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Figure 1- DNA quality control by agarose gel electrophoresis.
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Figure 2- Frequency of genes related to detected variants in different chromosomes.
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Table 2- Number of raw and filtered SNPs and Indels.
ks 5l e SNPslaws
Number of filtered

INDELS sluss
Number of Indels

Ad 53 SNP sluss & ol
Number of raw SNPs Sample name

SNPs
661028 5646337 6526386 127s
674423 5919961 6864563 128s
659753 5760609 6673783 129s
675141 6282455 7345131 130s
895378 8858153 10717349 Total
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Table 3- Number of homozygous and heterozygous SNPs and Indels.
_ Indel slasxs SNP slass SNP slass
S sen Indelsloss _ _ _ 4 35 ol
Number of oS oI oS Sample
homozygous Indels Number of Number of Number of name
heterozygous Indels homozygous SNPs heterozygous SNPs
371365 289663 2826390 2819947 127s
370909 303514 2798864 3121097 128s
371547 288206 2841948 2918661 129s
312214 362927 2248136 4034319 130s
k&
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Table 4- Number of transition and transversion SNPs.
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Sl Number of transversion Number of transition Sam
ple
Transition to mutations mutations name
transversion ratio
2.372 2501355 5933722 127s
2.377 2570362 6110071 128s
2.378 2535152 6029337 129s
2.388 2506901 5986275 130s
2.379 10113770 24059405 S
Total
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Table 5- Distribution of SNPs and Indels in genome.
S S gbalsl 5 Gl A 1S 5 ST gla s L

Type @u’
Indels SNPs
(9.523%) 155709 1529128 (9.677%) Downstream <o -l
(0.984%) 16097 (1.794%) 283475 Exonic o5
(29.188%) 477258 (29.158%) 4607664 Intergenic S5 .
(50.428%) 824537 7699931 (48.727%) Intronic o 5 =
(0.011%) 187 (0.003%) 520 SPLICE_SITE_ACCEPTOR
(0.012%) 203 (0.004%) 648 SPLICE_SITE_DONOR
(0.221%) 3607 (0.171%) 27055 SPLICE_SITE_REGION
(9.006%) 147250 (9.945%) 1571534 Upstream &> YL
(0.563%) 9200 (0.427%) 67405 UTR_3_PRIME
(0.062%) 1015 (0.094%) 14931 UTR 5 _PRIME
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Table 6- Number of SNPs with different effects in genome.
Silent (%) (4z,3) 5 sels Nonsense (%) (Lo )s) saxe o Missense (%) (dz,3) sanks
128189 (74.335%) 282 (0.164%) 43977 (25.502%)
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Abstract

One of the most important approaches in animal breeding is identification of structural
variations responsible for economical important traits. Next generation sequencing technologies
are provided accurate tools for this purpose. In the present study, Fars province native poultry
genome was analyzed using genome sequencing approach. Paired-end sequencing of the whole
genome was conducted by Illumina Company in China. Data quality was determined by FastQC
software. Short reads of sequences were mapped with the reference genome with the BWA
program. Single nucleotide polymorphisms and small deletions and insertions were identified with
the GATK program. The short sequences were compared with the reference genome of over 99%

and with the mean depth of the X8 coverage. In this study, 8858153 single nucleotide

polymorphisms and 895378 small deletions and insertions were identified with the lowest counts
in the exon region. Since the results of identifying the variants showed that the most frequent

variant is related to single nucleotide polynomials. in this study, heterozygous loci were higher

than homozygous loci indicating the high diversity of the population under study. Given the history
of several thousand years of chicken domestication in Iran, one can expect that adaptation to the
environment has occurred in the population studied. As a result of genomic changes in order to
adapt to the environment, it has created a diversity in the population.
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