‘Sequence: INK2J00060_MATR3_T622A B04_AB.dna (Linear/ 1245 bp)
Features: 29 total
Primers: 5 total

(531 ..630) Donor Template WT -> SNV
(184 ..208) PCR FonNardI_ (549 ..568) gRNA Protospacer Sanger Sequencing Primer (690 .. 709) PCR Reverse (1132 .. 1156)

250 500 — =750 1000 -

[ MATR3-201 >

-. y— ENSE00003768022
MATR3-201

Donor Template WT -> SNV

gRNA Protospacer

SNV

INK2]J00060_MATR3_T622A_B04_AB
1245 bp

Printed from SnapGene®: Jan 30,2024 10:55 Page 1



INK2J00060_MATR3_T622A B04_AB.dna (Linear/ 1245 bp)

ATACAGGATTATTGAAACCTATTGAAATAAGTTATTGAAAGAGAACAACCTTTTTTTCTGGTCTTTAATGGCAGAAGTTTTTAAA

TATGTCCTAATAACTTTGGATAACTTTATTCAATAACTTTCTCTTGTTGGAAAAAAAGACCAGAAATTACCGTCTTCAAAAATTT

>

| MATR3-201 >

CGAGTCTTCCCTAAAGGACACCTTCATTGCTCTTATCTGTTTAAGTTTTTCATAGCGTTCTGCTACCAGAATGTTTTATTTTCCA

GCTCAGAAGGGATTTCCTGTGGAAGTAACGAGAATAGACAAATTCAAAAAGTATCGCAAGACGATGGTCTTACAAAATAAAAGGT

>

MATR3-201 >

PCR Forward
IATGGTCATGATGAATGTCTGTAGGC

CTTCTCTGTTGGTATGGTCATGATGAATGTCTGTAGGCAGCTTAGGTTCTCAAATAAGGTTACGGGAATTGAATAAGCTGAGTTG

GAAGAGACAACCATACCAGTACTACTTACAGACATCCGTCGAATCCAAGAGTTTATTCCAATGCCCTTAACTTATTCGACTCAAC

MATR3-201 >

ATTATAGGGATTGTCTCCAATTATTAATTCACTGGATAATTGTGTATTCTGCAAATGTGTTAACTTCTGCAAAACTTTTGTCTTT

TAATATCCCTAACAGAGGTTAATAATTAAGTGACCTATTAACACATAAGACGTTTACACAATTGAAGACGTTTTGAAAACAGAAA

>

MATR3-201 >

TAGATTCCAAACAGAGGCATTGATTTACTGAAAAAAGATAAATCCCGGTAATTTCATTTTGTTTTTCATATGTGTGAGTATATTC

ATCTAAGGTTTGTCTCCGTAACTAAATGACTTTTTTCTATTTAGGGCCATTAAAGTAAAACAAAAAGTATACACACTCATATAAG

1

MATR3-201 >
. 580 L L . 585 L L L 590 L L
1 P N R G 1 D L L K K D K S R
ENSE00003771409 BRI R N T R A N N >
MATR3-201

AACTTTACTTTTTCAGACAACAAATTAATTGTGGTGTGTCCTTTTGATTTCAGAAAAAGATCTTACTCTCCAGATGGCAAAGAAT

TTGAAATGAAAAAGTCTGTTGTTTAATTAACACCACACAGGAAAACTAAAGTCTTTTTCTAGAATGAGAGGTCTACCGTTTCTTA

1

MATR3-201 >
L 595 ., ., ., ., 600, .,
K R S Y S P D G K E
------------------------------------------- ENSE00003768022 >
MATR3-201

85

170

340

425

510
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INK2J00060_MATR3_T622A B04_AB.dna (Linear/ 1245 bp)

gRNA Protospacer
JAAGACTGAGAGTTCAACCGA

CTCCAAGTGATAAGAAATCCAAAACTGATGGTTCCCAGAAGACTGAGAGTTCAACCGAAGGTAAAGAACAAGAAGAGAAGTCCGG

595
GAGGTTCACTATTCTTTAGGTTTTGACTACCAAGGGTCTTCTGACTCTCAAGTTGGCTTCCATTTCTTGTTCTTCTCTTCAGGCC
MATR3-201 >
1 605 1 1 1 1 610 1 1 1 1 615 1 1 1 1 620 1 1 1 1 625 1 1 1 1 630 1 1
S P S D K K S K T D G S Q K T E S S T E G K E Q E E K S G
ENSE00003768022 >
MATR3-201
gRNA Protospacer |:|
PAM
SNV
TTTTGACTACCAAGGGTCTTCTGACTCTCAAGT(lilGGCTTCCATTTCTTGTTCTTCTCTTCAGGCC
Donor Template WT -> SNV =
TGAAGATGGTGAGAAAGACACAAAGGATGACCAGACAGAGCAGGAACCTAATATGCTTCTTGAATCTGAAGATGAGCTACTTGTA
680
ACTTCTACCACTCTTTCTGTGTTTCCTACTGGTCTGTCTCGTCCTTGGATTATACGAAGAACTTAGACTTCTACTCGATGAACAT
MATR3-201 >
L L 635 L L L 640 L L L 645 L L L 650 L L L 655 L L 1 660
E D G E K D T K D D Q T E_‘Q E P N M L Ll E S E D E L L vV
ENSE00003768022 >
MATR3-201
ACTTCTACCACTCTTTCTGTGTTTCCTACTGGTCT|
Donor Template WT -> SNV
GATGAAGAAGAAGCAGCAGCACTGCTAGAAAGTGGCAGTTCAGTGGGAGACGAGACCGATCTTGCTAATTTAGGTGATGTGGCTT
765
CTACTTCTTCTTCGTCGTCGTGACGATCTTTCACCGTCAAGTCACCCTCTGCTCTGGCTAGAACGATTAAATCCACTACACCGAA
MATR3-201 >
L L L L 665 L L L 670 L L L 675 L L L 680 L L L 685 L L
D E E E A A A L JE E S G S S, V G D E T D L A N L G D V A
ENSE00003768022 >
MATR3-201
CTTCGTCGTCGTGACGATCT|
Sanger Sequencing Primer
CTGATGGGAAAAAGGAACCATCAGATAAAGCTGTGAAAAAAGATGGAAGTGCTTCAGCAGCAGCAAAGAAAAAGCTTAAAAAGGT
850
GACTACCCTTTTTCCTTGGTAGTCTATTTCGACACTTTTTTCTACCTTCACGAAGTCGTCGTCGTTTCTTTTTCGAATTTTTCCA
MATR3-201 >
L 690 L L L 695 L L L 700 L L L 705 L L L 710, L L L 715
S D G K K E P S D K A V K K D G S A S A A A K K K L K K \
ENSE00003768022 -

MATR3-201
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INK2J00060_MATR3_T622A B04_AB.dna (Linear/ 1245 bp)

AAAGAAAGATACATTGATTTGTTTTAATAGAACATTAGATCAGATCAGTATTTCAAGTTATTTACCTAAGCAGGATCAGATAGAA
935
TTTCTTTCTATGTAACTAAACAAAATTATCTTGTAATCTAGTCTAGTCATAAAGTTCAATAAATGGATTCGTCCTAGTCTATCTT

.

MATR3-201 >

K K D T L 1 C F N R T L D Q 1 S 1 s s Y L P K Q D Q 1 E
----------------------------------------------------- (in frame with MATR3-201)  =-=------cmmmmm e e

TTATATGATTTAAATCAGAAAATAAATCAGATATGAACCAGAATATAAACATTTAAATCTAAACTCTGCAATAAATAATTAAATA
1020
AATATACTAAATTTAGTCTTTTATTTAGTCTATACTTGGTCTTATATTTGTAAATTTAGATTTGAGACGTTATTTATTAATTTAT

- e >

MATR3-201 >

L Y D L N Q K I N Q I
-------------- (in frame with MATR3-201) =-------n--->

AGACATTTTATTATAGTTGGCAAAAAACATCAGCTCAAAGAGGAAACTTTTCAGTAAAAATGAGGGAGAAAGACTCAAAATATAT
1105
TCTGTAAAATAATATCAACCGTTTTTTGTAGTCGAGTTTCTCCTTTGAAAAGTCATTTTTACTCCCTCTTTCTGAGTTTTATATA

>

MATR3-201 >

GTGCTTCTGTATTGTAGTGGTGTAGTGGTAGCATATAGGTAGGCAGCCTTATAGTGTAGCTTTGAAAAAAAAAATACAGGACGTG
1190
CACGAAGACATAACATCACCACATCACCATCGTATATCCATCCGTCGGAATATCACATCGAAACTTTTTTTTTTATGTCCTGCAC

MATR3-201 >

CCATCGTATATCCATCCGTCGGAAT]|
PCR Reverse

AGTTTGCAGTAAGTTAACTGACCCAACATAGTTAAAACTTTTGCCACTCATTCAA 3
1245
TCAAACGTCATTCAATTGACTGGGTTGTATCAATTTTGAAAACGGTGAGTAAGTT 5
MATR3-201 >
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INK2J00060_MATR3_T622A_B04_AB.dna (Linear/ 1245 bp)

Feature Location Size = Type
v MATR3 1 .. 1245 1245 bp (] —p gene

/note = gene ENSG00000015479

Protein coding
MATR3 1 .. 1245 1245 bp (| =p gene
/note = gene ENSG00000280987

Protein coding

v MATR3-201 1 .. 1245 1245 bp (| —p prim_transcript

/note = primary transcript ENST00000394805
MATR3-202 1 .. 1245 1245 bp o —p prim_transcript
/note = primary transcript ENST00000502422

Retained intron
MATR3-203 1 .. 1245 1245 bp (] —p  prim_transcript
/note = primary transcript ENST00000502499
MATR3-206 1 .. 1245 1245 bp (] —p  prim_transcript
/note = primary transcript ENST00000503811
MATR3-211 1 .. 1245 1245 bp (] —p  prim_transcript
/note = primary transcript ENST00000505625

Retained intron
MATR3-215 1 .. 1245 1245 bp (] —p  prim_transcript
/note = primary transcript ENST00000510056
MATR3-227 1 .. 1245 1245 bp (] —p  prim_transcript
/note = primary transcript ENST00000618441
MATR3-228 1 .. 1245 1245 bp (] —p prim_transcript
/note = primary transcript ENST00000361059

Protein coding
MATR3-229 1 .. 1245 1245 bp (] —p  prim_transcript
/note = primary transcript ENST00000394800

Protein coding
MATR3-230 1 .. 1245 1245 bp (] =p prim_transcript
/note = primary transcript ENST00000502394

Protein coding
MATR3-231 1 .. 1245 1245 bp | —p  prim_transcript
/note = primary transcript ENST00000502929

Protein coding
MATR3-232 1 .. 1245 1245 bp (] —p  prim_transcript
/note = primary transcript ENST00000504203

Protein coding
MATR3-233 1 .. 1245 1245 bp O —p prim_transcript
/note = primary transcript ENST00000505016

Protein coding
MATR3-236 1 .. 1245 1245 bp (| —)  prim_transcript
/note = primary transcript ENST00000509990

Protein coding
MATR3-238 1 .. 1245 1245 bp (] =p prim_transcript
/note = primary transcript ENST00000514694

Protein coding
MATR3-210 1 .. 829 829 bp (] —p prim_transcript
/note = primary transcript ENST00000504643

Retained intron
MATR3-204 1 .. 571 571 bp (] —p  prim_transcript
/note = primary transcript ENST00000502944

Retained intron
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Feature

MATR3-201

F 2 segments

/note =

/translation

MATR3-203
F 2 segments

/note =

/translation

MATR3-206
F 2 segments

/note =
/translation =

MATR3-215

F 2 segments

/note

/translation

MATR3-227
F 2 segments

/note =

/translation

Donor Template WT -> SNV
gRNA Protospacer

SNV

/note

PAM
MATR3-219

/note

INK2J00060_MATR3_T622A_B04_AB.dna (Linear/ 1245 bp)

Location Size =

-

Type

344 848 505 bp =] CDs

414 bp

coding sequence ENSP00000378284

IPNRGIDLLKKDKSR, , KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQEPNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVAS
DGKKEPSDKAVKKDGSASAAAKKKLKK

138 amino acids = 14.9 kDa

344 848 505 bp =] Cbs

—
414 bp

coding sequence ENSP00000426030

IPNRGIDLLKKDKSR, , KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQEPNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVAS
DGKKEPSDKAVKKDGSASAAAKKKLKK

138 amino acids = 14.9 kDa

344 848 505 bp =] CDs

=
414 bp

coding sequence ENSP00000423587

IPNRGIDLLKKDKSR, , KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQEPNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVAS
DGKKEPSDKAVKKDGSASAAAKKKLKK

138 amino acids = 14.9 kDa

344 848 505 bp =] CDs

o d
414 bp

coding sequence ENSP00000426743

IPNRGIDLLKKDKSR, , KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQEPNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVAS
DGKKEPSDKAVKKDGSASAAAKKKLKK

138 amino acids = 14.9 kDa

344 848 505 bp =] CDs

—
414 bp

coding sequence ENSP00000482895

IPNRGIDLLKKDKSR, , KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQEPNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVAS
DGKKEPSDKAVKKDGSASAAAKKKLKK
138 amino acids = 14.9 kDa

531 630 100 bp (] [ misc_feature
549 568 20 bp ] = misc_feature
564 564 1 bp (] = misc_feature
WT =A
SNV = G
569 571 3 bp O — misc_feature
627 1245 619 bp | —p prim_transcript

primary transcript ENST00000512040
protein_coding_CDS_not_defined
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INK2J00060_MATR3_T622A_B04_AB.dna (Linear/ 1245 bp)

Primer Length - Binding Sites = Tm Date Added
v PCR Forward 25-mer 184 .. 208 59°C  Jul 19, 2023
/sequence = ATGGTCATGATGAATGTCTGTAGGC
44% GC / 7752.1 Da
v Donor Template WT -> SNV 100-mer 531 .. 630 ~— 74°C Jul 19, 2023
/sequence = TCTGGTCATCCTTTGTGTCTTTCTCACCATCTTCACCGGACTTCTCTTCTTGTTCTTTACCTTCGGCTGAACTCTCAGTCTTCTGGGAACCATCAGTTTT
45% GC / 30,399.7 Da
v gRNA Protospacer 20-mer 549 .. 568 _. 54°C  Jul 19, 2023
/sequence = AAGACTGAGAGTTCAACCGA
45% GC / 6159.1 Da
v Sanger Sequencing Primer 20-mer 690 .. 709 59°C  Jul19, 2023
/sequence = TCTAGCAGTGCTGCTGCTTC
55% GC / 6075.0 Da
v PCR Reverse 25-mer 1132 .. 1156 — 59°C Jul 19, 2023
/sequence = TAAGGCTGCCTACCTATATGCTACC

48% GC / 7577.0 Da
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