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Yu et al. Extended Data Fig. 2

a all insertions Ty DNA rDNA  other nuclear DNA
o) i i, i i
g ,\1 000 282d 2 100 1 4ay 0 200 1784 1000 635% Analysis by Sanger seq  Analysis by Break-Ins
§‘é 800 - ET 801 150 800 - Ty Ty
x
£ 1 600 1 § %5 60 600 - DL rDNA
83 o 100 Oth
S 5 400 1 23 40 400 - fr DNA Other
B 5 = 2 ] nuclear
3 — 200 2.5 20 50 200 J nuclear DNA
s eu n=427 n=>2000
32 0o s 22 Vi o O > & 0- ° &
L Qo T & & &
£ N PSRN N RS é\#\ S \é\%&,\ N
&L 9 = &L 9 & &P o
Q N2 2 Q
dna2 pif1-m2 dna2 pif1-m2 dna2 pif1-m2 dna2 pif1-m2
b
<..MATa152bp
HO
. N——>
home index (3 nts .
( ) <——Jhome index (3 nts) J 00000
48 bp 48 b, £ 100007
b A8be § 1000
B 1007 -
]
x 101 G TS TT TN
84 79 1
I‘ I‘% T
. g \‘(\ev ) Q{\(‘\e Q‘ \((\eu(
Original primer New primer 0(\0;’\0'22{{\0 6@,\50 9 @ eé{i\o
o(\\\‘ ('er \00\\&\ 0(\ ‘5Q
c o o
§ = 800 P=6.05e-1o§ %120P=4.83e—07§ n_z 300, P=9.22¢-03 S & 80P =6.756-03 § & 100, P =1.54¢-08
<9 <0 < <o <&
3 e L I Z 2 =
D%,600 Z5 9 22 200 9%60 %%75
— —_ > —_ = —
8.§4OO 8% 60 85 §-§40 [l 50
g 9 S 5 S 3 100 58 (SR
T & 200 5% 30 sg 2520 DL 2
52 0 o8 0 53 0 52 0 5= 0
o o 55 o 0 o b}
€T & 506\ £2 & 606\ £8 (@b 606\ £2 S & 8 g S &
59 & gf_“ & & 5o N > Q9 & o 50 & L
Z 5 606 & = § 60"’ < zZ 8 600“‘ < =z 3 606 I =z s 60"9 &
()
d e
1200 60
L]
o) Chr Xl @ 2
9 %900 1 o . € 17 @ :
E g OET S g I u Break-Ins
c 36007 Rho=0. CheXil | £§ 57 2 08 1 Sanger
g g 1202 A 506 306 4
S S w5 0.
8 300 > B 8 c
oot Rho = 0.828 S 044 € 04 1
= —
: . o] €
%% 1000 2000 3000 g 02 1 I I I I g 0.2 1 I
: Qh. 0 - 9 0 - . | -
Chromosome size (kb) o
0 1 2 3 4 5o0r 0 1 2 3 4 bor
more More
—— analysis by Break-Ins Microhomology size (bp) Trimming of DSB ends size (bp)

analysis by Sanger sequencing



Yu et al. Extended Data Fig. 3
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Frequency of Ty1 nucleotides
inserted/100,000 colonies in stationary phase cells

Frequency of mitochondrial nucleotides inserted

Frequency of mitochondrial
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