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		· مقدمة :

INTRODUCTION:


Chickens provide an important source of human food around the globe through their egg and meat production. In 2005, the world’s total chicken meat production was 266 million tons (about 27% of the world’s total meat production), and the world’s total egg production was about 65 million tons (http://faostat.fao.org/). The chicken also serves as a model organism for studies in biology and agriculture (Siegel et al. 2006). As a result of many years of domestication and breeding, a wide range of chicken breeds exist today. However, an increasing number of local chicken breeds are under threat of extinction, and valuable genotypes and traits are at risk of being lost (Blackburn 2006). Based on analysis done in DNA pools of a wide range of populations, genetic diversity among chicken breeds seems to be lower than in other domesticated species (Hillel et al. 2003). Loss of genetic diversity in the chicken gene pool may be the result of intensive selection in breeding programs. 


To conserve genetic diversity in this species, a comprehensive characterization of chicken breeds collected from around the world is required. The extent of genetic diversity depends on the genetic founders of the populations as well as the management that these populations have undergone. The characterization of indigenous animal genetic resources is a requisite step in providing needed information for the conservation of useful genotypes against future needs (Osei-Amponsah et al. 2010).


In developing countries selection pressure for production traits is low and traditional chicken breeds are used in rural animal production systems. It is especially favorable to the smallholder systems of the developing countries of the tropics due to low capital investments, high cost efficiency and low production risk. Though the importance of local chicken populations in human supply, information on their genetic description with respect to performance, adaptability, resistance, genetic variability and genetic relationships is scarce. This is mostly recognized as the loss of rare breeds especially in developed countries. This led to the sense that the identification of important genetic resources and the prevention of further loss of genetic variation is an important task. Therefore the evaluation of exotic local breeds as genetic resources is of interest in efforts to maintain genetic variation. An important contribution to the identification of genetic resources is the estimation of genetic variation within and between populations.


We expect that over the coming years we will see a growing number of major genes being directly selected for in poultry breeding programs. Taken together, we predict that within ten years from now selection procedures based on genomic information will be an essential part of every poultry breeding program. We believe that such selection procedures could well turn into the core of the breeding program. After all, the genome is the core of genetic variability, the livelihood of breeding companies. Thus, molecular breeding technology contains all aspects of what is called a breakthrough development. 


So the current research project aimed to open a new horizon in Egypt using gene banking and molecular genetics as new techniques in gene pool preservation and to study genetic description and variation in some local breeds and strains of chicken.

· المشكلة :

JUSTIFICATIONS AND PROBLEM DESCRIPTION:


In the poultry sector in Egypt, the native chicken breeds and strains not commercially but only used at the rural level. It has a rich gene pool and they are adapted with our environment, while no molecular information is available until now about these breeds and strains. The information from molecular markers would help inform policy, conservation, selection, and improvement decisions to take full advantage of the adaptive potential of local chickens as regards various environmental challenges.

· الأهداف :

OBJECTIVES:


A)
Scientific aims:


The aims of our project are to evaluate the genetic variation within and between studied breeds and strains of local chickens and the molecular characterization for these breeds and strains of chickens. The results of these study will make an important contribution to scholarship on the use of modern techniques for accurate assessment of agricultural animals and birds as belonging to a particular breed group not by their appearance (phenotype), but by genotype, which will serve as the scientific basis for further improvement of existing and creation of new breeds, crosses and lines of various animal species in Egypt. Furthermore, these fundamentally new information about the dynamics of the genetic structure of some breeds and strains of our native chickens is the basis for assessing the degree of genetic differentiation within and between selected groups of birds.


B)
Social and National Aims:


1. Improve the breeding programs situation of the local strains of chickens.

2. If we will succeed to genetically describe a part of the local chicken genome, using molecular markers, this will help to improve poultry production (performance) by studying the relationships between typed DNA fingerprints and quantitative trait loci for some important economic traits in the studied breeds and strains.

· الفروض (إن وجدت) :

· الدراسات السابقة :

Local chicken breeds and strains:


Local chickens are known to be good foragers and efficient mothers, and they require minimal care to grow. They are, therefore, most suited for raising under village conditions. These birds do, however, need special attention with respect to their conservation and improvement. Egyptian local chicken breeds exist as names in the literature, but there is no information on their characteristics, such as the extent of genetic diversity. Furthermore, local chicken breeds are becoming extinct because of their poor commercial performance. Consequently, there is a need to define existing chicken populations and to develop improvement and conservation programs so as to benefit people living in rural areas. It can be assumed that local breeds contain the genes and alleles pertinent to their adaptation to particular environments and local breeding goals. Such local breeds are needed to maintain genetic resources permitting adaptation to unforeseen breeding requirements in the future and can serve as a source of research material (Romanov and Weigend 2001).


Chicken genome sequencing and gene bank:


In the year 2004, the chicken became the first farm animal to have its genome sequenced. Led by the Genome Sequencing Center at Washington University School of Medicine, St. Louis, a group of scientists including individuals from the US, UK, Europe and China were involved in the sequence and data analysis. The improved 6.6X draft chicken genome assembly (http://www.ncbi.nlm.nih.gov/mapview/map_search .cgi?taxid=9031) was submitted to NCBI in 2006. In parallel with the above project Beijing Genomics Institute led an international team of scientists from China, USA, UK, Sweden, Netherlands and Germany to map extensive DNA sequence variation throughout the chicken genome by sampling DNA from domestic breeds (a male broiler (Cornish) from Roslin Institute, a female layer (White Leghorn) from the Swedish University of Agricultural Sciences, and a female Silkie from the China Agricultural University in Beijing). Using the Red Jungle Fowl genome sequence as a reference, 2.8 million non-redundant DNA sequence variants were identified (Wong et al. 2004).


Need for genetic characterization and preservation of native breeds and strains:


Genetic resources refer to races or populations with unique genetic characteristics. Agricultural resources need to be conserved for genetic adaptation to changes in agricultural production conditions and consumer preferences as well as for preservation of native (sometimes called local or “heritage”) breeds. Thus, genetic resources in agricultural production systems require further identification, evaluation, and proper utilization for the welfare of humanity and nature. Although often underestimated, the need to conserve and utilize genetic resources as a safeguard against an unpredictable future is evident (Romanov and Weigend 2001). The current market-oriented breeding strategies in poultry concentrate on a few specialized breeds that may cause a significant erosion of local breeds, leading to the loss of valuable genetic variability and unique characteristics of these breeds (Weigend et al. 2001). For instance, few decades ago there were more than 50 chicken breeds in North America, while only two for meat production are left, the others being mainly lost. On the whole, in the world poultry market a limited number of breeding companies dominate and use a similar gene pool. The economic importance of single-purpose high-performance breeds is distorting the perception of the value of multipurpose breeds that are adapted to local conditions, from the point of view of the broader gene pool. The evaluation of genetic diversity within and between both native and commercial chicken populations has been undertaken so far using molecular markers and techniques.


Molecular markers and their utilization in animal breeding:


The discovery of the polymerase chain reaction (PCR) had a major impact on the research of eukaryotic genomes and contributed to the development and application of various DNA markers (Marle-Koster and Nel, 2003). Molecular markers appear particularly useful for 1) measuring local gene flow and migration, 2) assigning individuals to their most likely population of origin, 3) measuring effective population size through the between generation comparison of allele frequencies, and 4) detecting past demographic bottlenecks through allele frequency distortions (Jehle and Arntzen, 2002). Rapid progress in farm animal breeding has been made in the last few decades. Advanced technologies for genomic analysis in molecular genetics have led to the identification of genes or markers associated with genes that affect economic traits. The use of DNA marker technology in poultry as a strains identification has progressed rapidly during the last few decades. Selection based on genotypes of QTL or linked DNA markers (marker-assisted selection) can significantly improve the genetic response (Soller and Andersson, 1998). Molecular typing methods provide a powerful and reproducible approach of estimating genetic relatedness within and among animal lines based on DNA variation (Ponsuksili et al. 1999). The development of DNA based markers has had a revolutionary impact on gene mapping and more generally on all of animal and plant genetics. 


An assessment of the genetic structure of the local chicken population utilizing molecular tools such as microsatellite markers will provide insight into the diversity within and between local chicken populations (Romanov and Weigend, 2001; Msoffe et al. 2005; Shahbazi et al. 2007; Berthouly et al. 2008; Roushdy et al. 2008; Osei-Amponsah et al. 2010). 

Biodiversity studies:


Characterization of the genetic diversity of indigenous animal populations is a prerequisite for providing needed information for the conservation of useful genotypes against future uncertainties in the face of daunting global challenges such as climate change, emerging diseases, population growth, and rising consumer demands (Kayang et al. 2010). Both between and within breed genetic variations are important for the future viability of livestock. Continued genetic improvement of livestock is dependent on the fact that substantial genetic variation exists within individual breeds allowing them to respond to selection for different traits (Sruoga et al. 2007). Quantitative assessment of genetic diversity within and between populations is an important tool for decision making in genetic conservation plans (Davila et al. 2009). Recent advances in molecular technology have opened up new horizons for estimating genetic relatedness between and within animal populations, and molecular markers may serve as an important initial guide to develop conservation strategies (Davila et al. 2009). The genetic diversity of a breed is mainly evaluated through its nuclear diversity (Berthouly-Salazar et al. 2010). The extent of genetic diversity depends on the genetic founders of the populations as well as the management that these populations have undergone (Granevitze et al. 2007). Genetic diversity measures using microsatellites yield reliable estimations of variability within and genetic relationships among chicken populations and was extensively investigated (Takezaki and Nei 1996 & Vanhala et al. 1998 & Ponsuksili et al. 1999 & Zhou and Lamont, 1999 & Kaiser et al. 2000 & Weigend and Romanov, 2001 & Zhang et al. 2002a,b & Delany 2003 & Chen et al. 2004 & Osman et al. 2006a,b & Osman et al. 2006 & Takahashi and Nakamura, 2007 & Roushdy 2008 & Kayang et al. 2010). 


Microsatellites provide an excellent opportunity for developing genetic markers of high utility because the number of repeats is highly polymorphic. In addition, the assay to score microsatellite polymorphism is quick and reliable and the procedure is based on polymerase chain reaction (PCR). Furthermore, microsatellite loci have gained widespread use in genome mapping, phylogenetic and conservation genetics due to their abundance in eukaryotic organisms. 


Microsatellites as a powerful genetic marker in poultry research:


Microsatellites or simple sequence repeats (SSRs), or short tandem repeats (STRs), discovered in 1981, are tandemly repeated motifs of 1-6 (consisting of two-, three-, or four nucleotide motifs ) nucleotides found in all prokaryotic and eukaryotic genomes (Gholizadeh and Mianji, 2007; Nahashon et al. 2008; Roushdy et al. 2008; Fulton et al. 2009; Gruszczynska and  Łukasiewicz, 2009). They are present in both coding and non-coding regions. In addition to being highly variable and polymorphic, microsatellites are also easy to genotype and densely distributed throughout eukaryotic genomes (Groenen et al. 2000; Ska et al. 2002) making them the preferred genetic marker for high resolution genetic mapping. Major advantages of microsatellites are that they are detectable by PCR representing unique sequences in the genome that can be mapped and easily be exploited for many genetic applications. Also, they show extensive allelic differences in length, mainly based on variation in the number of repeats and partly on polymorphism of flanking regions (Soller et al. 2006). Microsatellites commonly used in molecular analysis of animal origins, as genetic markers in research on genome scanning, QTL detection and estimation of genetic diversity of populations (Roushdy et al. 2008; Gruszczynska and Łukasiewicz, 2009). 


Microsatellites are useful for a number of analyses, they were originally utilized for genetic mapping (Tuiskula-Haavisto et al. 2002; Jacobsson et al. 2004; Kikuchi et al. 2005) for QTL mapping (Yunis et al. 2002; Minvielle et al. 2005; Ankra-Badu et al. 2009; Christel et al. 2006), and have been used for linkage analyses in the association with disease susceptibility genes (Yonash et al. 2001; Kaiser and Lamont, 2002; McElroy et al. 2005). In addition, they have proven to be useful in the analysis of paternity and kinship (Queller et al. 1993) and in the probability of sample identity at both the individual (Edwards et al. 1992) and population levels (Olowofeso et al. 2005; Ya-Bo et al. 2006), for comparative genome analysis (Primmer et al. 1996; Dawson et al. 1997; Petren, 1998; Richardson et al. 2000), where microsatellite markers are suitable for detection of interspecific differences, as well as for investigation of intraspecific genetic diversity among hens and turkeys (Juodka et al. 2007), they are also suitable for measurement of genetic parameters such as number of effective alleles (Ne) as well as the polymorphism information content (PIC) in population and can detect rare alleles (Bartfai et al. 2003). Microsatellite markers are now been widely used in the genetic appraisal of several species populations. Because of the relative ease of scoring and ability to exhibits high level of polymorphisms as well as higher heterozygosities, its application as genetic appraisal tool is quite significant (Olowofeso et al. 2005). 


The microsatellite markers were frequently applied to chicken diversity studies in the last decades because no preliminary sequence information about these anonymous multilocus markers is necessary. Genetic diversity measures using microsatellites yield reliable estimations of variability within and genetic relationships among chicken populations, as demonstrated in many studies. No wonder they became markers of choice for the measurement of domestic animal diversity project under the auspices of the Food and Agriculture Organization of the United Nations (1997–2004). 


The information from microsatellite markers would help inform policy, conservation, selection, and improvement decisions to take full advantage of the adaptive potential of local chickens as regards various environmental challenges (Osei-Amponsah et al. 2010). Because of the high mutation rate of microsatellites, polymorphism at microsatellite loci might be predicted to reflect the effective population size over a time span of about 10,000 years and thus to be associated with biogeographic factors impacting species on that time frame (Hughes, 2010). 


It is interesting to note that by conserving such local breeds an important part of the gene pool is assumed to be conserved according to microsatellite data (Berthouly-Salazar et al. 2010). Several studies have been conducted to characterize the diversity in traditional chicken breeds based on microsatellite markers. The increasing numbers of available markers provide an elementary and powerful tool for better understanding of the genetic variance and population architecture related to different chicken species and breeds. Today, the improvement of chicken selection requires the development of molecular genetic tools. Among the markers available, the microsatellite markers are obvious markers for genetic mapping: indeed, they present many advantages (numerous, regularly distributed along the genome, codominants and highly polymorphic).


· طريقة الدراسة :

لتحقيق أهداف المشروع البحثى:

سوف يتم استخدام المعلمات الوراثية للحامض النووى فى التوصيف الوراثى للسلالات والخطوط تحت الدراسة ، ومن خلال البصمات الوراثية الناتجة وتحليل البينات المتحصل عليها سوف يتم أيضا تقدير مدى التباين الوراثى داخل كل سلالة وأيضا التباين الوراثى بين السلالات المدروسة والذى يعتبر هو أساس التحسين الوراثى لأى برنامج من برامج التربية والتحسين فى الدواجن .

· مكان إجراء البحث :

كلية الزراعة – جامعة المنوفية


قسم إنتاج الدواجن بالكلية + مزرعة أبحاث الدواجن بالكلية + قسم الوراثة بالكلية

Faculty of Agriculture, Minoufiya University

Poultry production department, Poultry research farm and Genetics department.

· طرق جمع البيانات وإجراء التجارب :

METHODOLOGY AND EXPERIMENTAL DESIGN:


Molecular analysis of genetic variation using microsatellite markers:


Chickens blood sampling and DNA extraction


A total of 200 birds representing tow breeds and strains (Sainai and Norfa chickens) will be used. Approximately 2 ml of blood will be drawn from the jugular vein for each bird in tubes treated with K3-EDTA. DNA will extracted using Whole Blood Genomic DNA extraction kit. To ensure DNA purity and to determine DNA quantity, all DNA samples will be checked against 1 kilo-base (kb) molecular size standard on agarose 2%.


Microsatellite genotyping


Each individual will genotyped for 30 nuclear microsatellite loci that will be chosen based on their degree of polymorphism. Polymerase chain reactions (PCR) amplifications will performed in a 20 μl reaction volume containing 30 ng genomic DNA, 130 μM of dNTP mix, 2.5 μl 10x reaction buffer (with 15 mM MgCl2), 0.3 μM of forward and reverse primer, and one unit of AmpliTaq DNA polymerase. For the 10 microsatellites (SSR) used for genotyping, amplifications were performed using thermal cycler with the following temperature profile: i) initial denaturation at 95°C for 9 min, ii) 30 cycles of 95°C for 30 s, 54°C – 60°C (optimized per marker – see Table 3) for 1 min, and 72°C for 1 min, and iii) 5 min final extension at 72°C. Fragments were separated on 8% polyacrylamide gel on vertical plates (with 5 V/cm) according to Maniatis et al., (1975).  Allelic sizes will be estimated using the GelAnalyzer (v. 2010a) software (Lazer and Lazer, 2010).


Microsatellite DNA polymorphism and deviation from Hardy-Weinberg equilibrium


The number of alleles per locus, allelic richness corrected for unequal sample size using rarefaction approach (El Mousadik and Petit, 1996) as implemented in MSA 4.05 (Dieringer and Schlötterer, 2003), observed heterozygosity (Ho), and Nei's unbiased estimates of expected heterozygosity (Nei, 1987) will be calculated using GenAlex 6.4. The information content of each locus will be calculated using the polymorphism information content (PIC) (Excoffier and Lischer, 2010).  This estimate provides an estimate of the discriminating power of a locus by taking into account not only the number of alleles that are expressed but also their relative frequencies.  PIC values will be estimated using program Cervus 3.0.3 (Kalinowski et al. 2007). Departures from Hardy-Weinberg equilibrium were assessed across populations and for each locus based on exact tests as implemented in GENEPOP 4.0 (Raymond and Rousset, 1995) under the assumption of heterozygote excess and heterozygote deficit. Also, deviation from HWE at each locus in each population will assessed using Genealex 6.4 (Peakall and Smouse, 2006). The estimates of fixation indices FIS (Wright, 1965) will obtained using MSA 4.05. 

Analysis of molecular variance (AMOVA)


To quantify the extent of molecular variation, locus-by-locus analysis of molecular variance (AMOVA) will performed using two different models of SSR evolution.  The first model based on the infinite allele model (IAM, Kimura and Crow (1964)) where the allelic differentiation is thought to result from non-direct random mutation that might alter the allele size.  In this model the F-statistics (Wright, 1965; Weir and Cockerham, 1984) reflects differences in allele classes regardless the allele size difference. The second model based on the stepwise mutation model (SMM, Ohta and Kimura (1973), Kimura and Ohta, (1978)), where forward and reverse mutation of SSR causes changes of allele size involving one or two repeat unit.  In this model R-statistics (Slatkin, 1995) reflects repeat length variations.  In the current study both FST and RST were used to determine the potential differences between the two statistics. F- and R-statistics were obtained using AMOVA approach as implemented in ARLEQUIN 3.5 (Excoffier and Lischer, 2010).

Cluster analysis


To determine population groupings; cluster analysis will performed using the unweighted paired group arithmetic average (UPGMA) implemented in POPTREE2 (Takezaki et al. 2010) based on Nei’s genetic distance (Nei et al. 1983). To test for the robustness of UPGMA tree, bootstrap tests (Felsenstein, 1985) were performed using 1000 replications. In the bootstrap test, the loci will be resampled with replacement in POPTREE2. The phylogenetic tree will constructed with the distance values calculated from the same number of resampled loci similar to that of original input dataset in each replication.


· أساليب تحليل البيانات واختبار الفروض :

سوف تستخدم فى هذا المشروع جميع الأساليب الحديثة المتبعة فى جمع البيانات حقلياً ومعملياً طبقاً لاحتياج العمل البحثى وسيتم معالجة البيانات بأحدث البرامج المستخدمة فى مجال البحث كما هو موضح تفصيلاً بطريقة إجراء التجربتين اللتين يشتمل عليهما المشروع البحثى فى البند السابق .

· النتائج والمقترحات التطبيقية :

EXPECTED OUTPUTS:


The outputs of this project could be defined as follows:


1) Improving the breeding programs situation of the local strains of chickens.


2) Helping in improvement of poultry production (performance) using molecular information for DNA fingerprints and quantitative trait loci for some important economic traits in the studied breeds and strains.


3) Preservation and conservation of gene pool of some native breeds and strains witch are important for facing the future changes in environment.
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(5)  ملخص البحث

		1) ملخص عام (لا يزيد عن 10 أسطر) :-

يهدف هذا المشروع البحثى إلى تقييم واستخدام الطرق الحديثة مثل المعلمات الوراثية فى توصيف السلالات المحلية من الدجاج المصرى وراثيا بالإضافة إلى الحفاظ على الوعاء الجينى لهذه الطيور وما تحمله وتتميز به من جينات ممتازة فى مواجهة التغيرات البيئية المختلفة المستقبلية وكذلك مقاومتها للأمراض المختلفة وتحمل نظم الرعاية والإنتاج المحليين . بالإضافة إلى توفير المعلومات الوراثية عن الحامض النووى لهذه السلالات والخطوط محل الدراسة وفتح أفاق جديدة فى مصر لتحسين إنتاج الدجاج فيها عن طريق استخدام البصمات الوراثية وعلاقتها بمواقع الصفات الكمية على الجينوم .

ABSTRACT:


This project is prepared to help the local poultry sector to achieve the national goals and increase their net income throw genetic assessment and preservation of some local breeds and strains. The agriculture products are expected to cover the nutritional requirement of the whole population and provide a very important part of the national income. It can be assumed that local breeds contain the genes and alleles pertinent to their adaptation to particular environments and local breeding goals. Such local breeds are needed to maintain genetic resources permitting adaptation to unforeseen breeding requirements in the future and can serve as a source of research material. We aimed to open a new horizon in Egypt using gene banking and molecular genetics as new techniques in gene pool preservation and to study genetic description and variation in some local breeds and strains of chicken. This project contains two experiments that deal with the new trends in poultry breeding and genetics such as gene banking and genetic markers techniques.





(6)  معلومات عن الفريق البحثى

6/1 : أعضاء فريق البحث :


		م

		الاسم

		دوره فى البحث

		الدرجة العلمية

		القسم العلمى

		الكلية / المعهد

		البريد الالكترونى + التليفون





		1

		أ.د. محمد السيد سلطان

		الباحث الرئيسى والمشرف العام على تنفيذ المشروع

		أستاذ

		إنتاج الدواجن

		الزراعة

		m-soltan@m-soltan.com

Mob.: 02-01223149977


Tel.: 02-0482220834 



		2

		أ.د. أحمد عبد الوهاب عنب

		نائب الباحث الرئيسى ورئيس قسم إنتاج الدواجن

		أستاذ

		إنتاج الدواجن

		الزراعة

		drahmed_enab@yahoo.com Mob.: 02-01005355282


Tel.: 02-0482263094



		3

		أ.د. رجاء عبد العزيز عيسى

		نائب الباحث الرئيسى ورئيس قسم الوراثة – توفير أجهزة معمل الوراثة لإجراء البصمة الوراثية

		أستاذ

		الوراثة

		الزراعة

		profeissa@yahoo.com

Mob.: 01004027485


Tel.: 0482263110



		4

		د. إيمان متولى أحمد أبو عليوه

		(باحث) اجراء التجارب وجمع البيانات وتحليلها وكتابة الأبحاث للنشر

		مدرس

		إنتاج الدواجن

		الزراعة

		metwally.eman@yahoo.com Mob.: 02-01221970944





		5

		د. سامى عبد الحى عبد العزيز فراج

		(باحث) اجراء التجارب وجمع البيانات وتحليلها وكتابة الأبحاث للنشر

		مدرس

		إنتاج الدواجن

		الزراعة

		samquail2000@yahoo.com Mob.: 02-01143276277


Tel.: 02-0482665340





		6

		أ. ماهر محمد حمدى ابراهيم

		المدير المالى والاشراف الفنى المالى

		

		الحسابات

		الزراعة

		



		THE TASKS and RESPONSIBILITY of EACH PERSON of RESEARCH TEAM:


The principal investigator (Prof. Dr. Mohamed E. Soltan) with (Prof. Dr. Ahmed A. Enab and Prof. Dr. Ragaa A. Eisa) and co-researcher Prof. Dr. Ragaa A. Eisa will analyze results obtained from the experiments, and co-researchers (Dr. Eiman M. Abu Elewa with Dr. Sami A. Farrag) will complete all experiments during the incubation in the hatcheries and post-hatching at the poultry production department farm to investigate the performance of different studied breeds and strains under gene banking technique and will complete all DNA fingerprints for studied breeds and strains. They will be responsible of recording the data, obtained all measurements, complete the statistical and genetic analysis and writing the manuscripts.







6/2: خبرات الباحث الرئيسى وأعضاء الفريق البحثى فى مجال المشروع البحثى المقدم للحصول على التمويل :

		(الرجاء ذكر بحوث نشرت سابقاً إو إشراف على رسائل علمية سابقة أو حالية والنتائج التى تم التوصل إليها فى مجال المشروع البحثى المقدم لطلب التمويل)

(يمكن الاكتفاء بالسيرة الذاتية للمتقدم / للمتقدمين)





(7)  ارتباط المشروع البحثى بالخطة الاستراتيجية للجامعة أو استراتيجية الجودة بالجامعة

		يرتبط المشروع ارتباطاً وثيقاً بالخطة الاستراتيجية للجامعة فى دورها الهام والرئيسى فى خدمة المجتمع وتنمية قطاعاته المختلفة ، حيث يهدف المشروع إلى تنمية جزء هام جداً من القطاع الزراعى ألا وهو إنتاج الدواجن والذى يتميز بالأهمية النسبية العالية كجزء من هذا القطاع الهام فى مصر وما له من قدر كبير فى زيادة الدخل القومى المصرى . بالإضافة إلى ذلك يرتبط المشروع بدور الجامعة كمصدر أساسى لتقديم كافة الخدمات العلمية والتطبيقية فى مجال تربية وتحسين الدواجن للنهوض بهذا المجال .







(8)  العوائد المتوقعة للمشروع من الناحية التطبيقية 

		سوف يقدم هذا المشروع البحثى معلومات كثيرة جداً وهامة فى التوصيف الوراثى ودراسة التباين الوراثى للسلالات المحلية تحت الدراسة مما يساعد المهتمين بهذا المجال سواء كانوا من الباحثين أو مربوا الدجاج على فهم الطبيعة الوراثية للدجاج المحلى ورفع كفاءة استخدامه فى برامج تربية وتحسين مختلفة مما يساعد على رفع الناتج المحلى خاصة فى القطاع الريفى وعلى مستوى المزارع الصغيرة ، نظراً لما تتمتع به السلالات المحلية من اقبال من المستهلكين عليها وأهميتها فى قطاع الإنتاج الزراعى . 

والنجاح فى تحقيق أهداف هذا المشروع سوف يرفع من قيمة وانتاجية الدجاج المحلى ويكون له مردود جيد فى تحسين السلالات المحلية مما ينعكس ايجابيا على القطاع الزراعى الريفى وتنميته .

الأثر الاقتصادى :


1- المحافظة على السلالات المحلية والتى تحمل جينات وراثية هامة لو فقدت فإن تعويضها صعب ومستحيل .


2- سرعة اجراء عمليات التحسين الوراثى لهذه السلالة مما يؤدى لتوفير نفقات كثيرة لا تعود بعائد مادى مجزى بالطرق العادية .

POTENTIAL END-USER AND EXTERNAL PARTNER:


The end-users for this project are the local strain poultry producers and also the scientists from the entire poultry breeding and genetic field from the entire world. The producers would expect to improve the performance of their birds through applying new technology and using new methods in selection (e.g. Marker Assisted Selection) depending on molecular information, the poultry breeding and genetic scientists would use the results and information from DNA fingerprinting in genetic description for chickens and in the studies of genetic diversity and conservation strategies and also for making decisions for breeding and selection programs.

EXPECTED OUTPUTS:


The outputs of this project could be defined as follows:


1) Improving the breeding programs situation of the local strains of chickens.


2) Helping in improvement of poultry production (performance) using molecular information for DNA fingerprints and quantitative trait loci for some important economic traits in the studied breeds and strains.


3) Preservation and conservation of gene pool of some native breeds and strains witch are important for facing the future changes in environment.







(9)  الخطة التنفيذية للمشروع البحثى

الجدول الزمنى التفصيلى لمراحل المشروع البحثى :


		· المدة الزمنية الكلية للمشروع :

المتوقع للمشروع أن تكون مدته الزمنية 16 شهراً

· بداية تمويل المشروع :

بداية شهر أغسطس من العام الميلادى 2013

· مواعيد تقارير المتابعة :

التقرير الأول – منتصف شهر يناير من العام االميلادى 2014

التقرير الثانى – منتصف شهر يوليو من العام االميلادى 2014


التقرير النهائى (االختامى) للمشروع – نهاية شهر نوفمبر من العام الميلادى 2014

· الموعد المتوقع لإنهاء المشروع :

نهاية شهر نوفمبر من العام الميلادى 2014





		· Preparing the laboratory


· Prepare the birds and equipments.

		August 2013:



		· Buying the laboratory equipments.


· Starting the work by collecting the blood samples from the studied breeds and strains.

		September 2013:



		· Isolation of genomic DNA from the collected blood samples.

		October 2013:



		· Starting DNA genotyping using microsatellite markers 

		November 2013:



		· Completing DNA genotyping using microsatellite markers

		December 2013:



		· Completing DNA genotyping using microsatellite markers

· The progress report of project (No. 1)

		January 2014:



		· Completing DNA genotyping using microsatellite markers 

		February 2014:



		· Finishing DNA fingerprints using microsatellite markers 

		March 2014:



		· Starting photo analysis for the collected DNA fingerprints using appropriate programs and methods.


· Analyzing data 

		April 2014:



		· Estimation of genetic diversity between studied breeds and strains; genetic description for the studied breeds and strains; construction of phylogenic tree for the studied breeds and strains and determination of relationships within and between studied breeds and strains. 

		May 2014:



		· Writing manuscripts for publication and completing data analysis

		June 2014:



		· Completing writing manuscripts for publication 

· The progress report of project (No. 2)

		July 2014:



		· Review of the obtained results and reporting the significancy of it.

		August 2014:



		· Completing writing manuscripts for publication

		September 2014:



		· Review the written manuscripts and sending their for evaluation and publication

		October 2014:



		· Finishing the project; evaluation of the outputs of the project and achieved goals.


· The final report and closing the project.

		November 2014:





(10) الميزانية المقترحة للمشروع

اسم المشروع : استخدام المعلمات الوراثية فى التوصيف الوراثى والحفاظ على بعض السلالات والخطوط المحلية للدجاج المصرى

الرقم الكودى للمشروع : (                      )


		البنود

		إجمالى الميزانية

		الدفعة الأولى

		الدفعة الثانية

		الدفعة الثالثة

		الدفعة الرابعة



		المكافآت :

		

		

		

		

		



		أستاذ

		بدون

		

		

		

		



		مدرس

		بدون

		

		

		

		



		مالى وإدارى

		2700 ج.م.

		

		

		

		



		إجمالى المكافآت

		2700 ج.م.

		900 ج.م.

		1800 ج.م.

		

		



		إجمالى الأجهزة

		1400 ج.م.

		1400 ج.م.

		

		

		



		كيماويات

		24500 ج.م.

		24500 ج.م.

		

		

		



		تكاليف نشر

		5000 ج.م.

		

		5000 ج.م.

		

		



		أخرى

		---

		

		

		

		



		المجموع الكلى

		33600 ج.م.

		26800 ج.م.

		6800 ج.م.

		

		





        التاريخ                                                   اسم الباحث الرئيسى : أ.د. محمد السيد سلطان

        /         / 2013                                                                 التوقيع :


  (                                )

√
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