Suppl Fig. $1

UNZIP (eGFP targeting

but template containing only A’s) UNZIP (CFTR targeting)



a 2 ssODN
templates
3, (80nt+hyb15nt)

1,

" SGRNA_hyb30nt

ssODN template
3'% 20nt+hyb30nt)
/] "

5

ZIP_Long_Lock = ZIPmax

ssODN template
3 (80nt+hyb20nt)

%“//

Suppl Fig. S2

ssODN template
3%“2 20nt+hyb20nt)
/I, .

ZIP_Double_Lock gy 3 -3 ZIP_Lock 3 ZIP_Long 5
@iP+ ) (z1P + ’ (ZIP + ° (ZIP + 3' elongated ssODN template)
+ double ssODN template import) +3' elongated ssODN template)
b eGFP*-K562 C eGFP*-K562
0.0007 <0.0001
20- 0.0002 = 100+ 0.0008
- 0.0051 » =rigi .
3.:.“ 2 80
Z 2 g
* : 2 50
2 o E
F 10 £ & 7
& g 20
m o
0- E 0
48 4§ LN N
LA
d _ eGFP*-K562
159 = 100+
= &
E . S 804
=} E
S » 60
® 3
< 2 404
< a
& 6 20
: :
£ o
&7 2 N
<b>5:5‘ i‘o\‘b q\/&-‘é‘? Qyo‘** $
\,o“ * Vo“ * Vo“ *
&7 &7 &7
f g eGFP*-K562 h
+
ssODN template 1.2- 00170 eGFP"-K562
3, (170nt+hyb30nt) ] ! 0.0079 254 .
1/ ?3 x T Z_:_zo_
‘ &8 3 08 a
tock 2% gJ :I.: 154 -
2]
SgRNA_hyb30nt E’EB 3 10 / T
£ o n_' 0.4 +° T
ZIP_ExtralLong_Lock 3 aLIN Lo 7 %
ZIPmax + 3' elongated ssODN template, © o
( 9 plate) s oo . .A .A .
* & Q
\90 OO \Q)‘.‘
&7 Cid Vv
& &
& \Q>' &
¥ k> &
1>Q s
i eGFP*-K562
& 100
L] O
ssODN template S 80
(120nt+hyb30nt) c
ZIP_Inv » 60
(ZIPmax with 3' extended ssODN =
template for sgRNA annealin = o 4
p g 9) Uy N 40
Q20
o
b o
\P& & Q)é
J eGFP™-K562 k eGFP*-K562 & &7
—_ W g
154 £ 1001 4§, P d_@
= o Q7
= 2 80 v
E 10 ¥ £
v
T @ 60
3 g
3 s X 40
o w
w 8 201
0- & 0
ZIPmax  ZIPmax_V2 o ZIPmax  ZIPmax V2



BFP /eGFP" cells - InDels (%)

ssODN template (120nt+RAD51 recruitment motif)
5" AL LU UL 77U 3
UNZIP_RAD51
(UNZIP + 3' elongated ssODN template
+ RAD51recruitment motif)

eGFP*-K562
0.0028
0.0027
0.0003

100 = ——
80
60
40
20—
0=

UNZIP S1mplex UNZIP RAD51 ZIPmax

BFP/eGFP" cells - InDels (%)

100

o«
o
1

(=
o
1

'S
T

[
=]
1

o
L

UNZIP

eGFP*-hFF
0.0304

S1mplex UNZIP_RADS51 ZIPmax

Suppl Fig. S3




12+

BFP* cells - HDR (%)

0

eGFP*-hFF
0.0091

0.0253

UNZIP
AZD7648 (uM)

Cc
8-

6+

4

2

BFP* cells - HDR (%)

eGFP*-hFF

0
UNZIP

AZD7648
(0.3 pM)

100
80
60

40

BFP /eGFP" cells
- InDels (%)

204

UNZIP
ZIPmax
AZDT648 (0.3 uM)

+ +

post pre+post

eGFP*-hFF
0.0050

b
o
]

w
o
L

BFP* cells - HDR (%)
- (¥
T 9

o
ZIPmax

AZD7648 (uM)

d

BFP* cells - HDR (%)
H

0_
ZIPmax
AZD7648
(0.3 uM)

Suppl Fig. S4

eGFP*-hFF
0.0454
+ + +
0.3 1 3 10
eGFP*-hFF

+

post pre+post



Suppl Fig. S5

UNZIP_2 (UROS targeting)

UNZIP_2 (HBB targeting)

ZIPmax (UROS targeting)

ZIPmax (HBB targeting)



w

w

— FL-1

w?

Suppl Fig. S6
b hFF FAMReD (SORCS1)

L]
o
1

=
w
1

w
1

&
M\

o

T T
UNZIP_2  ZIPmax

Terminal CL-LOH
RNP Cas9 (sgRNA, UNZIP_2 or ZIPmax) .
non-fluorescent centromeric to UROS FAMReD system (hemizygous)

UROS™ SORCS1

hChr.10 e | — . _!yROS""e’
g' EUROS/-—> - % ﬂ
>14d g :
) ”* UrROS KO | |
-1 gMb T °§ _I TTTTIT T T T TTTIm T T T o ! UROS-/-
a0t ) wt i i -

— PE-Cy5A o
Terminal CN-LOH

%E

T T T T T T —T T T T T
w? wt 1 uf

—> PE-Cy5A

(homozygous)
Human SORCS1 locus (Exon 15)
crRNA PAM
5 (|;‘-(|3'|I’...'I|’(|3ATAGACGGTGTGCCGAAn‘O\‘C...‘G‘-‘G‘-C 3 c
3'CGA...ACTATCTGCCACACGGCTTCTCCTG...CCG 5’ hFF FAMReD (SORCS1)
§ 0.4
X X :
9. 0.3 -
5 GCT..TGATAGACGGTGTGCCGAGCTC..GGC 3’ %
-3 o 0.2+
SORCS1 ssODN template - - Ll
g I cocoo
& 017 ; LR
g 3520 I 50550
T 00 sy

1 1
sgRNA UNZIP_2 ZIPmax



Suppl Fig. S7

b
HEK293T K562
c_ 1.5 e 15+
ox sz
AN — A
e £s
20 404 =V 1.0
@ 2 L]
s 22 B
= 5
£ 3 054 E 3 0.5 .
o~ = o~ = ]
8% ™ 7 32 o ﬂ ™ ’-"|
o ™ |—|—| e
@ 0‘0 T 1 L L L L L @ 0‘0 1 T T L L L T
NT 16h 24h 48h 72h 96h 160h NT 16h 24h 48h 72h 96h 160h
Time after siRNA transfection (h) Time after siRNA transfection (h)
+
eGFP*-HEK293T d . eGFP™-K562
57 0.0035 - 0.0882
g — L0 ——
= [
o a J
2 44 T 1.5+
K 2]
3 I 3 1.0
o 24 7 + .
H o
a & 0.5+
@ % = ol
0 2 0.0
ZIPmax_Nick + + ZIPmax_Nick
BRCAZ2 siRNA - + BRCAZ2 siRNA - +
(10 pmol/mL) (10 pmol/mL)
GFP*-HEK293T f +
e - eGFP -K562
0.0002 0.0005
50— 0.0002 30 0.0028
S 4u- S
o »
2 30 T 27
[+] (&
o, ] .
G 207 Q 104
B 1o &
o 10-_ o
0- o
ZIPmax_Nick - + + ZIPmax_Nick - + +
BRCAZ siRNA _ _ + BRCAZ siRNA - - +

(10 pmol/mL) (10 nM)



a eGFP*-hFF Suppl Fig. S8

0.0144

BFP* cells - HDR (%)
w
1

Super ZIPmax_Nick + + +
Palbociclib (1 pM) - + -
XL413 (20 pM) - - +
+
b eGFP"-hFF c eGFP*-hFF
252 0.0407
2 ] 0.0329 209 0.0339
8o 20- T S .
nog ] - z 157 T
w o= a
oy & 1.5 . T I . < .
ees 1 o 1.0 . =
E—FE 10 . — — 3 —|_ - *
oo L 3
£0= -
o T N E_ 0.5+
T = 0.5= s
g - CEN
0.0 0.0
Super ZIPmax_Nick + + + + Super ZIPmax_Nick + + + +
XLA13 (un) 0 10 20 40 XL413 (uM) 0 10 20 40
= e
d w3 eGFP*-hFF eGFP*-hFF f .. eGFP*hFF
238" - ]
s m = 5 .
o D~ = ~ 4
S 34 . o 34 . o
255 T = = —l_
M ° e : C 3+
&3 2 2 q? o 2] T w
2o £ = s T 2+ .
2= o . g Q .
583 . 14 * %
i L[ [ A 51
o7 o m * m
£5e 0 0
20 T T ) :
© post pre+post ZIPmax_Nick + + Super ZIPmax_Nick + +
- XL413 (20 uM) - post XL413 (20 uM) - pre+post
g h
\ eGFP"*-hFF .5 eGFP'-hFF
x 3 . &
2 1.04 . .
£ . g
- DT T
& . . S 0.5 N
* 4 == - + = (]
1 & (-1 |- = (2| [ . :
1P d .
L]
(] 0.0
ZIPmax_Nick  + + + + + + + + + + + Super ZIPmax_Nick + +
DMSO ) . . + N _ B ) ~ ~ - NaBut (1 mM) post pre+post
HDAC inhibitor - - 0.3 1 3 05 2 10 03 1 3
VPA (mM) WT-161 (nM) NaBut (miv)
I hFF (UROS) J .
T 904 00430 eGFP"-hFF
e - _— 34
oy | d 0.0002
£3 g | —=
g 197 T p T
J@ o 24
oo T
@ o L] 1
o 5 1.09 P .
£T 5
gg o 14
o2 0.5 LD +
g2 s
zE ]
© 0.0 0
ZIPmax_Nick + + Super ZIPmax_Nick + +
NaBut (1 m) . . NaBut (1 mM) ) .

+ XL413 (20 pM)



Suppl Table 1

Supplementary Table 1: gRNA sequences for CRISPR-Cas9 editing.

sgRNA eGFP  (UNZIP,
UNZIP_RAD51,
UNZIP_Nick)

sgRNA eGFP (ZIP,
ZIP_Long)

sgRNA eGFP (ZIP_Lock,
ZIP_Double_Lock, ZIPmax,
ZIP_ExtraLong_Lock,
ZIP_Inv, ZIPmax_Nick,
Super ZIPmax_Nick)

sgRNA eGFP (S1mplex)

sgRNA eGFP
(ZIP_Long_Lock_hyb15)

sgRNA eGFP
(ZIP_Long_Lock_hyb20)

sgRNA eGFP (ZIPmax_V2)

sgRNA HBB (UNZIP_2,
ZIPmax)

sgRNA UROS (UNZIP_2,
ZIPmax, UNZIP_Nick_2,
ZIPmax_Nick)

sgRNA

CFTR_G542X_modeling
(UNZIP)

sgRNA
CFTR_G542X_modeling
(ZIPmax)

sgRNA
CFTR_G542X_correction
(UNZIP_2, ZIPmax)

sgRNA SORCS1 (UNZIP_2,
ZIPmax)

CTCGTGACCACCCTGACCTAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGAAAAAGTGGCACC
GAGTCGGTGCTTTT

CTCGTGACCACCCTGACCTAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGAAAAAGTGGCACC
GAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTCAGTCT

CTCGTGACCACCCTGACCTAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAA

GTGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTCA

GTCTGCTGCC

CTCGTGACCACCCTGACCTAGTTTAAGAGCTATGCTGCGAATA
CGAGATGCGGCCGCCGACCAGAATCATGCCAAGTGCGTAAGA
TAGTCGCGGGTCGGCGGCCGCATCTCGTATTCGCAGCATAGC
AAGTTTAAATAAGGCTAGTCCGTTATCAACTTGAAAAAGTGGC
ACCGTGACGGTGCTTT

CTCGTGACCACCCTGACCTAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAA
GTGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGT

CTCGTGACCACCCTGACCTAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAA
GTGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTCA

CTCGTGACCACCCTGACCTAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAA
GTGGCACCGAGTCGGTGCTTTTACGCCGGGTTACAACGAGCC
TCTTTCTCCG

GTAACGGCAGACTTCTCCTCGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAA

GTGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTCA
GTCTGCTGCC

GGAAGCAGCAGAGTTATGTTGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAA

GTGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTCA

GTCTGCTGCC

GACAATATAGTTCTTGGAGAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGAAAAAGTGGCACC
GAGTCGGTGCTTTT

GACAATATAGTTCTTGGAGAGTTTTAGAGCTAGAAATAGCAAG
TTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAA
GTGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTCA
TTCTGCCATCAAAGCGTGCTCA

GACAATATAGTTCTTTGAGAGTTTTAGAGCTAGAAATAGCAAGT
TAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCAAG
TGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTCAG
TCTGCTGCC

TGATAGACGGTGTGCCGAAGGTTTTAGAGCTAGAAATAGCAA
GTTAAAATAAGGCTAGTCCGTTATCAACTTGGACTTCGGTCCA
AGTGGCACCGAGTCGGTGCTTTTCTGCCATCAAAGCGTGCTC
AGTCTGCTGCC



Suppl Table 2

Supplementary Table 2: HDR ssODN template sequences for CRISPR-Cas9
HDR editing (eGFP target).

HDR template Sequence (5’ to 3’)

BFP (UNZIP,
UNZIP_Nick)
BFP (zZIP, ZIP_Lock,

ZIPmax_hyb20)

BFP (ZIP_Double_Lock
1/2)

BFP (ZIP_Double_Lock
2/2,
ZIP_Long_Lock_hyb15)

BFP (ZIP_Long,
ZIPmax, ZIPmax_Nick)

BFP-biotin (S1mplex)

BFP (UNZIP_RAD51)

BFP
(ZIP_ExtraLong_Lock)

BFP (ZIP_Inv)

BFP (ZIPmax_V2)

BFP
ZIPmax_Nick)

(Super

AAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGAGCCA
CGGCGTGCAGTGCTTCGCCCGCTACCCCGACCACATGA

TGAGCACGCTTTGATGGCAGAAGCTGCCCGTGCCCTGGCCCACC
CTCGTGACCACCCTGAGCCACGGCGTGCAGTGCTTCGCCCGCTA
CCCCGACCACAT

GGCAGCAGACTGAGCAAGCTGCCCGTGCCCTGGCCCACCCTCGT
GACCACCCTGAGCCACGGCGTGCAGTGCTTCGCCCGCTACCCCG
ACCACAT

ACGCTTTGATGGCAGAAGCTGCCCGTGCCCTGGCCCACCCTCGT
GACCACCCTGAGCCACGGCGTGCAGTGCTTCGCCCGCTACCCCG
ACCACAT

GGCAGCAGACTGAGCACGCTTTGATGGCAGAAGCTGCCCGTGCC
CTGGCCCACCCTCGTGACCACCCTGAGCCACGGCGTGCAGTGCT
TCGCCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGT
CCGCCATGCCCGAAGGC

Biotin-
AAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGAGCCA
CGGCGTGCAGTGCTTCGCCCGCTACCCCGACCACATGA

AACTCCCCCTCCATCATTCACTGTAAGCTGCCCGTGCCCTGGCCC
ACCCTCGTGACCACCCTGAGCCACGGCGTGCAGTGCTTCGCCCG
CTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCAT
GCCCGAAGGC

TGAGCACGCTTTGATGGCAGAAGCTGCCCGTGCCCTGGCCCACC
CTCGTGACCACCCTGAGCCACGGCGTGCAGTGCTTCGCCCGCTA
CCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCC
CGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACG
GCACCTACAAGAC

AAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGAGCCA
CGGCGTGCAGTGCTTCGCCCGCTACCCCGACCACATGAAGCAGC
ACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTGAGCACGCTTTG
ATGGCAG

CGGAGAAAGAGGCTCGTTGTAACCCGGCGTAAGCTGCCCGTGCC
CTGGCCCACCCTCGTGACCACCCTGAGCCACGGCGTGCAGTGCT
TCGCCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGT
CCGCCATGCCCGAAGGC

GGCAGCAGACTGAGCACGCTTTGATGGCAGCACCTACGGCAAGC
TGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCT
GGCCCACCCTCGTGACCACCCTGAGCCACGGCGTGCAGTGCTTC
GCCCGCTACCCCGACCA



Suppl Table 3

Supplementary Table 3: HDR ssODN template sequences for CRISPR-Cas9
HDR editing (other targets).

HDR template Sequence (5’ to 3’)

HBB (UNZIP_2)

HBB (ZIPmax)

UROS (UNZIP_2,
UNZIP_Nick_2)

UROS (ZIPmax,
ZIPmax_Nick)

CFTR_G542X_
modeling (UNZIP)

CFTR_G542X_
modeling
(ZIPmax)

CFTR_G542X _
correction
(UNZIP_2)

CFTR_G542X _
correction
(ZIPmax)

SORCS1
(UNZIP_2)

SORCSH1
(ZIPmax)

TGACACAACTGTGTTCACTAGCAACCTCAAACAGACACCATGGTGCATC
TGACTCCCGAGGAAAAATCCGCAGTCACTGCCCTGTGGGGCAAGGTGA
ACGTGGATGAAGTTGGTGGTGAG

GGCAGCAGACTGAGCACGCTTTGATGGCAGTGACACAACTGTGTTCACT
AGCAACCTCAAACAGACACCATGGTGCATCTGACTCCCGAGGAAAAATC
CGCAGTCACTGCCCTGTGGGGCAAGGTGAACGTGGATGAAGTTGGTGG
TGAG

CTGAAGATTACGGGGGACTCATTTTTACCAGCCCCAGAGCAGTGGAAGC
AGCAGAGCTCTGTTTAGAGCAAAACAATAAAACTGAAGGTGAGGGTGGG
TCTGCTGTGGATTCCACTGGAC

GGCAGCAGACTGAGCACGCTTTGATGGCAGCTGAAGATTACGGGGGAC
TCATTTTTACCAGCCCCAGAGCAGTGGAAGCAGCAGAGCTCTGTTTAGA
GCAAAACAATAAAACTGAAGGTGAGGGTGGGTCTGCTGTGGATTCCACT
GGAC

ACATCTCCAAGTTTGCAGAGAAAGACAATATAGTTCTTTAGGAGCTCGGA
ATCACACTGAGTGGAGGTCAACGAGCAAGA

TGAGCACGCTTTGATGGCAGAATTTTCTATTTTTGGTAATAGGACATCTC
CAAGTTTGCAGAGAAAGACAATATAGTTTAGGAGCTCGGAATCACACTG
AGTGGAGGTCAACGAGCAAGAATTTCTTTAGCAAGGTGAAT

TTCTATTTTTGGTAATAGGACATCTCCAAGTTTGCAGAGAAAGATAACAT
CGTCCTCGGAGAGGGTGGAATCACACTGAGTGGAGGTCAACGAGCAAG
AATTTCTTTAGCAAGGTGAATA

GGCAGCAGACTGAGCACGCTTTGATGGCAGTTCTATTTTTGGTAATAGG

ACATCTCCAAGTTTGCAGAGAAAGATAACATCGTCCTCGGAGAGGGTGG
AATCACACTGAGTGGAGGTCAACGAGCAAGAATTTCTTTAGCAAGGTGA

ATA

GCTCTGAATGGCAGCTGGTCAAAGTAGATTACAAGTCCATTTTTGATAGA
CGGTGTGCCGAGCTCTACAGACCTTGGCAGCTGCACAGCCAGGTAGGA
GGAAAAGAACTGAGACTAAGGC

GGCAGCAGACTGAGCACGCTTTGATGGCAGGCTCTGAATGGCAGCTGG
TCAAAGTAGATTACAAGTCCATTTTTGATAGACGGTGTGCCGAGCTCTAC
AGACCTTGGCAGCTGCACAGCCAGGTAGGAGGAAAAGAACTGAGACTA

AGGC




Suppl Table 4

Supplementary Table 4: PCR primer sequences.

PCR primers Sequence (5’ to 3’)

HBB_424pb_F
HBB_424pb_R

UROS_405pb_F
(RFLP analysis)

UROS_405pb_R
(RFLP analysis)

UROS_1kb_F
(Nanopore sequencing)

UROS_1kb_R
(Nanopore sequencing)

CFTR_415pb_F
(RFLP analysis)

CFTR_415pb_R
(RFLP analysis)

CFTR_1kb_F
(Nanopore sequencing)

CFTR_1kb_R
(Nanopore sequencing)

SORCS1_484pb_F

SORCS1_484pb_R

CTGATGGTATGGGGCCAAGAG

GTCTCCACATGCCCAGTTTCT

TAGTTCCAGGCACATAGTAAGCAC

TCCCAAGGCAGAGTCTGTGA

CTCTAATCCCAGGCTGCGTC

GCCTCCGCTCATCAGTGTAA

CAGCAATGTTGTTTTTGACCAACT

ACCCACTAGCCATAAAACCCC

AGGTCGTGAGAATGAGGTGC

TGGAGTGGCAGGGTCTATGA

TGAACGCCCCACAAATGCTC

TTGGATCTGAGTGCTGAACTGG



Suppl Table 5

Supplementary Table 5: Command for nCRISPResso02 analysis.

"GACAATATAGTTCTTTGAGA"
"cagcaatgttgtttttgaccaactaaataaattgcatttgaaataatggagatgcaatgtt
caaaatttcaactgtggttaaagcaatagtgtgatatatgattacattagaaggaagatgtgcctttcaaatt
cagattgagcatactaaaagtgactctctaattttctatttttggtaatagGACATCTCCAAGTTTGCAGAGA
AAGACAATATAGTTCTTGGAGAAGGTGGAATCACACTGAGTGGAGGTCAACGAGCAAGAATTTCTTTAGCAAG
gtgaataactaattattggtctagcaagcatttgctgtaaatgtcattcatgtaaaaaaattacagacatttc
tctattgctttatattctgtttctggaattgaaaaaatcctggggttttatggectagtgggt”
"cagcaatgttgtttttgaccaactaaataaattgcatttgaaataatggagatgcaatgtt
Caaaatttcaactgtggttaaagcaatagtgtgatatatgattacattagaaggaagatgtgcctttcaaatt
cagattgagcatactaaaagtgactctctaattttctatttttggtaatagGACATCTCCAAGTTTGCAGAGA
AAGACAATATAGTTCTTTGAGAAGGTGGAATCACACTGAGTGGAGGTCAACGAGCAAGAATTTCTTTAGCAAG
gtgaataactaattattggtctagcaagcatttgctgtaaatgtcattcatgtaaaaaaattacagacatttc
tctattgctttatattctgtttctggaattgaaaaaatcctggggttttatggctagtggegt”
"cagcaatgttgtttttgaccaactaaataaattgcatttgaaataatggagatgcaatgttcaaa
atttcaactgtggttaaagcaatagtgtgatatatgattacattagaaggaagatgtgcctttcaaattcaga
ttgagcatactaaaagtgactctctaattttctatttttggtaatagGACATCTCCAAGTTTGCAGAGAAAGA
TAACATCGTCCTCGGAGAGGGTGGAATCACACTGAGTGGAGGTCAACGAGCAAGAATTTCTTTAGCAAGEtga
ataactaattattggtctagcaagcatttgctgtaaatgtcattcatgtaaaaaaattacagacatttctcta
ttgctttatattctgtttctggaattgaaaaaatcctggggttttatggctagtgggt”
\
--fastq_rl1 " "\
--amplicon_seq " 5 "\
--amplicon_name "HTZ,REF" \
--flexiguide_seq " " --flexiguide_homology 96 \
--ignore_substitutions \
--expected_hdr_amplicon_seq " "\
--default_min_aln_score 60 \
--min_bp_quality or N 13 \
--plot_window_size 20 \
--min_frequency alleles around_cut_to plot 6.1 \
--quantification_window_size 10 \
--quantification_window_center 0 \
--cleavage offset -3 \
--exclude_bp_from _left 160 \
--exclude_bp_from_right 160 \
--min_average_read_quality 10 \
-p 20 \

--hame



Suppl Table 6

Supplementary Table 6: RTqPCR primer sequences.

RTqPCR primers Sequence (5’ to 3’)

BRCA2_RTqPCR_F CCAAGTGGTCCACCCCAAC
BRCA2_RTgPCR R GGCTGAGACAGGTGTGGAAA
GAPDH_RTqPCR_F CTGCACCACCAACTGCTTAG

GAPDH_RTGPCR_R AGGTCCACCACTGACACGTT
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