“ “ i

¢ ¢ ¢

IR irradiation on L3 stage WT IR irradiation on young L4 stage WT IR irradiation on late L4 stage WT
PO F1 F2
° PO F1 F2 e PO F1 F2 o\;
2100+ 2100 2100 'I'
5 = ©
: : : I
k] ° 2
| | > 50-
2 50 2 50 c
(7] [0 (]
o <) >
2 2 g
& & o 0lope L LI AL 1T 1T 1L
N N N DN D N & DD
RO RO N & & <b°co** & Qoo‘\ Q)Qo‘\ qbo‘\

- 0Gy -e 10Gy -e- 30Gy -e- 60Gy -e- 90Gy - 120Gy

oo @’ 100

R
| z
= 75
©
F1 g <
2
F2 2 50
()
: =)
F3 s o
' o
F4 : 25
v
F5 @
0

Generations

Wang et. al, Supplementary Figure 1.



H2B::GFP

H2B::GFP

WT control (int.)

WTIR (F1int.)

Number of new F1 translocations
= ~ N w w N
& S & & & 3

S

wT
Strain

Average No. of DAPI-stained bodies

Number of nuclei (n)

WT control

6 (£0)

19

WT IR (PO)

6.06 (£0.25)

15

WT IR (F1)

8.15 (+1.64)

26

WT control (germline.)

WTIR (F1 germline.)

Wang et. al, Supplementary Figure 2.

DAPI+RNA Pol Il p-Ser2 + HIM-8

fog-2 Amf_144288

+o

R
o g

o

v

fog-2 Amm_144304

+ . “
I,

& 3
& %
b
<3 )
P
2 SN
’%\v/ & N
D
v
fog-2 Amm_144310
R
+ .
&
H %
% 5
N
P
fog-2 Amm_144316
+ o =
& %
& %
£ &
&% )
%

o,
F
<
Stz
4w

fog-2 Amf_144290

N

«F
&

o

o

o

y/ﬂ»\

54% ﬂ—/
P> =
* 5o

Y

fog-2 Amm_144306
o

* A

&

&7

. )
R

> \\

My oW
v
fog-2 Amm_144312
s

N

7
ks

v

i

fog-2 Amm_144318
v o/
Sy,

\

N

fog-2 Amf_144292

fog-2 Amf_144302

1

\\

e o

N
e
o5
o
'q\
i
Va

fog-2 Amm_144308
Sty

oW

fog-2 Amm_144314

,\ a




N

Ranked list metric

o

Running Enrichment Score

Ranked list metric

e

Running Enrichment Score

Chromosome | Chromosome Il Chromosome lll

4
o 2 g
3 T 2
T — E e— z . Mo
-y : 3 ——
[=4
§ 2 & -2
-4 -4
1 g | 5 1
I A 0.1 I 201 I
+ c
1 S | @ |
1 —g %
\ 20 £ 0 ]
(=4
I = | E I
I £-0.1 I = I
€ £-0.1
| 2 I 2 1
! . — 0.24— - — . . T
0 1000 2000 0 1000 2000 0 1000 2000
Position in the Ranked List of Gene Position in the Ranked List of Gene Position in the Ranked List of Gene
Chromosome IV Chromosome V
g 2
E ——
[[T =S b I
—-- 2 0 —‘-
g
=3
s =2
1 v 02 I
o
| A |
| & 0.1 |
[
I £ |
S ot+=%
| & |
! 201 |
c
I 5 I
J— T T €02 _ ! .
0 1000 2000 0 1000 2000
Position in the Ranked List of Gene Position in the Ranked List of Gene

Wang et. al, Supplementary Figure 3.



WT_144268

WT_144264 WT_144266
o u !

AaMR

B B
g = g b=
a 2 a 2
H e B e
3 e S g
3 P £
@, L @,
% & %
2, <,
) A 2
<
f Q
@
My oMb oMP Mg Mb oMo
WT_144270 WT_144272
oMb 6y / e M 61y, /

Mgy, / oo
©

+ AsMD

&
P 2 e
g = E = E P
3 ° 2 e g g
L3 . L3 . L3 .
% g 4 E 5
K
% =
Q Q > BN
ol
My oMb OMP Mo oMb OMP My oMb OMP
WT_144276 WT_144278 WT_144282

&
H R 3 E 3
B 2 B 2 B
H e H e H
A g A g A
z z z
L3 . Pl . £z .
% 3 s
% %
% %
: N\ D : D
My gg ON®

]‘%\\__/ ™ 2
My oo My g oWe

oMb,

WT_144284 WT_144286
!

+ ASME

\
BT

5 oo O

v

Wang et. al, Supplementary Figure 4.

i\



Density

D

0.025

0.020

0.015

0.010

0.005

0.000

nserts of size >= 3b

I
within +-25bp of the translocation break points

W w2 4w m N
—40 -30 =20 -10 0 10 20 30
Distance from break points in bp
Type 2 Translocations

5' chrA 3

3 5 3 5
5 chrB 5 chrB 3
3 3 5
5 chrC 3 5 chrC 3
1234 |
sl 0 3 -
5 chrB
3 5 chrB 3 ﬁ chrC 3
>
5' chrC 3 3 g 5
L]
3 5
Type 4 Translocations
5 chrA 3 5 chrA 3
3 5' 5
5 chB g . chB g3
L4321
3 5 3 5
5 chrC 3 5' chrC 3
3 5 3 5

5

5 5 chrB 15 ChrA 3
>
e o 3[—:_%

3

chrA 3

Bases with microhomology

50

Base composition at breakpoints (fog-2)

40

Percentage
w
o

N
1=

10

0
Position

50

Translocations n=271

No inserts
(n=180)

Templated inserts
(n=29)

Miscellaneous inserts
(n=62)

Type 2 Microhomology (fog-2) (n=51)

1.0
<-
me 08

N

- [
-04
o~ =02
. - 00
-4 3 2 -1 0 1 2 3
Type 4 Microhomology (fog-2) (n=45)

10

T
i 08
-~ . :
T .04
o~ =02
=0.0

40

(%)
S

N
=

Percentage

10

4 3 2 1

- 0 1 2 3
Position

Wang et. al, Supplementary Figure 5.

Inserts of size >= 3bp

within +-25bp of the translocation break points

0.030

0.025

0.020

Density

0.015
0.010

0.005

/

0.000

-40 =20 0

Distance from break points in bp

Type 1 Microhomology (WT) (n=65)

Type 2 Microhomology (WT) (n=57)

Type 4 Microhomology (WT) (n=58)

20

40




Wang et. al, Supplementary Figure 6.



Wang et. al, Supplementary Figure 7.



