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	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.


	The combined use of RAPD and SCoT expands marker coverage and, once reproducibility and multivariate analyses are strengthened, will yield a reusable reference dataset.
	

	Is the title of the article suitable?

(If not please suggest an alternative title)


	The current title is suitable.
	

	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.


	Please specify the number of primers and bands, report %P and PIC ranges separately (avoid calling PIC “% polymorphism”), name the similarity coefficient and clustering method/cut-off, briefly note any standout genotypes and an applied takeaway for breeding, and remove any duplicated/erroneous primer details.
	

	Is the manuscript scientifically, correct? Please write here.
	The core approach is standard, but key methodological gaps (undefined similarity coefficient, missing PCR parameters/replicates), a primer identity duplication, and PIC vs. %P mislabeling must be corrected before the conclusions are fully supported.
	

	Are the references sufficient and recent? If you have suggestions of additional references, please mention them in the review form.
	Coverage is acceptable but would benefit from a few recent cucurbit diversity/marker studies and GWAS applications, plus consistent formatting and alignment between in-text citations and table/figure callouts.
	

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


	Overall understandable.
	

	Optional/General comments


	The similarity coefficient used (Jaccard, Dice/Nei-Li, etc.) is not explicitly specified.

PCR conditions are missing (reaction volume, Mg²⁺, primer concentration, cycling profile, instrument, band calling criteria, number of replicates).

The statement “presence=1, absence=0 and complete absence=9” is conceptually incorrect. “9” is generally a code for missing data; the text and tables should be revised accordingly.

The sequence is given as identical for RAPD D13 and RAPD D22 (“GGGGTGACGA”). This may be a typographical/identifier error; it should be checked and corrected.

The abstract states “RAPD-D25 (0.51) and SCoT-25 (0.56), % polymorphism 51/56”; these values are PIC and are not percent polymorphism. The text should be standardized and the misstatement corrected; the narrative should be aligned with the %P columns.

In the text, PIC values are said to be in “Tables 1 and 2”, whereas Tables 4–5 are actually meant; table captions and in-text citations should be reviewed.

As part of the revision, adding the sentence and references below will improve the scope and currency of the work:

Introduction: “Previous work on Luffa germplasm has shown that retrotransposon-based iPBS markers can clearly resolve population structure and genetic differentiation (Coşkun et al., 2025a).”

Materials and Methods:  “A similar dominant-marker workflow and downstream clustering/ordination have been benchmarked in bottle gourd germplasm, supporting the analytical choices adopted here (Coşkun, 2024).”

Results :“The overall level of polymorphism and between-accession divergence observed here is consistent with ranges reported for watermelon collections characterized using complementary molecular and phytochemical descriptors (Coşkun and Gülşen, 2024).”

Discussion:“The observed genetic differentiation suggests that this panel could support association mapping for salt tolerance, as demonstrated in watermelon diversity panels (Coşkun et al., 2025b).”
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