Tables S1.

Primer Sequence
sgRNA UTY-62-F CACCgTTCTCCCAGGCAGCTTACTT
sgRNA AAACAAGTAAGCTGCCTGGGAGAAC
UTY-62-R

sgRNA UTY-2-F

CACCgAGGCGGCTCTATACCGCITG

SgRNA UTY-2-R

AAACCAAGCGGTATAGAGCCGCCTC

sgRNA CACCgAAAAATTTCGGGAAGAAGA
UTY-AS8-F
sgRNA AAACATCTTCTTCCCGAAATTTTTc
UTY-A8-R
USPL1-F CCTTCTGCTCCAGGATTCTAATCT
USPL1-R CCTAGATGCCCCCAACAAGC
MAST2-F CCCAGAAGAGCTTCCTTCTCITGTA
MAST2-R GAAACATTTGTCTTCCTTCTCCCATC
SPON1-F TCTCCTGAATTTCCTACTTCTGATC
SPON1-R TGAAGATTAGTCCAAAGCCTCITG
LARP1-F TCGATTTAAGGGATGGTGGAGGG
LARP1-R ACATTTTCTGCCCATAAAACTTGGTT

sgRNA UTY-AS8
in vitro

transcription

TTAATACGACTCACTATAGGGaaaaatttcgggaagaagatGTTTTAGAGCTA
GAAATA

sgRNA UTY-62
in vitro

transcription

TTAATACGACTCACTATAGGGaagtaagctgectgggagaaGTTTTAGAGCTA
GAAATA

SgRNA UTY-2in
vitro

transcription

TTAATACGACTCACTATAGGGccacaageggtatagageccgGTTTTAGAGCTA
GAAATA

Left-Junction

CCATAGGATTAGGTTCCCTATTTATGCCAT

PCR-F
Left-Junction CTGGACCTGGATTGCTTTCTACATCC
PCR-R
right-Junction CATAATCAGCCATACCACATTTGTAGAGGTTTT
PCR-F
right-Junction CAACAACAGTACGATTACCATTTAGGTCAGTAT
PCR-R
qPCR-UTY-F CCTTACATGAGGAGTGGTTGTTGAG
qPCR-UTY-R TCTTCCCATTCTTCCCTTAACTTTCG
qPCR-GAPDH-F AGGCTGTGGGCAAGGTCATC
qPCR-GAPDH-R CAGGCGGCAGGTCAGATCC
qPCR-eGFP-F ACCCTCGTGACCACCCTGAC
Qpcr-eGFP-R TGTAGTTGCCGTCGTCCTTGAAG
UTY-F1 GTCACAAGACACACAATACAGCGAT




UTY-R1

ACCTGAGTCTCTCAGTCGAGC

Donor-puc19-F2A-GFP

4382 bp

Fig.51: Donor carrier mapping

Sus scrofa bly, ch 1

Sequence ID: 0Y997218.1 Length: 83339412 Number of Matches: 1

Range 1: 7857144 to 7857283 GenBank Graphcs

Score Expect
259 bits(140) 1e-64

Identities
140/140(100%)

Strand

Gaps
0/140(0%) Plus/Plus

7857203

Query 6 CCAGGGCATGGCATGGOAGCCOTCTTTATACAGCTIGTGOTCGCTGTCTCAGTATICAGC 65
Sbjet 7857144 CCAGGGCATGGCATGOGAGCCOTCTTTATACAGCTTGTGOTCGCTGTCTCAGTATTCAGC
Query 66 CAGGGCCTTAATGCCTACATTCTTCAGCAGCTGTTGCCTGTCAGTATIGAGTCTTTTAGE 125
Sbjet 7857204 CAGOGCCTTAATGCCTACATTCTTCAGCAGCTGTTGCCTOTCAGTATTGAGTCTTTTAGG
Query 126 GCTTGTTGGGGGCATCTAGG 145

Sbjet 7857264 GCTTGTTGGGGGCATCTAGG 7857283

BLAST/BLAT type
Query location
Database location
Genomic location
Alignment score
E-value

Alignment length
Percentage identity

Markup  loadod
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SNy [N
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61 X
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Query_1:

€ 122
Query_1: 183
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6:5122165 GATGGGAGAAG

SAAGAC.

BLASTN

Quory_1 3 to 208 (+)

6 5122141 to 5122345 (-)
6 5122141 to 5122345 (-)

3s1

5 34e-104
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" GGGGGAAAAGGAL
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Sus scrofa genome assembly, chromosome: 16
Sequence ID: 0Y997223.1 Length: 81336253 Number of Matches: 1

Range 1: 69850124 to 69850308 GenBlank  Groohics

470 bits(254)

Quer
sbet
Query
sbjet
Quer
Sbjct
Quer
Quer

Sbict

1
69850124
6
69850184
16
69850244
176
69850304
236
69850364

137 3eo/3r3(0m) 5/27501%)
GBG-GCTG-COCT—~CTOR T T TCRRCTORCTCTCCANLCCCECCTIETG
CTOCTUECECTCCCTORCTCCTETCRCCTOACTCCTCCANCCCCEECTEOTGN
TG0 TGTCTCACC OO UGACTE T TCGCTECTCCCCGRCUCCTRE
(TG GCCETCTCACCTCCGOGGACTO TG TCGCTECTECOCT COECCic
COGGGACACTGCCCCGAGTTGOAT TCGACGCOCGGTCTOGAAGGCGGGCCTTTACCCCTT
COGUGACACTOCCCGAGTICGATTCGACGCCGTCTGGANGGGGCCTTTACCECTT
O ATOURGRGRGCTAGGANGTGAGCTOOGATANCCANGCELTCCCANCCCAGES
COEATOURURORCCTAGGANGTGACTOOGATAACCANCECTCCEANCCCAGES
MOTTCTGAMCCAIGTTTTATGGEAGAMATGT 270

AAGTTCTGAAMCCAAGTTTTATOOGCAGAAMATGT 69850398
Cuery_1: 62
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CQuery_1:

6:5122
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i ] ' 180
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Quexry_1:
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Strand

Plus/Plus
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Fig.52:Comparison of sequencing information of off-target sites




