Review Form 3

	

	Journal Name:
	Journal of Advances in Biology & Biotechnology 

	Manuscript Number:
	Ms_JABB_148576

	Title of the Manuscript: 
	Quantitative Assessment of Heritability and Genetic Advance for Yield Attributes Using Line × Tester Derived Generations in Pea (Pisum sativum L.)

	Type of the Article
	


	PART  1: Comments



	
	Reviewer’s comment
Artificial Intelligence (AI) generated or assisted review comments are strictly prohibited during peer review.

	Author’s Feedback (It is mandatory that authors should write his/her feedback here)



	Please write a few sentences regarding the importance of this manuscript for the scientific community. A minimum of 3-4 sentences may be required for this part.


	This manuscript provides valuable quantitative insights into heritability and genetic advance in pea using line × tester derived populations, an area that remains underexplored despite its importance in legume breeding. Understanding inheritance and additive variance in key yield traits is essential for designing efficient selection strategies, particularly under increasing environmental variability. The study contributes useful empirical evidence for breeders aiming to enhance pea productivity and genetic diversity. Its findings can support breeding programs in developing high-yielding, climate-resilient pea cultivars.
	

	Is the title of the article suitable?

(If not please suggest an alternative title)


	The current title is clear and scientifically appropriate.

However, it can be made more concise and impactful.

 Genetic Parameters for Yield and Yield Components in Pea Using Line × Tester Analysis
	

	Is the abstract of the article comprehensive? Do you suggest the addition (or deletion) of some points in this section? Please write your suggestions here.


	The abstract is generally comprehensive, well-structured, and clearly presents the objectives, methodology, key results, and implications.
Suggested improvements:

· Reduce redundancy in stating “high heritability and GA for major yield traits” by summarizing more crisply.

· Mention the total number of traits studied to provide more context.

· Add one sentence on the significance of line × tester analysis for genetic improvement.

· Avoid repeating similar phrases on “environmental influence” more than once.

Overall, only minor refinement is needed for clarity and flow.
	

	Is the manuscript scientifically, correct? Please write here.
	The manuscript is scientifically sound and presents a valid quantitative genetic analysis of F₁ and F₂ populations. The methodology is appropriate, the statistical formulas are standard, and the interpretation of heritability and genetic advance aligns with established principles in quantitative genetics. The discussion effectively compares results with previous studies, and the conclusions drawn are consistent with the data. No major scientific errors were observed.
	

	Are the references sufficient and recent? If you have suggestions of additional references, please mention them in the review form.
	Adequacy and Recency of References

The references are sufficient, relevant, and include several recent citations from 2020–2023. However, a few duplicates appear (e.g., Saroj et al., 2020; Sharma et al., 2021). Removing duplicates will improve quality.

Optional additional references:

Singh, A. K., et al. (2022). Advances in pea breeding under climate change. Journal of Genetics and Breeding.

Gupta, D., & Singh, P. (2021). Genetic variability and selection indices in vegetable pea. Legume Research.

These could strengthen the background on recent breeding challenges.
	

	Is the language/English quality of the article suitable for scholarly communications?


	Overall, the language quality is suitable for scholarly communication. The manuscript is clear, well-organized, and written in proper academic tone. Minor edits for conciseness and removal of repetition would further improve readability, but no major linguistic issues are present.
	

	Optional/General comments


	This manuscript provides a meaningful contribution to pea breeding research. The combination of line × tester design with F₁ and F₂ analysis offers robust insights into trait inheritance, and the results are practical for breeders aiming to improve yield components. With minor refinement in the abstract and correction of duplicate references, the manuscript will be strong and publication-ready.
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	Are there ethical issues in this manuscript? 


	(If yes, Kindly please write down the ethical issues here in detail)

No ethical issues were identified in this manuscript. The study involves plant materials and field experimentation, which do not typically require institutional ethical approval. There is no indication of data fabrication, misuse of materials, or inappropriate research conduct. All methods appear standard and scientifically acceptable.
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