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Statistics

For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section.
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2
5

The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement
A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly

The statistical test(s) used AND whether they are one- or two-sided
Only common tests should be described solely by name; describe more complex techniques in the Methods section.
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A description of all covariates tested
A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons

Afull description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient]
AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)

For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and Pvalue noted
Give P values as exact values whenever suitable.
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Data

Policy information about availability of data
All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- Alist of figures that have assaciated raw data
- A description of any restrictions on data availability

The raw fastq data generated in this study was deposited to the Genome Sequence Achieve (http://gsa big.ac.cn) and the accession number is CRA000954. The data
will be released prior to publication.
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Life sciences study design

All studies must disclose on these points even when the disclosure is negative

Sample size The sample size were determined by our gene editing efficiency and the ethics of animal use.
Data exclusions  No data were excluded.

Replication All experiments in our study replicated the conclusions stated in the manuscript.
Randomization  The embryos were executed microinjection randomly.

8linding Not applicable

For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings
[[] For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes . o .
[X| Estimates of effect sizes [e.g. Cohen's d, Pearson's r), indicating how they were calculated Rep ortin g fO rsp eCIfI ¢ material S, SySte ms and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material
Our web collection on statistics for biologists contais articles on many of the points above. system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.
Software and code Materials & experimental systems Methods
n/a | Involved in the stuch n/a | Involved in the stud
Policy about availability of computer code /D O v /D O v
Antibodies ChiP-seq
Data collection The macaque reference genome was downloaded from NCBI database (Rhesus macaque: ftp://ftp.ncbi.nlm.nih.gov/genomes/all/
GCA/000/772/875/GCA_000772875.3_IMmul_8.0.1/GCA_000772875.3_Mmul_8.0.1_genomic.fna.gz; Crab-eating macaque: ftp:// [J|X) eukaryotic cell lines (1| Flow eytometry
ftp.ncbi.nlm.nih. \_000364345.1_Macaca_fascicularis_5.0/ [J|[C] palaeontology [J|[C] MRi-based neuroimaging
(GCA_000364345.1_Macaca_fascicularis_5.0_genomic.fna.gz). The public single nucleotide variants (SNV) of macaque was downloaded
from dbSNP database (ftp://! bi.nih. X _data/ [J|[X] Animals and other organisms.

b150_SNPChrPosOnRef.bep.g2).

Data analysis GATK (v3.6, hitps//software.broadinstitute.org/gatk)
SAMtools: (v1.3.1, http://samtools sourceforge.net)
Freebayes (v1.0.2, https://github.com/ekg/freebayes)
Platypus (v1.0.2, https://github.com/Project-Platypus)
Triodenovo (v0.05, https://github.com/gsudre/autodenovo/wiki/Triodenovo)
PLINK (v1.07, http://zz2.bwh.harvard.edu/plink)
Picard (v2.18, https://broadinstitute.github.io/picard)
NGMLR (v0.2.6, https://github.com/philres/ngmir)
Sniffles (v1.0.8, https://github.com/fritzsedlazeck/Sniffles)
BWA (10.7.12, http://bio-bwa sourceforge.net)

For manuscripts utilizing custom algorithms or software that are central 1o the research but not yet described in published literature, software must be made available to editors/reviewers

we p (e.8. GitHub). See the Nature Research guidelines for submitting code & software for further information

Mycoplasma contamination ~ COS-7 cell line has been tested negative for mycoplasma contamination by PCR methods

Commonly misidentified lines

No commanly misidentified cell lines were used
(See ICLAC register]

Palaeontology

mation for specimens and describe permits that were
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Specimen deposition

Dating methods

[ Tick this box to confirm that the raw and calibrated dates are available in the paper or in Supplementary Information.

Animals and other organisms

Policy about studies involving animals; ARRIVE guidelines

for reporting animal research

Laboratory animals Gene-edited monkeys: 3 females and 1 male (about 4 years old). 1 premature dead male, E138. Wild-type monkeys: the
parents of gene-edited monkeys, including: 1 male and 2 females

Wild animals s observed i possible. Descri

Field-collected samples v neters cing, maintenance, temperature,
p m the field

Ethics oversight All animal protocols were approved in advance by the Institutional Animal Care and Use Committee of Kunming Institute of

Zoology (Approval No: SYDW-2010002).

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Human research participants

Policy inf about studies involving human research participants

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Clinical data

Policy information about clinical studies
Al manuscripts should comply with the ICMJE guidelines for publication of clinical research and a completed CONSORT checklist must be included with all submissions.

Clinical trial registration

Study protocol

Data collection Describe the setting:

Outcomes

[[J|[C] Human research participants

[|[] clinical data

Antibodies

Antibodies used Describe all antibodies used in the study; as applicable, providi

Validation

Eukaryotic cell lines

Policy information about cell lines

Cell line source(s) €OS-7 cell line from Cell Bank of KIZ {Kunming Institute of Zoology)
Authentication ves
ChIP-seq

Data deposition
[[] Confirm that both raw and final processed data have been deposited in a public database such as GEO.

[] Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

Data access links For "Initial submission" or "Revis documents, provide rev s d
May remain private before publication. provide a link to the depc
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Methodology

Replicates Describe th

Sequencing depth Desc
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Peak calling parameters

Data quality Describe th

Software

Flow Cytometry

Plots
Confirm that:
[] The axis labels state the marker and fluorochrome used (e.g. CD4-FITC)
[]The axis scales are clearly visible. Include numbers along axes only for bottom left plot of group (a ‘group'is an analysis of identical markers).
[]All plots are contour plots with outliers or pseudocolor plots,

[] A numerical value for number of cells or percentage (with statistics) is provided.

Methodology

Sample preparation

Instrument

Software

Cell population abundance

Gating strategy

[ Tick this box to confirm that a figure exemplifying the gating strategy is provided in the Supplementary Information

Magnetic resonance imaging
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Behavioral performance measures

Acquisition
Imaging type(s)
Field strength
Sequence & imaging parameters

Area of acquisition

Diffusion MRI

[Jused
Preprocessing

Preprocessing software
Normalization
Normalization template

Noise and artifact removal

Volume censoring

Statistical modeling & inference

Model type and settings
Effect(s) tested

Specify type of analysis:

Statistic type for inference
(See Eklund et al. 2016)

Correction

Models & analysis

n/a | Involved in the study
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Define precise effect in term:

ANOVA or factorial designs were used.

[] Both

voxel-wise or cluster-wise

[[] ROI-based

of correction and how it is obtaine:

[C1|[] Functional and/or effective connectivity

| eraph analysis

[J|[C] Multivariate modeling or predictive analysis

Functional and/or effective connectivity

Graph analysis

Multivariate modeling and predictive analysis
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