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Starting allele 148/165

(SEQ D NO: 892)
5- TATTATTACTCTATGTTCTATTTAAGTTTTCATGTTCTARARATGTATCCCAGTTTACACGTCTCAT
ATAATAATGAGATACAAGATAAATTCAAAAGTACAAGATTTTTACATAGGGTCARATGTGCAGAGTA
(SEQ D NO: 893)
Spacer v

ATGCCCCTTGGCAGTCATCTTAGTCATTACCTGAGATGTTCGTTGTAACTCATATARACTGAGTTCC
TACGGGGAACCGTCAGTAGAATCAGTAATGGACTCCACAAGCAACATTGAGTATATTTGACTCAAGG

CATGTTTTGCTTAATGGTTGAGTTCCGTTTGTCTGCACAGCCTGAGACATTGCTGGAAATAAAGRAG -

GTACAAAACGAATTACCAACTCAAGGCAAACAGACGTGTCGGACTCTGTAACGACCTTTATTTCTTC
(SEQID NO: 637)
Spacer=GTCATCTTAGTCATTACCTG FIG. 70D

Starting allele
(SEQID NO: 892)

5- TATTATTACTCTATGTTCTATTTAAGTTTTCATGTTCTAAARATGTATCCCAGTTTACACGTCTCAT
ATAATAATGAGATACAAGATAAATTCAAAAGTACAAGATTTTTACATAGGGTCARATGTGCAGAGTA

(SEQID NO: 833 PBS complement

ATGCCCCTTGGCAGT'CATCTTAGTCATTAC‘CTGTGTTCGTTGTAACTCATATAAACTGAGTTCC
TACGGGGAACCGTCAGTAGAATCAGTAATGGACTCCACAAGCAACATTGAGTATATTTGACTCAAGG

CATGTTTTGCTTAATGGTTGAGTTCCGTTTGTCTGCACAGCCTGAGACATTGCTGGAAATAAAGRAG -

GTACAAAACGAATTACCAACTCAAGGCAAACAGACGTGTCGGACTCTGTAACGACCTTTATTTCTTC

[PBS= GTAATGACTARGATG
[SEQN: 079 FIG. 70E

Desired allele
(SEQID NO: 892)

5- TATTATTACTCTATGTTCTATTTAAGTTTTCATGTTCTAAARATGTATCCCAGTTTACACGTCTCAT
ATAATAATGAGATACAAGATAAATTCAAAAGTACAAGATTTTTACATAGGGTCARATGTGCAGAGTA

(SEQ D NO: 893) , RT template complement

ATGCCCCTTGGCAGTCATCTTAGTCATTAC(STGTGTTCGTT‘GTAACTCATATAAACTGAGTTCC
TACGGGGRACCGTCAGTAGAATCAGTAATGGACGCCACAAGCAACATTGAGTATATTTGACTCAAGG

Eit
CATGTTTTGCTTAATGGTTGAGTTCCGTTTGTCTGCACAGCCTGAGACATTGCTGGAAATAAAGAAG
GTACAAAACGAATTACCAACTCAAGGCARACAGACGTGTCGGACTCTGTAACGACCTTTATTTCTTC

(SEQID NO: 4079

RT template = AACGAACACCGCAG FIG. 70F
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149/165

Full pegRNA
Spacer RT template PBS

5 .GTCATCTTAGTCATTACCTG - Scaffold- AACGAACACCGCAGGTAATGACTAAGATG -3

(SEQ ID NO: 894) (SEQ ID NO: 895)
Scafold = GTTTTAGAGCTAGAAATAGCARGTTAARATAAGGCTAGTCCGTTATCAACTTGAARAAGTCGCACCGAGTCARTAC

(SEQID NO: 8%
FIG. 70G

Starting allele

(SEQ ID NO: §92)

5- TATTATTACTCTATGTTCTATTTAAGTTTTCATGTTCTAAAAATGTATCCCAGTTTACACGTCTCAT
ATAATAATGAGATACAAGATAAATTCAARAGTACAAGATTTTTACATACGGTCAARATGTGCAGAGTA

(SEQIDNO: 893 A

ATGCCCCTTGGCAGTCATCTTAGTCATTACCTGAGGTGTTCGTTGTAACTCATATAAACTGAGTTCC
TACGGGGARCCGTCAGTAGAATCAGTAATGGACTCCACAAGCAACATTGAGTATATTTGACTCARGS

e Non-edited sirand NGG PAMs and nick sites (example options| _—

CATGTTTTGCTTAATGGTTGAGTTCCGTTTGTCTGCACAGCCTGAGACATTGCTGGAAATAAAGRAG -

[GTACAAAACGAATTACCAACTCAAGGCRAACAGACGTGTCGGACTCTGTAACGACCTTTATTTICTTC

\ ‘ ) \ ‘ )
\ /
Nicking-sgRNA protospacers
(example options)
FIG. 70H
Desired allle
(SEQD NO: 892)

5- TATTATTACTCTATGTTCTATTTAAGTTTTCATGTTCTARARATGTATCCCAGTTTACACGTCTCAT
ATAATAATGAGATACAAGATAAATTCAAAAGTACAAGATTTTTACATAGGGTCARATGTGCAGAGTA

(SEQUD NO: 8% il _

ATGCCCCTTGGCAGTCATCTTAGTCATTACCTGCGGTGTTCGTTGTAACTCATATAAACTGAGTTCC
TACGGGGAACCGTCAGTAGAATCAGTAATGGACGCCACAAGCARCATTGAGTATATTTGACTCRAGG

PE3D pratospacer

CATGTTTTGCTTAATGGTTGAGTTCCGTTTGTCTGCACAGCCTGAGACATTGCTGGAAATAAAGRAG -

GTACAAAACGRAATTACCAACTCAAGGCAAACAGACGTGTCGGACTCTGTAACGACCTTTATTTCTTC

Spacer = GTGAGTTACAACGAACACCGC
(SEQ D NO: 3148)

FIG. 70l
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159/165
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161/165
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(SEQID NO:4080 Gk
FIG. 84A

Spacer : oy
5 -GAAGGCAAUAAUGCUARUUACAGUUUUAG ﬁﬁ% 6 oatUCey

GGAAUAAAAUUGAACGAUA
"
UAGUCCGUUAUCAACUUG
GAGCCACGGUGAAA
UCGGUGCNNNNNNNNNNNNNNNNNNNNNNNNNUCU  UUUU

RTtemplate  Primer-binding
(SEQ ID NO: 4081) (includes edit) ~site (PBS)

FIG. 84B
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