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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 study delivers a detailed de novo transcriptome assembly of guava (Psidium guajava L.) using Illumina sequencing, providing novel genomic information for this commercially significant tropical fruit. The identification of simple sequence repeat (SSR) markers from the dataset offers robust molecular tools for evaluating genetic variation, constructing linkage maps, and supporting breeding efforts aimed at improving fruit quality, resilience to environmental stress, and resistance to diseases. By filling a critical knowledge gap in guava genomics, the work establishes a strong platform for future molecular studies, selective breeding, and conservation programs. 
	

	Is the title of the article suitable?

(If not please suggest an alternative title)


	Genomic insights into Guava: De novo Transcriptome Assembly and SSR Marker Identification using Illumina Sequencing
	

	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.


	Guava (Psidium guajava L.) is a nutritionally valuable and commercially significant fruit crop belonging to the family Myrtaceae; however, genomic resources for this species remain scarce, limiting the understanding of traits critical for its improvement. In this study, we conducted a de novo transcriptome assembly of guava using Illumina sequencing technology, generating 76,764 unigenes with an average length of 1,087 bp, N50 of 1,204 bp, and a GC content of 44.40%. Functional annotation showed that 53.74% of unigenes had significant matches in the UniProt database, 42.99% were assigned Gene Ontology (GO) terms, and 22.49% were associated with enzyme codes. KEGG pathway analysis mapped 9,885 sequences to 441 pathways. A total of 29,360 simple sequence repeats (SSRs) were detected, and 30 primer pairs were designed; 27 produced clear, polymorphic bands when tested across four guava genotypes. These findings provide a valuable genomic resource that can support genetic diversity studies, molecular breeding programs, and the conservation of guava, contributing to future advancements in its genetic and molecular research.
	

	Is the manuscript scientifically, correct? Please write here.
	This study makes an important advancement in guava genomics by delivering a comprehensive de novo transcriptome assembly and developing SSR markers through Illumina sequencing. The research demonstrates methodological rigor, integrating high-quality assembly with detailed functional annotation (UniProt, GO, KEGG) and successful experimental validation of selected SSR primers. The genomic resources generated serve as valuable tools for assessing genetic diversity, supporting molecular breeding programs, and guiding conservation strategies, offering lasting benefits to researchers and breeders focused on guava and related crops.
	

	Are the references sufficient and recent? If you have suggestions of additional references, please mention them in the review form.
	The references cited are relevant to the study’s focus on de novo transcriptome assembly, SSR marker development, and functional annotation in plants. However, several are over a decade old, and the list would benefit from incorporating more recent research (2020–2024), particularly studies on guava and related tropical fruit crops using next-generation and third-generation sequencing technologies. Including recent advancements in SSR/SNP marker discovery and multi-omics applications would enhance the currency and comprehensiveness of the reference list.
	

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


	The article’s language is generally clear but requires minor grammatical and structural refinements to fully meet scholarly communication standards.
	

	Optional/General comments


	The manuscript presents valuable research in the field of plant genomics, offering significant insights into guava transcriptome assembly and SSR marker identification. With improved organization, clearer language, and the inclusion of more recent references, the study’s clarity, relevance, and scientific impact could be further strengthened.
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