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Table 1. The sequence of specific primers of MT ND2 gene
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bp), 3 (798 bp).
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Figure 2. The results of nucleotide comparison between our fragment and other registered sequences.
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301 TITLPPNSSNHMKLWRINKTLNTPTAILTALSITLLPLSPLIIIML 346

TITLPPNSSNAMKLWRINKILNTPTAILTALSTTLLPLSFLIITML
301 TITLPPNSSNHMKIWRINKTINIPTAILTALSIILLPLSPLIIIML 346
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Figure 3. The results of acomparison between our protein sequence and reference sequence

orl s el sdalin gla g (0 ISE) Kl oSS ABHO1111.1 . s o)l L Tetrastes Sewerzowi

Sl ol 4l A e A e Sl 5l s XY '@,o el do! P LE R C O LN CR P}
ool L is ple s e Jis L 0L
NP_006916.1 BAD11115.1 .YP272073.1

VN Gl a5 wl K Ol 4 Ol e

03 Mt =ND2 o5 b cov Slhw 5 3y O s

NP RO U QU1 JRTNCRC Y
LUl s ehs 4 oS Sladllas iy DD

B3 dro g s 5o BT 6 5 e o

TN 557744 calls ADWAL1566.1 ; ADB06584.1
okaaslis @\;} gl memen (\‘Ji...ﬂ) sls olis Jab
>4 Oxidored g1 ; NADH2 ol cbli- glaasl

Lt @ oy Juml 5 0,0l JEh o iy 5o 45

- IFAY Ol 9 300 /Yo, Lol [V 0590 [ s § (oo 9 S  owdigeo



Q{)E;aa s bianl

P Lghaé;,n ,5MT ND2 o3 S5 s Gilwailann ( plulis

Descrigtion

HADA dehydracenaze subLnit 2 [Gallus gal ug]

NADA dehydracenaze subnitl (Gelus gallus]

NADA dehydracenaze subnit 2 [Gallus gal us]

NADH dehydrocenase suaLnit2 [Gallus qgalus]

NADH dehydrocenase suLnit 2 [Gallus gal us]

NADH dehydrocenase susLnit2 [Gallus galus spadiceus]

Mac | Tatal Query| =
SO0 SCOr2 covEr | valug

et Accesson
B3 655 @3% (0.0 10(% BACH7ATA1
o2 63 8% 00 S9% P 27aTAd
G2 652 @3% 00 S9% BADUIMEA

el 631 8% (0 %% NE D06YIE1

g6l 631 8% 00 S9% ADBOT:041

61 631 8% 00 S%% ADBOGSE4A

360 630 83% 00 S9% YP 2720477

od Cf S G IS ple Lol 2SS aalsd (slaneldond JIs s sen as ¥ JSS

Figure 4. The results of comparison between our sequence and the registered protein sequences
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ABSTRACT

iscovering the sequences of mitochondrion has made it possible to study the

presence of controlling genes in this organelle. Mitochondrion is responsible for

producing 90 percent of the energy that the cell needs. Some differences in the

broiler chicken growing function and the resulting phenotype and food
efficiency may be related to differences in mitochondrion function. The aim of this study
was to clone and to analyze the ND2 gene among Khorasan’s native chickens in order to
investigate possible mutations. To this end, genomic DNA was extracted from blood
sample taken from this population. Then, using ND2 specific primers, PCR was
conducted in order to multiply this gene. The PCR product was cloned into pTZ57R/T
linear vector and sequenced. Comparison between the sequenced fragments and the
registered gene revealed four mutations. A similarity of 99% was observed between
them and the complete mitochondrial genome sequence of Gallus gallus with the
accession numbers of X52392.1 (reference), GU261709.1, GU262712.1, AP006746.1,
KF826490.1, HQ857210.1, and AY 23557.1. Comparison between proteins showed that
the resulting sequence was similar to protein sequences related to mitochondrial ND2
gene of the poultry in the data bank. The maximum similarity (100% similarity) was
with the ND2 gene in Gallus gallus with the accession number of BAC57576.1. The
minimum similarity (88% similarity) was with the ND2 gene in Chrysolophus
amherstiae with the accession number of AAF65702.1 and Tetra stessewerzowi with the
accession number of ABH01111.1. Also, the amino acid sequences of Khorasan’s native
chicken had 99% similarity with reference sequence and other sequences with the
accession numbers of YP272073.1, BAD11115.1, NP_006916.1, ADB06584.1, and
ADWA41566.1. After translating the obtained nucleotide sequence to the amino acid
sequence, it was compared with the reference proteins sequence. The result of this
comparison showed a difference in one amino acid. The amino acid Leucine 130 was
changed to Methionine.
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