(647 ..746) Donor Template WT -> SNV
(168 ..192) PCR Forward (665 ..684) gRNA Protospacer

Sanger Sequencing Primer (825 .. 844)

PCR Reverse (1104 .. 1127)

250 500 -

1000 - 1250

| EIF4G1-201 >

ENSE00003480134 DRI R RN R Rl ENSE. .. (R EC N ENSE0000351. ..
EIF4G1-201

Donor Template WT -> SNV

gRNA Protospacer

SNV

CZK2J00158_EIF4G1_A502V_GO06_AB
1361 bp



TCGCAGTCCTCTCTATTCCTGGGGACACTATGACAACTATACAAATGTCTGTAGAAGAATCAACCCCCATCTCCCGTGAAACTGG

AGCGTCAGGAGAGATAAGGACCCCTGTGATACTGTTGATATGTTTACAGACATCTTCTTAGTTGGGGGTAGAGGGCACTTTGACC

| EIF4G1 >
| EIF4G1-201 >
. . . , 285 . . L 290 . . L 295 . . L300 . . L 305 . .
L S I P G D T M T T I Q M S V E E S T P I S R E T G
ENSE00003480134 >
EIF4G1-201
PCR Forward

GGAGCCATATCGCCTCTCTCCAGAACCCACTCCTCTCGCCGAACCCATACTGGAAGTAGAAGTGACACTTAGCAAACCGGTTCCA

CCTCGGTATAGCGGAGAGAGGTCTTGGGTGAGGAGAGCGGCTTGGGTATGACCTTCATCTTCACTGTGAATCGTTTGGCCAAGGT

EIF4G1 >
EIF4G1-201 >
. 30 , , o, o, 315 ., ., . ., 320 ., ., . ., 325 , ., ., 330 , . . o, 335 ,
E P Y R L S P E P T P L A E P 1 L E \ E \ T L S K P \ P
ENSE00003480134 >
EIF4G1-201

PCR Forward
GAATCTGAGTTTTCTTCCAGTC

GAATCTGAGTTTTCTTCCAGTCCTCTCCAGGCTCCCACCCCTTTGGCATCTCACACAGTGGAAATTCATGAGCCTAATGGCATGG

CTTAGACTCAAAAGAAGGTCAGGAGAGGTCCGAGGGTGGGGAAACCGTAGAGTGTGTCACCTTTAAGTACTCGGATTACCGTACC

EIF4GL >
EIF4G1-201 >
., . 340 , ., ., ., 345 , ., ., ., 35 ., ., ., ., 355 , ., ., ., 360 , ., .,
E S E F S S S P L Q A P T P L A S H T \ E I H E P N G M
ENSE00003480134 >

EIF4G1-201

TCCCATCTGAAGATCTGGAACCAGAGGTGGAGTCAAGCCCAGAGCTTGCTCCTCCCCCAGCTTGCCCCTCCGAATCCCCTGTGCC

AGGGTAGACTTCTAGACCTTGGTCTCCACCTCAGTTCGGGTCTCGAACGAGGAGGGGGTCGAACGGGGAGGCTTAGGGGACACGG

EIF4GL >
EIF4G1-201 >
%5 ., . . ., 30 ., . . ., 35 . ., . ., 380 ., ., . . 385 . ., ., ., 390 . .,
\ P S E D L E P E \ E S S P E L A P P P A C P S E S P \ P
ENSE00003480134
EIF4G1-201

CATTGCTCCAACTGCCCAACCTGAGGAACTGCTCAACGGAGCCCCCTCGCCACCAGCTGTGGACTTAAGCCCAGTCAGTGAGCCA

GTAACGAGGTTGACGGGTTGGACTCCTTGACGAGTTGCCTCGGGGGAGCGGTGGTCGACACCTGAATTCGGGTCAGTCACTCGGT

EIF4G1 >
EIF4G1-201 >
L 395 L L L 400 L L L 405 L L L 410 L L L 415 L L L 420
I A P T A Q P E E L L N G A P S P P A \ D L S P \ S E P
ENSE00003480134 >
EIF4G1-201

GAGGAGCAGGCCAAGGAGGTGACAGCATCAATGGCGCCCCCCACCATCCCCTCTGCTACTCCAGCTACGGCTCCTTCAGCTACTT

CTCCTCGTCCGGTTCCTCCACTGTCGTAGTTACCGCGGGGGGTGGTAGGGGAGACGATGAGGTCGATGCCGAGGAAGTCGATGAA

EIF4G1 >
EIF4G1-201 >
1 1 L 425 1 1 430 1 1 L 435 1 1 L 440 1 1 L 445 1 1

E E Q A K E \ T A S M A P P T I P S A T P A T A P S A T
ENSE00003480134 >

EIF4G1-201

85

170

255

340

425

510



CCCCAGCTCAGGAGGAGGAAATGGAAGAAGAAGAAGAAGAGGAAGAAGGAGAAGCAGGAGAAGCAGGAGAAGCTGAGAGTGAGAA

595
GGGGTCGAGTCCTCCTCCTTTACCTTCTTCTTCTTCTTCTCCTTCTTCCTCTTCGTCCTCTTCGTCCTCTTCGACTCTCACTCTT

- @ ew& 0000000007

EIF4G1-201 >

450 L L 455 L L L 460 L L L 465 L L 470 L L L 475 L L

S P A Q E E E M E E E E E E E E G E A G E A G E A E S E K
ENSE00003480134 >

EIF4G1-201

gRNA Protospacer
JAGCAGCAGCCACTCAA

AGGAGGAGAGGAACTGCTCCCCCCAGAGAGTACCCCTATTCCAGCCAACTTGTCTCAGAATTTGGAGGCAGCAGCAGCCACTCAA

680
TCCTCCTCTCCTTGACGAGGGGGGTCTCTCATGGGGATAAGGTCGGTTGAACAGAGTCTTAAACCTCCGTCGTCGTCGGTGAGTT

>

EIF4G1-201 >

490 . . L 495 .
I P A N L S Q A Q
ENSE00003480134 >
EIF4G1-201

@
@
m
mk
-+
-
o
o
mbk
nlF
—F
o
=
-
m
>
>
>k

gRNA Protospacer

SNV
QAGTCTTAAACCTCCGTCUTCGTCGGTGAGTT

LY

Donor Template WT -> SNV

gRNA Protospacer

GGTAI

GGTAAGGTGTGGTTGGACGGTAGAGGTAGGGCGGGCTAGGGGATATCGTTCCTTGCCCTCCTTGATGACCGCCCATTTTTGACAT

765
CCATTCCACACCAACCTGCCATCTCCATCCCGCCCGATCCCCTATAGCAAGGAACGGGAGGAACTACTGGCGGGTAAAAACTGTA

EIF4G1-201 >

EIF4G1-201

PAM
gRNA Protospacer

Ccattccacaccaacctgccatctccatcccgcccgatcccctatagcaaggaacgggaggaactal
Donor Template WT -> SNV

GTTTCTGGGTCCCTGCAATGGAATCTAAGAACTAGATTAAGGACTTTTAAGCCTAAAAAGGGTGATGCAAAGGGGAAATACTGTT

850
CAAAGACCCAGGGACGTTACCTTAGATTCTTGATCTAATTCCTGAAAATTCGGATTTTTCCCACTACGTTTCCCCTTTATGACAA

EIF4G1-201 >

EIF4G1-201

cccactacgtttcccctttal
Sanger Sequencing Primer



CTTTGGCTGCTTTCTATTTCCCAGGGATTAAGGGTACTCCTTAAATTATTGGCAAAGATCCATGCTTTTATTTATTTATTTTTAA

GAAACCGACGAAAGATAAAGGGTCCCTAATTCCCATGAGGAATTTAATAACCGTTTCTAGGTACGAAAATAAATAAATAAAAATT

- @ ew& 0000000007

EIF4G1-201 >

EIF4G1-201

TTAGTGGCAGTATCTGTGCCAAAGAGGAGACGGAAAATTAAGGAGCTAAATAAGAAGGAGGCTGTTGGAGACCTTCTGGATGCCT

AATCACCGTCATAGACACGGTTTCTCCTCTGCCTTTTAATTCCTCGATTTATTCTTCCTCCGACAACCTCTGGAAGACCTACGGA

= . T

EIF4G1-201 >
. . ., s10 ., ., ., ., 815 ., ., ., 50 ., ., ., ., 535 ., ., ., ., 53 ., .,
\ A \ S \ P K R R R K I K E L N K K E A \ G D L L D A
e ] ENSE00003471959 >

EIF4G1-201

TCAAGGAGGTAAGGGAGCAGAAAATGGGAGGGGAGAGGGCCAAGTTGAGGTATGGAGCAGTGGTCATTCTGCAACCAAAACTGGA

AGTTCCTCCATTCCCTCGTCTTTTACCCTCCCCTCTCCCGGTTCAACTCCATACCTCGTCACCAGTAAGACGTTGGTTTTGACCT

>
EIF4G1-201 >

F K E
-------------------------------------------------------------- >

EIF4G1-201

Q

935

1020

1105

PCR Reverse

TGTTCTGTTGTTCTAGGCGAACCCGGCAGTACCAGAGGTGGAAAATCAGCCTCCTGCAGGCAGCAATCCAGGCCCAGAGTCTGAG

ACAAGACAACAAGATCCGCTTGGGCCGTCATGGTCTCCACCTTTTAGTCGGAGGACGTCCGTCGTTAGGTCCGGGTCTCAGACTC

EIF4G1-201 >
L L 540 L L L, 545 L L . 550 L L . 555 L L L
A P A \ P E \ E N Q P P A G S N P G P E S E
------------- ENSE00003515005 >
EIF4G1-201

acaagacaacaagatcCGCTTG|
PCR Reverse

GGCAGTGGTGTGCCCCCACGTCCTGAGGAAGCAGATGAGACCTGGGACTCAAAGGAAGACAAAATTCACAATGCTGAGAACATCC

CCGTCACCACACGGGGGTGCAGGACTCCTTCGTCTACTCTGGACCCTGAGTTTCCTTCTGTTTTAAGTGTTACGACTCTTGTAGG

= T

EIF4G1-201 >
560 . . . . 565 . . . ., 570 ., . ., . 575 ., ., . . 580 . . . . 585 .,
G S G \ P P R P E E A D E T W D S K E D K 1 H N A E N 1
ENSE00003515005 >
EIF4G1-201

AGCCCGGGGAACAGAAGTATGAATATAAGTCAGGTATGCTGAAGAAAGGGTTGAGAATGGCTTGAGTTTTCTTATTAGGGCCAGA

TCGGGCCCCTTGTCTTCATACTTATATTCAGTCCATACGACTTCTTTCCCAACTCTTACCGAACTCAAAAGAATAATCCCGGTCT

= T

EIF4G1-201 >
L . 590 L L . 595 L L
Q P G E Q K Y E Y K S G M L K K G L R M A
ENSE00003515005 = _SEEEEEEEEE (in frame with EIF4G1-201) --------- >

EIF4G1-201

1190

1275

1360



G 3
i 1361
c 5
»
EIF4G1
>

s
EIF4G1-201



Feature Location Size = Type
EIF4G1 1 .. 1361 1361 bp (] —p gene
/note = gene ENSG00000114867

Protein coding
EIF4G1-201 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000342981
EIF4G1-202 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000346169
EIF4G1-203 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000350481
EIF4G1-204 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000352767
EIF4G1-205 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000382330
EIF4G1-206 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000392537
EIF4G1-207 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000411531
EIF4G1-208 1 .. 1361 1361 bp (| =p prim_transcript
/note = primary transcript ENST00000413967

Nonsense mediated decay
EIF4G1-209 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000414031
EIF4G1-210 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000421110
EIF4G1-212 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000424196
EIF4G1-213 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000426123
EIF4G1-216 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000427845
EIF4G1-218 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000434061
EIF4G1-219 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000435046
EIF4G1-221 1 .. 1361 1361 bp o —p prim_transcript
/note = primary transcript ENST00000441154
EIF4G1-222 1 .. 1361 1361 bp o —p  prim_transcript
/note = primary transcript ENST00000442406

Nonsense mediated decay
EIF4G1-224 1 .. 1361 1361 bp (| —p  prim_transcript
/note = primary transcript ENST00000444861
EIF4G1-226 1 .. 1361 1361 bp (| —p  prim_transcript
/note = primary transcript ENST00000450424
EIF4G1-240 1 .. 1361 1361 bp (| —p  prim_transcript
/note = primary transcript ENST00000676453

Nonsense mediated decay
EIF4G1-201 1 .. 1308 1308 bp =] =—p CDS

F 3 segments = 957 bp

/codon_start 1
/note = coding sequence ENSP00000343450
AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP

IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa

/translation



Feature

EIF4G1-202

F 3 segments

/codon_start
/note =

/translation

EIF4G1-203

F 3 segments

/codon_start =
/note =

/translation

EIF4G1-204

F 3 segments

/codon_start
/note =

/translation

EIF4G1-205

F 3 segments

/codon_start
/note =

/translation

EIF4G1-206

F 3 segments

/codon_start =
/note =

/translation

EIF4G1-207

F 3 segments

/codon_start
/note =

/translation

EIF4G1-209

F 3 segments

/codon_start
/note =

/translation

EIF4G1-210

F 3 segments

/codon_start =
/note =

/translation

Location Size = Type
1 .. 1308 1308 bp =] —p CDS

957 bp

1
coding sequence ENSP00000316879

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000317600

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000338020

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP0O0000371767

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000376320

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000395974

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000391935

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000413159

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa



Feature

EIF4G1-212

F 3 segments

/codon_start
/note =

/translation

EIF4G1-213

F 3 segments

/codon_start =
/note =

/translation

EIF4G1-216

F 3 segments

/codon_start
/note =

/translation

EIF4G1-218

F 3 segments

/codon_start
/note =

/translation

EIF4G1-219

F 3 segments

/codon_start =
/note =

/translation

EIF4G1-221

F 3 segments

/codon_start
/note =

/translation

EIF4G1-224

F 3 segments

/codon_start
/note =

/translation

EIF4G1-226

F 3 segments

/codon_start =
/note =

/translation

Location Size = Type
1 .. 1308 1308 bp =] —p CDS

957 bp

1
coding sequence ENSP000004 16255

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000403269

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000407682

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000411826

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000404754

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000399858

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000398145

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa
1 .. 1308 1308 bp =} —p CDS

957 bp

1
coding sequence ENSP00000391412

AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGEELLPPESTPIPANLSQNLEAAAATQ
; » VAVSVPKRRRKIKELNKKEAVGDLLDAFKE, , ANPAVPEVENQPPAGSNPGPESEGSGVPPRPEEADETWDSKEDKIHNAENIQPGEQKYEYKS

319 amino acids = 33.6 kDa



AN

Feature Location Size = Type

EIF4G1-229 1 .. 605 605 bp =] —» CDS

/codon_start = 1

/note = coding sequence ENSP00000399969

/translation = AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIHEPNGMVPSEDLEPEVESSPELAPPPACPSESPVP
IAPTAQPEELLNGAPSPPAVDLSPVSEPEEQAKEVTASMAPPTIPSATPATAPSATSPAQEEEMEEEEEEEEGEAGEAGEAESEKGGE
201 amino acids = 20.9 kDa

EIF4G1-229 1 .. 605 605 bp (] —p  prim_transcript

/note = primary transcript ENST00000457456

EIF4G1-215 1 .. 239 239 bp =] —» CDS

/codon_start = 1

/note = coding sequence ENSP00000409545

/translation = AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESEFSSSPLQAPTPLASHTVEIH
79 amino acids = 8.5 kDa

EIF4G1-215 1 .. 239 239 bp (] —)  prim_transcript

/note = primary transcript ENST00000427607

EIF4G1-217 1 .. 181 181 bp =] —p CDS

/codon_start = 1

/note = coding sequence ENSP00000411707

/translation = AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEPILEVEVTLSKPVPESE
60 amino acids = 6.4 kDa

EIF4G1-217 1 .. 181 181 bp (] —p  prim_transcript

/note = primary transcript ENST00000428387

EIF4G1-223 1 .. 132 132 bp =] —p CDS

/codon_start = 1

/note = coding sequence ENSP00000407244
/translation = AVLSIPGDTMTTIQMSVEESTPISRETGEPYRLSPEPTPLAEP

44 amino acids = 4.6 kDa
EIF4G1-223 1 .. 132 132 bp | =p prim_transcript
/note = primary transcript ENST00000444134
EIF4G1-236 1 .. 112 112 bp (] =) prim_transcript
/note = primary transcript ENST00000484862

Retained intron
EIF4G1-238 1 .. 85 85 bp (] —p  prim_transcript
/note = primary transcript ENST00000493299

Retained intron
Donor Template WT -> SNV 647 .. 746 100 bp = — misc_feature
gRNA Protospacer 665 .. 684 20 bp [} — misc_feature
SNV 667 .. 667 1 bp m — misc_feature
/note = WT=C

SNV =T

PAM 685 .. 687 3 bp O = misc_feature



Primer Length
PCR Forward 25-mer
/sequence = CCAGAATCTGAGTTTTCTTCCAGTC

44% GC / 7583.0 Da
Donor Template WT -> SNV 100-mer

/sequence =

55% GC / 30,517.8 Da
gRNA Protospacer 20-mer
/sequence = AGCAGCAGCCACTCAAGGTA

55% GC / 6120.0 Da
Sanger Sequencing Primer 20-mer
/sequence = atttcccctttgcatcaccc

50% GC / 5938.9 Da
PCR Reverse 24-mer

GTTCGCctagaacaacagaacatc
46% GC / 7314.8 Da

/sequence =

=]

Binding Sites
168 .. 192
647 .. 746

665 ..

825 ..

1104

684

844

. 1127

—_

~—

—_

~—

Tm Date Added

58°C  Jun 14, 2023

79°C  Jun 14, 2023

atcaaggagggcaaggaacgatatcccctagcccgecctacctctaccgtccaaccacacct tacCTTGAGTGGCTGCTACTGCCTCCAAATTCTGAGAC

60°C  Jun 14, 2023
58°C  Jun 14, 2023
58°C  Jun 14, 2023



