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	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 research takes on a massive global issue—micronutrient deficiencies—by zeroing in on the key genes that boost zinc and iron levels in chickpeas. Drawing from clever computer simulations and deep genome sequencing, it lays the groundwork for biofortifying crops and equips breeders with tools for faster, targeted selection of super-nutritious varieties. These discoveries hand over a treasure trove of genomic data and practical know-how to plant breeders, genetic experts, and molecular scientists pushing for better crops and smarter nutrition strategies. In the end, it's a real step forward in sustainably battling "hidden hunger" in places where it hits hardest.
	

	Is the title of the article suitable?

(If not please suggest an alternative title)
	The title is accurate, concise, and appropriate. It clearly conveys the main objective and methodology (in-silico analysis) as well as the target crop and traits. No major changes are needed.
	

	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.
	This abstract is spot-on—clear, to-the-point, and nicely organized, capturing the study’s purpose, methods (like whole-genome resequencing and in-silico gene hunting), and key findings with ease. It could shine even brighter with a specific result, say, mentioning that 1,531 unique SNPs and three standout genes (Ca_09166, Ca_12453, and Ca_10386) were linked to zinc and iron levels in chickpeas. Wrapping it up with a quick note on real-world impact—like how these findings give breeders solid molecular targets for supercharging chickpea nutrition—would make it even more compelling. All in all, it’s a strong piece, ready to make waves in publication.
	

	Is the manuscript scientifically, correct? Please write here.
	This paper is rock-solid in its science and nails the methodology from start to finish. It smartly leans on whole-genome resequencing, variant calling, and annotation tools like FastQC, Trimmomatic, BWA-MEM, SAMtools, GATK, SnpEff, and InterProScan—straight out of the genomics playbook for doing things right. The way it breaks down the results feels spot-on, backed by solid references that keep everything grounded, and spotting those SNPs in crucial metal-hauling genes like ZIP, Ferritin, and Phox/Bem1p, plus the phylogenetic checks, really amps up the depth and credibility. That said, a few tweaks could take it over the top: it'd be great to pair the bioinfo magic with some hands-on lab tests, like functional assays or qPCR for gene expression, to really tie those genetic tweaks to real-world effects; fleshing out the stats on SNP filters and quality checks would make it easier for others to replicate; and a simple flowchart of the pipeline would clear up any fog for readers. All told, it's spotless technically and holds up scientifically—no major red flags here.
	

	Are the references sufficient and recent? If you have suggestions of additional references, please mention them in the review form.
	The bibliography you've put together feels solid and thoughtfully curated, drawing on a nice mix of classic groundwork and the latest breakthroughs from 2012 right up to 2023—think key work in genomics, nutrient enhancement strategies, and gene-mapping techniques for chickpeas and their legume cousins. To give it an extra polish, I'd gently suggest weaving in a handful of fresh, influential papers from the past couple of years that dive into multi-omics approaches and biofortification efforts; they'd add even more depth without much heavy lifting.
	

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


	The writing comes across as straightforward and engaging, with a smooth flow that's perfect for academic discussions—it's easy to follow and feels right at home in a research paper. The word choices are spot-on and technical without being stuffy, the overall voice stays reliably professional and scientific, and the organization sticks to those familiar scholarly guidelines that make everything click. That said, there are a couple of spots where things get a tad wordy, like that opener about "carrying out the investigation to unravel," which could be tightened up just a bit for sharper impact. Also, during the final polish, it'd be worth ironing out some small quirks in the layout, such as stray quote marks or flipping capitalization on terms like "zinc" and "iron" to keep it consistent. All in all, the English here is already strong and polished, needing just a light touch-up to shine even brighter.
	

	Optional/General comments


	Your manuscript flows beautifully from start to finish, with a really clear structure that makes it a pleasure to read—those figures, tables, and phylogenetic analyses are spot-on, packed with useful insights that really drive the points home. To give it even more punch visually and analytically, I'd love to see a simple workflow diagram outlining your in-silico pipeline, and if you've got the data handy, some snappy graphs on functional enrichments like GO terms or KEGG pathways could add that extra layer of wow. The conclusion wraps things up nicely and with real eloquence, but tightening it a bit to zero in on the key takeaways and how they could shake up breeding programs for the better might make it land even harder. It'd also be exciting to hear more about what's next—maybe sketching out ideas for hands-on validation, like CRISPR experiments or checking gene expression through transcriptomics. Overall, this piece ties right into SDG 2 on ending hunger, and readers can totally picture it shining in journals dedicated to plant genomics, bioinformatics, or boosting crop yields.
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	Are there ethical issues in this manuscript? 
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