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INTRODUCTION RESULTS

The cultivated tomato (Solanum Iycopersicum) is one of the most| |Using the employed methodology, a substantial number of Single Nucleotide
agriculturally important vegetables. Due to its limited genetic variability,| |Polymorphisms (SNPs) were revealed within 9 of the 13 examined genes,
related wild species are often used in breeding programs to expand the| |which are itemized in Table 1.

available diversity. From previous experiments, we were able to obtain the

genome and transcriptome of the cv. Caimanta (S. lycopersicum, C) and mm

LAO722 (S. pimpinellifolium, P) progenitors.
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the core set of the four homeostasis genes reported, which appear to
offer baseline protection during both fruit ripening and heat shock stress
in various tomato tissues. Furthermore, three chaperones, marked in red,
have previously been identified as differentially expressed by our research

group.

To accomplish the intended objective, protein sequences of 13 selected
chaperones were acquired. Subsequently, a BLASTn analysis was conducted
on both progenitors to identify the precise start and end positions of the
genes. An additional 1000 bases were then added to each start coordinate
to extract the DNA sequences corresponding to the chaperones from the
genomes of C and P. Finally, these sequences were aligned using the Emboss CONCLUSIONS
Needle program, as depicted in Figure 2.

The development of MMs from omics data is anticipated to yield functional

L v markers specifically targeting crucial chaperones involved in the fruit ripening

EMBOSS_@e1l 1470 TTATTAGTATTATGAATCTCCTTGTGATGAAAATTATTTAAGAATAAAGA 1519

EMBOSS_ee1l 1648 TTATTAGTATTATGAATCTCCTTGTGATGAAAATTATTTAAGAATAAAGA 1697
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particular emphasis on the key chaperones.
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