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Supplementary Table 1: List of ChIP-qPCR primers used to study BLM recruitment at AsiSI sites 
 

Experimental Primers  (5’ – 3’) 
Chromosome 

number 
AsiSI site 
position 
(hg18) 

Proximal 
 

Distal 

  Forward Primer 
(distance from AsiSI site) 

Reverse Primer 
(distance from AsiSI site) 

Forward Primer 
(distance from AsiSI site) 

Reverse Primer 
(distance from AsiSI site) 

Chr. 1 89231183 CCT GGA TAT GAG TTT GAT CAG C 
(486 nt) 

CTC TCC TTT CGC TGA CAC TG 
(625 nt) 

AGG AAT TGA CTG CGG TGT TC 
(1255 nt) 

GGG GAG GAG GAA AGG TGT AG 
(1027 nt) 

Chr. 22 19180306 GCC ACC TTC GAT ATT TTC TCC AG 
(5233 nt) 

GTT GTT TTT GCA GGA TTT TGA GTC C 
(5465 nt) 

GCC GAG ATG TCA CCA CAG CAC 
(10126 nt) 

GAT TAC AAG CGT ACC CCA CCA TG 
(10344 nt) 

Chr. 9 36248512 CAC ATG GCA CCT CTG ACT TCT G 
(2547 nt) 

TGC AGA TGT GAC CAG GAC TTT GAG A 
(2672 nt) 

 

Chr. 18 7558351 GGT TCT CTT TAG GCC AAT GGA CTA 
(2278 nt) 

GAG GAC AGG AGA GCA CTG CAG AA 
(2385 nt) 

Chr. 20 36793681 GTT TAC CTG AAG CTG TGG AAC ATG 
(1950 nt) 

TTG AGC ACT AGG GGC TGT TAG CT 
(2058 nt) 

Chr. 21 32167388 CAG GCC ATT TCA GAG ACT AGG ACT 
(2319 nt) 

GGG TTT GAT TCA AGT TCA CTG CTA A 
(2215 nt) 

Chr. 18 
 

7556711 TCC CCT GTT TCT CAG CAC TT 
(243 nt) 

CTT CTG CTG TTC TGC GTC CT 
(87 nt) 

GGA GAA GTG GCA GGA CAA TG 
(879 nt) 

CAA GGC AAA TTT GGG GAC TA 
(714 nt) 

Chr. 6 
 

90404906 ATC GGG CCA ATC TCA GAG G 
(57 nt) 

GCG ACG CTA ACG TTA AAG CA 
(152 nt) 

TTT TTG GGG GAA AGA GGT G 
(710 nt) 

AGT GGG TGA GCC ATT CAA AG 
(931 nt) 

Chr. 9 
 

129732990 GTC CCT CGA AGG GAG CAC 
(88 nt) 

CCG ACT TTG CTG TGT GAC C 
(288 nt) 

TAT GGG ACC AAG CGA GTA GG 
(864 nt) 

GCC TCA CAC ACA CAC CCA TA 
(1108 nt) 

Chr. 17 
 

59204586 CCG TCC GTT ACG TAG AAT GC 
(92 nt) 

GGG CGG GGA TTA TGT AAT TT 
(222 nt) 

GGG ACA GCG CGT ACT TTG 
(803 nt) 

TCG CTA GGC CCA GCA GTT 
(916 nt) 

Control Primers  (5’ – 3’) 
Name of control gene Forward Primer Reverse Primer 

GAPDH GCA GCC CCT TCA TAC CCT CAC GT       GAG CCA CAC CAT CCT AGT TGC 
 
 
 



Supplementary Table 2: List of ChIP-qPCR primers used to study BLM recruitment at different distances from the AsiSI site  
 
 

Experimental Primers  (5’ – 3’) 
Chromosome 

number 
AsiSI site 

position(hg18) 
Designation Forward Primer 

(distance from AsiSI site) 
Reverse Primer 

(distance from AsiSI site) 
Chr. 1 89231183 80bp GGA AGG GGA CAA GAT GGA GGA 

(57 nt) 
ATG TGA TCC CGG CCG ACT C 

(139 nt) 
800bp CCT GGA TAT GAG TTT GAT CAG C 

(486 nt) 
CTC TCC TTT CGC TGA CAC TG 

(625 nt) 
3kb CAC TCC AGC TCT GGA CCA AT 

(2914 nt) 
ACT GTG GCT ACA CTT CAG GAA A 

(2992 nt) 
6 kb AGG AAA AAT AAA AAT TCT GGC CAC T 

(5935 nt) 
GCA ACA TGC AGT CAG CAT CC 

(6019 nt) 
9 kb GGT AGG GGC CAG GGA ATC TT 

(9008 nt) 
AAA GCT CAC TGT CCA AGG AGG 

(9090 nt) 
Chr. 22 19180306 80bp ACC AAC GAA TGA GCG AAT TT 

(54 nt) 
GGG AAT GAG GAA AGG AGA GG 

(190 nt) 
800bp GGT GCC GCT GAC CGT A    

(589 nt) 
TCA GTA AAG GAA CGG GCA CA   

(671 nt) 
3kb TTC TTG TCC CTT CCT TTC CA 

(2838 nt) 
AAA GCC AAG CTC TCA GGA CA 

(2988 nt) 
6 kb GCC ACC TTC GAT ATT TTC TCC AG    

(5233 nt) 
GTT GTT TTT GCA GGA TTT TGA GTC C 

(5465 nt) 
9 kb GCC GAG ATG TCA CCA CAG CAC   

(10126 nt) 
GAT TAC AAG CGT ACC CCA CCA TG     

(10344 nt) 
Control Primers  (5’ – 3’) 

Name of control gene Forward Primer Reverse Primer 
GAPDH GCA GCC CCT TCA TAC CCT CAC GT       GAG CCA CAC CAT CCT AGT TGC 

 



Supplementary Table 3: Accuracy of end joining close to AsiSI induced DSBs 
upon +4-OHT treatment alone or in combination with ML216 

 

 Chr 18: 7556711 Chr 6: 90404906 Chr 9: 129732990 Chr 17: 59204586 

+4-OHT 
+4-OHT 
+ML216 +4-OHT 

+4-OHT 
+ML216 +4-OHT 

+4-OHT 
+ML216 +4-OHT 

+4-OHT 
+ML216 

Number 
of clones 

sequenced 
     35 35 35 35  35 35 35 35 

Deletions 
≥ 1 

 
5 12 3 7 4 8 5 11 
 

14.29% 34.29% 8.57% 20% 11.43% 22.86% 14.29% 31.43% 
Insertions 
≥ 1 

 
4 7 3 5 3 6 3 6 
 

11.43% 20% 8.57% 14.29% 8.57% 17.14% 8.57% 17.14% 
Deletion 

with 
insertions 

 
2 5 0 2 2 4 0 3 
 

5.71% 14.29% 0% 5.71% 5.71% 11.43% 0% 8.57% 
 

On both sides of any AsiSI site, a minimum of 50 nucleotides and a maximum of 100 nucleotides were 
considered to determine the accuracy of the end joining. Deletions, insertions and deletions with 
insertions are calculated from positive clones obtained over three independent experiments. 

 

 

 

  



Supplementary Table 4: List of antibodies used in the study 
 
Name of antibody Reference Application(s) and 

dilutions 
Anti-BLM A300-110A (Bethyl Laboratories) ChIP (2µg/ChIP), 

WB (except 
ubiquitylation blots, 
1:2500), IP (1µg/IP) 

 A300-120A (Bethyl Laboratories) WB (only 
ubiquitylation blots) 
(1:1000) 

 sc-7790 (Santa Cruz Biotechnology) IF (1:200) 
Anti-pThr99BLM ab62206 (Abcam) WB (1:1000) 
Anti-gH2AX ab26350 (Abcam) IF (1:300), IP 

(1µg/IP), WB 
(1:1000) 

Anti-RAD51 sc-8349 (Santa Cruz Biotechnology) ChIP (2µg/ChIP), 
WB (1:2000) 

Anti-RAD54 ab10705 (Abcam) WB (1:5000) 
Anti-NBS1 NB100-143 (Novus Biologicals) ChIP (2µg/ChIP), 

WB (1:2000) 
Anti-pSer343 NBS1 #3001 (Cell Signaling Technology) WB (1:500) 
Anti-MRE11 NB100-142 (Novus Biologicals) WB (1:1000) 
Anti-RAD50 611010 (BD Transduction 

Laboratories) 
WB (1:1000) 

Anti-Ku70 sc-9033 (Santa Cruz Biotechnology) WB (1:1000) 
Anti-Ku86 sc-9034 (Santa Cruz Biotechnology) WB (1:1000) 
Anti-Ligase IV sc-11748 (Santa Cruz Biotechnology) WB  (1:1000) 
Anti-XRCC4 ab145 (Abcam) ChIP (2µg/ChIP), 

WB (1:1000), IF 
(1:200) 

Anti-myc tag #2278 (Cell Signaling Technology) IP (1µg/IP), WB 
(1:1000) 

Anti-ATM sc-1213 (Santa Cruz Biotechnology) WB (1:750) 
Anti-pSer1981ATM sc-47739 (Santa Cruz Biotechnology) WB (1:1000) 
Anti-p53 sc-126 (Santa Cruz Biotechnology) WB (1:2000) 
Anti-pSer15p53 #9284 (Cell Signaling Technology) WB (1:500) 
Anti-hsp90a/b sc-7947 (Santa Cruz Biotechnology) WB (1:2000) 
Anti-RNF8 sc-271462 (Santa Cruz Biotechnology) WB (1:1000) 
Anti-Lamin A/C #05-714 (Millipore) WB (1:5000) 
Anti-GFP sc-9996 (Santa Cruz Biotechnology) WB (1:3000),  

IP (1µg/IP) 
Anti-SMC1 ab9262 (Abcam) WB (1:2000) 
Anti-I-SceI ab216263 (Abcam) WB (1:1000) 
 
 
WB: Western blotting; IP: Immunoprecipitation; IF: Immunofluorescence 
ChIP: Chromatin immunoprecipitation  



Supplementary Table 5: List of siRNAs used in the study 
 
Name of cognate 

gene 
Sequence directed against Past reference for 

usage and validation 
siBLM AGC AGC GAU GUG AUU UGC A 1 
siRNF8 GGA CAA UUA UGG ACA ACA A 1 
siATM AAC AUA CUA CUC AAA GAC AUU  2 
siMRE11 GCU AAU GAC UCU GAU GAU A 3 
siNBS1 GCA GUU CAG UCC AAG AAG C 4 
siControl D-001810-01-05 (Dharmacon) 1 
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