No heterozygous signal is seen for chromosome 20 in case 6; this 

chromosome is hence a monosomy or a UPID depending on the chromosome number of the 

investigated clone. (b) Retained heterozygosity and an increase in copy number is seen for 

chromosome 18 in case 6; this chromosome is hence a heterodisomy or a “2:2” tetrasomy. 

The panels were extracted from the Genome studio v2011.1 software (Illumina).



 



Supplementary Table 1. Intrachromosomal copy number changes detected in 12 cases of near-haploid and low hypodiplod acute lymphoblastic 

leukemia 

Chr Position (bp)
a 

Possible gene target Abnormality Case No. 

9 21,337,927-21,536,423 (21,335,404-21,543,444) CDKN2A 1 copy 8 

9 21,543,444-22,258,503 (21,536,423-22,259,234) CDKN2A 0 copy 8 

9 22,259,234-25,178,540 (22,258,503-25,193,401) CDKN2A 1 copy 8 

9 21,470,520-22,697,680 (21,456,776-22,698,132) CDKN2A 0 copies 6 

9 21,978,979-22,088,026 (21,974,525-22,010,076) CDKN2A 0 copies 1 

9 21,675,545-22,554,006 (21,675,373-22,555,001) CDKN2A 0 copies 5 

12 11,836,602-11,870,107 (11,833,820-11 873 288) ETV6 1 copy 8 

12 11,873,288-11,967,710 (11,870,107-11,968,585) ETV6 0 copies 8 

12 11,968,585-12,005,720 (11,967,710-12,015,706) ETV6 1 copy 8 

13 91,641,308-92,705,979 (91,625,722-92,747,114) MIR17HG, GPC5 3 copies, 3:0 8 

17 69,345,596-70,134,561 (69,309,152-70,175,362) SOX9 2 copies, 1:1 7 

Abbreviations: bp, base pairs; Chr, chromosome. 
a
Minimally involved region; maximally involved region in parenthesis. Positions are according 

to the GRCh37 genome build. Constitutional copy number polymorphisms were excluded based on comparisons with the Database of Genomic 

Variants (http://projects.tcag.ca/variation/). Deletions most likely corresponding to somatic rearrangements of the T-cell receptor and 

immunoglobulin loci were also excluded.  

 


