Supplementary Methods and Results: PubMed Sensitivity Analysis

2.1. PubMed Sensitivity Search and Eligibility Screening
A post hoc sensitivity analysis was conducted using PubMed (MEDLINE) to evaluate the robustness of the primary Web of Science–derived dataset to database selection bias. The search was performed on 13 April 2026 using a same structured Boolean query targeting programmable genome-editing technologies and livestock-relevant terms used for the Web of science, with restrictions to English-language publications between 2010 and 2026. Non-primary literature, including reviews, editorials, letters, and meta-analyses, was excluded using publication type filters. A total of 283 records were retrieved following application of these constraints.
2.2. Application of Eligibility Criteria
The PubMed dataset was screened using the same predefined eligibility criteria applied in the primary analysis (Supplementary Table S1). Records were required to simultaneously meet all criteria, including: (i) use of genome-editing platforms (ZFN, TALEN, CRISPR-based systems, base editors, or prime editors); (ii) relevance to livestock or aquaculture species; (iii) agricultural application context; (iv) in vivo, embryo, or organism-level experimentation; (v) sufficient methodological transparency; and (vi) reporting of experimental genome-editing outcomes.
Screening was conducted at the title and abstract level using keyword-based operational definitions aligned with the primary dataset.
2.3. Results of Sensitivity Screening
Of the 283 retrieved records, 214 remained after exclusion of non-livestock species. Application of all eligibility criteria resulted in 8 studies meeting inclusion thresholds.
The primary reason for exclusion was lack of livestock relevance (n = 174), reflecting the strong representation of biomedical and model organism studies in PubMed. Additional exclusions were due to incorrect technological scope (n = 15), insufficient methodological detail (n = 6), in vitro-only design (n = 2), or other criteria mismatches (n = 9).
2.4. Interpretation
The PubMed sensitivity analysis identified 8 additional eligible studies relative to the 125 studies included from the Web of Science dataset, corresponding to a 6.4% increase in corpus size. This limited increment indicates that the primary dataset provides near-comprehensive coverage of relevant livestock genome-editing studies indexed in PubMed.
Notably, a substantial proportion of studies included in the primary dataset (94.1%) were not indexed in PubMed, highlighting differences in database coverage and confirming that Web of Science captures a significant volume of domain-specific literature not retrievable through PubMed alone.
 The 08 study identify has been added to the old 125 dataset making a total of 133 study used for this review . 
