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ABSTRACT

The present study was performed to identify the copy number variations and their impacts on the genes of dromedary
camels using whole genome sequencing data of two Iranian dromedary camels (Yazdi camel and Trodi camel).
Whole genome sequencing of the Yazdi and Trodi samples produced about 456 and 418.8 paired-end reads with a
read length of 100 bp, respectively. After mapping of trimmed reads to reference genome (NCBI accession number:
GCA_000767585.1), a read-depth based algorithm was used to identify copy number variations. Identified copy
number variations of studied samples, were 831 for Yazdi and 312 for Trodi camels. Nearly 60% (606 genes for
Yazdi and 288 for Trodi camel) of the identified variants overlapped with the genes, and the rest were in the none
genic regions. The obtained results showed that important genes including genes involved in immune system function
and programmed cell death have copy number variation. As well as, two important genes of studied samples, OOEP
and WWC3, which are involved in mammalian reproductive function, had copy number variation.
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Table 1. Summary of sequenced reads for Yazdi and Trodi camels

Sample Reads before trim Reads after trim  Mapped reads  Mapped reads (%)
Yazdi camel 456039178 449857051 440002517 0.97.8
Trodi camel 418813602 413114741 402579313 0974
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Table 2. Characteristics of identified copy number variations in the genome of Yazdi and Trodi camels

Parameter Yazdi camel Trodi camel

Copy number variation (CNV) 831 312
Genic CNVs 468 182
None genic CNVs 363 130
Affected genes by CNVs 606 288
Largest CNV (bp) 1275630 734408
Shortest CNV (bp) 850 23574
Average size of CNVs (bp) 38775 54049
Length of total CNVs (bp) 32222475 16863490
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