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weet potato (Ipomoea batatas L. 

[Lam.]); one of the leading tuber crop 

belonging to Convulvulaceae family, is an 

important food crop particularly in the 

developing countries (Scott et al., 2000). It 

is grown in a wide range of agroecologies 

ranging from tropical, subtropical and 

moderate areas (Manrique and Hermann, 

2000). In many African countries it forms a 

large part of the people's food due to its 

high yield and nutritional value 

(Bovell-Benjamin, 2007). It is a good 

source of energy, vitamins, riboflavin, 

thiamine and minerals (Woolfe, 1992). 

Sweet potato ranks the sixth among food 

crops in annual production in the world 

(FAO, 2014). In Egypt, it is widely grown 

in Nubaria, Kafr El-Sheikh, Monofia and 

Upper-Egypt with a total production of 

320,000 tons (FAO, 2014). Only the two 

cultivars Abees and Mabrouka were 

widely grown in Egypt, thus there are not 

enough genetic resources causing genetic 

erosion. On the other hand, the genetic 

variations and relationships among these 

genotypes are poorly understood and not 

fully characterized, which limited their 

usage in improvement of this important 

crop.  

Success of any breeding program 

depends on the wide genetic variability in 

the available genetic resources. Thus, the 

first step in sweet potato improvement is to 

characterize and assess the genetic varia-

tion aiming to preserve of genetic materials 

and develop new improved varieties.  

Conventionally, morphological and 

agronomic characters had been used for 

sweet potato characterization. Sweet po-

tatoes vary in their growth habit, leaf size 

and shape, root flesh color, level of pig-

mentation and other morphological char-

acters. Also, agronomic characters (i.e. 

storage root size and shape, number of 

root/plant, yield/plant and average root 

weight) vary significantly. Different mor-

phological and biochemical markers have 

been used in sweet potato studies for de-

termination of the amount and distribution 

of genetic variations (Das and Naskar, 

2008; Yada et al., 2010; Elameen et al., 

2011; Senanayake et al., 2013; Sanoussi et 

al., 2016). Because all of these genetic 

markers strongly influenced by the envi-
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ronment, they did not give consistent re-

sults. 

On the other hand, with the advent 

of Polymerase Chain Reaction (PCR), 

DNA-based techniques such as Random 

Amplified Polymorphic DNA (RAPD) 

have been widely used in genetic studies of 

sweet potato for characterization, identifi-

cation and determination of genetic varia-

tions at the molecular level (Zhang et al., 

1998; Gichuki et al., 2003; He et al., 2006; 

Lin et al., 2009; Moulin et al., 2012; da 

Silva et al., 2014). RAPD marker detects 

genetic variations at the DNA level that 

differ between cultivars and plant species. 

It is widely used to estimate genetic diver-

sity, where it is stable in plant tissues re-

gardless of environmental effects com-

pared to conventional markers (Luo et al., 

2016).  

The present study aimed to charac-

terize three Egyptian genotypes of sweet 

potato; the two common cultivars (Abees 

and Mabrouka) as well as a new hybrid 

(Gendawy), using morpho- agronomic and 

chemical markers, in addition to assess the 

genetic diversity in these genotypes at 

molecular level using RAPD markers.  

MATERIALS AND METHODS 

The present study was carried out at 

the Department of Vegetable Breeding 

Research, Horticulture Research Institute, 

Agriculture Research Center, Egypt and 

the Laboratory of Genetics Department, 

Faculty of Agriculture, Kafrelsheikh Uni-

versity, Kafr El-Sheikh, Egypt.  

Plant material 

Three Egyptian sweet potato geno-

types; the two common cultivars (Abees 

and Mabrouka) as well as a new hybrid 

(Gendawy), were used in this study. 

Morphological and agronomic data col-

lection 

The three genotypes were grown in 

the field during two successive seasons 

(2014 and 2015) in randomized complete 

block design with three replications. 

Recommended cultural practices were 

followed and harvest was done at full ma-

turing. Morphological and agronomic data 

were collected. Observations on morpho-

logical characters were recorded 90 days 

after planting. After harvest, storage root 

characters and yield data were recorded.  

Chemical analysis 

The yielded roots were dried and 

grinned for chemical analysis. The per-

centage of nutritional characters (moisture, 

total carbohydrates, carotenes, Vitamin-C 

and protein) were measured using the 

standard methods of A.O.A.C. (2005).  

RAPD analysis 

Genomic DNA was extracted from 

fresh young leaves of each sweet potato 

genotype using Cetyl Trimethyl Ammo-

nium Bromide (CTAB)-based method 

according to Saghai-Maroof et al. (1984).  

Nine 10-mer primers (Bio Basic 

Inc, Canada) were screened for studying 
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genetic diversity among the three geno-

types. The sequences of these primers are 

given in Table (3). The PCR amplification 

was performed in a 25 μl reaction volume 

including 2 μL of 40 ng of template DNA. 

Final concentrations were 1 x buffer (Mg
2+

 

free), 1.5 mM MgCl2, 200 μM dNTPs mix, 

0.8 μM primer, 1 U Taq DNA Polymerase 

(ROVALAB, Germany). Amplifications 

were carried out in a thermal cycler pro-

grammed for the initial denaturation at 

94C for 5 min, followed by 35 cycles 

consisting of 30 sec of denaturation at 

94C, 45 sec of annealing at 30C and 1.5 

min of extension at 72C. The program 

was ended with a final extension step at 

72C for 2 min. Amplification products 

were separated on 1.5% agarose gel, 

stained with ethidium bromide and visu-

alized under ultraviolet light. The molec-

ular size of the amplified products was 

determined against 50 bp DNA Ladder 

(Cat-no: 300003, GeneON).  

Data analysis 

The quantitative data of the 

morpho-agronomic and chemical charac-

ters were subjected to analysis of variance 

(ANOVA) with randomized complete 

block design. Means were compared by 

least significant difference (LSD) at a sig-

nificance level of 0.05. 

Data generated from RAPD band-

ing patterns of the nine primers were in-

troduced to SPSS package program ac-

cording to binary values of (1) for present 

and (0) for absent band. The genetic dis-

tances among the genotypes were assessed 

based on Jaccard's similarity coefficient 

(Jaccard, 1901). The phylogenetic rela-

tionship among genotypes was conducted 

based on the similarity coefficients of 

RAPD primers data using the UPGMA 

(Unweighted pair group mean average) 

method (Nei, 1973).  

RESULTS AND DISCUSSION 

Morphological characterization and ag-

ronomic evaluation 

Morpho-agronomic characters have 

been used as a traditional method to iden-

tify cultivars and to select superior geno-

types. Table (1) illustrated the morpho-

logical and agronomic characteristics of 

the three studied sweet potato genotypes; 

Abees, Mabrouka and Gendawy. Based on 

the measured data, Abees showed the 

highest values of stem length (195.0 cm) 

and No. of branches/plant (23 branches), 

while Mabrouka recorded the highest value 

of No. of leaves/plant (370 leaves), com-

pared to the other studied genotypes. On 

the other hand, the genotype Gendawy 

recorded the lowest values for each of the 

three above traits. Regarding No. of 

root/plant, root length and diameter, 

yield/plant and average root weight, 

Gendawy gave the highest values among 

the studied genotypes.  

These results indicated that 

Gendawy genotype recorded the highest 

values for all yield related traits. On con-

trast, this genotype did not exhibit any 

superiority in the morphological characters 

compared to Abees and Mabrouka culti-

vars. These potential variations among 
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sweet potato genotypes may due to their 

genetic makeup. 

With regard to the observations on 

stem color, the recorded data revealed that 

all the three genotypes had the same color 

of stem which was green. For leaf shape, it 

differed among the three genotypes. Leaf 

shape was deblylobed in Abees, lobed in 

Mabrouka and heart in Gendawy.  

Examination of storage roots re-

vealed that all the three genotypes; Abees, 

Mabrouka and Gendawy, have the same 

shape and skin color. They had elliptic 

shape and dark purple skin color. Moreo-

ver, the recorded data showed that the color 

of flesh root differed among the studied 

genotypes. It was orange in Abees, white in 

Mabrouka and dark orange in Gendawy. 

The variations in morphological 

and agronomic characters of sweet potato 

were reported previously by Das and 

Naskar (2008) who used agronomical 

analysis for determining the genetic diver-

sity among ten varieties of sweet potato. 

Also, Tairo et al. (2008) used morpholog-

ical and agronomic traits in providing a 

preliminary characterization of the availa-

ble sweet potato germplasm in Tanzania. 

Similar studies were performed with the 

sweet potato collections from Brazil 

(Veasey et al., 2007), Uganda (Yada et al., 

2010), Tanzania (Elameen et al., 2011) and 

South Africa (Laurie et al., 2013). 

Chemical characterization 

The chemical composition of the 

three studied sweet potato genotypes is 

presented in Table (2). It revealed that the 

highest moisture content was found as 

42.00% in Abees cultivar, while the lowest 

value was recorded for Gendawy genotype 

(26.50%). On the other hand, Gendawy 

had the highest values of carbohydrate, 

carotene and protein contents (68.30%, 

2.40% and 13.20%, respectively) com-

pared to the other two genotypes; Abees 

and Mabrouka, which did not differ sig-

nificantly. For Vitamin-C content, all the 

three genotypes did not differ significantly 

from each other and they recorded values 

between 0.11% for Abees and 0.57% for 

Mabrouka. 

In agreement with the agronomic 

traits, results of nutritional characters con-

firmed the superiority of Gendawy over the 

other genotypes; Abees and Mabrouka. 

Gendawy recorded the lowest value of 

moisture content indicating that it had the 

highest values of dry matter, besides, the 

highest contents of carbohydrate, carotene 

and protein. The percentage of moisture in 

powder plays a very important role in the 

flow and other mechanical properties of the 

food. Thus, increasing dry matter content is 

the major objective in sweet potato breed-

ing program. In general, Gendawy can be 

considered as the most significant geno-

type than the other two cultivars; Abees 

and Mabrouka, with regard to nutritional 

value. 

Senanayake et al. (2013) analyzed 

the nutritional quality for five different 

cultivars of sweet potato commonly 

available in Sri Lanka. Their results 

showed that orange fleshed cultivars were 
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comparatively rich in nutrients and di-

gestibility than the other tested cultivars. 

Also, Sanoussi et al. (2016) compared ten 

selected local varieties in Benin Republic 

for their macro-nutritional composition. 

The results indicated that the orange flesh 

sweet potato cultivars recorded the highest 

nutrient content for most of the parameters 

studied; dry matter, protein, fiber and ash 

content.  

Molecular characterization based on 

RAPD markers  

a. Polymorphism  

Nine RAPD primers were used to 

estimate the levels of polymorphisms and 

genetic relationship among the three sweet 

potato genotypes used in this study (Fig. 

1). A total of 146 discrete amplified bands 

were generated from the nine primers with 

an average of 16.22 bands per primer (Ta-

ble 3). Sixty nine bands were common for 

all genotypes (monomorphic), however, 77 

bands were polymorphic with 52.74% 

polymorphism indicating a high level of 

polymorphism among the studied geno-

types. Generally, the levels of polymor-

phism among the different sweet potato 

genotypes varied with the different pri-

mers. The highest number of polymorphic 

bands (19 bands) was amplified with pri-

mer OPB-01 while the lowest number (two 

bands) was detected for primer OPB-07. 

The size of the amplified bands also varied 

by using different primers, it ranged from 

192 bp for primer OPB-10 to 2145 bp for 

primer OPB-01.  

These results indicated that RAPD 

primers clearly determined the genetic 

variability in the studied sweet potato 

genotypes. Similar results were reported by 

Gichuki et al. (2003) who used RAPD 

markers to study the genetic polymorphism 

among 74 accessions of sweet potato from 

different agroclimatic zones and found 71 

polymorphic markers. This was also in 

agreement with that of He et al. (2006) 

who found high level of genetic diversity 

(218 polymorphic markers) in sweet potato 

accessions using 30 RAPD primers. A 

study of Moulin et al. (2012) on 59 sam-

ples of sweet potato collected from rural 

properties and 19 from local markets in 

Brazil; using 18 RAPD primers, revealed 

145 polymorphic bands out of 150 ampli-

fied ones. Maquia et al. (2013) reported 

high levels of polymorphism (94.6%) in 

the sweet potato germplasm collected from 

Mozambique. Also, da Silva et al. (2014) 

used nine RAPD primers to analyze 52 

genotypes of sweet potato from the North 

east of Brazil. They found a total of 50 

bands with 100% polymorphism.  

Based on these results, sweet potato 

exhibited a high level of genetic variation 

indicating that RAPD is a very effective 

method in DNA fingerprinting to establish 

genetic polymorphism and to determine 

the genetic variability among sweet potato 

genotypes.  

b. Genetic similarity and cluster analysis 

Data of RAPD-PCR were also used 

to estimate the genetic similarity and the 

phylogenetic relationship among sweet 

potato genotypes. A similarity coefficient 

matrix among the three genotypes was 

presented in Table (4). Values of genetic 
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similarity were 0.602, 0.718 and 0.540 

between (Abees and Mabrouka), (Abees 

and Gendawy) and (Mabrouka and 

Gendawy), respectively, with an average 

of 0.620. This value was close to the value 

of 0.588 that was found among examined 

accessions from South America (Zhang et 

al., 1999) and the value of 0.691 that found 

among sweet potato cultivars in Taiwan 

(Tseng et al., 2002). Also, it was not dif-

ferent from the value of 0.709 that was 

found among Tanzanian sweet potato ac-

cessions (Elameen et al., 2008). Generally, 

the genetic similarity estimates varied 

depending on genotypes. Maquia et al. 

(2013) studied a collection of sweet potato 

germplasms from Mozambique and found 

genetic similarity with mean values around 

0.52. Using 40 RAPD primers, Mohamed 

et al. (2016) observed genetic similarity 

values ranged from 0.655 (between Abees 

and accession No. 199035.7) to 0.939 

(between accessions No. 199015.14 and 

No. 199026.1) with an average of 0.797. 

The UPGMA dendrogram; based 

on the similarity index, assembled Abees 

and Gendawy genotypes into the same 

group, while Mabrouka cultivar was the 

most divergent (Fig. 2). Many studies as-

sessed the degree of genetic relatedness 

among sweet potato genotypes based on 

RAPD markers. Gichuki et al. (2003) 

grouped several sweet potato accessions 

together based on their geographic origin 

suggesting an evolutionary relationship 

among them. He et al. (2006) studied ge-

netic relationships among Chinese sweet 

potato landraces and found a moderate 

mean genetic distance of 0.58. In contrast, 

low diversity was observed among the 

sweet potato genotypes from the United 

States (He et al., 1995) and from Papau 

New Guinea (Zhang et al., 1998). 

Although the close relationship 

between Abees and Gendawy genotypes at 

the molecular level (similarity value of 

0.718), there were great variations among 

them for morpho-agronomic characters 

and the chemical composition. These re-

sults indicated that RAPD analysis could 

not be effective in separating the three 

Egyptian genotypes; Abees, Mabrouka and 

Gendawy, according to their 

morpho-agronomic or chemical characters. 

Thus RAPD analysis needs to combine 

with other specific molecular markers as 

well as the traditional characterization for a 

comprehensive consideration. This was in 

agreement with Huang and Sun (2000), 

they pointed to the role of molecular 

markers in sweet potato germplasm char-

acterization indicating that molecular 

analysis was more efficient than morpho-

logical analysis in differentiating sweet 

potato cultivars. Tairo et al. (2008) re-

ported that the morphological traits were 

not sufficient to characterize sweet potato 

cultivars and it should be supported by 

DNA-based markers. Lin et al. (2009) used 

RAPD assay in evaluating the genetic 

variations and its relationships along with 

morphological characters in the sweet 

potato. Gepts (2006) and Khoury et al. 

(2010) stated that the standard characteri-

zation of any crop germplasm should be 

included conventional approaches (i.e. 

morphological and agronomic characters), 

combined with molecular markers.  
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The results obtained in this study 

concluded that the assessment of genetic 

variability should be performed using 

morpho-agronomic evaluation and nutri-

tional characters, combined with RAPD 

molecular markers. RAPD markers were 

effective in separation and identification of 

the variability of sweet potato. Abees and 

Gendawy genotypes showed a close ge-

netic relationship, while Mabrouka was the 

most distinct genotype, indicating high 

genetic variability for using in breeding 

programs. Gendawy genotype had the 

highest values for most of yield and nutri-

tional traits. Thereby, much attention 

should be paid to use this genotype as a 

parent in genetic improvement of sweet 

potato to get a new cultivar with high yield 

and good quality; which considered an 

important target for increasing the eco-

nomic value of sweet potato.  

SUMMARY 

Morpho-agronomic and chemical 

analysis as well as RAPD markers were 

used to determine the genetic diversity 

among three Egyptian genotypes of sweet 

potato; Abees, Mabrouka and Gendawy. 

The results revealed that there is a wide 

variation among the three genotypes in 

most morphological and agronomic char-

acters in addition to the nutritional values. 

Gendawy genotype had the highest values 

for most agronomic and chemical traits 

compared to the other two genotypes; 

therefore it is considered a good source of 

agronomic and nutritional traits for 

breeding. Regarding molecular character-

ization, a total of nine RAPD primers were 

used to assess the genetic variability and 

relationships among the three sweet potato 

genotypes. A total of 146 amplified bands 

were generated from the nine primers with 

52.74% polymorphism indicating high 

genetic variability. Cluster analysis re-

vealed a close genetic relationship between 

Abees and Gendawy genotypes (similarity 

value of 0.718), while Mabrouka was the 

most distinct genotype. Results concluded 

that RAPD analysis could not be effective 

in separating genotypes according to their 

morphological, agronomic or chemical 

characters. In addition, characterization 

based on these conventional characters 

should be complemented with DNA-based 

molecular characterization to reveal ge-

netic diversity in the three Egyptian sweet 

potato genotypes. 

REFERENCES 

A.O.A.C. (2005). Official Methods of 

Analysis, 16
th

 Edition, Association 

of Official Analytical Chemists, 

Washington DC.  

Bovell-Benjamin, A. (2007). Sweet potato: 

a review of its past, present and 

future role in human nutrition. Ad-

vances in Food and Nutrition Re-

search, 52: 1-59. 

da Silva, A. V. C., L. N. T. Andrade, A. R. 

C. Rabbani, M. U. C. Nunes and L. 

R. Pinheiro (2014). Genetic diver-

sity of sweet potatoes collection 

from North-eastern Brazil. Afr. J. 

Biotechnol., 13: 1109-1116.  



OLA A. GALAL AND A. S. A. EL GENDY 290 

Das, A. B. and S. K. Naskar (2008). Ge-

netic variation of high yielding 

drought resistant sweet potato as 

evident by RAPD markers. Bio-

logical Diversity and Conservation, 

1: 28-39. 

Elameen, A., S. Fjellheim, A. Larsen, O. A. 

Rognli, L. Sundheim, S. Msollaand 

and S. S. Klemsdal (2008). Analysis 

of genetic diversity in a sweet po-

tato (Ipomoea batatas L.) 

germplasm collection from Tanza-

nia as revealed by AFLP. Genet. 

Resour. Crop Evol., 55: 397-408.  

Elameen, A., A. Larsen, S. S. Klemsdal, 

S. Fjellheim, L. Sundheim, S. 

Msolla, E. Masumba and O. A. 

Rognli (2011). Phenotypic diversi-

ty of plant morphological and root 

descriptor traits within a sweet po-

tato, Ipomoea batatas (L.) Lam., 

germplasm collection from Tanza-

nia. Genet. Resour. Crop Evol., 58: 

397-407. 

FAO (2014). Food and Agriculture Or-

ganization of the United Nations. 

FAOSTAT database.  

Gepts, P. (2006). Plant genetic resources 

conservation and utilization: the 

accomplishments and future of a 

societal insurance policy. Crop Sci., 

46: 2278-2292. 

Gichuki, S. T., M. Berenyi, D. Zhang, M. 

Hermann, J. Schmidt, J. Glössl and 

K. Burg (2003). Genetic diversity in 

sweetpotato [Ipomoea batatas (L.) 

Lam.] in relationship to geographic 

sources as assessed with RAPD 

markers. Genet. Resour. Crop 

Evol., 50: 429-437. 

He, G., C. S. Prakash and R. L. Jarret. 

(1995). Analysis of genetic diver-

sity in a sweetpotato (Ipomoea 

batatas) germplasm collection us-

ing DNA amplification finger-

printing. Genome, 38: 938-945.  

He, X. Q., Q. C. Liu, K. Ishiki, H. Zhai, and 

Y. P. Wang. (2006). Genetic diver-

sity and genetic relationships 

among Chinese sweetpotato land-

races revealed by RAPD and AFLP 

markers. Breed. Sci., 56: 201-207. 

Huang, J. C. and M. Sun (2000). Genetic 

diversity and relationships of 

sweetpotato and its wild relatives of 

the Ipomoea series Batatas 

(Convolvulaceae) revealed by in-

ter-simple sequence repeat (ISSR) 

and restriction analysis of chloro-

plast DNA. Theor. Appl. Genet., 

100: 1050-1060. 

Jaccard, P. (1901). Étude comparative de la 

distribuition florale dans une por-

tion des Alpes et des Jura. Bull. 

Soc. Vandoise Sci. Nat., 37: 

547-579.  

Khoury, C., B. Laliberté, L. Guarino 

(2010). Trends in ex situ conserva-

tion of plant genetic resources: a 

review of global crop and regional 

conservation strategies. Genet. 

Resour. Crop Evol., 57: 625-639. 



GENETIC CHARACHTERIZATION OF THREE EGYPTIAN 

SWEET POTATO GENOTYPES 
291 

Laurie, S. M., F. J. Calitz, P. O. Adebola 

and A. Lezar (2013). Character-

ization and evaluation of South Af-

rican sweet potato (Ipomoea 

batatas (L.) Lam) landraces. S. Afr. 

J. Bot., 85: 10-16. 

Lin, K. H., Y. C. Lai, H. C. Li, S. F. Lo, L. 

F. O. Chen and H. F. Lo (2009). 

Genetic variation and its relation-

ship to root weight in the sweet 

potato as revealed by RAPD analy-

sis. Sci. Hortic., 120: 2-7. 

Luo, K., L. Hui-xiang, W. Zheng-dan, W. 

Xue-li, Y. Wang, T. Dao-bin, W. 

Ji-chun and Z. Kai (2016). Genetic 

diversity and population structure 

analysis of main sweet potato 

breeding parents in Southwest 

China. Scientia Agricultura Sinica, 

49: 593-608 

Manrique, K. and M. Hermann (2000). 

Effect of G x E interaction on root 

yield and betacarotene content of 

selected sweetpotato (Ipomoea 

batatas (L.) Lam.) varieties and 

breeding clones. CIP Program Re-

port 1999-2000, p: 281-287.  

Maquia, I., I. Muocha, A. Naico, N. Mar-

tins, M. Gouveia, I. Andrade, L. F. 

Goulao and A. I. Ribeiro (2013). 

Molecular, morphological and ag-

ronomic characterization of the 

sweet potato (Ipomoea batatas L.) 

germplasm collection from 

Mozambique: Genotype selection 

for drought prone regions. S. Afr. J. 

Bot., 88: 142-151. 

Mohamed, Amina A., Mervat M. M. 

El-Far and M. E. Saad (2016). 

Fingerprinting of sweetpotato 

germplasm using AFLP, RAPD, 

and SAMPL analysis. Egypt. J. 

Genet. Cytol., 45: 383-401. 

Moulin, M. M., R. Rodrigues, L. S. A. 

Gonçalves, C. P. Sudré and M. G. 

Pereira (2012). A comparison of 

RAPD and ISSR markers reveals 

genetic diversity among sweet po-

tato landraces (Ipomoea batatas 

(L.) Lam.). Acta Sci. Agron., 34: 

139-147. 

Nei, M. (1973). Analysis of gene diversity 

in subdivided populations. Proc. 

Natl. Acad. Sci. USA, 70: 

3321-3323. 

Saghai-Maroof, M. A., K. M. Soliman, R. 

A. Jorgensen and R. W. Allard 

(1984). Ribosomal DNA spac-

er-length polymorphisms in barley: 

Mendelian inheritance, chromoso-

mal location, and population dy-

namics. Proc. Natl. Acad. Sci. USA, 

81: 8014-8018. 

Sanoussi, A. F., A. Dansi, H. Ahissou, A. 

Adebowale, L. O. Sanni, A. 

Orobiyi, M. Dansi, P. Azokpota and 

A. Sanni (2016). Possibilities of 

sweet potato [Ipomoea batatas (L.) 

Lam] value chain upgrading as re-

vealed by physico-chemical com-

position of ten elites landraces of 

Benin. Afr. J. Biotechnol., 15: 

481-489. 

http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.sciencedirect.com/science/article/pii/S0254629913003116
http://www.scielo.br/revistas/asagr/iinstruc.htm


OLA A. GALAL AND A. S. A. EL GENDY 292 

Scott, G. J., M. W. Rosegrant and C. 

Ringler (2000). Roots and tubers for 

the 21
st
 century: trends, projections 

and policy options. Food, Agricul-

ture and the Environment Discus-

sion Paper No. 31. Washington, 

DC: International Food Policy Re-

search Institute.  

Senanayake, S. A., K. K. D. S. Ranaweera, 

A. Gunaratne and A. 

Bamunuarachchi (2013). Compara-

tive analysis of nutritional quality 

of five different cultivars of sweet 

potatoes (Ipomea batatas (L) Lam) 

in Sri Lanka. Food Sci. Nutr., 1: 

284-291. 

Tairo, F., E. Mneney and A. Kullaya 

(2008). Morphological and agro-

nomical characterization of sweet 

potato [Ipomoea batatas (L.) Lam.] 

germplasm collection from Tanza-

nia. Afr. J. Plant Sci., 2: 77-85. 

Tseng, Y. T., H. F. Lo and S. Y. Hwang 

(2002). Genotyping and assessment 

of genetic relationships in elite 

polycross breeding cultivars of 

sweet potato in Taiwan based on 

SAMPL polymorphisms. Bot. Bull. 

Acad. Sin., 43: 99-105.  

Veasey, E. A., J. R. Q. Silva, M. S. Rosa, 

A. Borges, E. A. Bressan and N. 

Peroni (2007). Phenology and 

morphological diversity of sweet 

potato (Ipomoea batatas) landraces 

of the Vale do Ribeira. Scientia 

Agricola, 6: 416-427. 

Woolfe, J. A. (1992). Sweet potato-an 

Untapped Food Resource. Cam-

bridge University Press (Published 

in Collaboration with the Interna-

tional Potato Center, Lima, Peru). 

Cambridge, UK. 

Yada, B., P. Tukamuhabwa, A. Alajo and 

R. O. M. Mwanga (2010). Mor-

phological characterization of 

Ugandan sweetpotato germplasm. 

Crop Sci., 50: 2364-2371. 

Zhang, D., M. Ghislain, Z. Huamán, A. 

Golmirzaie and R. Hijmans (1998). 

RAPD variation in sweetpotato 

(Ipomoea batatas (L.) Lam) culti-

vars from South America and Papua 

New Guinea. Genet. Resour. Crop 

Evol., 45: 271-277.  

Zhang, D. P., D. Carbajulca, L. Ojeda, G. 

Rossel, S. Milla, C. Herrera and M. 

Ghislain (1999). Microsatellite 

analysis of genetic diversity in 

sweetpotato varieties from Latin 

America. CIP Program Report, 

2000: 295-301.  

  

https://www.ncbi.nlm.nih.gov/pubmed/?term=Ranaweera%20KK%5BAuthor%5D&cauthor=true&cauthor_uid=24804032
https://www.ncbi.nlm.nih.gov/pubmed/?term=Gunaratne%20A%5BAuthor%5D&cauthor=true&cauthor_uid=24804032
https://www.ncbi.nlm.nih.gov/pubmed/?term=Bamunuarachchi%20A%5BAuthor%5D&cauthor=true&cauthor_uid=24804032
https://www.ncbi.nlm.nih.gov/pubmed/?term=Bamunuarachchi%20A%5BAuthor%5D&cauthor=true&cauthor_uid=24804032


GENETIC CHARACHTERIZATION OF THREE EGYPTIAN 

SWEET POTATO GENOTYPES 
293 

Table (1): Morphological and agronomic characteristics of the three Egyptian sweet potato 

genotypes. 

Traits Abees Mabrouka Gendawy 

Stem length (cm) 195.0
 a
 185.0

 b
 95.0 

c
 

No. of branches/plant 23.00
 a
 18.50

 b
 14.33 

c
 

No. of leaves/plant 197.0
 b
 370.0

 a
 135.0 

c
 

No. of root/plant 3.80 
b
 3.33 

c
 4.30 

a
 

Root length (cm) 11.00
 b
 10.83 

b
 19.00

 a
 

Root diameter (cm) 3.77
 c
 3.90 

b
 5.80

 a
 

Yield/plant (g) 420.0
 c
 535.0 

b
 850.0

 a
 

Average root weight (g) 116.0
 c
 197.0

 b
 277.0

 a
 

Stem color Green Green Green 

Leaf shape Deblylobed Lobed Heart 

Root shape Elliptic Elliptic Elliptic 

Root skin color Dark purple Dark purple Dark purple 

Flesh root color Orange White Dark orange 

Means within the same row followed by different letters are statistically different at 5 % level. 

 

 

Table (2): Chemical characteristics of the three Egyptian sweet potato genotypes. 

Chemical composition (%) Abees Mabrouka Gendawy 

Moisture  42.00
a
 38.50

b
 26.50

c
 

Carbohydrate  48.00
b
 51.00

b
 68.30

a
 

Carotene  1.50
b
 1.60

b
 2.40

a
 

Vitamin-C 0.11
a
 0.57

a
 0.25

a
 

Protein 7.07
b
 6.87

b
 13.20

a
 

Means within the same row followed by different letters are statistically different at 5% level. 
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Table (3): RAPD primers and their oligonucleotide sequences, total number of bands and 

percentage of polymorphism among the three Egyptian sweet potato genotypes; 

Abees, Mabrouka and Gendawy. 

Primer 

name 
Sequence (5`→3`) 

Size of 

bands (bp) T
o

ta
l 

am
p

li
fi

ed
 

fr
ag

m
en

ts
 

M
o

n
o

m
o
r-

p
h

ic
 b

an
d

s 

P
o

ly
m

o
r-

p
h

ic
 b

an
d

s 

P
o

ly
m

o
r-

p
h

is
m

 (
%

) 

OPA-09 GGGTAACGCC 213-2125 14 8 6 42.86 

OPA-14 TCTGTGCTGG 480-1680 14 9 5 35.71 

OPB-01 GTTTCGCTCC 350-2145 21 2 19 90.48 

OPB-06 TGCTCTGCCC 274-1692 12 8 4 33.33 

OPB-07 GGTGACGCAG 288-1333 11 9 2 18.18 

OPB-08 GTCCACACGG 250-1622 15 5 10 66.67 

OPB-10 CTGCTGGGAC 192-2058 25 13 12 48.00 

OPB-11 GTAGACCCGT 238-1635 14 3 11 78.57 

OPB-12 CCTTGACGCA 236-1718 20 12 8 40.00 

Total 146 69 77 52.74 

 

 

Table (4): Genetic similarity matrix among the three Egyptian sweet 

potato genotypes based on RAPD markers. 

 Abees Mabrouka 

Mabrouka 0.602  

Gendawy  0.718 0.540 
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Fig. (1): RAPD profiles of the three Egyptian sweet potato genotypes. M: 50 bp DNA leader, 

1: Abees, 2: Mabrouka and 3: Gendawy. 

 

Fig. (2): UPGMA phylogenic relationship among 

the three Egyptian sweet potato geno-

types based on RAPD markers. 




