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Figure 1. The mitochondrial genome of Camelus bactrianus. Genes encoding proteins are displayed with Dark
color and rRNA genes by the arrows. The nd6 gene which showed in bright gray is transcribed in an opposite
direction to the rest of the cluster. The tRNA genes are shown with their corresponding amino acids. The PCR
components which covering the entire mitochondrial genome are also shown in the middle of the shape.
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Table 1. Sequence JJroduct length, and annealing temperature for the six pairs of primers used to amplify the 804

Base pairs desired on the m| itochondrial genome of Camelus bactrianus
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CB15060_CF-f IS CCTAGCACTTATCCCCATACTG
CR15627_CF-r o/ oA TGTGCTATGCACGAACAAGA
CB15060_CF-f AY/A CCTAGCACTTATCCCCATACTG
tPRO15371int_CF-r OF/Y s TGAGTCTTAGGGAGAGTGTG
CB15279int_CF-f oA AAACCGCATCCTAAAATGAAGA
CR15627_CF-r o/ TEA TGTGCTATGCACGAACAAGA
tPRO15402_CF-f IR CCAAAGCTGGAATTCTCATT
CR16034_CF-r OAA FYE GGTTGTATGATGCGGGTAAATA
tPRO15402_CF-f IYZAN CCAAAGCTGGAATTCTCATT
CR15716int_CF+CD-r OAID o AGCGGGTTGATGATTTCAC
CR15641int_CF-f OAIY TTTCCAGTCAGTACGCATATCA
CR16034_CF-r OA/A yaf GGTTGTATGATGCGGGTAAATA
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Table 2. Five single nucleotide polymorphisms (SNPs) observed in 37 domestic ovum camels. The SNPs were the
result of a 518-bp fragmentation that was common in all of these individuals. Only one example that has been
different from the others has been brought in this table. Three separated haplotypes were obtained from these SNPs.
The numbers above the table indicates the nucleotide position number and also the sequence number of the PCR
product of the camel mitochondrial reference genome. "-" means that the corresponding nuclectide in the sample is
consistent with the reference sequence. "." means that the nuclectide in the sample is not well sequenced and its type
is not known. The bottom numbers in the table show the number of alternative nucleotides in each SNP position in 37
individuals. The green color indicates SNPs positioning on the sequence of the cytochrome b gene and the yellow
color shows the SNPs located on the D-loop region sequence.
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Table 3. Number and frequency of three haplotypes derived from the combination of 5 SNPs found on a section of

the mitochondrial DNA of 37 bivalve camels
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Abstract

The Bactrian camel of Ardebil province, northwestern of Iran, is an adapted genetic resource
and a great national wealth; however its population has dramatically decreased in numbers.
Therefore, we aim to investigate the mitochondrial genetic diversity within this population. In
37 individuals, a 518-bp region of the mitochondrial DNA (mtDNA) that spanned a portion of
the cytochrome b gene, the tRNAs praline and threonine, and the beginning of the control
region were successfully amplified and aligned to the Bactrian mtDNA reference sequence. In
total, we recovered 5 polymorphic sites and five distinct haplotypes. The heterozygosis
estimated from the haplotype frequencies were 0.503 indicating an unexpected high genetic
diversity within Iranian Bactrian camels. Our results have important implications for the
conservation of genetic diversity and the management of livestock production to facilitate the
retention of or potential increase in the camels’ economic value. Further studies using nuclear
DNA such as'Y chromosome markers and microsatellites or single nucleotide polymorphisms
are encouraged to substantiate the results of this study.
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