gRNA Protospacer (1757 .. 1776)
Donor Template SNV -> REV (1725 .. 1824) @

PCR Reverse (2113 ..2137)

(1579 .. 1598) Sanger Sequencing Primer
(1554 .. 1578) PCR Forwardd

UBQINZ-201 >

UBQLN2-201

Donor Template SNV -> REV

Protospacer Sequence

SNV

JIPSC1114_

DNA_INK2 _UBQLN2_P506T_REVY
4242 bp



ACAAGGCGGCGGCGGAGGAGGCCCAGAGACCGGAGCGCGGAGACCTCAGCCAGCGGCCTACGCCCAGGCCTTTCTCCACCGGAGGACCAGGGAACCGCAGTCTTCATCACAGAGGTACCGTGCTCCGCGCTCCCC
1 " 1 M 1 N 1 " 1 M 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 M

I + T T t T + T t
TGTTCCGCCGCCGCCTCCTCCGGGTCTCTGGCCTCGCGCCTCTGGAGTCGGTCGCCGGATGCGGGTCCGGAAAGAGGTGGCCTCCTGGTCCCTTGGCGTCAGAAGTAGTGTCTCCATGGCACGAGGCGCGAGGGG

- ___________________________________________________Pg

[ UBQLN2-201 >

GCCTGACCCGGCCCAGCCCGCTGCGGCGGTGCCTCCTTCCTTCCTCCTTCCCTCGCGCTCTCTCTTTCGCCCGCCCGCGCCTTCCCTGCCCGCCTGCGTCACCGCGGCCGCCATGGCTGAGAATGGCGAGAGCAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CGGACTGGGCCGGGTCGGGCGACGCCGCCACGGAGGAAGGAAGGAGGAAGGGAGCGCGAGAGAGAAAGCGGGCGGGCGCGGAAGGGACGGGCGGACGCAGTGGCGCCGGCGGTACCGACTCTTACCGCTCTCGTC

- _____________________________________________pg

UBQLN2-201 >
1 L L L 5 L L L
M A E N G E S S

>

CGGCCCCCCGCGCCCCTCCCGCGGCCCTGCTGCGGCCCAAGGCTCGGCTGCTGCCCCGGCTGAGCCTAAAATCATCAAAGTCACGGTGAAGACTCCCAAAGAGAAAGAGGAGTTCGCGGTGCCCGAGAACAGCTC
M 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 M 1 . 1 " 1 " 1 M

T T T T T T T T T T T T T
GCCGGGGGGCGCGGGGAGGGCGCCGGGACGACGCCGGGTTCCGAGCCGACGACGGGGCCGACTCGGATTTTAGTAGTTTCAGTGCCACTTCTGAGGGTTTCTCTTTCTCCTCAAGCGCCACGGGCTCTTGTCGAG

I — >

UBQLN2-201 >
n 10 n n n n 15 n n n n 20 n n n n 25 n n n n 35 n n n n 40 n n n n 45 n n n n n
K ) T P N
>

GGTTCAGCAGTTTAAGGAAGCGATTTCGAAACGCTTCAAATCCCAAACCGATCAGCTAGTGCTGATTTTTGCCGGAAAAATCTTAAAAGATCAAGATACCTTGATCCAGCATGGCATCCATGATGGGCTGACTGT
1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 M 1 M 1 N 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CCAAGTCGTCAAATTCCTTCGCTAAAGCTTTGCGAAGTTTAGGGTTTGGCTAGTCGATCACGACTAAAAACGGCCTTTTTAGAATTTTCTAGTTCTATGGAACTAGGTCGTACCGTAGGTACTACCCGACTGACA

R R A AR R AR AR I R———————S——_RRRRRRRRRRRRRRRRRRRRNRRRRRRRRRNRRNRN_R>_hhhhhhhh22hhahhhh >

UBQLN2-201 >

.55....@....@....0... 5 .m....g.. .90....
v Q E A I R F K K 1 L D T D L

UBQLNZ 201

TCACCTTGTCATCAAAAGCCAGAACCGACCTCAGGGCCAGTCCACGCAGCCTAGCAATGCCGCGGGAACTAACACTACCTCGGCGTCGACTCCCAGGAGTAACTCCACACCTATTTCCACAAATAGCAACCCGTT

AGTGGAACAGTAGTTTTCGGTCTTGGCTGGAGTCCCGGTCAGGTGCGTCGGATCGTTACGGCGCCCTTGATTGTGATGGAGCCGCAGCTGAGGGTCCTCATTGAGGTGTGGATAAAGGTGTTTATCGTTGGGCAA

T —————TTE e ——————————————_———"—>

UBQLN2-201 >
" 100 " " " " 105 " " " " 110 " " " " 115 " " " " 120 " " " " 125 " " " " 1@ " " " " lﬁ " " " 140 " "
>

TGGGTTGGGGAGCCTGGGAGGACTTGCAGGCCTTAGCAGCCTGGGCTTGAGCTCGACCAACTTCTCTGAGCTCCAGAGCCAGATGCAGCAGCAGCTTATGGCCAGCCCTGAGATGATGATCCAAATAATGGAAAA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T T
ACCCAACCCCTCGGACCCTCCTGAACGTCCGGAATCGTCGGACCCGAACTCGAGCTGGTTGAAGAGACTCGAGGTCTCGGTCTACGTCGTCGTCGAATACCGGTCGGGACTCTACTACTAGGTTTATTACCTTTT

T ————————_>

UBQLN2-201 >
, 145 ., ., 150 , ., ., ., 45 ., ., ., ., 160 , ., ., ., 165 ., ., ., 170 , ., ., ., 475 , ., . ., 180 , ., ., ., 185 , .,
G L G s L G G L A G L S s L G L s s T N F s E L Q S Q M Q L M A S P _E M M I 1 M _E N
UBQLN2-201 >

TCCCTTTGTTCAGAGCATGCTTTCGAATCCCGATCTGATGAGGCAGCTCATTATGGCTAATCCACAGATGCAGCAATTGATTCAGAGAAACCCAGAAATCAGTCACCTGCTCAACAACCCAGACATAATGAGGCA
" 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1 " 1 M 1 M 1 3 1 M

t T T T T T T T
AGGGAAACAAGTCTCGTACGAAAGCTTAGGGCTAGACTACTCCGTCGAGTAATACCGATTAGGTGTCTACGTCGTTAACTAAGTCTCTTTGGGTCTTTAGTCAGTGGACGAGTTGTTGGGTCTGTATTACTCCGT

T —————————————————————————— T ————————————.

UBQLN2-201 >
, 190 ., ., ., 195 , ., ., ., 200 , ., ., ., 205 , ., ., ., 200 ., ., ., ., 215 , ., ., ., 20 ., ., ., ., 25 ., ., ., ., 230 , ,
P F vV Q s ™M L s N P D L M R Q L 1 M A N P Q M Q Q L I Q R N P E 1 S H L L N N P D 1 M R _Q
UBQLN2-201 >

GACACTCGAAATTGCCAGGAATCCAGCCATGATGCAAGAGATGATGAGAAATCAAGACCTGGCTCTTAGCAATCTAGAAAGCATCCCAGGTGGCTATAATGCTTTACGGCGCATGTACACTGACATTCAAGAGCC
1 N 1 3 1 M 1 M 1 3 1 M 1 M 1 3 1 M 1 " 1 " 1 M 1 1 1

T T T T
CTGTGAGCTTTAACGGTCCTTAGGTCGGTACTACGTTCTCTACTACTCTTTAGTTCTGGACCGAGAATCGTTAGATCTTTCGTAGGGTCCACCGATATTACGAAATGCCGCGTACATGTGACTGTAAGTTCTCGG

P2

UBQINZ-201 >
L 23 . . . . a0 ., . 245 . ., 20 ., ., 2% ., . 20 . . . . 25 . . . . 20 . . . . 25 ., .,
T L E 1 A R N P A M M Q E M M R N Q D L A L S N L E S 1 P G G Y N A L R R M Y T D 1 Q E P
UBQLN2-201 >

GATGCTGAATGCCGCACAAGAGCAGTTTGGGGGTAATCCATTTGCCTCCGTGGGGAGTAGTTCCTCCTCTGGGGAAGGTACGCAGCCTTCCCGCACAGAAAATCGCGATCCACTACCCAATCCATGGGCACCACC
1 1 1 1 1 1 1 1 1 1 1 1 1

CTACGACTTACGGCGTGTTCTCGTCAAACCCCCATTAGGTAAACGGAGGCACCCCTCATCAAGGAGGAGACCCCTTCCATGCGTCGGAAGGGCGTGTCTTTTAGCGCTAGGTGATGGGTTAGGTACCCGTGGTGG

T ————————">

UBQLN2-201 >
. 280 L L L 285 L L L2900 L L L 295 L L L300 L L . 305 L L L 310 L L L 315 L L L 320 L L
M L N A A Q E Q F G G N P F A S 4 G S S S S S G E G T Q P S R T E N R D P L P N P W A P P

UBQLN2-201 >

GCCAGCTACCCAGAGTTCTGCAACTACCAGCACGACCACAAGCACTGGTAGTGGGTCTGGCAATAGTTCCAGCAATGCTACTGGGAACACCGTTGCTGCCGCTAATTATGTCGCCAGCATCTTTAGTACCCCAGG
1 N 1 M 1 N 1 N 1 : 1 N 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1

T T T T
CGGTCGATGGGTCTCAAGACGTTGATGGTCGTGCTGGTGTTCGTGACCATCACCCAGACCGTTATCAAGGTCGTTACGATGACCCTTGTGGCAACGACGGCGATTAATACAGCGGTCGTAGAAATCATGGGGTCC

IESSSSSBB_—_—_——SSe———————i—————————————————————m————— — ————————————,—,—"_>

UBQLN2-201 >
" 325 " " " " 330 " " " " 335 " " " " 340 " " " " 345 n n I 350 1 n " n 355 n n n n 360 " " n 3@5 n n "
A T \ A A
>

CATGCAGAGCCTGCTGCAACAGATAACTGAAAACCCCCAGCTGATTCAGAATATGCTGTCGGCGCCCTACATGAGAAGCATGATGCAGTCGCTGAGCCAGAATCCAGATTTGGCTGCACAGATGATGCTGAATAG
M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 N 1 N

+ T T T T T T T
GTACGTCTCGGACGACGTTGTCTATTGACTTTTGGGGGTCGACTAAGTCTTATACGACAGCCGCGGGATGTACTCTTCGTACTACGTCAGCGACTCGGTCTTAGGTCTAAACCGACGTGTCTACTACGACTTATC

- ___________________________________pg

UBQLN2-201 >

.370....375....m....m....m . .m....400....405....410...
N P N M M M

e S, . o

135

270

405

540

675

810

945

1080

1215

1350

1485



Sanger Sequencing Primer
AGCCATGTCAAACCCAAGAG

PCR Forward
JAGATGCAGAATCCAGACACACTATC|

CCCGCTGTTTACTGCAAATCCTCAGCTGCAGGAGCAGATGCGGCCACAGCTCCCAGCCTTCCTGCAGCAGATGCAGAATCCAGACACACTATCAGCCATGTCAAACCCAAGAGCAATGCAGGCTTTAATGCAGAT

GGGCGACAAATGACGTTTAGGAGTCGACGTCCTCGTCTACGCCGGTGTCGAGGGTCGGAAGGACGTCGTCTACGTCTTAGGTCTGTGTGATAGTCGGTACAGTTTGGGTTCTCGTTACGTCCGAAATTACGTCTA

UBQLN2-201 >
s 415 s s s 420 s L s 425 s s s 430 L s s 435 L s s 440 s s L 445 s s L 450 s L f 455 s i
i L F 1 A N P Q L Q E Q M R Q L P F Q Q M Q N o D L S A M S N P R A M Q A 5 M Q 1
UBQLN2-201 >

CCAGCAGGGGCTACAGACATTAGCCACTGAAGCACCTGGCCTGATTCCGAGCTTCACTCCAGGTGTGGGGGTGGGGGTGCTGGGAACCGCTATAGGCCCTGTAGGCCCAGTCACCCCCATAGGCCCCATAGGCCC
1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T
GGTCGTCCCCGATGTCTGTAATCGGTGACTTCGTGGACCGGACTAAGGCTCGAAGTGAGGTCCACACCCCCACCCCCACGACCCTTGGCGATATCCGGGACATCCGGGTCAGTGGGGGTATCCGGGGTATCCGGG

UBQLN2-201 >
s 460 s s s 465 s s L 470 L s s 475 L s s 480 s s s 485 L s L 490 s L L 495 s s s 500 s L
Q Q G L T A T A | G L 1 ¢ 5 F T G V G v G v L G T A 1 G P v G P v ¥ P 1 G i 1 G P
UBQLN2-201 >
PAM

CGGGTCAGTGGGGGTATCCGGGGTATCCGGG
Donor Template SNV -> REV

TATAGTCCCTTTTACCCCCATAGGCCCCATTGGGCCCATAGGACCCACTGGCCCTGCAGCCCCCCCTGGCTCCACCGGCTCTGGTGGCCCCACGGGGCCTACTGTGTCCAGCGCTGCACCTAGTGAAACCACGAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T T
ATATCAGGGAAAATGGGGGTATCCGGGGTAACCCGGGTATCCTGGGTGACCGGGACGTCGGGGGGGACCGAGGTGGCCGAGACCACCGGGGTGCCCCGGATGACACAGGTCGCGACGTGGATCACTTTGGTGCTC

UBQLN2-201 >
s 505 s s s 510 s s s ) s L s 520 L s s 525 s s s 530 s s L 535 s s s 540 L s s 545 s s
1 P F [ G P i 6 B B 6 P T G B A PP 6 'S T 6 5§ G G B T G P & N 5 S A A P& E T I S
UBQLN2-201 >
:| Protospacer Sequence
PAM
SNV
ATATCAGGGAAAATGGGGGTATCCGGGGTAACCCGGGTATCCTGGGTGACCGGGACGTCGGGGGGGACC)
Donor Template SNV -> REV
TATCAGTGAAAATGGGGGTA
gRNA Protospacer
TCCTACATCAGAATCTGGACCCAACCAGCAGTTCATTCAGCAAATGGTGCAGGCCCTGGCTGGAGCAAATGCTCCACAGCTGCCGAATCCAGAAGTCAGATTTCAGCAACAACTGGAACAGCTCAACGCAATGGG
AGGATGTAGTCTTAGACCTGGGTTGGTCGTCAAGTAAGTCGTTTACCACGTCCGGGACCGACCTCGTTTACGAGGTGTCGACGGCTTAGGTCTTCAGTCTAAAGTCGTTGTTGACCTTGTCGAGTTGCGTTACCC
UBQLN2-201 >
L 550 L L L 555 L L L 560 L L L 565 L L L 570 L L L 575 L L L 580 L L L 585 L L L 500 L X
P T S E S G N Q F Q0 M W QA A N A P Q L P P E V R F Q Q Q L E Q L N A M G
UBQLN2-201 >

GTTCTTAAACCGTGAAGCAAACTTGCAGGCCCTAATAGCAACAGGAGGCGACATCAATGCAGCCATTGAAAGGCTGCTGGGCTCCCAGCCATCGTAATCACATTTCTGTACCTGGAAAAAAAATGTATCTTATTT
1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 . 1 . 1 M 1
+ T t T t T + T t T t T t T t T t T t T t T t T t

T T
CAAGAATTTGGCACTTCGTTTGAACGTCCGGGATTATCGTTGTCCTCCGCTGTAGTTACGTCGGTAACTTTCCGACGACCCGAGGGTCGGTAGCATTAGTGTAAAGACATGGACCTTTTTTTTACATAGAATAAA

>

UBQLN2-201 >

L L 615 L
A A 1 E R

! 605 ! ! ! 610
1 G G D 1
UBQLN2-201

_n
=
=k
ik
>
-
Sk
=
>
B
=L
.
=
®

=}
°
o

L]

CGGTAGCATTAGTGTAAAGACATGG|
PCR Reverse

TTGATAATGGCTCTTAAATCTTTAAACACACACACAAAATCGTTCTTTACTTTCATTTTGATTCTTTTAAATCTGTCTAGTTGTAAGTCTAATATGATGCATTTTAAGATGGAGTCCCTCCCTCCTACTTCCCTC
" 1 M 1 N 1 M 1 M 1 N 1 " 1 M 1 N 1 " 1 M 1 M 1 M 1 M

t T T T T T T T
AACTATTACCGAGAATTTAGAAATTTGTGTGTGTGTTTTAGCAAGAAATGAAAGTAAAACTAAGAAAATTTAGACAGATCAACATTCAGATTATACTACGTAAAATTCTACCTCAGGGAGGGAGGATGAAGGGAG

>

UBQLN2-201 >

ACTCCCTTTCTCCTTTGCTTATTTTTCCTACCTTCCCTTCCTCTTGTCTCCCCACTCCCTCCCTCTTTGTTTCCTTCCTTCCTTATTTCCTTTAGTTTCCTTCCTTAGCCGTTTTGAGTGGTGGGAATCAATGCT
1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 i 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TGAGGGAAAGAGGAAACGAATAAAAAGGATGGAAGGGAAGGAGAACAGAGGGGTGAGGGAGGGAGAAACAAAGGAAGGAAGGAATAAAGGAAATCAAAGGAAGGAATCGGCAAAACTCACCACCCTTAGTTACGA

>

UBQLN2-201 >

GTTTCACTCAAAAGTGTTGCATGCAAACACTTCTCTTTATTCTGCATTTATTGTGATTTTTGGAAACAGGTATCAACCTTCACAGTTGGGTGAACAAGTGTTGTCCTACAGATGTCCAATTTATTTGCATTTTTA
M 1 M 1 1 1 M 1 M 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 " 1 M

+ T T t T + T t
CAAAGTGAGTTTTCACAACGTACGTTTGTGAAGAGAAATAAGACGTAAATAACACTAAAAACCTTTGTCCATAGTTGGAAGTGTCAACCCACTTGTTCACAACAGGATGTCTACAGGTTAAATAAACGTAAAAAT

>

UBQLN2-201 >

AACATTAGCCTATGATAGTAATTTAATGTAGAATGAAGATATTAAAAACAGAAGCAAATTATTTGAAGCTCTCTAATTTGTGGTACGATATTGCTTATTGTGACTTTGGCATGTATTTTTGCTAGCAAAATGCTG
1 ' f A 1 N 1 s f A ! N 1 s f N 1 N 1 s Il M 1 N 1 s 1
T T T T T T T T T T ¥ T t T + T + T y T + T t t t

T T
TTGTAATCGGATACTATCATTAAATTACATCTTACTTCTATAATTTTTGTCTTCGTTTAATAAACTTCGAGAGATTAAACACCATGCTATAACGAATAACACTGAAACCGTACATAAAAACGATCGTTTTACGAC

UBQLN2-201 >

1620

1755

1890

2025

2160

2295

2430

2565

2700



TAAGATTTATACCATTGATCTTTTTTGCTATATTTGTATACAGTACAGTAAGCACAATTGGCACTGTACATCTAAAAATATTACAGTAGAATCTGAGTGTAATATGTGTAACCAAAATGAGAAAGAATACAAGAA

ATTCTAAATATGGTAACTAGAAAAAACGATATAAACATATGTCATGTCATTCGTGTTAACCGTGACATGTAGATTTTTATAATGTCATCTTAGACTCACATTATACACATTGGTTTTACTCTTTCTTATGTTCTT

P2
T NN ———

ATGTTTCTGGAGCTAGTTATGTCTCACAATTTTGTAGAATCTTACAGCATCTTTGATAAACTTCTCAGTGAAAATGTTGGCTAGGCAAGTTCAGTTAAAATATAGTAGAAATGTTTATCCTGGTATCTCTAAGTA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TACAAAGACCTCGATCAATACAGAGTGTTAAAACATCTTAGAATGTCGTAGAAACTATTTGAAGAGTCACTTTTACAACCGATCCGTTCAAGTCAATTTTATATCATCTTTACAAATAGGACCATAGAGATTCAT

- _____________________________________________pg
I . 1 T >

TACATTTAATTGTACAGAAAATTTACAGTGTAACATTGTGTCAACATTTGCAGATTGACTGTATATGACCTTAATCTTTGTGCAGCCTGAAGGATCAGTGTAGTAATGCCAGGAAAGTGCTTTTTACCTAAGACT

ATGTAAATTAACATGTCTTTTAAATGTCACATTGTAACACAGTTGTAAACGTCTAACTGACATATACTGGAATTAGAAACACGTCGGACTTCCTAGTCACATCATTACGGTCCTTTCACGAAAAATGGATTCTGA

P2
T NN ———

TCCTTCTCAGCTTCTCCCATAAAGAGACCCTAATATGCATTTTGATTTGTAATTGGAAATGTAACTTTCACTGAAAGTGTCATGTGATGTTTGCATTACTTTTAACTGCTATGTATAAAGGAAAGTGTGTCTTTT
1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
AGGAAGAGTCGAAGAGGGTATTTCTCTGGGATTATACGTAAAACTAAACATTAACCTTTACATTGAAAGTGACTTTCACAGTACACTACAAACGTAATGAAAATTGACGATACATATTTCCTTTCACACAGAAAA

- ___________________________________________pg
I . 1 T >

GACTTCATCAGTTATTTCTCTTGTGCACAGAGAAAAATGCATTAAAAATGACTAAAAAAAATAAAAAATTAAAAAATGGATAAATCTTTTCTTTTTGCCTTTTGGCCCTAGGATCGTGTTTAGGAGGATTATCCC

CTGAAGTAGTCAATAAAGAGAACACGTGTCTCTTTTTACGTAATTTTTACTGATTTTTTTTATTTTTTAATTTTTTACCTATTTAGAAAAGAAAAACGGAAAACCGGGATCCTAGCACAAATCCTCCTAATAGGG

P2
T NN ———

ACCCCGAGATTATATAAATCTTATCCTATATTTCTCTAACTTATATGGTTTTATTTAGAAAATGTTTTGTCCTGTCTGGAATTATCTTGATGTATGGATTTAGGTATTCTAACTTTTTTGCCCCAAAGGGTTAGC
1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 M 1 M 1 M 1 N 1

T 4 T T T T T T T T T T T 4 T T T T T 4 T T T T T T T
TGGGGCTCTAATATATTTAGAATAGGATATAAAGAGATTGAATATACCAAAATAAATCTTTTACAAAACAGGACAGACCTTAATAGAACTACATACCTAAATCCATAAGATTGAAAAAACGGGGTTTCCCAATCG

- _____________________________________________pg
I . 1 T >

CAGTTGTTAACATATTTACCTTTTCCCCCAACATATGAAATGTCATACATGTATATACTTTATTCTGTGTTTGGATTCCCTTTAGTTCCATTGAACATTGTGGCACCAGTACACCAGCCTGTAGATGAGTTAGAA

GTCAACAATTGTATAAATGGAAAAGGGGGTTGTATACTTTACAGTATGTACATATATGAAATAAGACACAAACCTAAGGGAAATCAAGGTAACTTGTAACACCGTGGTCATGTGGTCGGACATCTACTCAATCTT

P2
T NN ———

ATGGGACTTTGTATCTTTTAATGTGAGACCTCCTCTTGATCTTTTTTATTTTTTACAATATTCTGACGATTCTGACATGTTTATTTTACCAGATGAATTTTACAGTTAATAGATTCTTCCCCCAAAAATATATTG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TACCCTGAAACATAGAAAATTACACTCTGGAGGAGAACTAGAAAAAATAAAAAATGTTATAAGACTGCTAAGACTGTACAAATAAAATGGTCTACTTAAAATGTCAATTATCTAAGAAGGGGGTTTTTATATAAC

- _____________________________________________pg
I 1 T >

AGAATTTGGTTGGGATTCTCTTAAATTGATATGACTGTGAGGACTACAGAATTGCATTGCTTTCCAGAAACATGTTGCCTTGTTTCTGAAAAACTTTATATATCCTTCAAGAGAGTTTTACTTAAATCCTATATA

TCTTAAACCAACCCTAAGAGAATTTAACTATACTGACACTCCTGATGTCTTAACGTAACGAAAGGTCTTTGTACAACGGAACAAAGACTTTTTGAAATATATAGGAAGTTCTCTCAAAATGAATTTAGGATATAT

P2
T R RN ————>

ATTTGTAATAAATATGTTCCTAGGTAATACAGACATACAGGGAACACGTTGATACTGCTTATTGGAGCTTTTAATATGTTACCTATGTGGTCATTTTTGCTATATAGGAGAAGAATTTATTTGCATCGATTATTT
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
TAAACATTATTTATACAAGGATCCATTATGTCTGTATGTCCCTTGTGCAACTATGACGAATAACCTCGAAAATTATACAATGGATACACCAGTAAAAACGATATATCCTCTTCTTAAATAAACGTAGCTAATAAA

- _____________________________________________pg
I 1 T >

TAAATTGGCAATTTATTGAAATCTATTAATTTTAGAGATATTCATTTGATCCTTTTGAGTTTTTCCAGGTGAGAAATCCTATCAATTATGTTATAATTATATGTTTTCCTTTTCAAAATTTATAACATAATTTCT

ATTTAACCGTTAAATAACTTTAGATAATTAAAATCTCTATAAGTAAACTAGGAAAACTCAAAAAGGTCCACTCTTTAGGATAGTTAATACAATATTAATATACAAAAGGAAAAGTTTTAAATATTGTATTAAAGA

P2
T R RN ————>

GACTGCATGGGTTAAACATTTTCATAACAGTGCTAAATAATAAAGGTGGCAGTGGCA 3
1 N 1 M 1 M 1 N 1 M 1l

{ + } + } + { + } + +H 4242
CTGACGTACCCAATTTGTAAAAGTATTGTCACGATTTATTATTTCCACCGTCACCGT 5

2835

2970

3105

3240

3375

3510

3645

3780

3915

4050

4185



NN SN

Feature Location Size a #® Type

UBQLN2 1 .. 4242 4242 bp [=] —* gene
/note = gene ENSG00000188021
Protein coding
UBQLN2-201 1 .. 4242 4242 bp o —+ prim_transcript
/note = primary transcript ENST00000338222
UBQLN2-201 248 .. 2122 1875 bp -] = CDS
/note = coding sequence ENSP00000345195
/translation = MAENGESSGPPRPSRGPAAAQGSAAAPAEPKIIKVTVKTPKEKEEFAVPENSSVQQFKEAISKRFKSQTDQLVLIFAGKILKDQDTLIQHGIHDGLTVHLVIKSQNRPQGQSTQPSNAAGTNTTSASTPRSNSTPISTNSNPF

GLGSLGGLAGLSSLGLSSTNFSELQSQMQQQLMASPEMMIQIMENPFVQSMLSNPDLMRQLIMANPQMQQLIQRNPEISHLLNNPDIMRQTLEIARNPAMMQEMMRNQDLALSNLESIPGGYNALRRMYTDIQEPMLNAA
QEQFGGNPFASVGSSSSSGEGTQPSRTENRDPLPNPWAPPPATQSSATTSTTTSTGSGSGNSSSNATGNTVAAANYVASIFSTPGMQSLLQQITENPQLIQNMLSAPYMRSMMQSLSQNPDLAAQMMLNSPLFTANPQLQ
EQMRPQLPAFLQQMQNPDTLSAMSNPRAMQALMQIQQGLQTLATEAPGLIPSFTPGVGV GVLGTAIGPVGPVTPIGPIGPIVPFTPIGPIGPIGPTGPAAPPGSTGSGGPTGPTVSSAAPSETTSPTSESGPNQQFIQQMV
QAAGRMYAPREPN REVRROQ QLEQLNAMGFLNREANLQALIATGGDINAAIERLLGSQPS*

Donor Template SNV -> REV 1725 .. 1824 100 bp o H misc_feature
PAM 1754 .. 1756 3bp o H misc_feature
Protospacer Sequence 1757 .. 1776 20 bp -] H misc_feature
SNV 1763 .. 1763 1bp [} H misc_feature
/note = REV =C

SNV =A



Primer Length @ Binding Sites - ™ Date Added
PCR Forward 25-mer 1554 .. 1578 - 58°C Jun 30, 2022
/sequence = AGATGCAGAATCCAGACACACTATC
44% GC / 7628.0 Da
Sanger Sequencing Primer 20-mer 1579 .. 1598 - 57°C Jun 30, 2022
/sequence = AGCCATGTCAAACCCAAGAG
50% GC / 6104.0 Da
Donor Template SNV -> REV 100-mer (o) 1725 .. 1824 — 84°C Jun 30, 2022
/sequence = CCAGGGGGGGCTGCAGGGCCAGTGGGTCCTATGGGCCCAATGGGGCCTATGGGGGTAAAAGGGACTATAGGGCCTATGGGGCCTATGGGGGTGACTGGGC
66% GC / 31,361.3 Da
gRNA Protospacer 20-mer 1757 .. 1776 — 44°C Jun 30, 2022
/sequence = ATGGGGGTAAAAGTGACTAT
40% GC / 6245.2 Da
PCR Reverse 25-mer 2113 .. 2137 — 58°C Jun 30, 2022
/sequence = GGTACAGAAATGTGATTACGATGGC

44% GC / 7770.1 Da



