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Abstract. In this study, the cytosine/thymine polymorphism was investigated in the promoter region of 

the IGF-1 gene (insulin-like growth factor 1 gene) in individuals of the Bălțată cu Negru Românească 

(BNR) cattle breed with low and high milk production. This research is important because IGF-1 is a 

polypeptide hormone that plays a crucial role in the development of bones and other tissues. Using the 

PCR-RFLP technique, two alleles, C and T, were detected in the studied populations. In both categories of 

individuals, the C allele showed a higher frequency than the T allele. The three identified genotypes were 

CC (uncut 249 bp), CT (249 bp, 223 bp, 26 bp), and TT (223 bp, 26 bp). In both individuals with high 

and low milk production, the C allele appeared with a higher frequency than the T allele in the 

population. 
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Introduction. In recent decades, concerns among cattle breeders regarding the increase 

in fertility have intensified due to recorded trends of decline in fertility. These past trends 
were caused by the intensified selection efforts aimed at genetic traits for milk production 

(Royal et al 2000; Lucy 2001; Grădinaru et al 2018). 
A significant number of peptide hormones are involved in the expression of 

productive and reproductive traits in animals (Carșai et al 2005; Petrescu-Mag 2023; 

Shaarawy et al 2024). The IGF-1 gene (insulin-like growth factor 1 gene) is a candidate 
gene for marker-assisted selection strategies, and the single nucleotide polymorphism in 

the promoter region (IGF1/SnaBI) can be associated with production traits in several 
breeds of taurine (de la Rosa Reyna et al 2010). IGF-1 is considered to be one of the 

main mediators of the effects of energy balance on reproductive performance in post-
calving dairy cows (Zulu et al 2002), due to the fact that circulating IGF-1 concentrations 

are strongly associated with energy balance (Pushpakumara et al 2003; Fenwick et al 
2008), follicular growth (Gong 2002) and resumption of ovarian cyclicity (Konigsson et al 

2008). The IGF-1 gene is considered a promising candidate gene for the identification of 

molecular markers with a role in predicting reproductive performance in dairy cows 
(Nicolini et al 2013) and a study was conducted to identify the IGF-1/SnaBI single 

nucleotide polymorphism (SNP) association with fertility, milk production and body traits 
in lactating Holstein-Friesian cows kept on pasture, and other studies reported a 

significant effect of IGF1/SnaBI SNP on calving interval (CFS) in primiparous cows from 
Holstein-Friesian breed (Nicolini et al 2013). 

 Molecular techniques for investigating animal productivity have evolved significantly 
(Coșier 2006; Coșier & Marian 2017; Yuca & Kopuzlu 2023; Ayele et al 2024). De la Rosa 

Reyna et al (2010), who studied single nucleotide polymorphism in the promoter region 

(IGF1/SnaBI), reported that it is associated with some production traits in Charolais and 
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Beefmaster taurine breeds. In another study conducted on an Indonesian cattle breed, 

Agung & Saputra (2022) concluded that the IGF-1 gene was polymorphic but exhibited 
low heterozygosity. As a result, it was not considered a suitable marker for assisted 

selection in Indonesian Sumba Ongole cattle. 
 Other studies on different breeds of cows, including Jabres, state that to confirm 

the effect of SNPs specific to the FSHR and IGF-1 genes a large sample of individuals is 

necessary (Hartanto et al 2023). 
 Gerasimov et al (2023), in a study carried out on individuals from the Kazakh 

White-Headed cattle breed, obtained significant differences in metabolic mid-weight 
(MMWT) between bulls with IGF-1TT and IGF-1CT genotypes, showing a 2.2 kg increase 

in heterozygous cattle (p<0.05). IGF-1CT heterozygous bulls differed by a higher dry 
matter intake (DMI) of 0.087 kg day-1 (p<0.05) compared to IGF-1TT homozygotes. The 

carriers of the IGF-1TT genotype had the highest feed efficiency at 0.068 kg day-1 
(p<0.05) among the bulls. 

 Saleh et al (2024) made associations between IGF-1 and GH polymorphisms and 

milk production and composition, reproductive performance in a herd of 1000 Holstein–
Friesian dairy cattle. They employed digestion of the 249 bp fragment of IGF1-SnaBI 

using the RFLP technique, identifying two alleles with frequencies T (0.59) and C (0.41), 
and three genotypes with frequencies TT (0.52), TC (0.39), and CC (0.09). Sequencing 

analysis of the IGF-1 gene revealed a polymorphism at nucleotide position 472 (C>T). 
The study concluded that genetic variation in the studied genes can be applied in 

selecting animals for superior milk production, composition, and reproductive 
performance in Holstein-Friesian dairy cattle under subtropical conditions. Furthermore, 

IGF-1 can be used as a genetic marker (Saleh et al 2024). The aim of this study was to 

investigate the cytosine/thymine polymorphism in the promoter region of the IGF-1 gene 
(insulin-like growth factor 1 gene) in individuals of the Bălțată cu Negru Românească 

(BNR) cattle breed with low and high milk production. 
 

Material and Method. In this study, blood samples were taken from 60 bulls of the 
Bălțată cu Negru Românească (BNR) breed, originating from cows with low milk 

production, and from 60 bulls originating from cows with high milk production, from 
different farms in Romania over the past few years. 

For DNA extraction from blood samples, the protocol from the Fast to Tissue PCR kit 
(Fermentas) was modified. Thus, 200 L of whole blood from each sample were 

transferred into a sterile 1.5 mL Eppendorf tube. 600 L of NE solution per sample 

(containing NaCl + EDTA, pH=7) were added to each sample. The tubes were then 
centrifuged at 14000 g for 30 sec., the supernatant being removed each time, and the 

washing was repeated two times. After the final washing, the supernatant was removed, 

110 µL of the lysis solution from the Fast to Tissue PCR kit (Fermentas) was added to the 
formed sediment (containing the nucleated white figured elements). 

For genotyping at the IGF-1 locus, a 249 bp fragment was amplified from the gene 
promoter region, where a cytosine/thymine substitution is located, which characterizes 

the two C and T alleles from this locus. This region is particularly important for gene 
expression. To highlight these two alleles, the primers chosen for genotyping were 

specific primers: 
IGF1-F: ATTACAAAGCTGCCTGCCCC 

IGF1-R: ACCTTACCCGTATGAAAGGAATATACGT 

 Both primers located in a region of the IGF-1 gene promoter, important in gene 
expression. Amplification was performed using the 2X MyTaq Red Mix kit (Bioline), 100 

µg of genomic DNA extracted from individuals with low milk production and high milk 
production and 10 picomoles of each primer with the following amplification conditions: 1 
cycle at 94C /3 min., followed by 35 cycles at 94C/30 sec., 58C/30 sec., 72C/60 sec., 

and a final extension cycle at 72C/3 minutes. 

 Amplification products were analyzed by migration in 2% agarose gel, containing 1X 

SybrSafe (Invitrogen). Electrophoresis was performed in TBE 1X buffer (pH=8.5), at a 
constant voltage of 65 V for 2 hours. The gel was analyzed using the Molecular Imager 

Gel Doc XR System image acquisition system (BioRad Laboratories). 
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Results and Discussion. The results regarding the amplification of the coding regions of 

the IGF-1 gene were highlighted by the PCR-RFLP technique with the discovery of a 
cytosine/thymine type polymorphism located in the promoter region of the IGF-1 gene, a 

particularly important region for the expression of the IGF-1 gene. Genotyping at the 
IGF-1 locus a of the taurine individuals studied from the BNR breed (with low milk 

production and with high milk production) was possible due to the existence of a 

cytosine/thymine type mutation located in the restriction site of the SnaBI enzyme on the 
fragment of 249 bp amplified from the IGF-1 gene promoter region. 

 Following the digestion of this 249 bp fragment, three restriction profiles 
(electrophoretic) corresponding to 3 genotypes TT, CT and CC and two alleles T and C 

were highlighted. The 249 bp fragment amplified from the C allele does not present any 
restriction site for the SnaBI enzyme. The substitution of a cytosine (present in the C 

allele) with a thymine (present in the A allele), located on the amplified fragment, creates 
a restriction site for this enzyme, following the restriction resulting in two fragments of 

223 bp and 26 bp respectively, characteristic of the T allele. In both categories of 

individuals studied, all 3 possible genotypes were observed, namely: CC which 
correspond to a single undigested fragment of 249 bp; TT corresponding to fragments of 

223 bp; and CT - 26 bp, showing all three fragments. The 26 bp fragment cannot be 
visualized in the gel due to its very small size. The most representative agarose gel is 

illustrated in Figure 1. 
 

 
 

 

 
 

 
 

 
 

 

Figure 1. A representative gel with electrophoretic profile highlighting the SnaBI type 

polymorphism, located in the promoter region of the IGF-1 gene. Lane 1, 5, 6 and 8 - CT 

genotypes; lane 2, 3 and 4 - TT genotypes; lane 7 - CC genotype; lane 9 - undigested 
249 bp PCR product; lane 10 - Ladder DNA Ampli SizeTM (BioRad Laboratories). 

 

Following the centralization of the experimental data, the frequencies of alleles and 

genotypes were calculated both in individuals with high milk production and in those with 

low milk production. 
 After calculating the gene and genotype frequencies in individuals with high milk 

production from the BNR breed, the following genotype frequencies were obtained: CC 
genotype - 0.273, CT genotype - 0.545, and TT genotype - 0.182. The gene frequencies 

were as follows: gene C - 0.545 and gene T - 0.455 (Table 1).  
 

Table 1 
Genotype and allele frequencies of the IGF-1 gene in high milk production BNR 

individuals 

 

Genotype Frequency                  Allele Frequency 

CC 

CT 
TT 

0.273 C 

0.545 T 
0.182 

0.545 

0.455 

 

 

 After calculating the frequency of the gene and genotypes in individuals with low 
milk production from the BNR breed, the following genotype frequencies were obtained: 

CC genotype - 0.600, CT genotype - 0.400, and TT genotype - 0. The gene frequencies 

were as follows: gene C - 0.800 and gene T - 0.200 (Table 2). 
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Table 2 

Genotype and allele frequencies of the IGF-1 gene in low milk production BNR individuals 
 

Genotype Frequency                  Allele Frequency 

CC 

CT 
TT 

0.600 C 

0.400 T 
0.000 

0.800 

0.200 
 

 
Saleh et al (2024) conducted a recent study on the associations between IGF-1 

polymorphisms and milk production, milk composition, and reproductive performance in a 
Holstein-Friesian dairy cattle herd. They used the RFLP technique to digest the 249 bp 

IGF1-SnaBI fragment. Similar to our findings, they reported two alleles with frequencies 
of T (0.59) and C (0.41), and three genotypes with frequencies of TT (0.52), TC (0.39), 

and CC (0.09). The analysis of the IGF-1 gene revealed polymorphism at position 472 
(C>T), leading to the conclusion that genetic variation in the studied genes may be 

utilized in selecting animals for superior milk production, milk composition, and 

reproductive performance in Holstein-Friesian cattle under subtropical conditions. It was 
concluded that IGF-1 can be used as a genetic marker, a finding also confirmed by our 

study presented here. Comparing the gene frequencies in BNR individuals, the frequency 
of the C allele was higher in both high milk producers (C: 0.545) and low milk producers 

(C: 0.800).   
 

Conclusions. In the present study, the PCR-RFLP technique proved to be convenient to 
detect IGF-1 gene polymorphism. In the studied population of BNR bulls, all three 

genotypes (CC, CT, TT) were detected in individuals with high milk production, and two 

genotypes were detected in individuals with low milk production (CC, CT). We can 
conclude that in individuals with high milk production, the heterozygous genotype 

appears with a higher frequency in the studied population (CT: 0.545), while in 
individuals with low milk production, the homozygous genotype CC appears with a higher 

frequency in the population (CC: 0.600) and the TT genotype is missing. In all 
individuals, the C and T alleles were present and in both categories of individuals we can 

conclude that the C allele has a higher frequency compared to the T allele. The frequency 
of the CC genotype, which was 0.273 in individuals with high milk production and 0.600 

in those with low milk production, is higher than what has been reported by other 

authors in the literature. 
 

Acknowledgements. A part of this study represents data from the postdoctoral project 

TE 113/2010 (Funded by the Romanian Ministry of Education and Research - UEFISCDI) 
and contains current knowledge acquired during the doctoral stage. 

 
Conflict of interest. The author declares no conflict of interest. 

 
References 

 
Agung P. P., Saputra F., 2022 Polymorphisms of the IGF-1/RsaI gene and carcass 

percentage variation in Sumba Ongole (SO) cattle. ITRO (Jurnal Ilmu dan Teknologi    

Peternakan Tropis) 2:349-353. 
Ayele S. A., Özcan B. D., Bayraktar M., 2024 Identification of the association of the GH, 

IGF-I and Pit-I gene polymorphism with growth traits in Saanen, Alpine and Boer 
goat breed. Small Ruminant Research 236:107297. 

Carșai T. C., Vlaic A., Coșier V., Mag I. V., 2005 [Selection assisted by molecular markers 
in the improvement of taurine herds II. Genetic markers associated with meat 

production]. Agricultura – Revistă de Știință și Practică Agricolă 55-56:115-123. [In 
Romanian]. 

Coșier V., 2006 RFLP/HinfI polymorphism between exon 5 and exon 6 of the PIT-1 gene 

in Romanian Simmental cattle. Bulletin of University of Agricultural Sciences and 
Veterinary Medicine Cluj-Napoca - Animal Science and Biotechnologies 63:219-222. 



ABAH Bioflux, 2024, Volume 16, Issue 1. 
http://www.abah.bioflux.com.ro/ 30 

Coșier V., Marian M., 2017 The advent of genomics and its potential contribution to the 

development of quantitative genetics. Romanian Biotechnological Letters 
22(5):12847. 

De la Rosa Reyna X. F., Montoya H. M., Castrellón V. V., Rincón A. M. S., Bracamonte M. 
P., Vera W. A., 2010 Polymorphisms in the IGF1 gene and their effect on growth 

traits in Mexican beef cattle. Genetics and Molecular Research 9(2):875-883. 

Fenwick M. A., Llewellyn S., Fitzpatrick R., Kenny D. A., Murphy J. J., Patton J., Wathes 
D. C., 2008 Negative energy balance in dairy cows is associated with specific 

changes in IGF-binding protein expression in the oviduct. Reproduction 135(1):63-
75. 

Gerasimov N. P., Dzhulamanov K. M., Lebedev S. V., Kolpakov V. I., 2023 Effect of IGF-1 
C472T, GH C2141G, and GHR T914A polymorphisms on growth performance and 

feed efficiency in young Kazakh white-headed cattle. Veterinary World 16(8):1584-
1592. 

Gong J. G., 2002 Influence of metabolic hormones and nutrition on ovarian follicle 

development in cattle: practical implications. Domestic Animal Endocrinology 
23:229-241. 

Grădinaru A. C., Petrescu-Mag I. V., Oroian F. C., Balint C., Oltean I., 2018 Milk protein 
polymorphism characterization: A modern tool for sustainable conservation of 

endangered Romanian cattle breeds in the context of traditional breeding. 
Sustainability 10(2):534. 

Hartanto I., Budiyanto A., Widayanti R., Setyawan E. M. N., Prasetya I. D., 2023 
Characterization of polymorphisms in the follicle-stimulating hormone receptor and 

insulin-like growth factor-1 genes and their association with fertility traits in Jawa-

Brebes cows. Veterinary World 16(4):711-716. 
Konigsson K., Savoini G., Govoni N., Invernizzi G., Prandi A., Kindahl H., Veronesi M. C., 

2008 Energy balance, leptin, NEFA and IGF-I plasma concentrations and resumption 
of post partum ovarian activity in swedish red and whitebreed cows. Acta 

Veterinaria Scandinavica 50:3-10. 
Lucy M. C., 2001 Reproductive loss in high-producing dairy cattle: where will it end? 

Journal of Dairy Science 84:1277-1293. 
Nicolini P., Carriquiri M., Meikle A., 2013 A polymorphism in the insulin-like growth factor 

1 gene is associated with postpartum resumption of ovarian cyclicity in Holstein-

Friesian cows under grazing conditions. Acta Veterinaria Scandinavica 55(1):11. 
Petrescu-Mag I. V., 2023 Muscle fiber development in humans and other mammals. 

ABAH Bioflux 15(1):21-23. 
Pushpakumara P. G. A., Gardner N. H., Reynolds C. K., Beever D. E., Wathes D. C., 2003 

Relationships between transition period diet, metabolic parameters and fertility in 
lactating dairy cows. Theriogenology 60:1165-1185. 

Royal M. D., Darwash A. O., Flint A. P. F., Webb R., Woolliams J. A., Lamming G. E., 
2000 Declining fertility in dairy cattle: changes in traditional and endocrine 

parameters of fertility. Animal Science 70:487-501. 

Saleh A. A., Hassan T. G. M., EL-Hedainy D. K. A., El-Barbary A. S. A., Sharaby M. A., 
Hafez E. E., Rashad A. M. A., 2024 IGF-I and GH Genes polymorphism and their 

association with milk yields, composition and reproductive performance in Holstein– 
Friesian dairy cattle. BMC Veterinary Research 20:341. 

Shaarawy A. M., Mohamed M. Y., Sayah M. S., Mehany A. A., El-Beltagi E. A. A., Ali S. 
M., 2024 The relationship between friesian calves performance and growth hormone 

and leptin levels. Advances in Animal and Veterinary Sciences 12(11):2069-2084. 
Yuca E., Kopuzlu S., 2023 Associations between IGF-II gene polymorphism and milk yield 

characteristics in brown swiss cattle. Turkish Journal of Agriculture-Food Science 

and Technology 11(6):1060-1066. 
Zulu V. C., Nakao T., Sawamukai Y., 2002 Insulin-like growth factor-I as a possible 

hormonal mediator of nutritional regulation of reproduction in cattle. Journal of 
Veterinary Medical Science 64:657-665. 

 
 



ABAH Bioflux, 2024, Volume 16, Issue 1. 
http://www.abah.bioflux.com.ro/ 31 

Received: 02 July 2024. Accepted: 16 August 2024. Published online: 09 September 2024. 

Authors:  

Teodora Crina Carșai, University of Agricultural Sciences and Veterinary Medicine Cluj-Napoca, Faculty of Animal 

Science and Biotechnology, Calea Manastur 3-5, 400372 Cluj-Napoca, Romania, e-mail: 

teodora.carsai@usamvcluj.ro 

This is an open-access article distributed under the terms of the Creative Commons Attribution License, which 

permits unrestricted use, distribution, and reproduction in any medium, provided the original author and source 

are credited.  

How to cite this article:  

Carșai T. C., 2024 The cytosine/thymine polymorphism detected in the promoter region of the IGF-1 gene using 

the PCR-RFLP technique in certain local cattle breeds and the genetic structure of the studied population. ABAH 

Bioflux 16(1):26-31. 

 

 


