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Table 1. Specifications of five mitochondrial genes in Holstein (Bos taurus) and Choleistani (Bos indicus) cattle
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Table 2. Quantitative expression of isoforms of mitochondrial genes in Holstein (Bos taurus) and Cholestani (Bos indicus)

Jobo 5"“’ FPKM

2, 05 sy il ojleds o5 el i oKl i FPKM conf-lo FPKM conf-hi
) ENSBTAG00000043568 ND3 MT:9822-10168 \Aid Wa¥./ly sYav/AY FYENNY Fova/oy
Y ENSBTAG00000043577 ND4 MT:10528-11906 VYA YY/FA \ONY/YY VFEA/YY VOVAIYS
Y ENSBTAG00000043559 NDAL MT:10238-10535 yav YAVEIA \OYO/NY VFa¥/ay \F00/0¥F
¥ ENSBTAG00000043563 ND5 MT:12108-13929 VAYY \O¥Y/FD AYF/0AA YAAIYEA AY-/ayY
o ENSBTAG00000043546 ND6 MT:13912-14440 OYA YV¥O/AY V- AR/VY V-YV/FR WYY

(huals”
\ ENSBTAG00000043568 ND3 MT:9822-10168 \Ard YOVYY/¥ WEEVA VVOYY/ Wva.fy
¥ ENSBTAG00000043577 ND4 MT:10528-11906 VYYA FYFY/Y AAARVASY VAYA/YY Vay/fo
Y ENSBTAG00000043559 NDAL MT:10238-10535 yav v-¥o/a¥ avy/yvy AY/AF AYA/SD
¥ ENSBTAG00000043563 ND5 MT:12108-13929 YAYY WIYAY  Fev/Aar AVEIYEN FYAIDVA
o ENSBTAG00000043546 ND6 MT:13912-14440 OYA Yevy/ay VN -Yav Ve /YA WoF/vY

s MEGAB L 45 ,» FASTA cwp B
o5 g yskite 4 )5 L3 oslil )50 DNaSPV.5
WAD djen @ye o b B9 9 NS g Sl
g odd dex i 3 dbselel JIg 4 ORF (2195 (pimen
Sl dop Wil pbasls dwbe gy e

58,5 )5 ookl 590 T Capns 5 Jil 5 ablis

Sl SNl cuner (55 )3l 5 pled gs (b
el L Sla (Se) @l Cope 9 cbls ol
Ml o 9B @ i) g s ST (YY) e
390 pe ehign SRy lp Sl s (L
Ol 5 Cumer ) (S5 95 Las (plpli g dalss
el sl b agalse sl (Se85 @lie (b ol
5 Uhagn sly oy Gl (olAE Coel dlex jlornl
Cacnl Bl cglite olea 9 Ol bl > i g5

(¥) 2L, o
B 59, 0 crgo DNA glal 5l (ooluws o Bl Ol puss
L2 b S So s e lajiee S 5 DNA Job

&98 b (093 gy g dawlone

sl g Sudls Gldy e ow)p e
SN e 0 T2 2 (S BB sl g (6) A8 g0
9.1.0 a5 IGB aslyy | iliwsls 5 lils Sl 5 1o
Ui 2y s oy 55 ¢ S plogl s lye a5 (V+) i o3lizul
2 bos Bl by oS laedly Ll o )l38,L il o
Taw 4355 (w9 @20 pof ohen 4 OF o) LJB
g5 aaly B > ppien Bl (0] by
By Jels by plS Sy jsle el
S8 4 Jlail (2l g 8Ll g Bl Sy Sy
)5 ooy SRS Fe 05 2 s

90 0 G g o) gaisilly g 538 dulie
Pl e o psite & lel 5 pliile Sl
gyl dop awbe zes 5 (SNP) JSSue
MEGABG by 5l Lablis 5 il calises (glo y3Sils
Do skt (pdy LA eslatwl (Y+) DNaSpV.5 4 (YA)
90 3 (£)\Sgue 5 g (Open reading frame) ORF
&y pg) oer 4 1GB by jl el pledla S35
9 235 Olalpg g gl (B Olgis @ )53 (Sl


http://dx.doi.org/10.52547/rap.12.34.172
https://dor.isc.ac/dor/20.1001.1.22518622.1400.12.34.20.7
https://rap.sanru.ac.ir/article-1-1226-fa.html

[ Downloaded from rap.sanru.ac.ir on 2026-04-22 ]

[ DOR: 20.1001.1.22518622.1400.12.34.20.7 ]

[ DOI: 10.52547/rap.12.34.172 ]

o

SOpale gl.c 9 3 > Somo ol Ls oM (w9 ped KV
VFE e ol IYF ojladd /om3jlgd Jlo sob> Sladss (slowing sy

&0 P95 & Camd L P Aol FF o LSS )
NDAL asb ;5 pizmen diish Bl dawly & @l
& Jlawds g plicls 35 o>y odd Bl slajl dlas
5 93 40 a8 s pl by ol L0 LD 5 Ve iy
Py M or (55 oSl pled 3 gl plidle
S|k opledls 315 5> 0ad Blo slasl i v g Bl
Ay i Bl bYs 5l (SO Y g s S5
FoS Calaos g (Jame bylyd Olpess 4 Cons s
2558 o) ide Ol ©oli Geomen 5 gl 4

8l 3555 pos dlawly 4

Sl 30 1) )9“7."" O3 O “’ %)) Li:’. L_4L§ -\5|9:(;" )‘5))’
P Slo dhwly & alyps @l ALl sl 30 deb
5 oplidle M > ) (S gne pef Se) Sl
¥l iy o NDAL & by Bl slg o eSS
LA Gls sl YF ;3 ND4 oSSl 5o .04 Bl asls

NS gine pgi)  (HliaelS g leile MNP 93 > Bl Sy =Y Joo>
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Table 4. Determination of junk regions in mtDNA in Holstein and Cholistani breeds
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Table 5. Results of coverage transcriptome among mitochondrial genes in Holstein and Cholistani breeds
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Figure 1. Results of coverage transcriptome at the five mtDNA gene locus in Holstein and Cholistani breeds
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Figure 3. Polymorphic regions based on amino acid sequences at the ND3 gene locus in comparison between
Holstein and Cholistani breeds
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Table 6. Percentage of transitional and transversional substitution in the nucleotide sequence of ND3 gene locus in
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Figure 4. Polymorphic regions based on nucleotide sequences at the ND4 gene locus in comparison between Holstein
and Cholistani breeds
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Figure 5. Polymorphic regions based on amino acid sequences at the ND4 gene locus in comparison between Holstein
and Cholistani breeds
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Figure 7. Polymorphic regions based on amino acid sequences at the NDAL gene locus in comparison between
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Table 8. Percentage of transitional and transversional substitution in the nucleotide sequence of ND4L gene locus in
Holstein and Cholistani
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Figure 8. Polymorphic regions based on nucleotide sequences at the ND5 gene locus in comparison between Holstein
and Cholistani breeds
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Figure 9. Polymorphic regions based on amino acid sequences at the ND5 gene locus in comparison between Holstein
and Cholistani breeds
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Table 9. Percentage of transitional and transversional substitution in the nucleotide sequence of ND5 gene locus in
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Figure 10. Polymorphic regions based on nucleotide sequences at the ND6 gene locus in comparison between
Holstein and Cholistani breeds
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Figure 11. Polymorphic regions based on amino acid sequences at the ND6 gene locus in comparison between
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Extended Abstract

Introduction and Objective: The advent of the new generation of transcriptome sequencing
has helped to improve the overall accuracy of different gene expression predictions using short
RNA-Seq sequences. This technology can provide a more comprehensive view of functional
genomics in many species with a unique gene sequence. The aim of this study was to investigate
the structural reasons for different expression of mitochondrial genes in two subspecies of
Holstein and Cholistani cattle, including ND3, ND4, ND4L, ND5 and ND6 genes, which are
involved in important processes such as energy metabolism against stress. Biological and non-
biological as well as disease resistance are involved.

Material and Methods: In this study, RNA-Seq data were used to integrate 40 samples from the
University of Wisconsin Dairy Cattle Center (Bos taurus) and 45 Christian cows (Bos indicus)
at the Gujaratpir farm in Bahawalpur, Punjab, Pakistan. IGB, MEGAG6 and DnaSPV.5 software
were used to investigate the level of transcriptome coverage and genetic differences among the
five mitochondrial genes, which included polymorphic regions, deletion and addition regions,
binding regions and the percentage of transitional and transversional nucleotide substitutions.
Results: The highest deletion region and length in all studied genes was related to Holstein
genome and the highest length and binding region was related to Cholistani cattle. The highest
number of deletions in Holstein and Cleistani cows were related to ND4 gene with 74 and 66
points, respectively, and the lowest deletions were related to ND4L with 9 and 4 deletion sites,
respectively. The ND4 and NDA4L genes had no binding regions, but the ND5 and ND6 genes in
the Holstein and Cleistian breeds with 1 and 2 binding regions increased the genome by 11 and
22 bp, respectively. The highest level of transcriptome coverage was observed in ND3 and ND4
genes and the lowest level was observed in ND6 gene locus. The number of polymorphic
regions in ND5 locus was more than other genes and equal to 38 polymorphic regions. The
results also showed that the percentage of transitional substitution in bases is higher than
transversional substitution which can be the reason for the stability of changes during evolution.
Therefore, some of the structural reasons for mitochondrial genes that were expressed
differently in both Holstein and Cholistani subspecies could be related to deletion and addition,
polymorphic regions, transcriptome coverage level, and type and amount of transitional and
intersecting substitutions during the evolution of the two subspecies.

Conclusion: Intense selection for milk production in Holstein cows compared to the Cholistani
breed has led to a reduction in the length of the mitochondrial genome and changes in the
nucleotide structure of some mitochondrial genes, resulting in altered gene expression and
different responses to different environmental conditions.

Keywords: Addition and deletion, Cholistani, Gene Expression, Holstein, Transcriptome
Coverage
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