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In the original article, there was an error in Table 2. Parameters “Gene Size(bp)” & “tRna size (bp) values” were not relevant and have been removed. The corrected table appears below.
TABLE 2 | Summary of complete chloroplast genomes of 16 pomegranate genotypes.
[image: Table 2]There was also an error in Table 4. For Parameters “tRNA size (bp)” and “rRNA size (bp)”, the value for “Bhagawa (NRCP)” was modified from “9043” and “10606” to “ ‐ ” and “9043” respectively. The corrected table appears below.
TABLE 4 | Comparison of the “Bhagawa (NRCP)” chloroplast genome with other genotypes.
[image: Table 4]The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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Genome Size (bp) 158,641
Overall GC content (%) 369
LSC size (bp) 89,025
IR-A size (bp) 25467
IR-B size (bp) 25,467
SSC size (bp) 18,682
Protein coding regions (bp) 77,059
RNA size (bp) 9083
Number of Protein coding genes 82
Number of tRNA 37
Number of rRNA 8
Total Number of genes 127
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