
 

SUPPLEMENTARY FIGURE LEGENDS 

Figure S1. Additional Southern blot analyses of DA, AB, and DAB B cells lymphomas (A) 

Schematic of IgH (top) and c-myc (bottom) loci with position of EcoRI (RI) restriction sites and probes 

used. (B and C) Southern blot analysis on EcoRI-digested genomic DNA from the indicated tumor 

samples to detect rearrangements of JH and c-myc loci. In tumors 277, 361 and 496 MycA probe 

recognizes a different fragment than MycD/Myc3’ (see Fig. 2) probes, and in tumors 601, 403 and 806 

MycD/MycA probes recognize a different fragment than Myc3’ probe, indicating secondary 

rearrangements within or upstream of c-myc potentially introduced during BFB cycles.  (D) Southern 

blot analysis on HindIII-digested DNA from indicated tumor samples to detect rearrangements of the J 

region. A schematic of the Ig locus with position of HindIII (H3) restriction sites and probe used is on 

top. In all Southern blot panels, spleen DNA from WT mouse was used as control; probes, molecular 

weight markers and running position of germ-line (gl) bands are indicated. 

 

Figure S2. Analysis of c-myc expression and locus rearrangements in ATM-deficient B cell 

lymphomas. (A) Northern blot analysis on total RNA from indicated tumor samples. A probe for 

GAPDH was used as loading control. RNA from a C-NHEJ/p53-deficient pro-B cell tumor was used as 

positive control for c-myc overexpression; RNA from WT spleen (WT SPL) was used as negative 

control.  (B) Details of CGH analysis for the telomeric ~160kb region of chromosome 12 (top panels) 

and the ~200kb region surrounding c-myc of chromosome 15 (bottom panels).   A 10kb scale bar is 

shown. Positions of IgH C region, J and D segments (chr12), and c-myc and Pvt-1 loci (chr15) are 

indicated. Dotted lines indicate the point of transition from normal copy number to amplification. The 

length of the chromosome 15 amplicons extend  ~1.3Mb, ~2Mb, and ~500kb centromeric to c-myc in 

DA64, DAB494, and DAB601 respectively.  The length of the chromosome 12 amplicons extend  

~1.3Mb, ~17.6Mb, ~2Mb, and ~8.5Mb centromeric to IgH in DA64, DAB494, DAB496, and DAB601, 

respectively.  Full CGH maps for each tumor shown are available upon request.  Normal kidney DNA 



 

was used as N0 control. (C) Southern blot analysis of DNA from tumor DA107 (top panel, showing 

rearrangement within c-myc locus) and tumors DAB277, AB67, DA403 and AB143 (bottom panel, 

showing rearrangement and/or amplification of Pvt-1 locus, 100kb downstream of c-myc). A schematic 

of c-myc and Pvt-1 loci with position of SacI (SI) and EcoRI (RI) restriction sites and probe used is on 

top. Probes used and running position of germ-line (gl) and translocated (TR) bands are indicated.



 

 


