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SUPPLEMENTARY APPENDIX

Online Supplementary Figure S1. Recurrence of gains (A) and losses (B) as given by GISTIC. y-axis: genomic position with chromosomes marked; G-
score: significance score provided by the GISTIC algorithm; q-value: statistical significance, corrected for multiple testing. Cytobands are displayed
on the right margin to better localize spikes of significance. When comparing the frequencies with those in Figure 1, it is important to note that the
GISTIC algorithm also considers the extent of copy number changes.



Online Supplementary Figure S2. Differential gene expression for the gained region 18q21.2. Simultaneous, two-sided 95% bootstrap confidence
intervals for the differences in expression between cases with and without gain on 18q21.2. Some of the intervals were truncated to fit the picture.
The estimates for the differences in expression are denoted by bold dots. Their positive values reflect increased expression in the cases showing a
gain. Significant probe-sets are depicted in red. One of them is POLI.
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Online Supplementary Table S2. Homozygous deletions.
Array Copy Chromosome Start base Stop base Start SNP Stop SNP Start base_ Stop base_ Molecular GCB.ABC Length Percent_

number extended extended diagnosis CNP

MPI-006 0 7 38096725 38158081 100968 100979 38011359 38176607 mBL GCB 15 100.00
MPI-006 0 9 20018452 21850428 124293 124450 19990277 21880326 mBL GCB 412 11.65
MPI-006 0 9 21999960 22389693 124462 124496 21990770 22402948 mBL GCB 83 0.00
MPI-006 0 14 105746660 106109648 187524 187534 105553453 106142730 mBL GCB 21 100.00
MPI-016 0 22 21388199 21546762 230290 230295 21276793 21576156 mBL GCB 8 100.00
MPI-095 0 22 21163978 21546762 230280 230295 21105150 21576156 mBL GCB 25 100.00
MPI-001 0 22 21405412 21546762 484677 484681 21389135 21576156 mBL GCB 5 100.00
MPI-003 0 14 105149735 105170875 402004 402008 105071276 105238706 mBL GCB 5 100.00
MPI-018 0 10 98422661 98547438 307777 307795 98407920 98587392 mBL GCB 19 0.00
MPI-018 0 17 51518046 51522852 439078 439086 51512358 51532981 mBL GCB 9 100.00
MPI-018 0 22 21463635 21580110 484678 484683 21405412 21582785 mBL GCB 6 100.00
MPI-032 0 1 23476031 23690889 3701 3732 23457834 23714049 mBL GCB 32 0.00
MPI-048 0 22 20711383 21546762 484566 484681 20711025 21576156 mBL GCB 116 100.00
MPI-048 0 X 638171 851166 490077 490108 636217 890087 mBL GCB 32 100.00
MPI-071 0 14 105547042 105835970 402012 402019 105399872 105988336 mBL GCB 8 100.00
MPI-081 0 8 12264620 12286403 240783 240788 12040126 12446597 mBL GCB 6 100.00
MPI-082 0 22 21163978 21546762 484657 484681 21105150 21576156 mBL GCB 25 100.00
MPI-082 0 X 47033985 47142737 494155 494163 46975369 47150006 mBL GCB 9 0.00
MPI-085 0 14 105547042 105835970 402012 402019 105399872 105988336 mBL GCB 8 100.00
MPI-101 0 6 29979615 30015940 186477 186487 29957598 30023128 mBL GCB 11 100.00
MPI-101 0 9 43847424 44108554 273923 273927 43618057 64197638 mBL GCB 5 100.00
MPI-114 0 6 79036117 79083405 194803 194807 79019345 79109332 mBL GCB 5 100.00
MPI-114 0 X 22730841 22745968 492173 492178 22718153 22793958 mBL GCB 6 100.00
MPI-171 0 3 75535509 75627862 96855 96861 75476955 75647561 mBL GCB 7 100.00
MPI-528 0 18 62058576 62062341 454841 454846 62053230 62063122 mBL GCB 6 100.00
MPI-528 0 22 21031117 21546762 484646 484681 21020620 21576156 mBL GCB 36 100.00
MPI-529 0 1 23538204 23657473 3719 3726 23535004 23673235 mBL GCB 8 0.00
MPI-529 0 22 21105150 21546762 484656 484681 21083648 21576156 mBL GCB 26 100.00
MPI-532 0 6 29984938 30015940 186479 186487 29980936 30023128 mBL GCB 9 100.00
MPI-532 0 22 21083648 21546762 484655 484681 21058712 21576156 mBL GCB 27 100.00

Online Supplementary Table S3. SEE  EXCEL FILE

Online Supplementary Table S4. SEE  EXCEL FILE

Online Supplementary Table S5. Gene dosage for the miRNA supercluster 17-92 on chromosome 13q31.3.
miRNA Mean Mean expression (B) DCT: P value  Adjusted P

expression with normal copy columns A-B (Mann-Whitney-U value (Bonferroni)
with gain (A) number Test)

17-3p 30.67 31.71 -1.05 0.13 1
17-5p 27.90 29 -1.10 0.049 0.39
18a-probe 1 30.79 30.96 -0.178 0.92 1
18a-probe 2 29.75 30.29 -0.544 0.63 1
19a 27.31 28.44 -1.12 0.38 1
19b 24.73 26.15 -1.41 0.085 0.68
20a 24.53 25.95 -1.42 0.049 0.39
92 25.00 25.44 -0.437 0.63 1

Expression values are normalised CT-values (see the Design and Methods section), thus a lower value means higher expression in the cases with
gains. 


