Additional File 4: Data extraction strategy 
	
	Description
	How to fill out the data extraction sheet
	Additional information

	Edited by
	Reviewer who is extracting the data
	initial (First letter of first- and last name)

	The columns “edited by” and “checked by” have to be filled out by to different reviewers

	Checked by
	Reviewer who is controlling the extracting reviewer
	initial (First letter of first- and last name)

	

	Bibliographic information

	Reference Type
	Kind of reference
	Assign to the following categories: Journal article, Internet document, Book, contribution, …
	

	Authors, Editor or Organization
	Name of the Author, Editor or Organization
	Name, First name
	

	Year of publication
	Year the study was published
	Number (YYYY)
	

	Title 
	Title of the study
	
	

	Abstract
	Abstract of the study
	
	

	Keywords
	Keywords of the study
	
	

	Periodical
	
	Name of the Journal, Book, …
	

	Issue Number
	
	Number
	

	Page range
	
	Number range
	

	Volume
	
	Number
	

	DOI/ ISSN/ ISBN
	Object Identifier
	
	

	Corresponding author
	Corresponding author named on the reference
	Name, First name
	

	Country 
	Name of the country where the corresponding author is located
	Country name 
	

	Secondary question one: Traits modified by genome editing

	Genome editing technique
	The name of the genome editing technique used to induce an alteration
	One of the following techniques: CRISPR*, TALEN, ZFN, MN, ODM
	

	Plant species
	Latin name of the plant
	Binary combination
	

	Sequence identifier
	Name of the gene/ identified sequence where a genome editing technique is directed to
	If given, the database entry identifier of the DNA or protein sequence (EMBL, NCBI or other). If not, the abbreviation used in the study.
	- If more than one gene is targeted each one will be listed in a separate row.
- If there is no further analyses/distinction of each gene, all ones will be listed in one row
- If a gene family is targeted, it will be listed in one row

	Trait
	Trait that is modified or produced by genome editing

	Name of the trait
	

	Kind of modification
	DNA repair (Insertion, deletion and/ or replacement) via NHEJ or HDR 
	SDN1, SDN2 or SDN3
	

	Progress in research towards application
	Describes the progress in research towards the application
	First category: 0
Second category: 1
Third category: 2
	First category: Model plants and applications in agricultural crops without market-oriented intention (basic research)
Second category: Application of genome editing in agricultural crops with market-   oriented traits in which it was not examined whether the targeted trait is shown.
Third category: Application of genome editing in agricultural crops with 
market-oriented traits in which it was examined whether the targeted trait is shown.


	Key topic
	Name of the studies key topic
	Assign to the following categories: herbicide resistance, disease resistance, virus resistance, pest resistance, product improvement, proof of concept (POC), analyses of gene function, others
	

	Secondary question two: Potential occurrence of associated off-target effects

	Search for off-targets
	Figure out if a search for off-targets was conducted
	Yes or no
	If this column is rated with No, the other columns dealing with the occurrence of off-target effects will be omitted (-)

	Prediction of potential 
off-targets 
(in silico)
	Describe whether off-targets were predicted using in silico methods
	Yes or no
	

	Prediction method for potential 
off-targets
(in silico)
	The name of the prediction method used to identify potential off-targets
	Name of the in silico method
	

	Number of potential off-targets 
(in silico)
	Figure out if potential off-targets were identified using in silico methods
	The number of potential off-targets 
	

	Detection of off-targets 
(biased and/ or unbiased)

	Describe whether off-targets were detected using biased and/ or unbiased detection methods
	Yes or no
	

	Detection method
(biased and/ or unbiased)
	Name of the method used to detect biased and/ or unbiased off-targets
	Name of the biased and/ or unbiased detection method
	

	Number of sequences addressed
(biased)
	The total number of off-targets that were investigated in more detail
	Number of  sequences addressed
	

	Number of identified off- targets 
(biased and/ or unbiased)
	Describes whether off-targets were identified using biased and/ or unbiased methods
	Number of identified off-targets
	


[bookmark: _GoBack]
