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Online Supplementary Table S1i. Distal breakpoints centromeric to IKZF1 exon 8.

ALL identifier Type of Additional Position Distal
deletion nucleotides

CGH #1 D(4-8) - 50484458  gacatgctggctctcttccctgtatgccgagac
CGH #2 �D(4-8) acaccttcgcg 50484456  ctgacatgctggctctcttccctgtatgccgagac
CGH #3 �D(4-8) cccgtggga 50483900  ttctttctttccccacatcaagggtctacgtggaatagtg
BCR-ABL1 #4151 
allele 2 �D(4-8) cccccgg 50484460  catgctggctctcttccctgtatgccgagac
BCR-ABL1 #8987 �D(4-8) gg 50484451  gtgggctgacatgctggctctcttccctgtatgccgagac
BCR-ABL1 #9653 �D(4-8) aaggg 50484453  gggctgacatgctggctctcttccctgtatgccgagac
BCR-ABL1 #12259 allele 2 �D(4-8) ctgtgggcgg 50484458  gacatgctggctctcttccctgtatgccgagac
BCR-ABL1 #12259 allele 1 �D(2-8) gt 50484456  ctgacatgctggctctcttccctgtatgccgagac
BCR-ABL1 #13175 �D(4-8) ca 50484453  gggctgacatgctggctctcttccctgtatgccgagac
BCR-ABL1 #11599 allele 2 �D(2-8) ccc 50469606 ccacacatacataggatggctggctctgcacctgtagga
Germline 50484447  aggtgtgggctgacatgctggctctcttccctgtatgccgagac

Online Supplementary Table S1ii. Proximal breakpoints in IKZF1 intron 1.

ALL identifier Type of Proximal Position Additional
deletion nucleotides

BCR-ABL1 #12259 allele 1 �D(2-8) catatgcacacagagcgtgcacaca 50346601     gt
BCR-ABL1 #10066 D(2-7) catatgcacacagagcgtgcacacacacagcatg 50346610     ct
BCR-ABL1 #5192 �D(2-7) aagggagattgatgtaagtggctccactccagcttacaga 50346975     cc
BCR-ABL1 #2594 �D(2-7) gatctaggtcttagaaacgtagag 50347368     cttcg
BCR-ABL1 #4006 
allele 1 �D(2-7) gatctaggtcttagaaacgtagagt 50347369     cgggacgc
BCR-ABL1 #10168 allele 2 �D(2-7) gatctaggtcttagaaacgtagagtttcagaggatcagc 50347383     ccccaaa
BCR-ABL1 #3128 �D(2-7) gatctaggtcttagaaacgtagagtttcagaggatcagc 50347383     tcc
BCR-ABL1 #10819 D(2-7) gatctaggtcttagaaacgtagagtttcagaggatcagcattatac 50347390     ccc
BCR-ABL1 #11599 allele 2 �D(2-8) agccattgtgttcttccgtcttccctgct 50348575 ccc



Online Supplementary Figure S1. Array-CGH plots showing  IKZF1 intragenic deletions with variant breakpoints mapped. Case #11599 has D(2-8) and
D(4-7); case #10066 has D(2-7); case #12259 has D(2-8) and minor D(4-8); case #12343 has D(2-7). Moving average is in colored full line; aberration
prediction by ADM-2 algorithm is shown in transparent color.   
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Online Supplementary Figure S2. Genescan patterns showing examples of ALL cases harboring multiple IKZF1 intragenic deletions.
GL, germline, indicates the 760 bp control amplicon.
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