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ABSTRACT 

Genetic diversity in sugarcane was investigated using 16 quantitative, 37 

qualitative morphological traits and 23 microsatellite markers. Results showed 

that a moderate level of genetic diversity was present in 51 evaluated sugarcane 

genotypes. Agromorphological traits showed high Shannon-Weaver diversity 

indices (>0.80) for quantitative characters and very low (0.0) to high (>0.80) for 

most of the qualitative traits. Mean Euclidean distance for agromorphological 

quantitative traits was 87.33 between pairs of genotypes for all possible pair wise 

combinations, and was ranged from 6 to 251. Fourteen pairs of distantly related 

genotypes had Euclidean distances ≥ 200 while 37 pairs of closely related 

genotypes had Euclidean distance values ranging from 6 to 30.Diverse 

genotypes based on their mean Euclidean distance values can be utilized for 

parent selection in hybridization program. Integrating available information on 

their good combining ability with other genotypes to the phenotypic distance data, 

as a criterion in parental selection, ensures a higher chance of generating better 

performing hybrids. Thus, cross combinations between genetically closely related 

genotypes should be avoided. Crosses between genetically distant sugarcane 

genotypes might produce higher variances for quantitatively inherited traits in 

segregating population. Cane yield was found to be positively and significantly 

correlated with plant height, stalk length, number of tiller per clump, leaf width, 

internode diameter, number of millable cane and single cane weight. Cane yield 

of sugarcane could be improved by selecting sugarcane genotypes having high 

values of length of stalk, number of tiller per clump, internode diameter, single 

cane weight and number of millable cane. Principal component analysis 

conducted based on correlation matrix of 16 agromorphological traits resulted to 

five principal component axes accounted for 81.31 % of total variation. The first 

principal component that accounted for 28.82% of total variation was mainly 

attributed to variation in plant height and stalk length traits. This further indicates 

that plant height, stalk length, number of millable cane and leaf length were 
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among the most important traits which accounted for 81.31 % variation 

expressed in the evaluated sugarcane genotypes. It could be suggested that the 

use of these traits will save considerable amount of time, labour and cost for 

identification of superior sugarcane genotypes. The positive absolute values of 

two vectors revealed that plant height, internode length and diameter, number of 

internode per cane, single cane weight and pol percent had the greatest 

contribution to genetic divergence. Cluster analysis by UPGMA based on 

Euclidean distances classified 51 genotypes in to six clusters and cluster 3 was 

identified as the largest cluster. Fifty one genotypes were also grouped based on 

agromorphological traits into six clusters using Mahalanobis D2 statistic. The 

highest inter-cluster distance (12.358) was found between clusters I and cluster 

V. The distance between cluster V and cluster VI was minimum (2.628).The 

crosses between genotypes in cluster I with genotypes in cluster V might produce 

a good hybrid which would exhibit highest heterosis.  

The 23 microsatellite markers revealed high gene diversity (PIC) values in the 51 

sugarcane genotypes. Average PIC value was 0.942. Primer pair SMC 226 CG 

showed the highest PIC value (0.979) that makes it the most discriminating 

among 23 markers used. The level of polymorphism indicates that distinction 

between any two genotypes is possible with appropriate SSR primer pair. This 

supports to the use of SSR markers, as an excellent tool, for diversity analysis 

and loci mapping in sugarcane. A total of 76 unique alleles were generated by 21 

SSR markers. Most of the unique allele produce markers showed high PIC value. 

These 21 markers distinguished 88.24% sugarcane genotypes. Only two primer 

pairs viz. SMC 226 CG and SMC 278 CS produced unique allele in 19 genotypes 

i.e. 37.25% genotypes were distinguished. Cluster analysis showed that the 

genotype pair POJ 2878/ I 156-97 was the closet among all genotypes having the 

lowest Euclidean distance value (5.66).The most distant genotype pairs were I 6-

04/ I 33-97 (8.77) and I 174-93/ I 33-97 (8.77). Among the 51 genotypes studied, 

genotype I 33-97 was found to be the most distant genotype with mean Euclidean 

distance 8.01 with other 50 genotypes. The difference between the lowest and 

the highest Euclidean distances indicated the presence of low to moderate level 



VII 

of genetic diversity among the studied sugarcane genotypes at genotypic level. 

Dendrogram derived by UPGMA using Euclidean distance of SSR molecular 

genotyping data revealed two major clusters. Most of the genotypes (37) grouped 

in the cluster 1 and rest 14 genotypes concentrated in the cluster 2. On the other 

hand, five major clusters were formed when Jaccard’s similarity coefficient was 

used for constructing dendrogram following UPGMA method. The clustering 

patterns using molecular marker data were different from that of clustering of 

genotypes constructed from agromorphological quantitative data. This might be 

due to nature of data and different clustering models used. The diversity analyzed 

by molecular (SSR) markers data was found to be more precise because these 

markers are not influenced by environmental factors. Both phenotypic and SSR 

profile data should be considered during the selection of clone/ genotype for 

conserving in the active collection of germplasm or parents for hybridization 

program. The knowledge obtained in this study might be useful for future 

breeding program for increasing genetic diversity of sugarcane germplasm to 

meet the demand of sustainable sugarcane production in Bangladesh.  To widen 

the genetic base of BSRI sugarcane germplasm pool, incorporation ofS. 

spontaneum, S. barberi, S. robustum and Erianthus spp.  into the population  

should be initiated. Saccharum species other than officinarum can be utilized as 

female parents to broaden the cytoplasmic base. Phenotypic and molecular 

characterization of the entire collection should be done to determine the 

relationships among the genotypes available at “Field Gene Bank of BSRI, 

Ishurdi, Bangladesh. 
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INTRODUCTION 
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INTRODUCTION  

Sugarcane (Saccharum officinarum L.) is an important food cum industrial crop 

grown in tropical and sub-tropical regions of the world. It is also an important 

export product of many developing countries (Heinz et al., 1977). Sugarcane is a 

member of the family “Poaceae” and belongs to the genus “Saccharum”. 

Sugarcane is being recognized as major source of sugar in the world and is 

produced in 120 countries in the world. Approximately 80% sugar is produced 

from sugarcane. Out of 120 countries, 70 countries produce sugar from 

sugarcane, 40 from sugar beet and 10 from both.  About 75 % sugar is produced 

in 10 largest sugar producing countries of the world (Sucden, World Sugar 

Production, n.d.). The sugarcane producing countries lay between latitude 36.7 o 

N and 31.0 o S of the equator, spreading from tropical to sub-tropical zones 

(Introduction-Sugarcane, n.d.).  

A large amounts (up to 23% w/v)  of non-reducing disaccharide “sucrose” 

accumulates in the vacuoles of parenchyma cells of stem tissues of sugarcane 

plant (Hawker and Hatch,1965).Sugar is produced from sucrose containing juices 

of sugarcane extracted by crushing the cane followed by crystallization, refining 

and clarification. A number of products viz. white sugar, brown sugar 

(khandasari), jaggery (Gur) and ethanol are being produced from sugarcane 

juice. Bagasse and molasses are the main by-products of sugarcane.  

Molasses is the chief raw materials for ethanol production and thus base for 

ethanol based industries. Spirits such as “Rum” and cacher are also produced 

from molasses. Bagasse is used for generating heat energy required for 

crystallization of extracted sugarcane juices in the sugar mills. Excess bagasse is 

also used for generation of electricity and making paper in the paper industry. In 

the refineries of Brazil, bagasse is burnt to provide heat for distillation of the 

fermented products required for purification and to co-generate electric power 

that is sold to the electric power grid (Scorteci et al., 2012).   
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Nowadays, sugarcane is considered as a first generation biofuel crop. The 

sucrose derived from sugarcane juice is used to convert ethanol biofuel through 

fermentation process (Scorteci et al., 2012) Sugarcane crop has the potential to 

lower green house gas (CO2) emission, energy diversity and economic growth. 

Sugarcane ethanol cuts CO2 emission by 90% on average compared to gasoline. 

Only 20 countries produce oil but more than 100 countries cultivate sugarcane.  

This ethanol biofuel would help to enhance energy security and reduce global 

dependence on fossil fuel. Moreover, sugarcane expansion could create rural 

jobs and increase access to electricity (Sugarcane Benefits, 2016).  

Sugarcane is recognized as C4 plant. It has much higher photosynthetic efficiency 

than C3 plant. Because it has potential for efficiently converting solar energy in to 

chemical energy. Photosynthetic efficiency can be translated to biomass yield.  

Sugarcane is also one of the highest biomass producing crops (Chen et al., 

2009).  The highest efficiency (theoretical) of sugarcane biomass production is 

estimated to be 281 t/ha/year (Loomis and Williams, 1963). During 

photosynthesis, CO2 is initially added to a 3-carbon acid to form a 4-carbon acid 

that is then transported to a region of the leaf where ribolosebiphosphate 

carboxylase is located. Reverse carboxylation enhances CO2 concentration in the 

cell causing dramatically decrease in photorespiration (Wang et al., 2008).  

In Bangladesh, sugarcane was cultivated in 0.116 million hectare of land and 

produced 4.67 million ton of sugarcane in 2010 (BBS, 2011). Sugarcane plays a 

vital role in the economy of Bangladesh. The economic importance of sugarcane 

in Bangladesh should not be signified by its share in total cropped area, which is 

about 0.72% (BBS, 2011), nonetheless, it plays pivotal role in partial fulfillment of 

the domestic requirement of sugar and jaggary, income and employment 

generation, rural poverty alleviation and also production of sugarcane by-product 

based allied products viz. ethanol from molasses, fuel and paper pulp from 

bagasse, etc. According to FAO, sugar requirement per capita/day are 29 g and 

Bangladesh requires 1.0 -1.2 million tons of sugar/year to meet the demand of 

domestic consumption (Hasan, 2003). Moreover, six distilleries utilize molasses 



3 

(a by-product of sugar mills) to produce ethanol. This ethanol is being mainly 

used in pharmaceutical industries, laboratories of universities and research 

organizations. Limited amount of ethanol is used to produce liquor like Ram in 

Carew & Company, Darshana, and Chuadanga, Bangladesh. The 15 sugar mills 

could not utilize their full sugar production potential (0.21 million ton/year) 

(BSFIC, 2008), due to unavailability of sugarcane supplied by the farmers. The 

national average yield of sugarcane is 40.21 t/ha, which is far below the world 

average yield (58.86 t/ha) (FAOSTAT, 2011). To meet the demand of sugar, 

horizontal expansion of sugarcane cultivation is not feasible in densely populated 

countries like ours. On an average, 1% cultivable land decreasing in each year in 

Bangladesh (Anonymous, 2010) due to urbanization, industrialization,  housing of 

rural and urban people, construction of roads etc. In this perspective, vertical 

expansion of sugarcane production through increasing present yield potential by 

developing high yielding varieties tolerant to biotic and abiotic stress coupled with 

high management can be a viable solution to mitigate this problem.    

Bi-parental cross or polycross technique is mainly used in sugarcane 

hybridization program in many sugar producing countries. Three steps are very 

important for variety development using hybridization viz. parent selection, 

crossing of genetically dissimilar (diverse) parents followed by selection of 

heterotic genotypes/clones having desirable traits. Parent selection is crucial 

/utmost important for getting useful heterotic progeny in crop breeding program 

and it requires knowledge and understanding of the genetic diversity of the 

available germplasm. Progeny selection will be inefficient if sufficient genetic 

variation is absent in the selected parents. Reservoir of diverse germplasm is the 

basic raw material of any breeding program of any crop. Long-term genetic gain 

depends on the availability and utilization of genetically diverse germplasm. 

Therefore, an accurate assessment of genetic diversity of available germplasm is 

indispensible in crop improvement program for identifying and selecting diverse 

parents to create segregants having maximum genetic variation useful for 

subsequent selection (Barrett and Kidwell, 1998) and insertion of desirable genes 
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from diverse germplasm into available genetic base (Thompson et al., 1998). In 

many crop breeding programs, significant priority has been given to 

comprehensive analysis of genetic diversity in numerous crops viz. rice (Oryza 

sativa L.) (Dilday, 1990; Cuevas-Perez et al., 1992), wheat (Triticum aestivum L.) 

(Cox et al., 1986), sorghum (Sorghum bicolor (L.)Moench) (Dje et al., 2000), corn 

(Zea mays L.) (Kantety et al., 1995); sugarcane (Saccharum spp.) (Muyco, 2002; 

Tai and Miller, 2002; Tahir et al., 2013), soybean (Glycine max (L.) 

Merr.)(Delannay et al., 1983), peanut (Arachis hypogeal L.) (Knauft and Gorbet, 

1989), and the bean (Phaseolus vulgaris L.) (McClean et al., 1993). The amount 

of genetic diversity present in the genetic base depends on part in the                 

amount and diversity of the original ancestors involved in the creation of a 

germplasm pool. 

Germplasm collection, characterization, documentation, conservation and 

utilization are basic and continuous activities in plant breeding program. 

Characterization involves recording distinctly identifiable heritable characteristics 

of plants. Appropriate characterization of agro-morphological characters helps the 

breeder to utilize the germplasm. Morphological characterization provide 

information about extent of variation i.e., diversity, diverse parental lines for 

efficient hybridization program and also duplicate germplasm (Ribaut and 

Hoisington, 1998; Upadhaya et al., 2008). It is also crucial to describe distinctive 

characteristics of cultivated variety and landraces (UPOV, 1991). The present-

day Plant Variety Protection (PVP) is dependent on morphological characters that 

are used for Distinctness, Uniformity, Stability (DUS) testing (UPOV, 1991). 

Sugarcane variety identification traditionally based on description of distinctive 

and heritable morphological characters.  Calculation of genetic distances can 

also be performed by characterizing the parental lines of sugarcane (Babu et al., 

2009). Saccharum species germplasm characterization would be helpful for 

better utilization of  sugarcane varietal development program (Zhou et al., 2013). 

Knowledge of germplasm diversity and relationships among elite breeding 

materials is basically important in crop improvement (Hallauer and Miranda, 
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1988). In breeding program, information regarding genetic associations between 

and among genotypes is very essential for categorizing germplasm resources. 

Ultimately, this process helps the breeder to choose parental clones for hybrid 

production (Nienhuis et al., 1995). 

Genetic distance is quantitative measure of genetic divergence between two 

sequences, individuals, clones, genotypes, species, or populations within a 

species. Smaller genetic distances indicate close genetic relationship and vice 

versa. Greater amount of heterosis can be obtained from parents having greater 

genetic distance (Dje et al., 2000). Genetic diversity furnishes information about 

the amount of genetic divergence, genetic relationships among populations, and 

diverse parents useful for hybridization program (Thompson et al., 1998; Mostafa 

et al., 2011). 

A number of data sets viz., pedigree record, morphological data, agronomic 

performance data, biochemical data (isozymes and seed proteins)  and more 

recently, DNA based molecular markers data have been using to investigate 

genetic diversity and relationships among germplasm accessions, breeding lines 

and populations(Muyco, 2002; Mohammadi and Prasanna, 2003; Babu et al., 

2009;). Molecular markers are advantageous over biochemical (isozymes and 

seed proteins) and morphological markers because they are numerous, not 

affected by environment, tissue non-specific and can be used at any stages of 

crop life cycle. These markers are also useful for making linkage map of the 

studied crop (Soiler and Beckman, 1983; Helentjaris et al., 1986; Esposito et al., 

2007). Morphological and molecular analyses are among the most frequently 

used tools for the estimation of genetic distances within a group of genotypes. 

Combination of morphological and molecular markers increases the efficiency of 

diversity measured (Palaniappan and Murugaiah, 2012). 

Information about relationships among genotypes in the breeding program is 

important in the analysis of diversity, selection of parental clones for hybrid 

production and prediction of variances for some traits in the F2 and inbred 
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generations. Genetic distances between cultivars can be estimated from pedigree 

analysis or from multivariate analysis of agronomic and morphological traits and 

molecular markers. Genetic diversity can also be analyzed from morphological, 

biochemical and molecular marker data through using (most commonly used) 

multivariate analytical techniques viz. cluster analysis, principal component 

analysis (PCA), principal coordinate analysis (PCoA), and multidimensional 

scaling (MDS) (Melchinger, 1993; Jones et al., 1997; Thompson et al., 1998; 

Brown-Guedira et al., 2000; Muyco, 2002). 

Phenotype of an organism is determined by its gene/s and environmental factors 

and also the interactions between the two. Phenotypic differences may also 

reveal genetic differences. Theoretically, phenotypic diversity should approximate 

genetic diversity. The number of genes involved in the control of phenotypic traits 

increases as the number of phenotypic traits being evaluated increases. 

Consequently, it improves the utility of phenotypic diversity in predicting 

genotypic diversity. Genetic relationships among cultivars and populations can be 

measured by similarity of any number of phenotypic characters. Differences 

between characters are assumed to reflect the genetic divergence of the 

genotypes. However, characterization of cultivars based on agronomic and 

morphological traits is subjective, labor intensive and can be influenced by 

genotype x environment interactions.(Muyco, 2002). 

Although morphological traits (markers) have been using  traditionally  for 

characterization of germplasm, selection of parental lines, protection of  crop variety, 

and diversity studies  by the breeders but they have some inherent limitations such 

as low polymorphism, low heritability, delayed expression and influenced by 

environmental factors (Smith and Smith, 1992). In recent times, different types of 

DNA-based molecular markers have been using extensively in many crops for 

various purposes including finger printing varieties  rice, Wheat, maize, sugarcane, 

soybean, potato etc. In contrast to morphological traits (markers), molecular markers 

have great potentiality to differentiate genotypes at DNA level, rendering more direct, 

reliable and efficient tool for germplasm characterization, conservation and 
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management (Tanksley et al., 1989). They are unlimited in number and not 

influenced by environment.  

Molecular markers are important tools in crop improvement programs since they 

are useful for estimating genetic distance (GD), evolutionary and conservation 

studies. They are almost unlimited in number and are not influenced by the 

environment. In sugarcane breeding, genetic diversity has been estimated using 

various molecular markers, such as random fragment length polymorphism 

(RFLP) ( D’Hont et al., 1994; Jannoo et al., 1999; Coto et al., 2002; Schenck et 

al., 2004), ribosomal DNA (Glaszmann et al., 1990), microsatellites (Piperidis et 

al., 2000; Pan et al., 2003; Corderio et al., 2003; Pinto et al., 2006), amplified 

fragment length polymorphism (AFLP) (Hoarao et al. , 2002; Lima et al., 2002 ; 

Aitken et al., 2006; Selvi et al., 2006), TRAP (Arro, 2005; Khan et al., 2011).  

Simple sequence repeats (SSRs) also known as microsatellites are molecular 

markers based on tandem repeats of short (2-6 bp) DNA sequences (Litt and 

Lutty, 1989). These DNA sequences are highly polymorphic even among closely 

related cultivars due to mutation causing variation in the number of repeating 

units (Saghai-Maroof et al., 1994). SSRs can be analyzed by a rapid, technically 

simple and inexpensive polymerase chain reaction (PCR)-based assay that 

requires only small DNA quantities. Through PCR, different alleles at a locus can 

be detected by using conserved DNA sequences flanking the SSR as primers. 

SSR markers are co-dominant and can be transmitted in simple Mendelian 

segregation. Lastly, SSRs are abundant and uniformly distributed in plant 

genomes (Akkaya et al., 1992; Lagercrantz et al., 1993; Wang et al., 1994). 

At BSRI, germplasm characterization based on agronomic and morphological 

traits has been initiated. But present day molecular markers could not substitute 

morphological descriptors in defining the genetic identity. Diversity analysis in the 

collection, however, has not been done to date.  
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This study was conducted with the following specific objectives:  

1. To study the extent of genetic diversity among sugarcane clones (germplasm) 

using morphological characters. 

2. To characterize sugarcane germplasm under study based on morphological 

characters. 

3. To study genetic diversity among sugarcane clones (germplasm) using 

microsatellite markers 

4. To elucidate information on the association of various agro-morphological 

traits that dictates the final performance of genotype under field condition 

pertaining to yield of cane sugar. 

5. To determine the relationship among the 51 clones and to classify them into 

different clusters based on agro-morphological parameters; 

6. To evaluate the utility and efficiency of microsatellite markers in evaluating 

diversity in the clones under study.  
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REVIEW OF LITERATURE 
 

2.1 Sugarcane 

Knowledge of the origin, genetics and breeding of modern sugarcane is important 

in understanding how these affect and challenge the use o molecular markers 

specially microsatellites for sugarcane genome analysis.   

2.1.1 Taxonomy and Origin of Sugarcane 

Taxonomy of sugarcane is more  complicated due to its frequent natural 

interspecific and / or  intergeneric  hybridization followed by various types of 

special mode of  chromosome transmission, continuous evolution of new 

variability in genomic levels e.g., polyploids and aneuploids and finally natural as 

well as artificial selection pressure (Amalraj  and Balasundaram, 2006).  

Sugarcane is a tall plant with sweet juicy stems cultivated in tropical and 

subtropical regions of the world, on both sides of the equator, up to approximately 

35 o N and 35 o S (van Dillewijn, 1952; Gomes et al., 1964). It belongs to the 

genus Saccharum L., of the tribe Andropogoneae in the grass family-Poaceae 

(Jannoo et al., 1999). Another two important cereal crops viz. maize and sorghum 

are also belonging to the same tribe (Lu et al., 1994). The Saccharum is a 

complex genus, comprises of six species: S. spontaneum L., S. officinarum L., S. 

robustum, S. edule, S.barberi and S. sinense (D’Hont et al., 1998). “Saccharum 

complex” is an informal taxonomical group was first coined by Mukherjee (1957) 

and further extended by Daniels et al., (1975). This complex contains Saccharum 

and closely related interbreeding species from other genera such as Erianthus 

section Ripidium, Miscanthus section Diandra, Sclerostachya and Narenga 

(Daniels and Roach, 1987; Amalraj and Balasundaram, 2006).  
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The genus Saccharum was first described by Linneaus (1752) and had given the 

scientific name of sugarcane (Saccharum officinarum L.) in his book Species 

Plantarum (Daniels and Roach, 1987). The word Saccharum is thought to have 

been originated from ‘sankrit’ word ‘sharkara’ (Ritter 1841 as cited in Daniels and 

Roach 1987). This species is also known by the common name ‘noble cane’. 

2.1.1.1 Cultivated and wild Species of Sugarcane 

S. officinarum L. is an ancient cultivated species with 2n=80 (x=10, octaploid) 

(Bremer, 1961). Its stalks are thick, juicy, rich in sucrose and brightly colored but 

poor in disease resistance. This species is the primary source of genes for 

sucrose accumulation (Bremer, 1930; Li and Price, 1967; Lu et al., 1994). The 

first Dutch breeders in Java used the term ‘Noble’ to refer this species for vibrant 

coloured and large sized stalks (Brandes, 1956). The pure form of S. officinarum 

L.  is found to be cultivated as field crop or garden species in  Melanesia, which is 

not found in wild (Sreenivasan et al., 1987; Grivet et al., 2004). The maximum 

diversity of this species is found in New Guinea (Grivet et al., 2004). Most 

sugarcane geneticists and breeders  have agreed that the centre of origin of S. 

officinarum L. to be in the New Guinea (Daniels and Roach, 1987) where it has 

been grown as a garden crop since 8000 B.C. (Fauconnier, 1993). It has been 

postulated that S. officinarum L. has been derived from the selection of sweet 

forms of S. robustum. This wild cane was previously used for house building, 

fencing and archery (Daniels and Roach, 1987) and may have been selected, 

possibly with the animals like pigs or rats that were attracted to sweeter plants 

(Daniels and Roach, 1987). It was disseminated to Southeast Asia, India, and the 

Pacific along the human migration route and was hybridized with wild canes. 

Later on, it arrived in Mediterranean around 500 B.C.(Fauconnier, 1993). From 

that place, it dispersed to Morocco, Egypt, Syria, Crete, Greece and Sicily 

followed by introduction to West Africa and lastly Central and South America and 

the West Indies (Fauconnier, 1993).Molecular marker such as amplified fragment 

length polymorphism (AFLP) marker analysis technique supports the view that 
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New Guinea area is considered to be the centre of diversity of S. officinarum L. 

(Daniels and Roach, 1987). 

S. barberi  Jeswiet (2n=80-124) is referred to as North Indian cane while S. 

sinense Roxb. (2n=60-80) is also referred to as Chinese cane (Bremer, 1966; 

Grivet et al., 2004). They have been cultivated in Indian and China respectively, 

since prehistoric times for sugar production. Both the species have some 

common characteristics. They possess thin to medium stalks and leaves, flatter 

colours and lower sucrose contents than S. officinarum L. These canes are more 

tolerant to stress conditions than nobles and adapted to sub-tropical climatic 

conditions (Grivet et al., 2004; Ming et al., 2010). S. barberi Jesw and S. sinense 

Roxb. are thought to be the ancient intergneric hybrids. S. barberi is believed to 

be the hybrid between S. officinarum and Erianthus (Sector Rapidium), while S. 

sinense is thought to be derived from S. officinarum x Miscanthus introgression 

(Daniels and Roach, 1987). Five morpho-cytological groups have been identified 

(Barber, 1922) and chromosome numbers of North Indian canes have been 

determined (Bremer, 1966). Four groups viz. Mungo (2n=124), Sunnabile 

(2n=82-116), Nargori (2n=107-124) and  Saretha (2n= 91) belong to S. barberi  

Jesw. while the  fifth group ‘Pansahi’ shares characteristics either S. barberi or S. 

sinense  Roxb. (Barber 1922). Pansahi group is common in China. Currently, 

these two species are being maintained in germplasm bank (Grivet et al., 2004).  

S. spontaneum L. is a wild and most ancient species. It is far more genetically 

diverse than S. officinarum L., and is highly polymorphic. Genotypes vary from 

short, grassy-appearing narrow-leafed types with no stalks, to large-stature types 

over 5m in height and 3 cm in stalk diameter. The stalk has no or very low sugar 

content with higher fiber content than S. officinarum L. (Jackson, 2005). It has 

contributed to the improvement in sugarcane vigour, hardiness, tillering, rationing 

ability and resistance to biotic stresses. This species resistant to most of the 

diseases including ‘sareh’ and mosaic except sugarcane smut disease (Segella, 

1964). Moreover, S. spontaneum is highly tolerant to a wide range of abiotic 

stresses viz., droughts, floods, saline conditions, and freezing temperatures 
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(Mukherjee, 1957). It generally grows spontaneously near water source like river 

bank, lake, ponds etc. Its chromosome complement varies from 2n=40 to 

2n=128. The chromosome complement is a multiple of eight in 80% individuals, 

indicating a polyploidy series with frequent aneoploidy (Panje and Babu, 1960). 

On the basis of chromosome number, Price (1965) reported three different forms 

of S.  spontaneum L. available in Asia.These are: 1) The Java form of S. 

spontaneum L. (2n=112), 2) The Philippines form of S. spontaneum L. (2n=80), 

and 3) The Coimbatore form of S. spontaneum L. (2n= 64)). It has been thought 

that the centre of origin and diversity of S. spontaneum L. is in India (Ming et al., 

2006). S. spontaneum L. grows in a wide range of habitats, extending from 

tropics to temperate regions, covering some Pacific islands, Melanesia, Tropical 

Asia, the Middle East and Part of Africa (Panje and Babu, 1960). 

S. robustum Brandes & Jeswiet ex Grassl. Is considered another wild species of 

sugarcane. It is possibly the closest wild relatives of S. officinarum L. Its 

chromosome number vary generally from 2n=60 to 110 but most dominating 

cytotypes are 2n=60 and 2n=80 (Price, 1965). It possesses vigorous, long (up to 

10m high), and thick stalks with little or no sugar, but like S. officinarum, it does 

not have rhizomes. Moreover, its stalk also contains high fiber, little juice and 

hard, which is useful for making hedges (Matsuoka et al., 2005; Mozambani et 

al., 2006). S. robustum is thought to be native to regions of southeast Sulawesi 

Island, where a large number of this species are found in natural habitats 

(Berding and Koike, 1980; Tew et al., 1991). It is spread in the islands of 

Kalimantan, Sulawesi, Maluku, and New Guinea and also in the Bismarck, 

Solomon, and Vanuatu archipelagos. In Kalimantan, it is grown as garden crop 

and used as medicinal plants (Grivet et al., 2004).  

S. edule Hassk.is a non-sugar producing vegetable species cultivated in the 

gardens from New Guinea to Fiji for its edible aborted inflorescence. It has large 

thick canes. Its chromosome number ranges from 2n=60- 122(Roach, 1972). S. 

edule is believed to be an intergeneric hybrid between either S. officinarum or S. 

robustum and other Miscanthus sp. (Daniels and Roach, 1987).     
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2.1.1.2 Other Allied Genera 

It has been hypothesized that sugarcane has been evolved from complex 

introgression between Saccharum, Erianthus (section Ripidium, 2n=20,30, 

40,and 60), Miscanthus (Section Diandra, 2n=38, 40, and 76), Narenga (2n=30) 

and Sclerostachya (Hack) (Daniels and Roach, 1987; Lu et al., 1994). Although 

some data supports it originating from S. robustum (Amalraj and Balasundaram, 

2006). S. officinarum has shared chromosomes with both the genera Miscanthus 

and Erianthus section Ripidium (Daniels and Roach, 1987; Basse et al., 1997).  

2.2 Genome and Genetics of Sugarcane 

Sugarcane is an efficient crop for harvesting sun light. Its genome is very large 

and the most complex among all field crops. The complexity and size of the 

sugarcane genome is a major limitation in genetic improvement of this crop.  

Knowledge about sugarcane genome size and organization is useful for planning 

and utilization of genetic resources (introgression) and biotechnological tools in 

breeding program (Butterfield et al., 2001; Zhang et al., 2012). Recently, genome 

size of Saccharum spp. has been estimated using flow cytometry. The genome 

size of different S. officinarum accessions ranges from 7.50 – 8.55 Gb with an 

average of 7.88 Gb while it  ranges from 7.65- 11.78 Gb and 3.36- 12.64Gb in S. 

robustum and S. spontanium, respectively (Zhang et al., 2012). In comparison to 

other cereal crops of same tribe-Andropogoneae, the basic genome size of 

sugarcane (760-926 Mbp) is twice the size of rice genome (389 Mbp) and similar 

to sorghum’s (760 Mbp) (D’Hont and Glaszman, 2001). The wide range of 

genome sizes indicating great variations in ploidy level and chromosome number 

among different species of Saccharum genus as well as various cultivars of the 

same species. 

Saccharum species are autopolyploid with ploidy level ranges from 5x to 16x 

(Zhang et al., 2012). The domesticated species- S. officinarum L. is an octaploid 



14 
 

(2n=80) with a basic chromosome number of x=10, which is the basic 

chromosome number of its wild relative- S. robustum (2n=60-80) (D’Hont et al., 

1998) and the members of Andropogoneae tribe (D’Hont et al., 1995; Cesnik and 

Miocque 2004; Nobrega and de Dornelas, 2006). Another wild relative S. 

spontanium (2n=40-128; 5-ploid to 16 ploid) has basic chromosome number of 

x=8 (D’Hont et al., 1996) but it shows great variation in chromosome numbers 

with five main cytotypes viz. 2n=62, 80, 96,112 or 128 (Daniels and Roach, 1987; 

Sreenivasan et al., 1987).  

Modern sugarcane cultivars (Saccharum spp. hybrids) are generally advanced 

generations hybrid between S. officinarum L. (2n=80) and S. spontaneum L. 

(2n=40-128) (Panje and Babu, 1960). The hybrids are highly polyploid and 

aneuploid (D’Hont, 2005) with genomes composed of 2n=100-130 chromosomes 

(Purseglove, 1972; Grivet and Arruda, 2001). The in situ hybridization analyses 

have exhibited that genomes of modern hybrids are composed of 63-85% of S. 

officinarum chromosomes, 10-20 % of S. spontaneum chromosomes and 5-17% 

of recombinant chromosomes (Piperidis and D’Hont, 2001; D’Hont, 2005).   

2.3 Traditional and Modern Cultivars 

Traditional Cultivars 

Traditional cultivars have been described as species and given Latin binomials by 

taxonomists. These are represented by domesticated S. officinarum L. (noble 

cane, 2n=8x=80), S. barberi (North Indian Cane, 2n=111-120) and S. sinense 

(Chinese cane; 2n=80-124) and were cultivated as sugar producing crop before 

the end of 19th century (Grivet et al., 2004). These are now being used as the 

potential sources of desirable traits for breeding program and maintained in the 

field gene bank. These clones were propagated by stem cuttings (Lu et al., 

1994a) and have gradually replaced by modern cultivars during the 20th century 

(Grivet et al., 2004).  
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Modern Cultivars 

The discovery of naturally germinating sugarcane seeds in Java (1858) and 

Barbados (1859) stimulated the sugarcane breeding program in 1888, for the first 

time (Stevenson 1965; Kennedy and Rao, 2000). The first man- made 

interspecific hybrids were produced in Java and India respectively (Lu et al., 

1994b; Grivet et al., 1994). Modern sugarcane cultivars (Saccharum spp. hybrids) 

are virtually advanced generation hybrids between Saccharum officinarum L. 

(noble cane, 2n=80), and S. spontaneum L. (wild cane, 2n=40-128) (Sreenivasan 

et al., 1987; D’Hont et al., 1998). Both species are thought to have an 

autopolyploid origin (Sreenivasanet al., 1987; Grivet et al., 1996) while the 

hybrids (modern cultivar) are highly (~12x) polyploidy and often aneuploid (~130 

chromosomes). These cultivars generally have between 100 and 130 

chromosomes (Grivet and Arruda, 2001). The hybrids were then repeatedly 

backcrossed to S. officinarum to recover the thick sugar-containing stalks of this 

species. This also resulted in minimizing the negative effect of the wild parent 

and maximizing the sugar contents. This breeding procedure is known as 

‘nobilization’ in sugarcane (Lu et al., 1994). Experimental results of  molecular 

cytogenetic analyses (D’Hont et al., 1996; Piperidis and D’Hont, 2001; Cuadardo 

et al., 2004) and  genetic mapping studies (Grivet et al., 1996; Hoarau et al., 

2001)  revealed that modern cultivars generally exhibit 70-80% of chromosomes 

entirely derived from S. officinarum, 10-20% from S. spontaneum and rest of the 

chromosomes derived from interspecific recombinations (D’Hont, 2005).    

2.4 Nobilization of Sugarcane 

S. spontaneum L. is the wild relative of commercially cultivated species S. 

officinarum L. The wild species possesses high vigour, heavy tillering potentiality, 

ratooning ability, biotic (diseases and insects) resistance and abiotic stresses 

(drought, floods, and salinity) tolerant capacity while these attributes are lacking 

in S. officinarum L except tall, thick juicy stem with high sucrose content. Bremer 
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(1961) was the first breeder who used nobilization technique to improve the 

characteristics viz. tillering, rationing, biotic and abiotic stresses of S. officinarum 

L. Nobilization is a special method of hybridization applied in sugarcane 

improvement. In this method, pollination of noble cane S. officinarum L. is done 

with pollen of its wild relative S. spontaneum followed by repeated backcrossing 

(up to 2nd backcrossing) to the noble canes (Figure 2.1). The wild cane is 

nobilized through this breeding process and selected hybrid progenies are the 

nobilized canes (Bremer, 1961). The nobilization process involved chromosome 

non-reduction plus introgression of additional genes through a system of crossing 

the noble with wild clones of S. spontaneum L. (x=8, 2n=32-128) (Ha et al., 1999; 

Irvine, 1999). 

 

Table 2.1 Chromosome numbers at three stages of nobilization in crosses  
between sugarcane (S. officinarum L. (2n=80) and S. spontaneum  
L. (2n=64), assuming participation of 2n egg gametes in stage I 
and II. (source: Bhat and Gill, 1985) 

 
Stages of 
nobiliza-
tion 

Gene-
ration 

Female x Male Progeny 
Chromosome 
number 

Proportion of 
(%) 
S. officinarum 
L. x S. 
spontaneum L. 

I F1 S. officinarum L. (2n=80) x 
S. spontaneum L. (2n=64)  

2n= 80+32=112 
      

71.4:28.6 

II BC1 S. officinarum L. (2n=80) x F1  2n=80 +56=136 88.2:11.8 
III BC2 S. officinarum L. (2n=80) x  BC1   2n= 40+68=108 92.6:7.4 

Progeny of F1 and BC1 have the non-reduced somatic complement (2n) of the 

female parents plus the gametic number (n) of the male. 

A number of hypotheses have been put forward to explain the mechanism of 2n + 

n transmission in sugarcane (Price, 1961). Among these are: 

 Formation of unreduced egg cells  

 Chromosome doubling through endo-duplication either at the dyad or 

tetrad stage  

 Postmeiotic fusion of the two innermost megaspores  

 Postmeiotic endomitosis in the egg cell  
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 Incompatability of n + n gametes due to either selective fertilization or a 

combination of selective fertilization and parthenogenesis, i.e. differential 

survival of 2n+n and n+n zygotes  

 Failure of certain zygotic combinations due to faulty endosperm 

development (selective survival). 

 

Cross                                   X 

  

Generation 

   F1                                     X 

   

BC1                                                     X 

    

 BC2 
 

Figure 2.1 Diagram showing chromosome transmission pattern during nobilization 
of sugarcane. 

The exact mechanism of the formation of egg cells with two haploid sets of 

chromosomes is not unambiguously established. The possibility of unreduced egg 

cell formation can be precluded. Since segregation of the maternal characters is 

observed among the hybrids from crosses between S. officinarum x S. 

spontaneum. The increase in chromosome number might occur by separation of 

chromatids of the S. officinarum chromosomes in the egg-nucleus either before or 

during fertilization with a sperm nucleus of S. spontaneum or chromosome 

doubling could occur in the chalazal megaspore by means of endoduplication, thus 

producing egg cells with n+n chromosomes, either at the dyad stage after the first 

S. spontaneum 
   2n=64 
Gametes (n)=32 

S. officinarum 
  2n=80 
Gametes(2n)=80 

F1 

S. officinarum 
2n=80 
Gametes(2n)=80 

Hybrid 
2n=80 +32=112 
Gametes =40+16=56 

Backcross-1 
2n=120+16=136 
Gametes=60+8 
 

S. officinarum 
2n=80 
Gametes (2n)=80 

Backcross-2 
2n=80+60+8=148 
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meiotic division or at the tetrad stage after second division but before fertilization. 

However, even this mechanism, while accounting for 2n+n zygotes, does not 

explain the transmission of the n chromosome number of S. officinarum L. on 

selfing or intraspecific crossing; 2n+n transmission occurs only after pollination and 

fertilization following interspecific crossing. From this it could be inferred that S. 

officinarum produce both reduced (haploid) and unreduced egg cells. Two 

explanations of such a phenomenon would be either that 2n and n egg cells are 

selectively fertilized or that the chromosome doubling in the egg cell occurs at the 

time the egg cell is fertilized by the sperm nucleus of S. spontaneum. 

2.5 Modern Sugarcane Breeding 

Improved varieties of sugarcane are being developed in many R & D 

(Government and corporate) institutions of sugarcane growing countries of the 

world following almost similar procedure. The selection of parents, crossing 

(biparental/polycross) followed by clonal selection and various field performance 

testing are the basic steps of sugarcane breeding methodology. Sometimes, 

mutation and somaclonal variation induction followed by clonal selection are 

being practiced. Recently, molecular breeding approach has been initiated to 

accelerate breeding program in several research organizations of the world. 

Bangladesh Sugarcrop Research Institute (BSRI), Ishurdi, Pabna, is responsible 

for developing commercial sugarcane varieties in Bangladesh. The principal 

objectives of sugarcane breeding program are to develop sugarcane varieties 

possessing high tonnage, sugar and gur yield, and having good ratooning 

potential, resistance to red rot disease, suitable for cultivation in different climatic 

situations like drought, flood and salinity. (BSRI, 2014).  In the breeding program, 

parents for hybridization are being chosen based on a number of different criteria. 

The traits of interest include high sucrose content, good agronomic 

characteristics viz.  tall and thick cane, erect leaf, high tillering habit, early 

maturity, non-lodging, resistant to red rot disease and insect pests. Parents are 

chosen from 280 flowering germplasm conserved in the ‘Field Gene Bank’. 
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Germplasm comprise of local varieties, released varieties, hybrid clones 

developed at BSRI, exotic varieties/clones and wild species. Sugarcane variety 

development procedure followed at BSRI is described below: 
Year Activity Selection Criteria 
1  i) Crossing  between selected parents  

ii) Harvesting ,  drying & storage of   fuzz 
 

- 

1 Pricking, Seedling  production (60,000), & 
transplanting  in the nursery bed   
      

 

2 Stage-1 
50,000 seedlings planting the in the field  

                             

Individual clone /clump selected based 
on vigour and other characters of cane 

3 Stage-2 
3000-5000 clones planted in 1m x 3m plot   
 

Brix and vigour of cane crop 

4 Stage-3 
250-500 clones planted in 4m x3m  plot  

 

Brix, sucrose content, millable cane 
yield, natural insect pest and disease 
incidence. 

5 Stage-4 
PYT (4mx3m plot) 

4 Replications, at 2 locations 
75-100 entry/trial/location 

 

Brix, sucrose content, millable cane 
yield, natural insect pest and disease 
incidence. 

6 Stage-5 
AYT (6mx5m plot) 

4 Replications, at 2 locations 
16-24 entry/trial/location 

 

Brix, sucrose content, millable cane 
yield, natural insect pest and disease 
incidence and  seed multiplication 

7 Stage-6 
ZYT-I (6mx10m plot) 

4 Replications, at 4 locations 
6-10 entry/trial/location  

 

Brix, sucrose content, millable cane 
yield, natural insect pest and disease 
incidence. Seed multiplication  

8 Stage-7 
ZYT-II (6mx10m plot) 

4 Replications, at 6-8 locations 
6-10 entry/trial/location 

 

Brix, sucrose content, millable cane 
yield, natural insect pest and disease 
incidence,Jaggery (Gur) recovery & 
quality checking. 

9 Stage- 8 
ZYT-III ( 6mx10m plot) 

4 Replications, at 6-8 locations 
6-10 entry/trial/location 

Brix, sucrose content, millable cane 
yield, natural insect pest and disease 
incidence, 
Jaggery (Gur) recovery & quality 
checking. 

Figure 2.2  Flow diagram of sugarcane variety development procedure Followed at 
BSRI  



20 
 

2.6 Genetic Diversity 

Genetic diversity is generally considered as the amount of genetic variability 

among individuals of a variety or population of a species (Brown, 1983). In other 

words, genetic diversity represents the heritable variation within and among 

populations of a species.  Allelic variation present in the genome of individuals is 

the main cause of genetic diversity and this is reflected in morphological, 

physiological and biochemical differences of characteristics of a species 

(Frankham et al., 2002).Genetic diversity of a crop species plays a  very 

important role in sustainable crop production and food security as well.  A better 

understanding of genetic diversity and its distribution is very much essential for its 

conservation and utilization. Genetic diversity analysis provides information on 

the genetic base of the gene pool present in the germplasm collections. Genetic 

diversity study is a major breakthrough in the understanding intraspecies 

performance leading to crop improvement (Aremu, 2005).  

2.6.1 Measures of Genetic Diversity  

Success of crop breeding program depends on the availability of genetically 

diverse germplasm. Therefore, estimation of the extent of genetic diversity of 

existing germplasm collections is very essential for selecting diverse parental 

lines that would be used in hybridization program. 

Generally genetic diversity is estimated by measuring genetic distance or 

similarity. Both the terms entail that either differences or similarities remain at the 

genetic level (Weir, 1990). Single or combinations of a number of statistical 

techniques are available for measuring genetic diversity of a group of individuals 

of crop genotypes (Weir, 1996; Warburton and Crossa, 2000; Aremu, 2005; 

Kubik et al., 2009). Various types of data from many sources have been used by 

several researchers including plant molecular biologists and breeders to measure 

genetic diversity of many crops. Both qualitative and quantitative data are used 
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for this purpose. These data source include morphological and agronomical, 

pedigree record, biochemical and molecular markers data (Liu et al., 2000 in 

cotton;  Muyco, 2002 in sugarcane; Aremu et al., 2007 in cowpea; Kubik et al., 

2009 in bent grass; Khodadadi et al., 2011 in wheat). The choice of statistical 

technique to be used depends on objectives of the experiment and availability of 

required data. 

Knowledge of genetic diversity studies has been widely used in crop species to 

identify crop cultivars, breeding lines for the maintenance of genetic purity, to 

identify proprietary genetic resources and estimate genetic relationships (Prabhu 

et al., 1997). Nature and extent of genetic relationships within and between 

species is very much important to systematically organize germplasm collections, 

identify genetically diverse groups of breeding lines, selecting parents for 

hybridization program and elucidate genetic relationships (Muyco, 2002). 

The commonly used measures of genetic diversity among various plant species 

are described below: 

2.6.1.1 Coefficient of Parentage (COP) 

Detail information of parentage is important for measuring genetic variation in the 

progeny. The coefficient of parentage (COP) estimates the probability that alleles 

of two individuals are identical by descent through their pedigrees and is 

commonly used to indirectly assess diversity within gene pools (Burkhamer et al., 

1998). Coancestry is defined as the probability that a random gene chosen from 

an individual is identical by descent to a random gene at the same locus of 

another individual (Malecot, 1969). Coefficient of kinship (Falconer, 1989) and 

coefficient of parentage (COP) (Kempthrone, 1969) are synonymous to 

coancestry. The COP indicates a measure of the relatedness of two individuals. 

High COP value indicates that two individuals share greater number of identical 

alleles. Hybridization between them will practically produce a F2 generation with 

lower number of allelic combinations and will be expected to show reduced 
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variation in segregating generations (Beer et al., 1995). The co-efficient of 

parentage (COP) is denoted by r and its value may vary from 0 (When two 

genotypes are unrelated) to 1 (When two genotypes are identical)(Martin et al., 

1991a). 

Besides estimation of genetic diversity among cultivars and parental germplasm, 

COP analysis can also be used to predict breeding behavior of the progeny of 

crosses, summarizing regional crop diversity, identifying parents that have 

contributed to higher yield, and monitoring trends in genetic divergence over time 

and space (Kim and Ward, 1997; Souza et al., 1998). Lack of accurate and 

complete pedigree information is one of the limitations for using COP to estimate 

genetic diversity (Carter et al., 1993). Furthermore, lack of suitable software to 

compute COP values create another problem. The COP is calculated according 

to the formula by Wright (1951): 

Fl =(1/2)n (1+FA) 

Where ‘n’ is the number of individuals including the common ancestor in the path 

leading to individual l that could be traced back to a common ancestor and FA is 

the coefficient of inbreeding of the common ancestor (Carpena et al., 1993). 

2.6.1.2 Shannon-Weaver Diversity Index 

Characterization based on morphological characteristics of a large number of 

accessions in germplasm bank is a routine activity. Assessment of diversity is crucial 

to get information about the extent of variation of characterized crop germplasm for 

planning future breeding program. Moreover, it is also very much important for 

maximizing the amount of useful genetic variation within a collection (Bisht et al., 

1999). Shannon-Weaver Diversity Index is commonly used to assess phenotypic 

diversity of crops. Phenotypic diversity of each trait is determined by calculating the 

Shannon-Weaver Diversity Index (H’) as described by Hutcheson (1970) as: 

′ܪ = ෍pi(log2pi)
௡

௜ୀଵ
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Where n is the number of phenotypic classes for a character and pi is the 

proportion of the total number of entries belonging to the ith class or phenotype 

(i=1,2,….., n). Its value ranges from 0 to 1. The highest value of 1.0 indicates 

highest diversity while the lowest value of 0 indicates the least diversity.  Each 

value of H’ is divided by its maximum value, log2 n, and this normalizes the 

diversity index value in order to keep the values between zero and one. It can be 

assumed that the accessions can be classified into discrete classes with respect 

to a particular trait. This diversity measure is useful in hierarchical analyses of 

diversity in large data sets as in germplasm banks, due to its additive nature. In 

the recent times, it has also been used for molecular data, although it was used 

for morphological data in the past. 

The Shannon-Weaver diversity Index has been widely used in studying diversity 

of germplasm collections of many crops (Bisht et al., 1995 in South Asian okra; 

Caldo et al., 1996 in rice; Bisht et al., 1999 in Indian sesame; Siopongco et al., 

1999 in maize; Muyco, 2002 in sugarcane; Upadhyaya et al., 2002 in chickpea; 

Upadhyaya et al., 2003 in groundnut; Santesteban et al., 2009 in apple; Sourour  

et al., 2010 in durum wheat).   

2.6.1.3 Mahalanobis Distance 

Mahalanobis D2 statistic was introduced by P.C. Mahalanobis in 1936. Later on, 

this statistic was extended by Rao (1952).The distance between clusters is 

measured using Mahalanobis D2 statistic using the formula given by Souza and 

Sorrells (1991): 

D2= (zi-zj)’ R-1 (zi-zj)  

where, 

The distance D2 is the squared difference between the ith and jth clusters’ vectors 

(zi zj) of the quantitative characters. Each character distance is weighted by the 

inverse of the variance-co-variance matrix (R) of the characters among all entries 

in the ith and jth clusters.  
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Weighting the inverse of the variance-covariance matrix increases the emphasis 

of independent traits and reduces the emphasis to highly correlated traits. This is 

a unit less measure of distance and powerful and widely used technique to 

measure genetic divergence (Murty and Arunachalam, 1966).  

2.6.1.4 Euclidian Distance 

Eij= [∑k (Xki-Xkj)2]1/2 where, 

Eij  = 0 to ∞, the larger the value, the more distant the degree of relationship 

Xi and Xj are the standardized values for the ith and jth characters in kth varieties. 

2.6.1.5 Genetic Diversity Estimation from Molecular Data 

Sun et al. (2001) compared the genetic diversity of common wild rice (Oryza 

rupipogon Griff.) and cultivated rice (O. sativa L.) based on RFLP markers using 

the six following diversity estimates. 

Percentage of Polymorphic Loci (P) 

P= (k/n) x 100%, where k is the number of polymorphic loci and n is the total 

number of loci investigated. 

Average Number of Alleles per Locus (A): 

A= ∑Ai/n, where Ai is the number of alleles at the ith locus and n is the total 

number of loci investigated.  

Average Number of Alleles per Polymorphic Loci (Ap) 

Ap= ∑Api/np, where Api is the number of alleles at a certain polymorphic locus 

and np is the total number of polymorphic loci investigated. 

Average Number of Genotypes per Locus (G) 

G= ∑g/n, where g is the number of genotypes at a certain locus and n is the 

number of loci investigated.  
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 Average Heterozygosity per Locus (Ho) 

Ho= ∑Hoi/n= (1- ∑qij)/n, where Hoi is the heterozygosity at a certain locus, n is 

the total number of loci investigated and qij is the frequency of homozygous 

genotypes of an allele at a certain locus.  

Average Gene Diversity (Hs) 

(Sano and Morishima, 1992) 

Hs= 1-1/n∑q2ij, where qij is the frequency of the jth allele at the ith locus and n is 

the number of loci investigated.  

Gene Diversity at a Locus (Nei, 1987) 

Nei’s gene diversity at a locus=2pqn/(n-1), here p is the frequency of presence 

and q is the frequency of absence of a marker amplification at a locus and n is 

the number of individuals evaluated. 

Gene Diversity (Heterozygosity) 

According to Weir (1990), gene diversity=1-∑P2ij, where P2ij  is the frequency of 

the jth pattern for the marker i and is summed across n patterns.  

Anderson et al. (1993) suggest that gene diversity is the same as the 

polymorphism information content. The relationship between two individuals 

based on single or multiple traits can be determined by the genetic divergence of 

loci throughout the genome. The more commonly used techniques to estimate 

genetic distance/similarity are the following: 

Simple Matching Coefficient (Described by Gower, 1972) 

A match is scored for a given locus when two accessions have the band or if both 

accessions lack the band.  Genetic distance is calculated as the proportion of loci 

that do not match. Thus, the genetic distance between a pair of accessions is 

calculated as: 
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GDs =1-[N(0,0) +N (1,1)]/N, Where 

N is the number of loci or bands 

N(0,0) is the number of loci where both accessions lack the band 

N(1,1) is the number of loci where both accessions have the band  

Sokal and Sneath (1963) suggested that the variance of a simple matching 

coefficient would approximate that of a binomial distribution. Goodall (1967) 

found that for 20 characters, the binomial variance consistently overestimated the 

calculated variance for the simple matching coefficient. Further, he recommended 

the setting of confidence limits to expected values. Since simple matching 

coefficient approximates a binomial distribution, high values of this coefficient 

have very low variances (Sneath and Sokal, 1973). 

Jaccard’s Coefficient (Gower, 1972) 

Jaccard (1908), on the other hand, employed a method that gives more weight to 

the matches than to mismatches. A match is counted when both accessions 

show the presence of band in question. Jaccard’s method does not consider 

pairs in which the band is absent in both accessions (negative matches).Thus, 

the coefficient between any pair of accessions can be expressed as: 

GDj= 1-{N(1,1)/[N(1,1) + N(1,0) + N(0,1)]} where, 

N(1,1) is the number of loci where both accessions have the band 

N(1,0) is the number of loci where the band is present in the first  accession and 
absent in the second 

N(0,1) is the number of loci where the band is absent in the first  accession and 
present in the second 

Nei-Li Genetic Distance 

The Nei-Li applies to systems it only two alleles and no co-dominance. This is 

equivalent to the coefficient of Dice (1945) and does not consider 0-0 matches 

(Nei and Li, 1979). This distance measure is expressed as: 
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GDN= -ln{2N(1,1)0)/[N(1,-) + N(-,1)]} where 

 N(1,-) is the number of loci having a band present in the first accession. 

N(-,1) is the  number of loci having a band present in the second accession  

N(1,1) is the total  number of bands common  between the two accessions 

Modified Roger’s Distance 

The Modified Roger’s distance considers each locus scored as an orthogonal 

dimension. It counts mismatches instead of matches. 

GSR= [N(0,1) + N(1,0)/2N] ½  where, 

N(0,1) is the number of bands absent in the first accession and present in the 

second accession 

N(1,0) is the number of bands present in the first accession and absent in the 

second accession  and N is the number of loci or band 

The General Similarity Coefficient of Gower (1971) 

This is a general coefficient of similarity proposed by Gower (1971) that is 

applicable for two-state, multistate (ordered and qualitative) and quantitative 

characters. The genetic similarity between inbred I and j is estimated using the 

formula given by Hongtrakul et al. (1997): 

Sij= ∑(Wijk Sijk)/ ∑Wijk where, 

Wijk is a weight for inbred i and j and fragment k 

Sijk is the marker phenotype or score (present or absent) for inbred i and j and 

fragment k, i=j=1,2,…., n, 

and n is the number of inbreds. 

The similarity between two inbreds is estimated by ignoring null matches: 
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(1) if inbred i and j shared a band, then Sij= 1; 

(2) if inbred i and j did not share a band, then Sij=0; 

(3) if inbred i or j or i and j shared a band, then Wij=1; and  

(4) if inbred i and j lacked a band, then Wij=0. 

2.6.1.6 Multivariate Statistical Analysis Techniques 

Univariate statistical analysis technique uses data on one variable while 

multivariate analysis deals with statistical analysis of the data recorded on two or 

more variables. Simultaneous analysis of multiple independent and dependent 

variables is carried out in multivariate statistical analysis (Tabachnick and Fidell, 

2007). Multivariate analysis techniques are important for the study of diversity 

within germplasm collections (Edye et al., 1970; Lee and Kaltsikes, 1973; 

Narayan and Macefield, 1976; Chandra, 1977). Categorizing collected 

germplasm accessions in to homogenous groups on the basis of multivariate 

criteria instead of univariate criterion is essential for germplasm management and 

population improvement (Hintum, 1995). Multivariate data analysis technique is 

very much useful to know the relationships among the variables studied and 

allows in getting insight information about germplasm composition. It also helps 

to identify most relevant variables having significant contribution toward 

divergence in the collected germplasm (Leguizamon and Badenes, 2003). This 

technique is applicable for analyzing agro-morphological, physiological, 

biochemical or molecular markers data for the study of genetic diversity 

(Mohammadi and Prasanna, 2003), characterization, evaluation and classification 

of germplasm accessions (Peeters and Martinellis, 1989). Multivariate data 

analysis based various algorithms viz. Mahalanobis’s D2 statistics, 

(Mahalanobis,1936), principal component analysis (PCA) (Muyco, 2002; Sinha 

and Mishra, 2015), principal coordinate analysis (PCoA) [Sabaghnia et al., 2013), 

multidimensional scaling (MDS) (Johns et al., 1997; Thompson et al., 1998; 

Brown-Guedira et al., 2000 ) cluster analysis by Tocher’s method(Rao, 1952; 

Thompson et al., 1998; Brown-Guedira et al., 2000), a non-hierarchical cluster 
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analysis (Beale, 1969), canonical analysis(Cliff and Krus, 1976; Anderson and 

Willis, 2003) and metroglyph analysis (Anderson, 1957)  are most frequently used  

and valuable methods for diversity analysis and classifying germplasm into 

principal groups (Mohammadi and Prasanna, 2003; Singh et al., 2010).  

Classification (grouping of similar accessions) and ordination (description of 

spatial relationship among entities) are two notable multivariate statistical 

analysis techniques generally used in the field of numerical taxonomy, genetic 

analysis and molecular plant breeding (Crossa et al., 1995; Muyco, 2002). 

Individuals or genotypes having similar values of all attributes are classified in to 

groups. Again simplification of data can be done by determining more 

homogenous sub-sets of accessions. There are two types of classification 

methods:  cluster analysis and discriminate analysis. Multidimensional Scaling 

(MDS) can reflect the genetic relationship among the populations in a two-

dimensional plot.  

Cluster Analysis 

The term cluster analysis was first introduced by Robert Tryon in 1939. Cluster 

analysis refers to a set of  multivariate analytical methods where objects  or 

individuals with similar characteristics are grouped together to form a cluster and 

remaining  objects or individuals having different traits assembled in to different 

clusters through mathematical procedure. The members are more homogenous 

within a cluster but heterogeneous between clusters. In successful clustering 

analysis, objects/ individuals shall remain closer when plotted in scatter graph 

and member of different clusters shall be farther apart (Hair et al., 1995). 

Identification of distinct groups in a dataset is the main goal of cluster analysis 

(Tantrum et al., 2004). It has wide applications on various fields of research viz. 

statistics, mathematics, social sciences, Psychology, business, taxonomy, 

medicine, plant and animal sciences. Cluster analysis is frequently used in 

germplasm characterization, evaluation and conservation to study genetic 

divergence. By using this technique, germplasm accessions with similar 
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characteristics are grouped in to homogenous classes (clusters) in such a way 

that representative samples can be drawn from each cluster. It helps to establish 

core collections of germplasm bank. 

There are chiefly two types of clustering methods, viz. (i) distance-based 

methods, in which a pair-wise distance matrix is used as an input for analysis of a 

particular clustering algorithm. Tree or dendrogram can be constructed from this 

analysis (Johnson and Wichern, 1992), and (ii) model-based methods, in which 

observations from each cluster are assume to be random draws from some 

parametric models. At present, distance-based methods are most frequently used 

(Mohammadi and Prasanna, 2003).  

Distance-based clustering could be divided in to two types, such as hierarchical 

and non-hierarchical clustering. Hierarchical clustering is a widely used data 

analysis tool. Hierarchical clustering is connectivity based method. This technique 

is a stepwise algorithm, clustering process starts with each point connecting two 

closest objects (having least dissimilarity) to form a cluster. At each step, the two 

closest clusters combined in to a single cluster. This process continues until there 

is only one cluster containing all the points. The hierarchical clustering methods 

are frequently used in study of genetic diversity of various crop species. 

Hierarchical clustering may be used to assess genetic similarity and dissimilarity 

in germplasm collections, and the technique could also have applications for the 

selection of parental lines for which varying degrees of segregations are sought 

(Peeters and Martinelli, 1989). 

Hierarchical clustering methods produce a tree or dendrogram. Distance matrix is 

used as clustering criteria in this method. Two separate systems are used to built 

tree or dendrogram. These are: i) agglomerative clustering (Bottom-up-starts 

from ‘n’ clusters to get 1 cluster), and ii) divisive clustering -(Top-down-starts from  

1 cluster to get ‘n’ clusters)  
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Agglomerative hierarchical clustering method is the most popular method. In this 

method, data objects are grouped in a bottom-up fashion. This technique is a 

stepwise algorithm, clustering process starts with each point connecting two 

closest objects (having least dissimilarity) to form a cluster. At each step, closest 

pair of clusters combines into larger cluster. This process continues until all 

objects come under a biggest single cluster. In this method, seven clustering 

distance algorithms have been used. 

(i) Single linkage (nearest neighbor i.e. smallest distance between points) 

(Sneath and Sokal, 1973), 

(ii) Complete linkage (furthest neighbor i.e. largest distance between points)  

(King, 1967),  

(iii) UPGMA (Unweighted pair group method using arithmetic averages)              

(Sneath and Sokal, 1973)  

(iv) WPGMA(Weighted pair-group method using arithmetic averages)               

(Sneath and Sokal, 1973)  

(v) UPGMC (Unweighted pair-group method using centroid/Centroid (Sneath and 

Sokal, 1973) 

(vi) WPGMC (Weighted pair-group method using the centroid average)/Median 

(Sneath and Sokal, 1973)   

(vii) Ward’s method (Ward, 1963). 

In UPGMA, the distance between two clusters is defined as the unweighted mean 

of the distances between all pairs of objects, one from each cluster. At each step, 

the two nearest clusters are joined.  

Among various agglomerative hierarchical methods, UPGMA (Unweighted pair 

group method using arithmetic averages) (Sneath and Sokal, 1973) is the most 

popular followed by Ward’s method (Ward, 1963)   for the assessment of genetic 

diversity of germplasm collections (Panchen,1992; Odong et al., 2011). 
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 In non-hierarchical methods, the objects or items are organized in to a set 

number of groups in the best possible manner. These methods frequently 

referred to as ‘K-means clustering’. In these clustering systems, dendrogram or 

trees are not constructed. 

Strategies for hierarchical clustering generally fall into two types: agglomerative 

and divisive. Many workers successfully used these techniques to categorize 

variation patterns at both inter- and intra-specific levels (Sneath and Sokal, 1 973; 

Ariyo and Odulaja, 1991). 

Ordination Analysis 

‘Ordination’ means putting things in order. Ordination analysis is the collective 

term for multivariate techniques that arrange sites along axes on the basis of 

data. In other words, ordination is the term used to arrange multivariate data in a 

rational order usually in to a 2-D space (i.e., a diagram on paper). Ordination 

orders objects that are characterized by values on multiple variables (i.e. 

multivariate objects) so that similar objects are near each other and dissimilar 

objects are farther from each other. In this technique, multidimensional data 

converted to a low-dimensional space by using ordination analysis and similar 

accessions remain close to each other and dissimilar objects far apart. In 

germplasm characterization and conservation program, a large number of 

accessions are being characterized by recording multiple data of agro-

morphological and physiological traits. For this reason, field data have high 

dimensions. Final results must be lower dimensions to take decision judiciously. 

In this technique, spatial representation of the objects in two or three dimensions 

will reflect their relationship in higher dimensions with minimum distortion. The 

output of ordination analysis is presented numerically and /or graphically. A 

number of ordination methods are available. Among them, following four methods 

are mainly used.  
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These are: 

i) Principal components analysis (PCA) 

ii) Correspondence Analysis (CA) and Detrended Correspondence Analysis (DCA) 

iii) Principal Coordinates Analysis (PCoA), and 

iv) Non-Metric Multidimensional Scaling (NMDS).  

Principal Component Analysis 

The concept of principal component analysis (PCA) was first introduced by Karl 

Pearson in 1901.PCA is very popular multivariate technique. It is the most 

common ordination technique. PCA can be defined as “ a method of data 

reduction to clarify the relationships between two or more characters in to a 

limited number of uncorrelated new variables” (Wiley, 1981).The goal of PCA is 

to achieve parsimony by reducing the number of variables of interest (reduction 

of dimensionality) in to a smaller set of components. It is also used to identify 

hidden patterns in the data and classifying them according to the amount of 

information they represent.  It summarizes the variation in correlated multi-

attributes to a set of uncorrelated components known as principal components 

(PCs). Each component is estimated by linear combination of original variables. 

In PCA, uncorrelated PCs are extracted by linear transformation of the original 

variables so that the first few PCs contain most of the variation present in the 

original dataset. In the first step of PCA, eigenvalues are calculated, which 

explain the amount of total variation, which is displayed on the PC axes. The first 

PC captures most of the variance, present in the original dataset. The 2nd PC 

accounts for rest of the variability (2nd most) and uncorrelated with the first, and 

so on until all variance is accounted for (Jolliffe, 1986). PCs are orthogonal and 

independent to each other. Each PC exhibits distinct properties of the original 

dataset and may be interpreted independently (Mohammadi and Prasanna, 

2003). The eigenvalues of PCs can be used as a criterion to determine how 

many PCs should be utilized. The PCs with eigenvalues >1.0 are considered as 
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inherently more informative than any single variable alone (Iezzoni and Pritts, 

1991). PCA can be used to determine the optimum number of clusters in a study 

and also be used to drive 2- or 3-dimensional scatter plot of individuals, such that 

the geometrical distances among the individuals in the plot reflect the genetic 

distances among them with minimal distortion. Aggregations (Groups/ clusters) of 

individuals in such a plot will exhibits sets of genetically similar individuals 

(Melchinger, 1993; Karp et al., 1997; Warburton and Crossa, 2000).  

2.6.2 Analysis of Genetic Diversity 

Assessment of genetic diversity of a population can be done by various methods 

based on some criteria. These criteria include agro-ecological origin, pedigree 

records, morphological and agronomic characters, cytological characteristics, 

biochemical and DNA markers. Each criterion has its own merits and demerits 

with respect to the information content, methodology and aspects of diversity 

being presented.  Therefore, the measures of diversity for each of these criteria 

vary.  As a matter of fact, grouping based each of these different data can be 

expected to differ because all data types require their own measure of genetic 

diversity. 

Genetic Markers 

In most of the cases, genetic markers are being considered for genetic diversity 

analysis of many crop species. Genetic markers represent genetic differences 

between individual organisms or species. Generally they do not represent the 

target genes themselves but act as signs or flags (Collard et al., 2005). Genetic 

markers that are closely located to gene or genes (i.e. tightly linked) would be 

referred as gene tags. Such type of markers do not affect the phenotype itself but 

they are located at the near to genes controlled the traits. All genetic markers 

have the specific genomic position in particular chromosome like gene and that 

are called loci.   
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Three major types of genetic markers were stated by Jones et al. (1997) and 

Winter and Kahl (1995), these are: i) morphological markers which represent 

phenotypic traits or characters; ii) biochemical markers which include allelic 

variants of enzyme called isozymes; and iii) DNA or molecular markers, which 

reveal sites of variation in DNA. Morphological markers are visualized by 

phenotypic traits like flower color, seed color, seed shape, pigmentation on 

stems/branches/fruits etc.  Isozyme markers are differences in enzymes that are 

detected by electrophoresis and specific staining. The major disadvantages of 

this two type of markers that they are limited in number and are influenced by 

environmental factors or developmental stage of the plants (Winter and Khal, 

1995). However, despite these limitations, morphological and biochemical 

markers were often used by plant breeders (Eagles et al., 2001).  Whereas, DNA 

markers are being frequently and widely used marker for diversity analysis. They 

arise from different types of mutation such as substitution, insertion, deletion or 

errors in replication of tandemly repeated DNA (Paterson, 1996a). These markers 

are selectively neutral because they are usually located in non-coding regions of 

DNA and also they are unlimited in number and are not influenced by 

environment or developmental stage of plants (Winter and Khal, 1995). Apart 

from the use of DNA markers in the construction of linkage maps, they have 

numerous applications in plant breeding such as assessing the level of genetic 

diversity within germplasm and cultivar identity (Baird et al., 1997; Henry, 1997; 

Jahufer et al., 2003).  

2.6.2.1 Diversity Analysis Based on Agro-Morphological Markers  

Recording of morphological and agronomic traits of various crops germplasm is a 

routine activity of many national and international Genetic Resources Centers of 

the world.  Diversity analysis based on agronomic and morphological 

characteristics recorded at several stages of plant growth were carried out in 

several crops including sugarcane. Genetic diversity between parents is 

important to create transgressive segregants from the cross. 
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In chickpea (Cicer arietinum L.), a total of 1956 accessions of which 1465 desi, 

433 Kabuli and 58 intermediate types were evaluated during 1999-2000 post-

rainy season at ICRISAT, Patancheru, India. Seven morphological and 15 

agronomic characteristics were studied for phenotypic diversity using Shannon-

Weaver diversity index and principal component analysis. Data on flower color, 

plant color, growth habit, seed color, seed shape, dot on seed testa, seed testa 

texture and agronomic traits viz. days to flowering, flowering duration, plant 

height, number of branches , days to maturity, pod number per plant, number of 

seeds per  pod, 100 –seed weight, plant yield and plot yield were analyzed . The 

average phenotypic diversity index was highest in the intermediate types (0.2653) 

and the lowest in the kabuli type (0.140). Principal component analysis indicated 

that days to 50% flowering , plant width, apical secondary branches, tertiary 

branches, dots on seed testa, 100-seed weight, flowering duration, basal 

secondary branches, seed color and seed testa texture were found important 

traits in explaining multivariate polymorphism (Upadhyaya  et al., 2002).   

A total of 306 landraces of cultivated common bean (Phaseolus vulgaris L.) were 

evaluated in three locations in Columbia during the 1987-1988 cropping season. 

Data on pigmentation, growth habit, and leaflet, pod, seed and phenology traits, 

as well as reaction to four important diseases and an insect pest were analyzed 

by multivariate statistical analysis. Characterization of these landraces based on 

electrophoresis for phaseolin seed protein and nine allozymes was done. 

Multivariate analysis on phaseolin or allozymes data validated by analysis of 

morpho-agronomic traits indicated distinct separation of these landraces into 

Mesoamerican and Andean groups with the presence of subgroups distinct in 

morphology, adaptation and disease resistance (Singh et al., 1991).  

Kanwal et al. (1983) studied the genetic architecture of rice yield in diverse 

population. Multivariate analysis by Mahalanobis distance and canonical analysis 

raveled that panicle weight, days to maturity, plant height and seed size 

contributed significantly to variation. The grouping patterns among the varieties 
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were at random which indicated that the geographical and genetic diversity were 

not related.  

A total of 41 traits showed highly significant differences among the ancestral rice 

lines and 33 traits among the modern varieties based on morphological traits. 

Euclidian distance estimates ranged from 30 to 17.4 in parental lines and from 

2.2 to 16.7 in modern varieties. The most important sources of variation among 

the genotypes were plant height, culm length, apiculus color, internode color, 

blade color, stigma color, collar color and basal leaf sheath color. Among 

ancestral lines, plant height, culm length, leaf length, heading, maturity and 

productive tillers were the most important sources of variation. However, 

clustering based on morphological traits was not able to provide the real 

relationship between genotypes (Caldo, 1996). 

Tai et al. (1996) evaluated a group of Saccharum spontaneum, which represent a 

wide geographical distribution of the World Collection of Sugarcane and Related 

Grasses in Miami, Florida based on morphological and chemical characters. Data 

on four juice-quality characters sucrose, glucose, fructose and brix and five 

morphological characters (fiber content, stalk diameter, leaf length, leaf width and 

leaf module) were assessed by cluster analysis and principal component 

analysis. A considerable variation existed in the S. spontaneum collection for the 

characters studied. It was pointed out that conservation and utilization of S. 

spontaneum germplasm can be enhanced by characterization.  

Twenty seven morphological descriptors were evaluated to determine the 

phenotypic diversity of the world collection of sugarcane germplasm at the 

Sugarcane Breeding Institute-Research Center, Cannanore, India using the 

Shannon-Weaver diversity index. Another ten quantitative characters were also 

considered to compute for the cumulative contribution of individual accessions to 

the overall variability and the classification of 690 sugarcane accessions into 

clusters based on Euclidian distances (Balakrishnan et al., 2000). Appropriate 

size for the germplasm core collection was attained by a logistic regression 
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model between the cumulative contribution of accessions to the total variability 

and the number of accessions. This method utilized agronomic and 

morphological data to evaluate the diversity in the base collection based on 

principal component scores and Shannon-Weaver diversity index.  

Muyco (2002) assessed genetic diversity for agromorphological traits of 81 

sugarcane (Saccharum spp.) germplasm of PHILSURIN, Philippines using 

Shannon-Weaver diversity index, Euclidian distance and multivariate statistical 

analysis. Agromorphological traits showed high Shannon-Weaver diversity 

indices (>0.80) for quantitative traits and moderate (0.5 -0.75) to high (>0.75) for 

most of the qualitative traits. Mean Euclidian distance was 52.17 between pairs of 

cultivars for all possible pair wise combinations and ranged from 11.06 to 

131.27.Principal component analysis conducted based on correlation matrix of 16 

agromorphological traits resulted to four principal component axes that accounted 

for 76.22% of total variation. The first principal component that accounted for 

29.31% of total variation was mainly attributed to variation in juice quality, yield 

and stalk diameter traits. Cluster analysis by UPGMA based on Euclidian 

distances classified the 81 cultivars in to one major and four minor clusters. 

Fourteen agronomic characters were evaluated to assess genetic divergence of 

25 sugarcane genotypes at Sugar Crops Research Institute (SCRI), Mardan, 

Khyber Pakhtunkhwa, Pakistan during 2008-2009. Data on germination, tillering, 

plant height (growth), cane yield, millable canes, pol%, recovery, sugar yield and 

crop growth rate were analyzed by multivariate statistical analysis. Cluster 

analysis using Ward’s method on the newly created variables using principal 

components revealed that there were three clusters at a linkage distance of 4.5. 

Cluster I and II had 11, and Cluster III had 3 genotypes. The genotypes in cluster 

I and II could be used as source for future selection of hybridization program of 

sugarcane (Tahir et al., 2013).   
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2.6.2.2 Diversity Analysis Based on Biochemical Markers 

Biochemical marker is a kind of protein that can be extracted and observed; for 

example isozymes and storage proteins. Isozymes are the earliest molecular 

markers developed. Isozymes can be defined as structurally different molecular 

forms of an enzyme with qualitatively, the same catalytic function. They occur as 

a result of variations in nucleotide sequence that results in the substitution of one 

amino acid for another. Such a substitution may result in the alteration of the net 

electrical charge on a protein or the spatial structural (conformation) of the 

enzyme molecules. These enzymes usually display different kinetic parameters 

or different regulatory properties. The charge difference is subsequently detected 

as an alteration in the migration rate of a protein through an electrical field. 

Electrophoretic separation is then used to measure protein mobility variation 

within a population .After specific staining the isozyme profile of individual 

samples can be visualized (Hadacova and Ondrej, 1972; Vallejos 1983; Soltis 

and Soltis, 1989; Klug and Cummings, 2000). Enzyme specific stains are 

available to visualize the resulting electromorph bands, which can be from one to 

several bands depending on the number of loci, their state of homo- or 

heterozygosity, and the enzyme molecule configuration (Weising et al., 1995). 

Thus, electrophoretically distinct forms of a protein (isozymes) could imply that 

they are encoded by different alleles, i.e., genetic variation. 

Isozymes analysis has received more attention in recent years as the data reflect 

more truly the genetic variability because they are the direct product of genes 

(Khalil, 2013). Isozymes reflect the products of different alleles rather than 

different genes because the difference in electrophoretic mobility is caused by 

point mutation as a result of amino  acid substitution (Xu, 2010).Therefore, 

isozyme markers can be genetically mapped onto chromosomes and then used 

as genetic markers to map other genes. Isozymes analysis has been used for 

various purposes in biological sciences, viz. to define phylogenetic relationships, 

to estimate genetic diversity and taxonomy, to study population genetics and 
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developmental biology, to characterize plant genetic resources management and 

plant breeding (Bretting and Widrlechner, 1995; Staub and Serquen, 1996).  

Isozyme analysis has several advantages as compared not only with morphological 

and physiological characters, but also with other genetic markers. Isozymes are 

mostly co-dominant with a simple Mendelian inheritance pattern in most loci, so 

that the frequency of individual allele is directly counted. Moreover, isozymes can 

be resolved for most plant species regardless of habitat, size or longevity. The use 

of SDS-PAGE and isozymes are the cheapest and simplest methods that offer 

sufficient information and served as a starting point for DNA band studies (Khalil, 

2013). Zymograms (the banding pattern of isozymes) can be readily interpreted in 

terms of loci and alleles, or they may require segregation analysis of progeny of 

known parental crosses for interpretation (Kumar et al., 2009).  

Although isozymes have some advantages but these are inferior to DNA 

markers due to the low number of markers they generate. Additionally, because 

isozymes are the products of gene expression they are often affected by 

environmental conditions, tissue type and the developmental stage of a plant. 

Proteins are also subject to posttranslational modifications that may alter their 

electrophoretic mobility (Kumar, 1999). In addition, since not all substitutions 

change the net electrical charge on the molecule, approximately 30% of the 

actual variation due to amino acid substitutions is electrophoretically detected 

(Klug and Cummings, 2000).  

Several investigators (Thom and Maretzki, 1970; Nagai et al., 1991; Almeida and 

Crocomo, 1994; D’Hont et al., 1995; Oropeza and de Garcia, 1997; Roughan et 

al., 1997; Barrett et al., 1999), had used isozyme electrophoresis techniques for 

sugarcane genetic diversity studies instead of morphological markers studies.  

In sugarcane, isozymes have been used to discriminate between wild and noble 

canes and to show progeny-parent relationships. Nine isozymes were used to 

distinguish among 39 wild and noble sugarcane clones. It was possible to 
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separate Erianthus clone from Saccharum spontaneum and also clones from S. 

robustum and S. officinarum clones but later two were not differentiated from one 

another (Glaszmann et al., 1989).  

Isozyme research with sugarcane has also revealed that most of the diversity 

within sugarcane varieties is related to the presence or absence of S. 

spontaneum genes (Eksomtramage et al., 1992). However, Glaszmann et al. 

(1989) found that the use of isozymes in sugarcane is often encompass with 

practical difficulties due to the high number of bands that may migrate at similar 

distances and the occurrence of multiple bands of unequal intensities, both of 

which arising due to the high ploidy of sugarcane. This is further compounded by 

the fact that isozyme detection is often weak and unreliable, and consequently 

may produce different results in different laboratories (Gallacher et al., 1995). 

Twenty isozyme systems were used to evaluate 100 Saccharum spp. hybrid 

clones randomly selected from the Bureau of Sugar Experiment Station (BSES’s) 

parental germplasm collection of Meringa. Three enzyme systems viz. alcohol 

dehydrogenase, peroxidase and posphoglucomutase yielded 11 reliable, 

interclonally variable markers. The remaining enzyme systems were invariant or 

could be scored reliably. Of all possible pair wise combinations, 97% were 

separate with an average of 3.5 band difference. Isozyme markers were not able 

to discriminate completely all the clones but they are reliable for checking the 

identity of suspected mislabeled clones (Gallacher et al., 1995).    

2.6.2.3 Diversity Analysis Based on DNA /Molecular Markers 

Although morphological traits can be used to identify and classify clones, most of 

the traits are influenced by the environment under which the clones are grown or 

selected. Variability caused by genotype x environment interactions and 

inadvertent mislabeling of clones can adversely influence data derived from 

phenotypic evaluation and clonal records.  
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With the advent of molecular markers, it is now possible to make direct 

inferences about genetic diversity and inter-relationships among organisms at the 

DNA level without the confounding effects of the environment and/or faulty 

pedigree records. Indeed, a vast number of molecular marker techniques such as 

isoenzymes (Glaszmann et al., 1989), RFLP (D’Hont et al., 1994; Jannoo et al., 

1999; Coto et al., 2002), ribosomal DNA (Glaszmann et al., 1990 ; Pan et al., 

2000), microsatellites (Piperidis et al., 2001; Cordeiro et al., 2003), AFLP (Besse 

et al., 1998; Lima et al., 2002) and molecular cytogenetics (D’Hont et al., 1996) 

have been instrumental in explaining genetic diversity and inter relationships 

among accessions in sugarcane germplasm collections. A reproducible and 

informative molecular marker system has application in the following areas 

(Cordeiro, 2001; Lee and Henry, 2001): 

i) Ensuring field grown cane is true to type; 

ii) Determination of genetic diversity in commercial sugarcane cultivars; 

iii) Management of breeding programs through marker assisted selection; 

IV) Determination of genetic diversity of parents in breeding programs (heterosis); 

v) Confirmation that parents selected in breeding programs are true to type; 

vi) Protection of plant breeders’ right. 

2.7 DNA Markers 

There are three major types of DNA markers based on the methods of their 

detection. These are: viz. 

i) Hybridization based. e.g., RFLP 

ii) Polymerase Chain Reaction (PCR) based, e.g., RAPD, AFLP, SSR, ISSR, 

iii) DNA sequence based, e.g. SNP   
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Hybridization Based Marker 

In hybridization based marker system, DNA profiles are visualized by hybridizing 

the restriction enzyme-digested DNA, to a labeled probe, which is a DNA 

fragment of known origin or sequence. Restriction fragment length polymorphism 

(RFLP) is the most widely used hybridization-based molecular marker.   

Restriction Fragment Length Polymorphism (RFLP) 

Restriction fragment length polymorphisms (RFLPs) were initially used in man 

(Botstein et al., 1980), but were rapidly accepted as a plant DNA marker 

(Beckmann and Soller, 1986). RFLP’s are caused by DNA rearrangements such 

as insertions and deletions or point mutations. They are codominant, simply 

inherited and naturally occurring Mendelian characters, which exhibit 

environmental stability and nearly unlimited availability, making them a useful tool 

for genome analysis (Graner et al., 1990,1991).   

 RFLP’s are detected as differences in the lengths of homologous restriction 

fragments following hybridization of genomic DNA to a labeled probe.  In RFLP, 

the genetic material itself is screened and the same RFLPs will be detected in 

DNA isolated from organs and tissues in the plant irrespective of the age of the 

particular tissue. This is a significant advantage over biochemical tests, such as 

isozymes, that assay gene products (Beckmann and Soller, 1986; Ainsworth and 

Sharp, 1989).  Comprehensive studies of taxonomic variation and genetic 

relationships have been reported in sorghum, Solanaceae, Oryza, soybean, 

Brassica, maize, Saccharum among others.  

RFLP technique involves extraction of genomic DNA followed by its digestion 

with specific restriction endonucleases. The restriction enzyme cuts the DNA in to 

fragments (Morell et al., 1995). An RFLP results when variation in restriction 

enzyme cleavage sites, arising due to base substitutions, insertions, deletions or 

translocations in the genomic DNA (Gupta et al., 2002), is detected by Southern 

hybridization using either a pre-existing probe for a specific gene from a closely 
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related species or a probe generated for a specific sequence that occurs in the 

region of interest (Ainsworth and Sharp, 1989; Parker et al., 1998). It is a 

common practice to screen a number of probes for RFLP analysis, as well as to 

utilize an array of restriction enzymes to determine the most suitable 

combination. If two individuals differ at a restriction site this will affect the length 

of a particular DNA fragment, homologous to the probe, bringing about a 

screenable polymorphism. In this way, a restriction site polymorphism at the DNA 

level is detected as a restriction fragment length polymorphism (Beckman and 

Soller, 1986; Weising et al., 1995).  

In sugarcane, RFLPs have been used to show a strong molecular differentiation 

between S. officinarum and S. spontaneum (Lu et al., 1994b; Jannoo et al., 

1999), and that the major part of the diversity among sugarcane cultivars arises 

solely from the S. spontaneum chromosomes (Lu et al., 1994a). Moreover, RFLP 

maps have been or are being constructed for many crop plants (Graner et al., 

1991), including sugarcane (D’Hont et al., 1994; Grivet et al., 1996), to assess 

genetic variability, determine correlations between RFLP markers and qualitative 

or quantitative traits (Tang et al., 2000; Xu et al., 2002) and in some cases to 

maximize the benefits of marker assisted selection or elucidate phylogenetic 

relationships (Debener et al., 1990; Da Silva et al., 1993; Besse et al., 1997).   

Despite numerous applications of RFLPs, it has few inherent weaknesses. RFLP 

research is most often hampered by the requirement of large quantities of DNA 

by the fact that Southern hybridization is time consuming and expensive and 

lastly by the lack of suitable probes (Ainsworth and Sharp, 1989). Consequently, 

it has not been widely adopted for fingerprinting purposes (D'Hont et al., 1994; 

Parker et al., 1998).   

Intergeneric sugarcane hybrids were characterized by using RFLP, in situ 

hybridization and two enzyme systems viz. GOT and MDHB. Many Erianthus-

specific RFLP bands were observed. The basic chromosome numbers in the 

two parental lines were identified trough in situ hybridization technique with the 
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18s-5.8s-25s rDNA probes. In the intergeneric hybrids, distinguishing of S. 

officinarum chromosomes from chromosomes contributed by E. arundinaceus 

was possible through in situ hybridization technique. These techniques showed 

potential in the monitoring of the Eriantus genome during introgression process 

(D'Hont et al., 1995).  

Coto et al. (2002) investigated genetic diversity of 35 wild sugarcane germplasm 

of Laos using 10 RFLP probes. RFLP analysis revealed that 35 wild Saccharum 

complex comprised of three distinct groups with an independent gene pool. It was 

also found that a group of bands was exclusively exhibited by Laos wild 

sugarcane complex clones. 

Burnquist et al. (1992) analyzed genetic variability of 59 sugarcane germplasm 

representing six species viz. Saccharum officinarum, S. barberi, S. robustum, S. 

sinense, S. spontaneum and Erianthus arundinaceus using RFLP marker. RFLP 

analysis revealed clear-cut and accurate biological clustering of the genotypes 

and permitted the identification of misclassified clones. Genetic distance as 

measured by RFLP placed S. sinense and S. barberi close to other and 

intermediate to S. officinarum while E. arundinaceus formed a distinct and distant 

group when compared to the others. 

Jannoo et al. (1999) used RFLP marker to analyze molecular genetic diversity of 

162 clones of sugarcane. One hundred and nine of them were modern cultivars of 

interspecific origin. Twelve low-copy nuclear DNA probes were used in 

combination with one or two restriction enzymes. A total of 386 out of 399 

fragments were found polymorphic. A high number of fragments per probe/enzyme 

combination were exhibited for each sugarcane clone which indicated its high 

ploidy level. The largest variability was found among the clones from New Guinea. 

The clones from New Caledonia formed a separate group that could correspond to 

S. officinarum clones that were modified through introgression with other members 

of the Saccharum complex. The cultivars from Mauritius and Barbados formed two 

separate groups essentially due to the presence of S. spontaneum alleles in 

Mauritian cultivars and absent in Barbadian ones. 
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PCR Based Molecular Markers 

PCR is a versatile technique invented during the mid-1980’s (Saiki et al., 1985). 

PCR based markers involve in vitro amplification of particular DNA sequence or 

loci, (that lies between two regions of known DNA sequence) with the help of 

specially or arbitrarily chosen oligonucleotide sequences (primers) and a 

thermostable DNA polymerase enzyme. The amplified fragments are separated 

electrophoretically and banding patterns are detected by different methods such 

as staining followed by autoradiography. This technique allows for the 

amplification of any DNA sequence of interest to high copy number, thereby by 

passing the need for molecular cloning (Erlich, 1989; Weising et al., 1995). Some 

of the advantages of PCR based marker systems are that: (1) PCR requires only 

small amount of DNA, and often crude miniprep procedures yield DNA of 

sufficient quantity and quality; (2) PCR is relatively quick to perform and 

technically straight forward, once PCR conditions have been established and (3) 

the range of primer sequences possible gives PCR-based techniques great 

diagnostic power (Morell et al., 1995). Various molecular techniques have 

developed using PCR, namely: Random amplified polymorphic DNA (RAPD), 

amplified fragment length polymorphism (AFLP) and microsatellites or simple 

sequence repeats (SSRs).   

Random Amplified Polymorphic DNA (RAPD) 

RAPD is a PCR-based technology developed by Welsh and McClelland in 1990. 

This method is based on enzymatic amplification of target or random DNA 

segments with the help of single arbitrary primers that are nine or 10 nucleotides 

to generate a set of DNA fragment.  The primer anneals to the genomic DNA at 

two different sites on complementary stands of DNA template. Amplification 

occurs when the same sequence complementary to the primer is present in 

inverse orientation within an amplifiable distance (Gupta et al., 2002). If these 

priming sites are within an amplifiable range of each other, a discrete DNA 

product is formed through thermo cyclic amplification. On an average, each 
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primer detects amplification of several discrete loci in the genome, making the 

assay useful for efficient screening of nucleotide sequence polymorphism 

between individuals (Willium et al., 1990). Amplified products (usually within the 

0.5-5 kb size range) are being separated using agarose gel electrophoresis 

technique. The amplified products (i.e. bands) are stained with ethidium bromide 

and viewed under ultraviolet light (Jones et al., 1997). Agarose gels stained with 

ethidium bromide are easy and fast but are limited to detection of major 

amplification products only (Prabhu, 1997). Polymorphisms at DNA level evolved 

from mutations or rearrangements either at or between the primer-binding sites 

are visible in the electrophoresis as the presence or absence of a particular 

RAPD band (Jiang, 2013). RAPD is dominant marker, which is inherited in a 

Mendelian fashion (Welsh and McClelland, 1990; Dawson et al., 1993).   

RAPD analysis technique has many advantages. This technique is very simple 

and easy to assay. During PCR, very low quantities of genomic/template DNA is 

required, about 10ng per reaction, the procedure can be automated, and higher 

levels of polymorphism can also be detected compared with RFLP. Neither DNA 

probe nor DNA sequence information is required for the design of specific 

primers. Moreover, no marker development is required and primers are non- 

species specific and can be universal. Additionally, the RAPD products can be 

cloned, sequenced and then converted into or used to develop other types of 

PCR based markers viz. simple sequence repeats(SSR), sequenced 

characterized amplified region (SCAR), single nucleotide polymorphism (SNP) 

etc., (Jiang, 2013, Senan et al., 2014). However, it has also some limitations. The 

major drawback of RAPD is low reproducibility (Schierwater and Ender, 1993) 

and incapability to detect allelic differences in heterozygotes (Jiang, 2013). RAPD 

analyses generally require purified, high molecular weight DNA and precautions 

are necessary to avoid contamination of DNA samples because short random 

primers are used that are able to amplify DNA fragments of other contaminating 

organisms. RAPD markers are not locus specific, band profile cannot be 
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interpreted in terms of loci and alleles (dominance of markers) and similar sized 

fragments may not be homologous (Jones et al., 1997; Kumar et al., 2009).     

RAPD analysis has many promising applications and may be used to assess 

kinship relationships (Tinker et al., 1993) or genetic diversity (Dawson et al., 

1993; Muyco, 2002), constructing genetic maps (Saliba-Colombani et al., 2000) 

or create specific probes (Xu et al., 1995). The RAPD analysis of NILs (Non-

isogenic lines) has been successful in identifying markers link to disease 

resistance genes in tomato (Martin et al., 1991), lettuce (Paran et al., 1991 and 

common bean (Adam-Blondon et al., 1994).  

Thirteen random amplified polymorphic DNA (RAPD) markers were used to study 

the genetic identities of nine nearly phenotypically identical germplasm of 

butterhead lettuce (Lactuca sativa L.). These oligonucleotide markers generated 

93 polymorphic bands. Within line variation ranged from 0.0 to 12.0%. Between 

lines, similarity ranged from 0.919 to 0.985. The relationship between the 

crisphead accession and a composite of all butterhead accession was 0.84. A 

positive correlation was indicated between variation based morphological data 

and the variation detected at the DNA level. Results showed that RAPD analyses 

may serve as a major source of information for separation of closely related 

accessions, especially when integrated with phenotypic measures (Waycott and 

Fort, 1994).  

In another study, using RAPD analysis with 28 arbitrary 10-mer primers, 21 

celery (Apium graveolens L.var. dulce) cultivars, one celeriac (var. rapaceum) 

and one annual smallage (var. secalinum) cultivar were screened. A total of 309 

bands were obtained, 29 (9.3%) showed polymorphism in the 23 cultivars 

screened. Only 19 (6.1%) markers were polymorphic within the 21 type dulce 

cultivars and were sufficient were 6.4 between 2 celery cultivars used. The 

average marker difference was 6.4 between celery cultivars, 16.7 between celery 

and annual smallage and celeriac. The celery cultivars surveyed were classified 

into 3 groups or clusters based on marker differences. Relationship among the 
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dulce type cultivars was basically consistent with the known lineage of the 

cultivars and previous study using stem protein and isozyme markers. Yang and 

Quiros (1993) concluded that RAPD technology provides a new alternative for 

cultivar identification and classification in celery.    

In Brassica oleracea genetic similarity among 45 genotypes was compared 

based on two molecular markers, random amplified polymorphic DNA (RAPD) 

and restriction fragment length polymorphism (RFLPs). Fifty-six polymorphic 

RFLP bands and 181 polymorphic RAPD bands were generated using 15 

random cDNA probes and 62 10-mer primers, respectively. Based on RFLP and 

RAPD data, rank correlation between the Nei-Li genetic similarity values for all 

pairs of genotypes was 0.745. RFLP and RAPD dendograms of the relationships 

among genotypes based on genetic similarity values were consistent with known 

pedigrees. However, inconsistencies between clustering based on RFLP and 

RAPD dendograms were observed. Results indicated that RAPD’s are equivalent 

to RFLP’s in the estimation of genetic similarity among the 45 B. oleracea 

genotypes. Moreover, because of their relative simplicity and lower cost, RAPD’s 

are considered more practical than RFLP’s for studies on germplasm 

organization and characterization (dos Santos et al., 1994).   

Tinker et al. (1993) used RAPDs to analyze 27 inbred lines with varying amounts 

of common ancestry and 20 double-haploid (DH) barley lines from a biparental 

cross. Out of 33 arbitrary, 10-base primers tested, 19 showed a total of 31 

polymorphisms which were scored as dominant genetic markers. There was 1 

that indicated the presence of 2 codominant amplification products through 

Southern analysis. Genetic distance (d) from RAPD data indicated a linear 

relationship when compared to kinship coefficients (r) between the same pairs of 

lines. Cluster analysis showed that groups of inbred lines based on r were similar 

to those based on d with some notable exceptions. RAPD markers, therefore, 

can be used to gain information about genetic similarities or differences that are 

not evident from pedigree information. 
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Shahid et al. (2012) evaluated sugarcane parent BF-162 (susceptible to red rot) 

and its 15 somaclones generated through tissue culture, for studying genetic 

variability using 20 RAPD markers. A total of 83 DNA fragments (loci) were 

generated by 20 markers. Out of 83, 28 DNA fragments were found polymorphic 

while 55 were monomorphic indicating 33.7% polymorphism. This study has 

identified the usefulness of RAPD markers to find out the diversity among 

somaclones along with parents. Detection of somaclonal variation through RAPD 

marker has also been applied in sugarcane by many workers (Taylor et al., 1995; 

Saini et al., 2004; Devarumath et al., 2007).    

Amplified Fragment Length Polymorphism (AFLP) 

Amplified fragment length polymorphism (AFLP) is a multiplex PCR based 

dominant marker developed by Zabeau and Vos in 1993. AFLP analysis 

combines the reliability of restriction enzyme digestion with the utility of PCR. 

This method is robust and relatively insensitive to reaction conditions. As a result, 

reproducibility is high (Jones et al., 1997; McGregor et al., 2000) and the genetic 

background is likely to result in artifactual polymorphisms (Williams et al., 1990; 

Maughan et al., 1996; Mueller and Wolfenbarger, 1999). AFLP analysis allows 

the reliable identification of over 50 loci in a single reaction (Zabeau and Vos, 

1993; Vos et al., 1995). AFLP analysis is able to assay a large number of DNA 

loci, to reveal more polymorphic bands in one gel lane, than RAPDs, RFLPs or 

microsatellites (Cho et al., 1998; Saliba-Colombian et al., 2000). No sequence 

data is required for AFLP primer construction.The AFLP technique involves three 

steps: (1) digestion of total genomic DNA with two restriction enzymes and 

ligation of restriction half-site specific oligonucleotide adaptors to all restriction 

fragments; (2) selective amplification of only a sub-set of the restriction fragments 

with two PCR primers that have corresponding adaptor-and restriction-site-

sequences as their target sites and (3) electrophoretic separation of the PCR 

products on a denaturazing polyacrylamide gel (Janssen et al., 1996; Vos et al., 

1995). The selective amplification is achieved by the use of primers that extend 
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into the restriction fragments, amplifying only those fragments in which the primer 

extensions match the nucleotides flanking the restriction sites. The PCR primers 

consists of a core sequence (part of the adaptor), and a restrict enzyme specific 

sequence and 1-5 selective nucleotides. The primer pairs used for AFLP analysis 

usually produce 50-100 bands per assay. When the AFLP method is applied to 

complex genomes, like plants, two cycles of selective amplification are 

performed. The first step is known as pre-amplification step, where the genomic 

DNA is amplified with AFLP primers both having a single selective nucleotide. 

This pool of PCR products is then amplified with primers both having three 

selective nucleotides. This two step amplification process reduces the amplicons 

to a manageable number, with only 1 out of every 4096 possible amplicons being 

amplified (Vos et al., 1995). The AFLP banding profiles are the result of variations 

in the restriction sites or in the intervening region. The number of amplicons per 

AFLP assay is a function of the number of selective nucleotides in the AFLP 

primer combination, the selective nucleotide motif, GC content and physical 

genome size complexity (Agarwal et al., 2008).   

Segregation analysis and linkage studies indicate that AFLP markers are 

inherited in a Mendelian fashion (Maughan et al., 1996) but it cannot distinguish 

heterozygotes and homozygotes, and as such are grouped as dominant markers 

(Bradshaw et al., 1998).  

The basic difference between RFLP and AFLP polymorphisms is that for RFLPs, 

an area is scanned that is defined by the number of nucleotides in the restriction 

sites, whereas for the AFLP technique an additional number of nucleotides 

defined by the selective nucleotides is scanned. Therefore, it is expected that 

AFLP markers will detect more point mutations per 100 nucleotides than RFLPs, 

but should detect more or less the same frequency of insertions or deletions 

(Becker et al., 1995).   

 It has wide range of applications in genetic studies of many organisms at 

molecular level. AFLP can be applied in studies involving genetic identity, 
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parentage analysis and identification of clones and cultivars, and phylogenetic 

studies of closely related species at sub-species level (Althoff et al., 2007; Kumar 

et al., 2009).  High genomic abundance and generally random distribution 

throughout the genome make AFLPs a widely valued technology for gene 

mapping studies (Vos et al. 1995). AFLP markers have successfully been used 

for analyzing genetic diversity in some plant species such as peanut (Herselman, 

2003), soybean (Ude et al., 2003), maize (Lübberstedt et al., 2000) and 

sugarcane (Besse et al, 1998; Xu et al, 1999). AFLP markers have also been 

used for DNA fingerprinting (Powell et al., 1996a), the construction of linkage-

maps (Becker et al., 1995; Cho et al., 1998; Hoarau et al., 2001) and to locate 

traits of interest or track their transmission (Gupta et al., 1999; Hartl et al., 1999). 

This technique is useful for breeders to accelerate plant breeding program   

through marker assisted selection (MAS) and positional cloning for special 

character.  

However, although AFLP is a powerful molecular marker, some reproducibility 

issues have been raised in sugarcane, and it is believed that these originated 

from: (1) partial digestion of the template DNA as a result of insufficient 

enzymatic conditions or due to unexpected or inconsistent methylation of 

template DNA; (2) poor amplification of PCR fragments or (3) DNA contamination 

(Cordeiro, 2001). 

2.8 Microsatellite Markers 

Litt and Luty first used the term “microsatellites” in 1989 when analyzing the 

abundance and disruption of (TG)n in the human cardiac actin gene. 

Microsatellites are tandemly repeated nucleotide motifs of variable lengths that 

distributed throughout the eukaryotic nuclear genome in both coding and non-

coding regions (Jarne and Lagoda, 1996). These nucleotide motifs are arranged 

in head-to-tail (Hancock, 1999) and are 1-6 bp long (Gupta et al., 1996; Thiel et 

al., 2003). They also found in prokaryotic and eukaryotic organellar genomes 

e.g., chloroplast (Powell et al., 1995) and mitochondria (Soranzo et al., 1999). 
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They are also designated as Simple Sequences (Tautz, 1989), Short Tandem 

Repeats (STRs) (Edwards et al., 1991) and Simple Sequence Repeats (SSRs) 

(Jacob et al., 1991). Microsatellites are otherwise called as Sequence Tagged 

Microsatellites (STMs). 

2.8.1 Characteristics of Microsatellites 

A number of important characteristics of microsatellite markers which they 

possess are as follows: 

(1) Locus-specific and multi-allelic in nature; in contrast to multi-locus markers 

such as minisatellites or RAPDs, (2) Co-dominant transmission and therefore, the 

heterozygote can be distinguished from homozygotes, in contrast to RAPD and 

AFLP, which are dominant in nature, (3) Highly polymorphic and hypervariable, 

(4) High information content and produce considerable pattern, (5) Wide genomic 

distribution, (6) Higher mutation rate than standard sequences (up to 0.002 

gametes/generation), and (7) High probability of back reverse mutation (Powell et 

al., 1996a; Mital and Dubey, 2009; Parida et al., 2009).   

2.8.2 Classification of Microsatellites 

Microsatellites can be classified based on size, occurrence and source of 

development, the nature of the repeated unit or their position within the genome. 

With respect to the number of nucleotides per repeat unit, microsatellites can be 

classified as mono-, di-, tri-, tetra-, penta- or hexa-nucleotide repeats viz., (A)n, 

(CA)n, (CGT)n, (CAGA)n, (AAATT)n,  or (CTTTAA)n, where n= no. of variable, 

respectively. Based on occurrence and source for development, microsatellites 

can be grouped in to three categories. These are:(1) genomic or nuclear 

microsatellites (gSSRs)-microsatellites isolated from the nuclear genome 

(genomic DNA of an organism with or without the construction of genomic DNA 

library), (2) EST or genic  microsatellites (EST-SSRs) - microsatellites developed 

by data-mining or exploiting EST sequences deposited in public databases, and 

(3) organellar microsatellites [chloroplast SSRs (cpSSRs) and mitochondrial 
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SSRs (mtSSRs)- microsatellites developed from the chloroplast or mitochondrial 

genome of an organism. On the basis of repeat sequence, Olivera et al.(2006) 

classified microsatellites into four groups, viz. (i) Perfect microsatellite- the repeat 

sequence is continuous and is not interrupted by any base not belonging to the 

motif, e.g. GAGAGAGAGAG or (AG)6, (ii) Imperfect microsatellite- a pair of 

bases is present between the repeat motif that does not match the motif 

sequence, e.g. AGAGAGAGAGCTAGAGAG or (AG)5CT(AG)3, (iii) Interrupted 

microsatellite- a small sequence within the repeated sequence that does not 

match the motif sequence, e.g. AGAGAGAGCGTGAGAGAGAG or 

(AG)4CGTG(AG)4, (iv) Compound/ composite microsatellite- two adjacent 

distinctive repeats present within the sequence e.g. AGAGAGAGAGTCTCTCTC 

or (AG)5(TC)4. Microsatellites have also been classified according to the length 

(bp) of repeat motif present. Two types of microsatellites viz., (1) Class I 

microsatellites (SSRs) containing ≥20 nucleotides in length, and (2) Class II 

microsatellites (SSRs) containing ≤20 nucleotides in length (Temnykh et al., 2001). 

2.8.3 Distribution and Frequency 

Microsatellites are found in both eukaryotic and prokaryotic genomes (Field and 

Wills, 1998;Toth et al., 2000) but occur in a lesser extent in prokaryotic and 

eubacterial genomes (Tautz, 1989), at higher frequencies than would be 

expected purely on the basis of base composition (Hancock, 1999). 

Microsatellites are distributed throughout the eukaryotic nuclear genome in both 

coding and non-coding regions (Jarne and Lagoda, 1996). Recently, many 

reports have showed that a large number of SSRs located in transcribed regions, 

including protein-coding genes and expressed sequence tags (ESTs) (Morgante 

et al., 2002), in general, repeat numbers and total lengths of SSRs in these 

regions are relatively small. In cereals (maize, wheat, barley, sorghum, and rice) 

1.5%–7.5% of ESTs consist of SSRs (Kantety et al. 2002; Thiel et al., 2003).   

The microsatellite frequency was higher in transcribed regions, especially in the 

untranslated portions, than in genomic DNA. After completion of initial draft 
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sequence of human genome analysis, it was estimated that microsatellites 

account for 3% of the genome. The human genome is estimated to contain on 

average 10 fold more microsatellites than plant genomes (Powell et al., 1996) or 

at least one simple sequence stretch every 10kb of DNA sequence (Tautz, 1989). 

There are more than one million microsatellite loci in the human genome, 

although the exact number greatly depends on the parameters of the search 

algorithm (for example, gap and mismatch penalties). This number also includes 

an appreciable proportion of interrupted microsatellites and many that are 

probably monomorphic. Dinucleotide repeats dominate, followed by mono- and 

tetranucleotide repeats, and trinucleotide repeats are least dominant. Again, 

however, it is a matter of how microsatellites are defined. Among dinucleotides, 

(CA)n repeats are most frequent, followed by (AT)n, (GA)n and (GC)n, the last 

type of repeat being rare. Note that there are only four possible types of 

dinucleotide repeat, because CA = AC = GT = TG, GA = AG = CT = TC, AT = TA, 

and GC = CG (Ellegren, 2004).  

Frequency of microsatellites is correlated with the genome size.  Microsatellite 

density tends to positively correlate with genome size (Hancock, 1996; Toth et 

al., 2000; Katti et al., 2001). Among fully sequenced eukaryotic genomes, 

microsatellite density is highest in mammals while microsatellite frequency is 

negatively correlated with genome size in plants (Morgante et al., 2002). This has 

been attributed to the fact that microsatellites are underrepresented in the 

repetitive parts of the plant genome that are involved in genome expansion, such 

as the long terminal repeats of retrotransposons (Morgante et al, 2002). Another 

peculiar feature of most plant genomes is that (AT)n is the most common motif 

among dinucleotides (Lagercrantz et al., 1993). 

In the last few years, surveys of DNA sequence databases have revealed an 

abundance of SSR loci in plants, and subsequent studies have demonstrated the 

informativeness of these markers in several genera (Liu et al., 1995). Database 

searches indicate that (AT)n, (A)n, (GA)n, (TAT)n and (CA)n repeats are the 

most frequently occurring SSRs among the plant species examined (Lagercrantz 
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et aI., 1993; Morgante and Olivieri, 1993; Wang et al., 1994),and that 

tetranucleotide repeats are rarer than trinucleotide, which are in turn rarer than 

dinucleotide repeats (Hokanson et al., 1998).The frequencies of the (GA)n and 

(CA)n repeats based on DNA library screening have been reported for several 

plant genomes, and there is one (GA)n repeat every 125-250kb and one (CA)n 

repeat every 250-480kb in Arabidopsis thaliana (Bell and Ecker, 1994); Brassica 

napus (Lagercrantz et al., 1993); rice, Oryza sativa (Wu and Tanksley, 1993) and 

seashore paspalum, Paspalum vaginaturn Swartz (Liu et al., 1995). In the barley 

(Hordeum vulgare) genome it is estimated that a (GA)n will be present every 

330kb and one (CA)n repeat every 620kb, which means that there are a total of 

1.5 x 104 (GA)n and 7.9 x 103 (CA)n repeats in the genome (Liu et al., 1996). 

While in wheat (Triticum aestivum) these repeats are observed every 440 kb and 

704 kb, respectively (Roder et al., 1995). The most frequent trinucleotide and 

tetranucleotide repeats found in plant genomes are (AAT)n, (AAC)n, (AGC)n, 

(AAG)n, (AATT)n and (AAAT)n (Wang et al., 1994; Gupta et aI., 1996). Initial 

studies utilizing fluorescent in situ hybridization (FISH) (Schmidt and Heslop-

Harrison, 1996) and Southern hybridization (Broun and Tanksley, 1996) showed 

a clustering of microsatellites around the centromere of chromosomes. More 

recently, in contrast to these earlier reports, genetic and physical mapping have 

shown that microsatellites are not clustered in specific regions but rather are 

uniformly distributed in different regions (Panaud et al., 1996; Senior et al., 1996; 

McCouch et al., 1997; Gianfranceschi et al., 1998; Roder et al., 1998a, 1998b, 

Cregan et al., 1999). However, although mapping suggests a more or less even 

(i.e. random) distribution of microsatellites at the gross level, even the highest 

resolution maps contain some long gaps and low-density regions, many near 

telomeres (Wu and Tanksley, 1993; Dib et al., 1996; Dietrich et al., 1996).  

Microsatellites may be found within expressed regions of the genome, although 

this is a rare event particularly for microsatellites not based on repeat units of 

three or more nucleotides, such as (CA)n, as these can give rise to frameshifts if 

they mutate, a situation seen in some genetic diseases (Weber, 1990; Bruland et 
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al., 1999). Furthermore the detection of a size ceiling on allele size among 

microsatellites in exons, suggests that these loci are under selective pressure. As 

a result microsatellites might be excluded from the immediate vicinity of coding 

regions, as well as from the coding regions themselves (Broun and Tanksley, 

1996). Whether size limitation also applies to loci within introns is unclear; 

however, they may be more prone than loci located outside genes to selective 

influence acting on nearby exons through background selection (Charlesworth et 

al., 1993).  

2.8.4 Mutational Mechanism of SSR Variation 

Microsatellites are subject to mutations during evolution but molecular mutational 

processes of simple sequence repeats (SSRs) in complex genomes are poorly 

understood. However, few mechanisms have been described by several 

investigators. In general, microsatellites have high mutation rate (10-2 to 10-6 

events per locus per generation) as compared to point mutations in coding gene 

loci (Li et al., 2002). Microsatellite mutation rates in in vitro systems are estimated 

around  10-2  events per locus per replication in E.coli (Levinson and Gutman, 

1987a) and 10-4 to 10-5 in yeast (Henderdon and Petes, 1992; Strand et al., 

1993), which is high compared to rates of point mutation that are of the order of 

10-9- 10-10 (Hancock, 1999). Estimates from pedigree analysis in humans suggest 

a microsatellite mutation rate of around 10-3 events per locus per generation 

(Weber and Wong, 1993). Many factors could be important for the mutational 

processes in microsatellites such as allele size, motif size, gender, and G/C 

content (Chakraborty et al., 1997; Anderson et al., 2000; Brohede et al., 2004; 

Whittaker et al., 2003).  Mutation pattern may also depends on the genomic 

context such as the particular location on the chromosome and functional 

potential of the transcribed products (Chakraborty et al., 1997; Schlotterer et al., 

1998; Tomiuk et al., 2006; Hawk et al., 2005) as well as the effectiveness of 

mismatch repair enzymes (Modrich and Lahue, 1996; Harr et al., 2002).  Li et al. 
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(2002) indicated that the microsatellites instability is predominantly displayed as 

changes in the number of SSR repeats. 

There are two proposed mechanisms to explain these high rates of mutation. 

The first involves only a single DNA double helix and slipped strand mispairing 

(slippage) during DNA replication (Levinson and Gutman, 1987b; Tachida and 

Iizuka, 1992), the second involves recombination between DNA strands 

(Jeffreys et al., 1994; Harding et al., 1992). Slippage during replication can take 

place when the nascent DNA strand dissociates from the template strand. 

When non-repetitive sequences are being replicated this does not pose a 

problem because there is only one way in which the nascent strand can re-

anneal precisely to the template strand before replication is recommenced. If 

the replicated sequence, however, is repetitive in nature the nascent strand may 

re-anneal out-of-phase with the template strand. When replication is continued 

after such a mis-annealing, the eventual nascent strand will be longer or shorter 

than the template, depending on whether the mis-annealing gives rise to 

looped-out bases in the template strand, in which case the product will be 

shorter; or the nascent strand, in which case it will be longer (Levinson  and 

Gutman, 1987a; Hancock, 1999). 

Recombination could potentially alter the lengths of microsatellites in two ways, 

by unequal crossing-over or by gene conversion. Unequal crossing-over involves 

crossing over between chromosome strands (DNA molecules) that are 

misaligned, giving rise to a deletion in one DNA molecule and insertion in another 

and can occur both between chromatids in the same chromosome or between 

chromosomes (Smith, 1976). This occurs most easily for long, tandemly repeated 

sequences where the recombination machinery cannot easily determine the 

correct register between the two strands. Gene conversion involves unidirectional 

transfer of information by recombination, probably as a response to DNA 

damage, and can transfer sequences in an out-of-phase manner from one allele 

to another. This has been suggested to generate diversity at minisatellite loci 

(Jeffreys et al., 1994), which are tandemly repeated arrays of basic motifs longer 
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than those found in microsatellites (Hancock, 1999). Nonetheless, slippage is the 

commonly accepted mutation model for microsatellites and evidence for the 

primary role of replication slippage in the generation of length mutation in 

microsatellites comes from genetic analyses of the process in yeast and E.coli. In 

both systems, length instability of tandem repeats is unaffected by mutants with 

greatly decreased recombination frequencies (Henderson and Petes, 1992). 

Furthermore length mutations in microsatellites represent gains or losses of 

single repeat units, while recombination based mutation would be expected to 

give rise to a wider range of novel mutants (Hancock, 1999). Microsatellites 

exhibit high mutation rates even in species otherwise characterized by low levels 

of genetic diversity, and consequently they are useful for many applications from 

plant varietal identification to population studies because a single locus with 

numerous alleles can be examined (Saghai-Maroof et al., 1994). Informative 

microsatellite variability has been found in insect species with little or no allozyme 

variability (Gupta et al., 1994), and the utility of SSR loci is also apparent in self-

breeding plants. In highly inbred soybean cultivars (Glycine max.), Rongwen et 

al., (1995) reported 11 to 26 alleles per locus and an average heterozygosity of 

0.87 at seven SSR loci, substantially exceeding that obtained with allozyme and 

RFLP markers.  

2.8.5 Significance of Microsatellites  

In earlier times, microsatellites were considered as “junk DNA” which is generally 

found on non-coding region and the variation is mostly neutral. In humans, 90% 

of known microsatellites are found in non-coding regions of the genome 

(Pokhriyal et al., 2012). Recent investigations indicated that microsatellites can 

be present in both non-coding and coding regions of the genome (Field and Wills, 

1998; Toth et al., 2000). The significance of microsatellites is described below:  

(1) Genotype of an organism/individual is decided by microsatellites. They do not 

have measurable effect on phenotype, and after mutation, may cause a change 

in the genotype of an individual. 
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(2) Microsatellites provide a necessary source of genetic variation. The variation 

in microsatellite alleles in coding regions is thought to be the cause of adaptation 

in different environments. For example, a short allele may be adaptive in one 

environment, and a long allele with many repeats may be adaptive in different 

environments. 

(3) Variation in the coding regions may also cause disease in humans. 

Microsatellites may act as a marker for some genetic diseases of human i.e., they 

serve a role in biomedical diagnosis as markers for certain disease conditions viz. 

cancer, Huntington’s diseases, myotonic dystrophy, Fragile X syndrome etc. 

(Pokhriyal et al., 2012).  

(4) Microsatellites may help regulate gene expression and protein function. Kashi 

and Soller (1999) indicated that microsatellites may have regulatory roles in gene 

expression. Variation in microsatellite alleles have been shown to be associated 

with quantitative variation in protein function and gene activity. The presence of 

SSRs in the coding regions lead to the appearance of repetitive patterns in the 

amino acid sequences (Katti et al., 2001) and thus involve in regulating gene 

expression or molecular functions.  

(5) Presence of SSRs in the promoter region influences transcriptional activity 

(Kashi et al., 1997), whereas their presence in non-coding regions influences 

gene regulation, transcription (Martin et al., 2004; Lawson and Zhang, 2006) and 

recombination events (Bagshaw et al., 2008).  

(6) Microsatellites present on flanking and/ or promoter regions can regulate gene 

expression. For example, over-representation of CT/GA and CTT/GAA repeats in 

the 5'-flanks of Arabidopsis thaliana suggest their potential involvement in 

regulating gene expression (Zhang et al., 2004). The (GA)n repeats in promoters 

govern the regulation of certain plant genes (Meister et al., 2004) and exhibit 

protein-binding affinity (Kooiker et al., 2005).  
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 (7) The CT/GA repeat variation in the 5′ UTR of the waxy gene is correlated with 

amylase content in rice (Bao et al., 2002). In maize, presence of (CCG)n in the 5' 

UTR of ribosomal protein genes regulate fertilization (Dresselhaus et al., 1999). 

Polystretches of glutamine (Gerber et al., 1994) and proline (Perutz et al., 1994) 

encoded by rapidly evolving repeats are known to modulate the activity of 

transcription factors. Similarly, the presence of the trinucleotide repeats like 

(GAA)n within 5'UTR of ntp303 regulate transcription and translation (Hulzink et 

al., 2002). 

2.8.6 Signature Tagged Microsatellite Site (STMS) Amplification 

A number of strategies (both hybridization based and PCR based) have been 

designed to exploit microsatellite sequences for the study of plant genomes 

(Joshi, 1999; Gupta and Varshney, 2000). Signature Tagged Microsatellite Site 

(STMS) amplification is the most widely used method utilizing microsatellite DNA 

or simple sequence repeats. It involves the amplification of a SSR by designing 

primers that flank and hence define the microsatellite site, revealing variation in 

the length of the repeat motifs between individuals, following electrophoresis 

through an acrylamide or agarose gel (Parker et al., 1998). This method is 

referred to commonly, though incorrectly, as microsatellites or simple sequence 

repeats. Due to their ubiquity, PCR typability, Mendelian co-dominant inheritance, 

and extreme polymorphism, microsatellites or STMS markers have assumed an 

increasingly important role as markers in genome analysis (Koreth et al., 1996). 

2.8.7 Microsatellite Marker Development 

The sequences flanking microsatellite loci in a genome are believed to be 

conserved within a particular species, across species within a genus and rarely 

even across related genera (Gupta et al., 2002). In order to generate a new set of 

polymorphic SSR marker for species, microsatellite repeats must be isolated or 

identified along with sufficient flanking nucleotide sequence information to 

expedite primer designing. The resultant SSRs usually identifies a single locus 
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that, because of the high mutation rate of SSRs, is often multi-allelic (Jones et al., 

1997; McCouch et al., 1997; Tautz, 1989). However, the main limitation of 

microsatellites is that they need to be isolated de novo from species being 

examined for the first time (Zane et al., 2002). The PCR conditions need to be 

optimized and the primers need to be screened in a set of related and unrelated 

individuals for estimation of their polymorphic potential. 

The various methods used for the effective isolation of SSR loci were reviewed 

earlier by Zane et al. (2002) and Kalia et al. (2011). However, with the 

advancement in genomics, molecular tools, bioinformatics and sequencing 

platforms for exploring genomic information, several new protocols have been 

developed after first discovery of microsatellite isolation. Recently, Senan et al. 

(2014) have also reviewed several strategies of microsatellite 

isolation/development, sum up those methods and outlined a comprehensive 

methodology of microsatellite development.  

Exploring public sequence databases such as Gene bank or the European 

Molecular Biology Laboratory (EMBL) is the easiest and simplest way of finding 

SSRs. This is the least costly in terms of time and resources (Brown et al., 1996). 

In species where databases of expressed sequence tag (EST)/ cpSSRs data 

have been compiled, identification of microsatellites is also possible. EST SSRs 

markers are being developed using this method. The advantage of using SSRs 

present in EST sequences is that genes of known function can be mapped 

(Holton, 2001). However SSRs derived from ESTs are generally less polymorphic 

(Da Silva, 2001) than those from other approaches and of the 8678 sugarcane 

sequences scanned by Cordeiro et al. (2001) only approximately 250 (2.9%) 

revealed microsatellites. 

Alternatively, SSR primers designed for closely related species to the particular 

species in question can be used to obtain polymorphic bands. This is called 

cross-genetic amplification or cross-species   amplification/transferability. The 

taxonomic distance of the species of interest and the conservation of the 
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flanking sequences, determines whether the microsatellite sequence is 

amplified and the level of variation observed. Often the reactions need to be 

optimized and the products sequenced to verify the presence of microsatellite 

regions (Maguire, 2001). 

The percentage of cross genetic amplification is zero for Paspalum SSR primers 

used on Sorghum, 18% for Zea SSR primers used on Sorghum and 22% for 

Picea SSR primers used to amplify regions on the Pinus genome (Brown et al., 

1996; Peakall, 1997). The screening of public libraries and the use of SSR 

primers of related species are the least costly methods in terms of time and 

resources and are, therefore, useful starting points in the search for SSR primers, 

considering that the SSRs of many species have already been characterized, 

including maize (Zea mays) (Senior and Heun, 1993) and soybean (Glycine max) 

(Akkaya et al., 1992). 

A third approach involves constructing and screening SSR enriched/non-enriched 

genomic libraries or by utilizing the products generated by other molecular 

markers(e.g. RAPD, ISSR, SSR/AFLP) or by application of next generation 

sequencing systems. Genomic SSR markers can be developed using this 

approach (Senan et al., 2014).  

Genomic SSR Markers Development 

Genomic SSRs can be isolated in two ways, viz. (i) development of microsatellite 

markers from SSR-enriched genomic libraries, and (ii) development of 

microsatellite markers from non-enriched genomic libraries. 

Microsatellite Development from SSR- enriched Genomic DNA Libraries 

Enrichment by hybridization is the most popular approach for the isolation of 

microsatellites. There are several advantages to this method: (1) it is applicable 

to many plant species, (2) it is quick and relatively inexpensive, and (3) it results 

in the production of a large number of clones containing many different 
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microsatellite repeats, thus eliminating the need for further library construction 

with different microsatellite oligonucleotides (Maguire, 2001). The isolation of 

SSRs by constructing genomic libraries can be categorized in to two types, e.g. 

(i) Selective hybridization methods 

These methods assist in selective isolation of microsatellite containing DNA 

portions of the genome by hybridization with repeat-specific probes. Generally, 

microsatellite loci have partial genomic library of the target species.  High 

quality genomic DNA is fragmented either using restriction enzymes (Brown et 

al., 1995; Glenn and Schable, 2005)) or less commonly by sonication (Geng et 

al., 2010) or by nebulisation (Kumpatla et al., 2004). In the first case, the choice 

of restriction enzyme depends on the desired average length of DNA fragments, 

the microsatellite repeat to be found, and the type of ends (cohesive or blunt) of 

the restriction fragments. Fragmented DNA is then size-selected to 

preferentially obtain small fragments (300-700bp). DNA fragments obtained 

from above methods are the ligated in to a common plasmid vector either 

directly or after ligation to specific adaptors/linkers. This step is most critical, 

due to the risk of obtaining low numbers of recombinants and the formation of 

concatamers between genomic fragments. Transformation of bacterial cells with 

ligation product generally yields thousands of recombinant clones that can be 

subsequently screened for the presence of microsatellite sequences. Screening 

for positive clones is generally carried out by means of Southern hybridization 

using repeat-containing probes, after blotting bacterial colonies on to nylon 

membranes. Colony transfer can be carried out either by classical replica 

plating or by picking single colonies and ordering them in new arrayed plates. 

While the later method is more time consuming and limits the total number of 

screened clones, it avoids the requirement of reprobing positive clones for 

confirmation. Repeat-containing probes can be synthesized de novo, 

alternatively a genomic clone, which contains a microsatellite locus that has 

already been isolated, can be used. 
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DNA is then denatured and subjected to enrichment by hybridization. 

Hybridization probe(s) can be labeled by both radioactive (32P,33P) or non-

radioactive (digoxigenin) methods. Enrichment by hybridization can be done by 

any one of the following methods: 

(a) hybridization with biotinylated  oligos followed by capture of biotinylated 

hybrids (oligo bound DNA  fragments) in vectrex-avidin matrix (Kandpal et al., 

1994) or 

(b) oligonucleotides bound to nylon membrane (Karagyozov et al., 1993; 

Edwards et al., 1996) or  

(c) 5′ biotinylated repeat oligos and subsequent capture of biotinylated hybrids by 

streptavidincoated magnetic beads (Brown et al., 1995; Refseth et al., 1997; 

Connell et al., 1998; Kumpatla et al., 2004; Dixit et al., 2005; Glenn and 

Schable, 2005; Geng et al., 2010) or 

(d) ‘biotinylated SSR probe-streptavidin coated magnetic bead complex’ (‘Triplex  

Affinity  capture’ protocol (White and Powell, 1997). 

The enriched DNA fragments were then amplified, either cloned and sequenced 

or sequenced directly and searched for the presence of SSR motifs. The 

efficiency of this approach entirely depends on the specific binding of streptavidin 

coated beads to the biotin labeled DNA fragments harboring SSRs.  

ii) Primer extension methods 

This enrichment procedure usually involves PCR amplification of inserts before 

ligation in to vector. In this method, selective amplification of microsatellite 

containing genomic DNA is carried out using SSR specific primers (Ostrander et 

al., 1992; Paetkau, 1999). Initial library construction is done as in traditional (non-

enrichment) protocols and the enrichment is involves selection of clones rather 

than selection of genomic DNA fragments before ligation. In the first step, 5'-

biotinylated microsatellite primer is annealed sequentially to microsatellite 

containing clones and extended by Klenow polymerase. After completion of first 
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strand extension, the 5'-biotinylated clones are selected using streptavidin coated 

magnetic beads. The single stranded (ss) DNA is then eluted from the bound 

molecules, and the extension reaction is repeated to convert double stranded 

(ds) DNA. Linear molecules attached to the magnetic beads are discarded. A 

second round of strand extension enhances transformation efficiency for 

microsatellite containing clones (Paetkau, 1999). The primer extension steps that 

selectively generate double stranded products only from vectors containing the 

desired repeats are transformed in to E. coli cells (Ostrander et al., 1992. 

 This protocol takes less time than is normally required for a single round of filter 

hybridization (Paetkau, 1999). Moreover, it is relatively simple, reproducible and 

cost effective approach for isolating microsatellites from diverse plant species 

with higher efficiency (Kalia et al., 2011).  

Development of microsatellite markers from non-enriched genomic DNA 

libraries 

The generation of non-enriched genomic library protocol involves genomic DNA 

digestion by restriction enzymes or sonication, ligation of DNA fragments into a 

suitable plasmid vectors and transformation in to E. coli. Clones are then spotted 

onto gridded nylon filters and screened with radiolabelled SSR probes or 

subjected to enrichment with ‘biotin labeled probes-streptavidin capture system’, 

positive clones are identified and sequenced. Cloning of DNA fragments prior to 

enrichment steps makes it ideal to screen for a wide range of SSR motifs and 

reduce/avoid redundancy when compared to enrichment protocols. This method 

was successfully employed for the isolation of SSR markers from common bean 

(Phaseolus vulgaris L.) (Blair et al., 2009). 

STMS Methodology 

In STMS amplification variation in the number of tandem repeats at a 

microsatellite site, which are primarily due to slippage-based mutations, gives rise 

to simple sequence length polymorphisms (SSLPs) (Brown et al., 1996). Such 
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variations in tandem repeat number accumulate in populations more rapidly than 

point mutations, insertions or deletion events, which are events responsible for 

RFLPs (McCouch et al., 1997). These differences in length of PCR products or 

SSLPs are resolved using either agarose, polyacrylamide gel electrophoresis 

(PAGE), denaturing PAGE or capillary electrophoresis (Jones et al., 1997). The 

allele size differences are difficult to resolve on agarose gels with ethidium 

bromide staining (Becker and Heun, 1995; Holton, 2001), but high resolutions 

can be achieved through the use of polyacrylamide gels in combination with 

either ethidium bromide staining, silver staining (Scrimshaw, 1992), radiolabelling 

or fluorescence labeling (Holton, 2001). Although both denaturing and non-

denaturing PAGE have been used to resolve small size differences between 

alleles (Lagoda et al., 1998), single nucleotide resolution of DNA fragments 

requires the use of denaturing PAGE or capillary electrophoresis (Holton, 2001). 

The use of fluorescent primers in combination with a semi-automated DNA 

sequence has been shown to be a very promising alternative (Ziegle et al., 1992; 

Schwengel et al., 1994), and has greatly increased the throughput of 

microsatellite based systems used to assay variation in humans (Levitt et al., 

1994); soybean, Glycine max (Diwan and Cregan, 1997); Brassica (Mitchell et al., 

1997) and tomato, Lycopersicon esculentum (Bredemeijer et al., 1998). 
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However, certain groups have raised doubts as to the accuracy of the internal 

size standard based sizing in automated electrophoresis systems (Schwengel et 

al., 1994; Delmotte et al., 2001). Yang et al., (1994) referred to the sequence 

amplified by each microsatellite primer pair as a particular locus, and any variants 

thereof (these will be detected by a difference in length) as an allele of the 

particular locus under consideration. In polyploids, such as sugarcane, a specific 

banding pattern is generated per microsatellite primer pair/template combination 

with the origin of each band being unknown. The bands visualized may be PCR 

amplicons from the same microsatellite locus, multiple microsatellite loci or 

perhaps even nonspecific PCR products, and as a result these bands are not 

referred to as alleles (Kaye et al., 1999). 

2.8.8 Applications of Microsatellite Marker Systems 

In plants STMS amplification is particularly attractive as a molecular marker 

system and its development is accelerating. In fact, it provides a higher incidence 

of detectable polymorphisms in relatively unpolymorphic species, such as wheat 

(Triticum aestivum) (Roder et al., 1995) and barley (Hordeum vulgare) (Liu et al., 

1996), than RFLPs and is more reproducible than RAPDs (Powell et al., 1996b). 

There are numerous applications available to utilize the polymorphism detected 

by microsatellites, but only the most significant applications are explored below. 

Fingerprinting and Genotyping 

In plant species morphological or phenotypic characteristics have long been used 

to classify or distinguish plant genotypes; however their screening is subjective 

and often influenced by the environment (Russell et al., 1997; McGregor et al., 

2000). Furthermore, examination of morphological characters is labour intensive; 

for example, over 80 separate morphological markers are examined for a barley 

(Hordeum vulgare) genotype (Cooke, 1984), while at present 52 phenotypic 

characters have been suggested by the Union for the Protection of New Varieties 

(UPOV) (http://www.upov.int) for the establishment of Plant Breeders' Rights in 
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sugarcane. Moreover, with an ever-increasing number of cultivars and the finite 

number of morphological characters, it has become apparent that such traits will 

not suffice to establish uniqueness in the future (Rongwen et al., 1995). 

DNA markers offer a superior approach for varietal identification revealing 

genotypic rather than phenotypic polymorphisms, with STMS amplification 

approach, detecting a large number of alleles accurately and repeatedly. This 

means that microsatellite data from a number of loci has the potential to provide 

unique allelic profiles that can be used in fingerprinting and varietal identification 

(Cordeiro et al., 2000). 

In the STMS approach, microsatellites, have been used in many different plant 

species for varietal identification, such as barley (Hordeum vulgare) (Russell et 

al., 1997b), wheat (Triticum aestivum) (Donini et al., 1998; Gupta et al., 1999), 

rice (Oryza sativa) (Garland et al., 1999), grapevine (Vitis vinifera)(Thomas and 

Scott, 1993). Bredemeijer et al. (1998) found that four microsatellites were 

sufficient to differentiate between all 16 cultivars of tomatoes (Lycopersicon 

esculentum) investigated; while Rongwen et al. (1995) used seven microsatellites 

to discriminate between 94 diverse soybean (Glycine max) genotypes and 

McGregor et al, (2000) was able to use two microsatellites to yield unique profiles 

for 20 potato (Solanum tuberosum) cultivars. In sugarcane, Piperidis et al. (2001) 

have demonstrated that by using only five microsatellite primer pairs in the STMS 

approach, 40 Australian varieties could be resolved.   

Verification of Pedigree 

In crop plants, the utilization of germplasm in the process of developing new 

breeding lines or cultivars is complicated, requiring generally a number of cycles 

(one  cycle in sugarcane) of crossing and selection. This provides the opportunity 

for human error and incorrect record keeping, which could potentially result in a 

recorded pedigree being incorrect (Warburton and Hoisington, 2001). Molecular 

markers, such as microsatellites, provide a means of verifying pedigrees of 
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valuable germplasm. The term ‘parentage’ analysis refers to the process whereby 

the identity of both parents and the seed parent is revealed using the genotype of 

the progeny, the genotype of the seed parent (if known), and the genotypes of all 

potential parents at a defined set of gene loci (Gillet, 1999).  This approach has 

been used in humans (Jeffreys and Pena, 1993), chimpanzees (Morin et al., 

1994) and even in plant species such as sweet potato, which is a polyploid 

species (Buteler et al., 2002).     

Microsatellites can also be used to screen the potential progeny of a cross to 

ensure that all are legitimate. Jannoo et al. (2001) used one microsatellite to 

screen 186 sugarcane progeny and successfully detected the presence of 16 

illegitimate clones. 

Gene Tagging and Marker-Assisted Selection 

Plant improvement either by natural selection or through the efforts of breeders, 

has always relied upon creating, evaluating and selecting the right combination of 

alleles. However, various obstacles hinder conventional plant breeding during 

selection of desirable plants from a segregating population. Such as having to 

screen a large segregating population for a desirable trait e.g., disease resistance 

and the associated difficulty in screening the population for a desired trait, when 

the environment influences the trait in view of these difficulties the concept of 

indirect marker aided selection at the seedling stage in early generations is very 

appealing. The availability of tightly linked molecular marker for a trait will 

facilitate plant breeding by saving time and expense, although, in many cases the 

occurrence of linkage disequilibrium will make gene tagging difficult (Gupta and 

Varshney, 2000). 

A large number of monogenic and polygenic loci for various traits have been 

identified in a number of plants, which are currently being exploited in marker-

assisted selection (McCough et al., 1997). A number of genes for disease 

resistance have already been tagged in wheat (Triticum aestivum) (Fahima et al., 
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1998; Korzun et al., 1998), and rice (Oryza sativa) using microsatellite markers. 

In soybean (Glycine max), an (AT)15 repeat was located within a soybean heat 

shock protein gene, which is about 0.5cM from (RsV), a gene conferring 

resistance to soybean mosaic virus. Furthermore, several other resistance genes 

including peanut mottle virus (Rpv), phytophthora (Rps3) and Javanese root knot 

nematodes are clustered in this region of the soybean (Glycine max) genome 

(Joshi et al., 1999). 

Study of Genetic Diversity  

Microsatellites have been used for investigating genetic diversity of sugarcane in 

Mauritius Sugar Research Institute in early 2000s. Eighty six microsatellite 

primers were screened for polymorphic patterns. Eighty primers were highly 

polymorphic with S. spontaneum clones compared to commercial cultivars. 

Twenty-eight primers exhibited discrete and easily scorable bands. Further, five 

primers were evaluated to determine the diversity of 96 cultivars. A total of 57 

polymorphic bands out of 61 were identified with an average of 5 bands per 

primer individual. A single primer was able to generate up to 20 different bands. 

Results also indicated that one primer discriminated 88 cultivars and a minimum 

of two primers was sufficient to give the same results as the five primers (Jannoo 

et al., 2000). 

At SASEX, South Africa, 35 microsatellite primer pairs were tested on two closely 

related varieties N18 and NCo 376, S. officinarum variety Black Cheribon and S. 

spontaneum variety Kloet. N18 and NCo 376 showed similar profiles while the 

two ancestral varieties were polymorphic for all the primer pairs tested. The total 

number of alleles per marker across the four varieties ranged from 1 to 18. 

Results from evaluation of these primer pairs on additional 18 varieties suggested 

that microsatellite markers would be useful in sugarcane varietal identification, 

mapping and pedigree control (Bester, 2000). 
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The world first SSR marker-based sugarcane (Saccharum spp.) database for 

molecular identity was reported in 2010. A total of 1025 sugarcane clones 

consisting of 811 Louisiana, 45 Florida, 39 Texas, 130 foreign, and eight 

consultant/seed company clones were genotyped using 21 highly polymorphic 

SSR markers. These markers generated 144 distinct DNA fragments. The 

molecular data base developed by these SSR markers useful for registration of 

cultivars, identification of mis-labeled sugarcane clones in the crossing program, 

determination of paternity of cross progeny and cultivar identification/verification 

grown in the farmers field (Pan, 2010).  

A total of 26 microsatellite primers pairs were used to determine the genetic 

diversity of 40 sugarcane genotypes including their parents. Out of 26 SSR 

markers, only 10 (38.4%) displayed polymorphism with polymorphism information 

content (PIC) values ranged from 0.15 to 0.67. The observed homozygosity (Ho) 

and Nei’s gene diversity for individual loci ranged from 0.000 to 0.277 and 0.129 

to 0.473, respectively. The UPGMA clustering method based on Nei’s (1978), 

unbiased genetic distance classified all sugarcane genotypes into  two major 

groups (I and II) comprising six clusters. The results from this investigation 

indicated that microsatellite markers would be useful to select the parents in 

sugarcane breeding program (Sharma et al., 2014).  

Genetic diversity of 115 sugarcane parents of Chinese Breeding Program was 

evaluated using five genomic simple sequence repeats (gSSR) markers.  A total 

of 88 alleles of loci were detected by capillary electrophoresis. These SSR 

markers were found to be highly robust and showed high PIC value (0.84 on 

average). The values of genetic diversity parameters across the population 

indicated much higher intra-population variation (90.5%) than that of inter-

population (9.5%). Cluster analysis revealed that 115 parents were grouped in to 

three distinct clusters. Principal component analysis (PCA)  indicated that the first 

and second principal components accounted for a cumulative 76% o the total 

variation in which 43% were for common parents and 33% were for new parents, 

respectively (You et al., 2013). 
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MATERIALS AND METHODS 
 

3.1 Genetic Diversity Analysis Based on Morphological Characters 

of Sugarcane 

The experiment on the study of genetic diversity of sugarcane genotypes based 

on morphological characters was carried out in the experiment field of Breeding 

Division, Bangladesh Sugarcrop Research Institute (BSRI) Ishurdi, Pabna, 

Bangladesh during 2010-2011.  

3.1.1 Experimental Material 

The experimental material for the present study consisted of 51 genotypes of 

sugarcane involving 36 BSRI developed clones, 12 exotic clones and 3 released 

varieties. The list of all genotypes and their parentage are given in Table 3.1. 

3.1.2 Experimental Design 

An augmented block design (Federer, 1956; Petersen, 1985) was used to 

conduct the experiment. A total of 51 genotypes of sugarcane were planted in an 

augmented block design II with six blocks in November 28, 2010. Three check 

varieties viz. Isd 38, Isd 39 and Isd 40 were randomly repeated in each block. 

Each block is comprised of tested genotypes and three checks. This design is 

most appropriate for preliminary evaluation of large number of germplasm 

accessions in the same experiment where amount of planting materials (seeds, 

setts, bulbs, tubers etc.) are not sufficient for replicated trial. Augmented design 

incorporates  the provision of accommodating single replication of all treatments 

by spreading it over all blocks (b), while a set of checks (c), numbering three or 

more are replicated in each block. Error degree of freedom {(b-1)(c-1)} must be at 

least 10 for a valid augmented design (Petersen, 1985) i.e. if three checks are 

included, then the number of block would be at least six to fulfill the requirement 
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of 10 d.f. Randomization was done in such a way that all the checks and a part of 

test genotypes fall only once in each block.  Equal number of test genotypes was 

planted in each block to facilitate statistical analysis. 

 Each plot consisted of 2 rows 5m long. Distance between rows was 1.0 m. Three 

budded setts were planted end to end method with a plant population of 3 setts 

per m2 or 15 setts per row. 

3.1.3 Cultural Management 

The experimental field was ploughed and harrowed thrice to make the soil friable. 

Chemical fertilizer viz. NPKS and Zn was applied @ of 150-50-90-34-3.5 kg/ha. 

Full amount of TSP, gypsum, and zinc sulphate, one third of urea and MP 

fertilizers were applied as basal dose in the trenches and mixed thoroughly with 

the soil before planting. Rest amount of urea and MP were top dressed in two 

equal splits at 120 days after planting (DAP) and at 180 DAP i.e. at tiller 

completion stage. All other fertilizers were applied as basal dose during planting 

in the trench. Three times irrigation was applied, 1st irrigation just after planting, 

2nd irrigation after first top dressing of urea and MP and 3rd irrigation was applied 

after 2nd top dressing of urea and MP. Mulching was done after each top dressing 

of urea followed by irrigation. Weed control, insect control and fungal disease 

control were done as and when necessary. Earthing up was done 7 months after 

planting while tying of trash was done 8 months after planting.  
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Table 3.1 Parentage of 51 sugarcane genotypes used in the experiment 

Sl. No. Accession of genotype Parentage ( Female x Male) 
1. I 112-01 I 273-91 x Isd 20 
2. I 39-04 I 273-91 x I 64-98  
3. I 152-04 CPI 85-80 x I 216-92 
4. I 111-03 Phil 48-15 x I 61-90 
5.  I  6-04 ? 
6. I 189-04 COL 33 x I 326-86 
7. I 174-93 I 91-79 x ? 
8. SC 5d Self cross 
9. I  255-06 I 92-00 x I 101-66 
10. CPI  96-80 Exotic 
11. B 34-231 Exotic 
12. I 562-85 ZH 238 x F 
13. SC 2d Self cross 
14. I 326-86 Isd 16 x ? 
15. Bo 43 Exotic 
16. I 156-97 I 281-85 x CP 50-50 
17. POJ 2878 POJ 2364 x EK 28 (Exotic) 
18. I 134-70 ? 
19. CP 69-1052 Exotic 
20. IC 7a ? 
21. Co 635 Exotic 
22. CL 41-229 Exotic 
23. I 40-00 I 327-86 x I 523-85 
24. CP 36-105 Exotic 
25.  CP 75-361 Exotic 
26. I 14-96 I  95-78 x I 144-86 
27. SC 10d Self cross 
28. I 98-98 I 281-85 x Co 635 
29. I 64-98 I 281-85 x Isd 25 
30. I 17-01 CPI 38-80 x I 325-86 
31. I 137-96 I 457-85 x CP 55-30 
32. I 127-96 I 457-85 x B 34-231 
33. I 91-79 CP 44-154 x Bo 32 
34. I 33-97 ? 
35. Saipan 17 Exotic 
36. I 26-04 I 273-91 x I 46-63 
37. Co 630 Exotic 
38. I 21-00 CPI 85-80 x B 34-231 
39. SC 5b Self Cross 
40. I  82-98 I 281-85 x Co 635 
41. I 181-03 POJ 2878 (Self.) 
42. I 1-05 I 176-97 x I 216-92 
43. I 143-01 I 322-86 x Co 530 
44. I 23-05 Isd 33 xCP 55-30 
45. I 48-05 H 37 x 1933 x I 137-96 
46. Co 642 Exotic 
47. SC  6d Self cross 
48. I 108-01 I 273-91 x Isd 20 
49. Isd 38 Isd 28 
50. Isd 40 Isd 27 x Isd 24 
51. Isd 39 BC5 x Isd 25 
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3.1.4 Data Collection   

3.1.4.1 Data Collection of Agro-morphological Traits of Sugarcane 

Data on following 16 agro-morphological traits were collected in the month of 

December 2011 i.e. 12 months after planting following the PHILSURIN 

descriptors. 

1. Number of tiller per clump: Randomly ten stools were selected in each 

entry and the tillers were counted in each stool. Average of ten stools was 

recorded as tillers per clump at physiological maturity stage. 

2. Plant height (cm): Ten randomly selected stalks from each entry were 

tagged. Shoot length was measured from the base (soil surface) of the stalk to 

the tip of the largest leaf at harvest and the average height is expressed in 

centimeters. 

3. Stalk length (cm): Ten randomly selected stalks from each entry were 

tagged. Stalk length was measured from the base (soil surface) of the stalk to the 

top visible dewlap at harvest and the average height is expressed in centimeters. 

4. Leaf length (cm): Leaf length was measured on the fourth leaf from the top 

most open leaf. The fourth leaf from the top most open leaf of ten selected stalks 

was measured from ligule to the leaf tip. The average length is expressed in 

centimeters. 

5. Leaf width (cm): Leaf width is measured at the widest point of fourth leaf 

from topmost open leaf of ten selected stalks. The average length is expressed in 

centimeters. 

6. Bud length (mm): Bud length was measured at the longest point from ten 

buds from ten randomly selected stalks using digital slide calipers. The average 

bud length is expressed in millimeters. 
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7. Bud width (mm): Bud width was measured at the widest point from ten buds 

from ten randomly selected stalks using slide calipers. The average width is 

expressed in millimeters.  

8. Number of internode/cane: The number of internode was counted from the 

base internode up to the top visible dewlap from ten randomly selected stalks and 

expressed as average number of internodes per stalk at the time of harvest. 

9. Internode length (cm): The internode length of basal (3rd visible internode 

from base), middle (largest internode) and top (1st internode below the top visible 

dewlap) of ten randomly selected stalks were measured at harvest. The average 

of three internodes of ten stalks is expressed in centimeters.  

10. Internode diameter (cm): The internode diameter of basal (3rd visible 

internode from base), middle (largest internode) and top (1st internode below the 

top visible dewlap) of ten randomly selected stalks were measured using slide 

caliper at harvest. The average of three (basal, middle and top) internodes of ten 

stalks is expressed in centimeters.  

11. Single cane weight (kg): The ten randomly selected stalks were cut at 

harvest, de-trashed, cleaned and tops were removed. The weight of ten stalks 

was recorded using top load balance and average weight was worked out and 

expressed as single cane weight in kilograms. 

12. Number of millable cane (x103 ha-1): All the canes in each plot were cut, 

dressed, counted and recorded as the number of millable cane per plot (10 m2) at 

harvest. Finally number of millable cane/ha was calculated by multiplying the total 

number of millable cane counted per plot multiplied by 1000. 

13. Cane yield (t/ha): All the canes in each plot were cut close to the ground 

level. The tops and trash were removed and cane weight per plot was recorded 

and expressed as cane yield per plot in kilograms. Finally plot yield was 

converted to cane yield in t/ha. 
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14. Brix per cent: Brix (soluble solids) was determined after 12 months after 

planting of sugarcane by Brix Hydrometer standardized at 20o C. Ten randomly 

selected canes were harvested from each entry followed by detrashing, cleaning 

and removing the tops. Then these canes were crushed in a three roller mill 

(power crusher). The collected juice was first thoroughly mixed and strained with 

fine mesh or cloth to remove the debris and particles of bagasse, wax and other 

suspended impurities. A 500-ml measuring cylinder was filled up with cleaned 

juice and it was kept for few minutes for escaping of air bubbles and floating 

impurities was again removed. Then a Hydrometer was put in the juice filled 

cylinder and was kept a while for the adjustment of hydrometer and juice 

temperatures. Hydrometer reading was recorded by reading just near lower 

meniscus. The temperature of juice was recorded simultaneously and the 

corrected brix was calculated from the temperature correction table.   

15. Pol per cent: At physiological maturity (360 DAP) of sugarcane, ten 

randomly selected canes were harvested, stripped, cleaned and crushed in 

power crusher machine to extract juice. Horne’s Dry Basic Lead Sub-acetate 

method is widely used for the clarification of cane juice. About 100-200 ml juices 

were taken in a stopper reagent bottle and 2-3 g of Horne’s lead sub-acetate was 

added. The content of the reagent bottle was then shaken vigorously for about a 

minute and then filtered through Whatman No. 40 filter paper and the clarified 

juice was filled in to 200mm polarimeter tube and Pol reading was recorded from 

the polarimeter. The corrected pol readings were obtained by comparing the Pol 

reading measured with the corresponding corrected brix reading referring to 

Schmitz table. 

16. Juice purity per cent: The ratio of sucrose percent to the corrected brix 

was expressed as purity of the juice, which indicates the proportion of sucrose in 

the total solids present in the juice. It was calculated at 360 DAP. After recording 

brix per cent and Pol per cent of each entry, the purity per cent was calculated by 

the following formula: 
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Juice	purity	percent = ୔୭୪	%
୆୰୧୶	%

x 100 

3.1.4.2 Data Collection of Qualitative Morphological Traits of   Sugarcane 

Data on 36 qualitative morphological traits were recorded according to the 

procedures developed jointly by Institute of plant Breeding (IPB), College of 

Agriculture, UP Los Baňos (UPLB) and Philippines Sugar Research Institute 

Foundation Inc. (PHILSURIN) and followed by Breeding Division of BSRI, Ishurdi, 

Pabna, Bangladesh. Descriptor for sugarcane germplasm characterization 

developed by PHILSURIN is shown in the AppendixTable 4.3. 

3.1.5 Data Analysis 

3.1.5.1 Analysis of Variance and Descriptive Statistics  

The collected agro-morphological data were analyzed following the procedure 

outlined by Federer (1956) and Petersen (1985). Analysis of variance (ANOVA) 

and adjusted means of 16 agro-morphological data were calculated by using 

online software developed by Indian Agricultural Statistics Research Institute, 

New Delhi, India, following the procedure developed by Federer (1956, 1961) 

available at its website (www.iasri.res.in/Spad/web). Other descriptive statistics 

viz. mean, coefficient of variation, standard error, LSD values and critical 

difference (CD) were calculated following the procedure given by Steel and Torrie 

(1980) and Petersen (1985). The block effect was also estimated from the 

replicated check means and adjusted means following the procedure outlined by 

Petersen (1985).  

3.1.5.2 Pearson’s Correlation Coefficients 

All possible pair-wise combinations of 16 agro-morphological traits were subjected to 

Pearson’s correlation analysis. Pearson’s Correlation coefficients (r) were calculated 

among pairs of all agro-morphological traits using the following formula: 

    r	= ୗ୔	(୶୷)
ඥୗୗ(୶)	ୗୗ	(୷)																		
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Where r denotes Pearson’s correlation coefficient 

SP (xy)=   )( xx    )( yy ; denotes sum of products of x and y  

SS (x)=  x( )x 2;  denotes sum of square of x;  

SS (y)=  )( yy 2 ; denotes sum of square of y;  

Therefore, correlation coefficients becomes 

r=
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Test of significance of correlation coefficient (r) was carried out by referring to t-

table given by Snedecor and Cochran (1967) using n-2 degree of freedom. 

3.1.5.3 Shannon-Weaver Diversity Index  

All the 16 agro-morphological characters were analyzed for their Shannon-

Weaver diversity index. Shannon-Weaver diversity index was calculated using 

the following formula defined as: 

′ܪ =
(݅݌)	2݃݋݈	݅݌∑

݊	2݃݋݈  

Where, n is the number of phenotypic classes of a character and pi is the 

proportion of the total number of entries belonging to the ith class (Jain et al., 

1975).The Shannon-Weaver diversity index was standardized by dividing H '  by 

the log 2 of the total number of phenotypic classes (Yu Li et al., 1996). 

All the 16 agro-morphological traits were analyzed for their Shannon-Weaver 

diversity index. Class intervals of 0.5 above and below the mean were designated 

on the range of particular trait. Class marks were then formulated based on the 

mean+ (class interval x standard deviation). A total of 36 qualitative characters of 

sugarcane were subjected to Shannon-Weaver diversity index analysis. Classes 
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were based on the number of descriptor states (phenotypic classes) used for a 

particular trait.  

3.1.5.4 Genetic Divergence Analysis 

Euclidean Distance 

 To measure genetic divergence, Euclidean distance (Sneath and Sokal, 1973) 

between genotypes was calculated using the following formula:  

Euclidean dij=[∑(Xih-Xjh)2]½ 

Where i and j are the two accessions and p is the number of quantitative traits 

observed. 

Mahalanobis Distance  

Genetic diversity among the 51 genotypes was also studied on multivariate scale 

following Mahalanobis (1936) generalized distance (D2) statistic extended by Rao 

(1952). All the 16 agro-morphological data were subjected to analysis of 

Mahalanobis’ D 2 statistic using Genstat 5.1 software. Based on the D2 values, 

the studied genotypes were grouped in to clusters according to the Tocher’s 

method (Rao, 1952). Intra -cluster and inter-cluster distances, cluster means and 

contribution of each trait to divergence were estimated as suggested by Singh 

and Chaudhury (1985).  

3.1.5.5 Multivariate Statistical Analyses  

Characterization and evaluation data of quantitative characters were subjected 

to Multivariate statistical analyses using Genstat ver. 5.1. Cluster Analysis                 

and Principal Component Analysis (PCA) were done to classify the different 

accessions in to groups and to identify the principal components that explain 

variability. 
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Principal Component Analysis 

 Raw data were first standardized to zero mean and unit variance followed by 

computation of numerical measures of likeness/similarity and construction of 

distance matrix using variance-covariance coefficients. Eigenvalues and 

Eigenvectors of the variance-covariance matrix were then computed. The first 

two principal components were plotted in two dimensional scales to view the 

graphical representation of the association among 51 genotypes of sugarcane. 

Cluster Analysis 

 Using standardized data, numerical measures of likeness/similarity were 

computed and distance matrix constructed using Euclidian Distance coefficients. 

Cluster Analysis (Sequential, agglomerative, Hierarchical) using UPGMA 

(Unweighted Pair Group Method with Arithmetic Averages) method was 

executed. 

3.2 Genetic Diversity Analysis of Sugarcane Based on Microsatellite 
Markers 

The experiment on the study of genetic diversity of sugarcane using microsatellite 

markers was carried out at DNA Laboratory of Biotechnology Division, 

Bangladesh Sugarcrop Research Institute (BSRI), Ishurdi, Pabna, Bangladesh 

during 2012-2014.  

3.2.1 Plant Materials Collection and Preparation  

Top of 8-month old sugarcane plant of each entry (Table 3.1) was tagged and 

was cut from experimental field. The collected samples were kept in plastic 

bucket containing tap water to keep the materials alive and fresh. After bringing 

the materials in the laboratory, the outer leaf sheaths and leaf blades were 

removed leaving only very young inner spindle to get meristem cylinder. Then the 

meristem cylinder (spindle base) was cut in to small pieces (about 5 mm long 
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with 3mm diameter) with sterile scissors and about 0.2 g sample was taken in 

each cleaned, autoclaved and labeled ceramic mortar. This sample was used to 

extract genomic DNA and the extracted, purified DNA sample was used for DNA 

fingerprinting and genetic diversity studies using SSR markers. 

3.2.2 Equipments and Chemicals  

 A number of sophisticated equipments and, molecular biology grade chemicals 

were used for DNA isolation, purification, quantification, PCR amplification, gel 

electrophoresis and gel documentation. List of all the materials has been 

presented in Appendix Tables 3.1 and 3.2   

3.2.3 Stock Solutions Preparation for DNA Isolation 

A number of stock solutions were used to isolate genomic DNA from sugarcane 

leaf sample. The procedures of stock solution preparation are given below: 

1M Tris-HCl Stock Solution Preparation 

About 75 ml ddH2O was taken in 150 ml- conical flask and 12.11 g Trisma base 

was added to it. About 5 ml 0.1N HCl was added in the flask slowly and   was 

stirred slowly until the chemical dissolved completely. The pH of the solution was 

adjusted to 8.0. The final volume of the stock solution was adjusted to 100 ml by 

adding required amount of ddH2O. The Tris-HCl stock solution was autoclaved 

and stored at 4 o C in the refrigerator. 

0.5M EDTA Stock Solution Preparation 

About 75 ml ddH2O was taken in 150 ml- conical flask and 18.61 g EDTA was 

added to it. About 2 g NaOH pellet was added in the flask slowly and   was stirred 

slowly until the chemical dissolved completely. The pH of the solution was 

adjusted to 8.0. The final volume of the stock solution was adjusted to 100 ml by 

adding required amount of ddH2O. The EDTA stock solution was autoclaved and 

stored at 4 o C in the refrigerator. 
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5M NaCl Stock Solution Preparation 

About 75 ml ddH2O was taken in 150 ml- conical flask and 29.22 g molecular 

biology grade NaCl was added to it. The content was vigorously stirred with 

magnetic stirrer for an hour. The flask was then heated in water bath at 65 o C for 

2 minutes for dissolving the salt completely. The final volume of the stock solution 

was adjusted to 100 ml by adding required amount of ddH2O. The NaCl stock 

solution was autoclaved and stored at 4 o C in the refrigerator. 

5% SDS Stock Solution Preparation 

About 75 ml ddH2O was taken in 150 ml- conical flask and 5.0 g SDS was added 

to it. The flask was heated in the water bath at 65 o C and gentle shaking was 

done until the chemical dissolved completely. The final volume of the stock 

solution was adjusted to 100 ml by adding required amount of ddH2O. The SDS 

stock solution was stored at 4 o C in the refrigerator. 

10% PVP Stock Solution Preparation 

About 75 ml ddH2O was taken in 150 ml- conical flask and 10.0 g PVP was 

added to it. The flask was shaking gently until the chemical dissolved completely. 

The final volume of the stock solution was adjusted to 100 ml by adding required 

amount of ddH2O. The PVP stock solution was stored at 4 o C in the refrigerator. 

20 % CTAB Stock Solution Preparation 

About 75 ml ddH2O was taken in 150 ml- conical flask and 20.0 g CTAB was 

added to it. The flask was heated in the water bath at 65 o C and gentle shaking 

was done until the chemical dissolved completely. The final volume of the stock 

solution was adjusted to 100 ml by adding required amount of ddH2O. The CTAB 

stock solution was stored at room temperature. 
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TE (10:1) Buffer Preparation 

About 494 ml deionized distilled water was taken in 1L beaker. In this beaker, 5.0 

ml of 1M Tris-HCl and 1.0 ml of 0.5M EDTA were added and mixed well by 

swirling  the beaker.  This TE solution was filter sterilized by using 0.22 µm 

Millipore filter in the laminar hood and transferred to an autoclaved 1L conical 

flask. The mouth of the flask was sealed with aluminum foil and stored at room 

temperature.    

Preparation of TE Saturated Phenol 

The bottle containing phenol crystal was melted by heating at 65 o C in the water 

bath for 30 minutes. About 50 ml melted phenol and 50 ml TE buffer were taken 

in 200 ml beaker. This mixture was stirred by magnetic stirrer for 10 minutes and 

kept rest for 5 minutes. The upper phase was discarded by dropper carefully and 

again 50 ml TE buffer was added. The above procedure was repeated six times 

until pH of phenol raised up to7.75. The saturated phenol was kept in dark 

colored (amber) bottle in the fridge at 4o C.   

Preparation of Phenol: Chloroform: Isoamylalcohol (25:24:1) 

In a dark colored bottle, 25ml saturated phenol; 24ml chloroform and 1ml 

isoamylalcohol were added and mixed by vortexing under fume hood for 1 

minute. The mouth of the bottle was sealed and kept in amber bottle at 4 o C in 

the fridge. 

Preparation of 10ml Extraction Buffer 

In a autoclaved 100 ml conical flask, 2 ml of 1M Tris-HCl (pH 8.0), 1 ml of 0.5M 

EDTA (pH 8.0), 3.6 ml of 5M NaCl, 0.2 g of CTAB and 0.006 g of sodium sulphite 

were added. At last, 3.124 ml of ddH2O was added and mixed well by swirling. 

The mixture was heated at 65o C in the water bath until all the components 

dissolved completely. Freshly prepared extraction buffer was used in DNA 

isolation.  
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3.3 DNA Isolation Protocol  

A modified method of DNA isolation developed by Al-Janabi et al. (1999) was 

used for DNA isolation from sugarcane leaf sample. The following steps were 

followed for isolation of genomic DNA from sugarcane meristem tissues. 

Step 1 About 0.2 g meristem tissue was taken in a cleaned and autoclaved 

mortar. 

Step 2 About 800 µl extraction buffer was added to the sample and again  finely 

grounded so that cells wall ruptured and genomic DNA comes out from 

cells 

Step 3 The extraction buffer mixed grounded material was transferred to 2-ml 

Eppendorf tube. 

Step 4 About 150 µl of each 5% SDS, 10% PVP and 20% CTAB were added in 

the above 2-ml Eppendorf tube and mixed well by inversion several times 

and incubated at 65 o C in water bath for 40 minutes. During incubation 

period, 3-4 times inversions of Eppendorf tube were done.  

Step 5 The Eppendorf tube was removed from water bath and cooled at room 

temperature. Equal volume (800 µl) of Phenol: chloroform: isoamyl alcohol 

(25:24:1) was added and mixed well. 

Step 6 The Eppendorf tube was centrifuged at 10,000 rpm for 30 minutes. 

Step 7 About 650 µl of aqueous upper phase was transferred to 1.5 ml Eppendorf 

tube and equal volume (650 µl) of ice-cold isopropanol and 150 µl of 5M 

NaCl were added. The Eppendorf tube was kept at -20o C in the freezer for 

an hour for precipitation of crude DNA. 

Step 8 The Eppendorf tube was centrifuged at 10,000 rpm for 20 minutes at room 

temperature for DNA pellet formation. 

Step 9 The supernatant was discarded by micropipette carefully. 

Step 10 About 500 µl (2.5 times) 70% ice-cold ethanol was added to it. 

Step 11 The Eppendorf tube was centrifuged at 10,000 rpm for 10 minutes and 

supernatant was discarded carefully (DNA pellet was formed in this step. 
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Step 12 DNA pellet was washed with 200-300 µl 70% ethanol. This washing 

procedure was repeated 2-3 times to removes phenolic compounds and 

excess salt.   

Step 13 After discarding ethanol, DNA pellet containing Eppendorf tube was kept in 

inverted position (Upside down) on the filter paper for about 30 minutes to 

dry the pellet. 

Step 14 About 50 µl TE (10:1) was added in each Eppendorf tube to dissolve the 

DNA pellet. 

Step 15 DNA sample was kept at -20 o C in the freezer for future use. 

3.4 Quantification and Quality Checking of Isolated DNA  

Sometimes, isolated genomic DNA may contain large amount polysaccharides, 

phenolic compounds pigments and RNA which usually cause over estimation of 

DNA concentration in a spectrophotometer. For that reason, the DNA sample 

was evaluated both qualitatively and quantitatively by Nanodrop 2000 

(spectrophotometer) machine. Measurement of isolated DNA concentration can 

be done by estimating the absorbance of DNA by spectrophotometer at 260 nm 

wave length of UV light and quality of isolated DNA was measured by checking 

absorbance ratio (A 260nm/ A 280nm).  

Procedure of Measuring Template DNA Concentration and Quality Checking By 

Nanodrop 2000 (Spctrophotometer) 

Following steps were followed during measurement of genomic DNA 

concentration and quality checking. 

1. Pedestal surfaces were cleaned before opening the software. 

2. After thawing the stored genomic DNA sample (Stored at -20 o C), the DNA 

samples were heated to 55 o C in the water bath before measurement to make 

more homogenous DNA sample. 
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3.  After opening the pedestal arm of Nanodrop, blank sample TE of about 1-2 µl 

was loaded on to the lower measurement pedestal and then the sampling arm 

was lowered in to the down position. 

4. Cursor of mouse was kept on the blank icon and was clicked on 

5. After completion of measurement, blanking buffer was wiped from both 

pedestals using a laboratory wipe.  

6.  About 1 µl of extracted genomic DNA sample was taken by micropipette and 

was loaded on the lower Pedestal and then arm was closed.  

7. Cursor of mouse was kept on the “measure” icon and was clicked on 

8. The DNA concentration (ng/µl) and A260/A280 appeared on the screen of the 

computer. These results were saved in a folder and print out of results was 

taken later on. 

9. After completion of measurement, the pedestal surfaces were wiped with 

laboratory wipe.  

The quality of the extracted DNA was assessed by measuring the absorbance of 

the sample at 260nm (A260) and 280nm (A280) on a Nanodrop 2000 

spectrophotometer. The purity is indicated by (A260)/(A280), and this ratio is 1.8 

for pure DNA, which is free from protein.  

Different DNA extraction methods provide DNA of widely different concentrations 

and purity. Thus, it is necessary to optimize the amount of DNA used in SSR 

analysis to achieve reproducibility. Below a certain concentration of genomic 

DNA, rapid amplification is no longer reproducible. Thus, it is essential to keep on 

above this critical concentration. It is best to do a series of SSR reaction using a 

couple of primer pairs and a set of serial dilutions of each genomic DNA to 

identify empirically the useful range of DNA concentration, for which reproducible 

SSR patterns are obtained. 
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Good quality DNA should give the A260/A280 in the range of 1.8 - 2.0. The 

A260/A280 ratio higher than 2.0 generally indicates RNA contamination. For 

A260/A280 ratio lower than 1.8 normally indicates protein contamination during 

extraction process. 

3.5 Preparation of working solution (25 ng/µl) of DNA sample for 
SSR- PCR 

Original stock solution concentration of each DNA sample was adjusted to a 

unique concentration (25 ng/µl) using the following formula: 

S1V1=S2V2 ; Where, 

S1= Initial DNA concentration (ng/µl) of stock 

V1= Initial volume of DNA solution (µl)= 2µl 

V2= Final volume of DNA solution (µl) = TE buffer (µl) to be adjusted 

 S2=Final DNA concentration (ng/µl) = 25ng/µl to be adjusted 

Original stock DNA (2 µl) was taken in an Eppendorf tube and required amount of 

TE buffer calculated using the above formula was added to it. Required amount 

(volume) of TE buffer for each sample was calculated and used for DNA working 

solution preparation. These working solutions were used for preparation of SSR-

PCR master mix solution. 

3.6 Preparation of dNTPs (400 µl) 

Equal amounts (10 µl) of each dATP, dTTP, dCTP, dGTP (each with 100 mM 

conc.) were mixed in a 1.5 ml autoclaved tube and 360 µl SddH2O was added. 

After adding all components, the mixture was vortexed for 30 seconds for better 

mixing. So, 400 µl dNTPs was prepared.  
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3.7 Microsatellite (SSR) Primers Used 

Twenty three SSR primers were used for PCR amplification of genomic DNA 

isolated from 51 sugarcane genotypes.  List of primers used along with their 

forward and reverse sequences, and their annealing temperatures are presented 

in the Appendix Table 3.3 

3.8 Preparation of PCR Master Mix 

PCR reaction mixture i.e., master mix/cocktail for each DNA sample with each 

primer was made for 10 µl volume in a 0.2ml thin walled PCR tube. Each PCR 

reaction mixture contained 5.0 µl of master mix and 2.5 µl of each forward and 

reverse primer, respectively. The master mix contained the following reagents. 

The amount and final concentration of each component are mentioned in the 

following table: 

Table 3.2 Composition of PCR Mastermix 

Sl. 
No. 

Components  Final Conc. Vol.(µl)/ 
Reaction  

1. Sterile de-ionized distilled water - 0.8 
2. 10X PCR Buffer with 15mM MgCl2 1X 1.0 
3. dNTP (2.5mM) 0.25mM 1.0 
4. Template DNA (25ng/µl) 5ng/µl 2.0 
5. Taq DNA polymerase(5U/µl) 1U 0.2 
6. Forward primer  2.5 
7. Reverse primer  2.5 
 Total = 10.0 µl 

During the experiment, PCR buffer, dNTPs, primers and DNA sample solution 

were thawed from frozen stocks, mixed by vortexing and kept on ice flacks. 

Template DNA (25ng/µl) were pipette (2.0 µl) first into PCR tubes (0.2ml) 

compatible with the thermal cycler. 
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3.9 Performing PCR Reaction in Thermal Cycler Machine 

 PCR tubes containing all the components of PCR reactions were placed in the 

Thermal cycler (PCR machine). After closing the upper lid of previously 

programmed PCR machine, electric switch was put on. The DNA amplification 

was performed in oil-free Thermal Cycler (Genius, Techne, Cambridge Ltd. UK) 

following the SSR-PCR profile mentioned below:  

Table 3.3 PCR Profile of Thermal Cycler Machine “Genius” 

Program Cycle Link 
To 

Segment Temperature 
(o C) 

Function Rate Hold Time 

1 1 2 1 94 Initial 
denaturation 

Maximum 4 Minutes 

2 35 3 1 
2 
3 

94 
55 
72 

Denaturation 
Annealing 
Extension 

Maximum 
Maximum 
Maximum 

30 Sec. 
30 Sec. 
1 Minute 

3 1 4 1 72 Final 
Extension 

Maximum 7 Minutes 

4 1 E 1 4 - Maximum Hold Time 

 

3.10 Electrophoresis of PCR Products 

After completion of PCR amplifications, PCR products (amplicons) were resolved 

on 2% agarose gel using a horizontal electrophoresis unit (CBS Scientific USA). 

After electrophoresis, the gel was taken out carefully from electrophoresis 

chamber and placed in gel Documentation system (Alpha View 3.2, Cell 

BioSciences Inc.USA) for visualizing the DNA bands. 

Preparation of 2% Agarose Gel 

 About 130 ml agarose gel is needed for 15 cm x 15cm tray making 0.5cm 

thickness of gel. The following steps were followed for casting the gel. 

Step1. Initially 2.6 g agarose powder (Sigma Co.) was weighing out and placed 

into a  250 ml conical flask. 
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Step 2. Then 130 ml of 1X TBE buffer was added into the 250 ml flask.  

Step 3. The flask was then placed in a microwave oven. Using a low to medium 

temperature setting, the timer was set for two minutes. The oven was 

stopped and swirled the container gently to suspend the agarose which 

was not dissolved. The solution was swirled until all of the small 

translucent agarose particles were dissolved. Visually it seems clear. 

Step 4. When the Agarose solution was cooled to about 50o C (the flask was cool 

enough to hold comfortably with bare hand), about 13 µl of ethidium 

bromide solution (conc. 10mg/ml) was added in the gel solution, so that in 

the gel the concentration of ethidium bromide is maintained as 0.8 µg/ml. 

The final concentration of ethidium bromide in the melted agarose solution 

may be in the range of 0.5-1.0 µg/ml) and mixed well by gentle shaking to 

make DNA visible under UV light. 

Agarose Gel Casting 

1. The ends of the gel casting tray was sealed or fitted with casting dams. The 

dams were fitted so that there was no gap between the sides of the tray and 

the groove in the dams.  

2. The gel tray was leveled on a leveling table or working bench using the 

leveling mercury bubble. 

3. Then the comb was placed into the appropriate groove or slot of the tray. 

4. The molten agarose (Temp. about 50 o C) was poured on to the tray. Hot 

agarose (Temp. above 60 o C) might cause the comb to warp or craze and 

would decrease the lifetime of the comb. Warping might also result in sample 

wells of uneven depth. Air bubbles were removed by pushing away to the side 

of the casting tray by using a disposable micropipette tip. 

5. The gel was allowed to solidify at room temperature for 20-30 minutes. 

6. After solidification of gel, the comb was removed carefully from the solidified gel. 
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7. Then the casting dams or gates were removed from the edges of the gel  tray. 

Casting dams were removed carefully so that the gel does not slide off the 

tray.  

Preparation of PCR Products (Amplicon) for Electrophoresis 

1.  In each PCR tube, 1-2 µl 1X loading buffer was added in the PCR products 

     by micropipette and mixed properly. 

Preparation of working Solution of DNA Ladder 

The supplied 100 bp DNA ladder (Conc. 500 µg/ml) was diluted to five times with 

TE buffer and 6X loading dye to make working solution. Therefore, 20µl DNA 

ladder + 20 µl loading dye + 60 µl TE buffer were added together and mixed 

properly by vortexing.  

Loading of the DNA Sample in the wells 

The total volume of the loading sample was 10-12 µl. The loading volume is 

dependent upon the type of comb used (i.e., well thickness and length of comb’s 

teeth) and the thickness of the gel. The prepared sample was then loaded slowly 

in each well to allow them to sink to the bottom of the wells.  

Loading 100bp DNA Ladder 

First and last wells of the solidified agarose gel were loaded with 5 µl working 

solution of 100 bp DNA weight marker for the measuring unknown band size (bp) 

of amplified DNA sample (Amplicon). 

Running the Gel (Electrophoresis)  

1. The agarose gel casted tray was placed on to the base/floor of the 

electrophoresis chamber by keeping the gel horizontal, so that the sample wells 

remain near the cathode (negative end generally marked as black). The DNA 

sample would migrate toward anode (positive end generally marked as red) 

during electrophoresis. 
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2. Sufficient amount of 1X TBE running buffer (about 600 ml) was added to cover 

the gel to a  depth of  about 2mm (1-5 mm may be used). The volume of 

electrophoresis buffer should not be above the maximum buffer mark on 

electrophoresis chamber. 

3. Electrophoresis was carried out at 120 volt volts for 1.5 hours. The separation 

process was monitored   by the migration of the dye in the loading buffer. When 

the bromophenol blue dye had reached about   three-fourths (3/4th) of the gel 

length, the electrophoresis was completed and electricity connection was 

switched off. 
 

3.11 Visualization and Documentation of PCR Amplification Products 

1. After completion of electrophoresis, the gel was taken out carefully from 

electrophoresis chamber and placed in Gel documentation system 

(FluorChem FC2, Cell BioSciences, USA) for visualizing the DNA bands. 

2. The amplification products (Amplicon) were observed as DNA bands and the 

image was photographed using above Gel documentation system. The image 

was saved in separate folder in the PC attached with the gel documentation 

system. 

3. The size of the band found in each lane was estimated with the help of Alpha 

View 3.2, (Cell BioSciences Inc.USA) software available in the Gel 

documentation system (FluorChem FC2, Cell BioSciences, USA) using 100 

bp DNA ladder (Genei, India) as size standard. 

3.12 Molecular Data Analysis 

The SSR-PCR amplification products visualized as bands in the image of the gel 

were scored of all genotypes for their presence (1) or absence (0) in all primer 

combinations employed. Only polymorphic bands were used in the construction 

of binary matrix as discrete variables. The number of alleles per locus was 

determined. The following genetic diversity parameters were calculated. 
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(1) Percentage of Polymorphic Loci (P) was calculated using the formula 

described by Sun et al. (2001) was as follows: 

P= (k/n) x 100, where ‘K’ is the number of polymorphic loci and ‘n’ is the total 

number of loci investigated. 

(2) Average Number Allele per Locus (A) was calculated using the formula 

described by Sun et al. (2001) was as follows:  

A= ∑Ai/n, where ‘Ai’ is the number of alleles at ith locus and ‘n’ is the total 

number of loci investigated. 

(3) Polymorphic Information Content (PIC): The frequency of microsatellite 

polymorphism was calculated based on presence or absence of common band 

(Ghosh et al., 1997) .To measure the informativeness of the markers, 

polymorphism information content (PIC) value described by Anderson et al. 

(1993) of each of the SSR marker was computed as follows: 

݅ܥܫܲ = ෍Pij	2
୬

୧ୀ଴

 

Where, Pij is the frequency of the jth allele for ith marker and summation extends 

over ‘n’ alleles. 

(4) Effective Allele per Locus (Aep): The effective number of allele per locus 

was calculated according to Weir (1990) with the formula 1/(1 - Hep), where Hep, 

the genetic diversity per locus, is equal to 1 –  Pi 2 and Pi is equal to the 

frequency of the ith allele at the locus. 

(5) Euclidean Distance: Euclidean distance values between the genotype pairs 

were computed by using Statistica 6.0 software. Based on Euclidean distance, 

dendrogram was constructed using UPGMA method with the help of same 

software. 
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(6) Jaccard’s Similarity Coefficient: Genetic similarity (GS) was calculated by 

making a pair wise comparison among the accessions using Jaccard similarity 

Coefficient (GSij) (Jaccard, 1908).The formula is given as follows:  

GSij = a/a + b + c,  

where GSi j is the measure of genetic similarity between individuals i and j, a is 

the number of polymorphic fragments that are shared by i and j, b is the number 

of fragments present in i and absent in j, and c is the number of fragments 

present in j and absent in i. This definition of similarity excludes bands, which are 

absent in both individuals. The binary data matrix was used further analysis. The 

Excel file containing the binary data was imported into NT Edit of NTSYS-pc 

2.02J. The 0/1 matrix was used to calculate Similarity matrix as Jaccard’s 

coefficient using SIMQUAL subroutine program in SIMILARITY routine. The 

resultant similarity matrix was employed to construct dendrogram using 

Sequential Agglomerative Hierarchical Nesting (SHAN) based Unweighted Pair 

Group Method with Arithmetic Means (UPGMA) as suggested by Sneath and 

Sokal (1973). Finally, a dendrogram was created using derived genetic distances 

to infer genetic relationships. 
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RESULTS AND DISCUSSION 
 

 

4.1 Genetic Diversity Analysis Based on Agromorphological Traits 

Diversity analysis based on agronomic and morphological characters recorded at 

several stages of plant growth were carried out in sugarcane. Genetic diversity 

between parents is important to generate transgressive segregants from the cross. 

4.1.1 Analysis of Variance of Agromorphological Traits 

The experiment was laid out in augmented complete block design with six 

replications using three check varieties viz. Isd-38, Isd-39 and Isd-40. Analysis of 

variance revealed the presence of highly significant differences among the 

genotypes for all the characters studied (Appendix Table 4.1), thereby indicating 

the presence of sufficient amount of genetic variability in the studied population. It 

was also indicated that all the genotypes differed each other with regard to the 

traits that broaden the way to proceed for further improvement through simple 

selection (Punia, 1982). 

In sugarcane, many studies on estimating variability had been conducted on 

different population in different sugarcane regions in the past (Hooda et al., 1989; 

Nair et al., 1980; Chaudhary et al., 1982; Patil, 2005).  Table 4.1 summarizes the 

means, ranges, coefficient of variations (CV %) and standard deviations, (mean ± 

SE) of 16 agromorphological traits. Appendix Table 4.2 shows the means 

(adjusted) of agromorphological traits of 51 genotypes of sugarcane.    

4.1.2 Mean Performance of Different Quantitative Traits  

Basic statistics for the quantitative traits presented in Table 4.1 revealed high   

coefficient of variations (23.98 % to 30.44%) for number of tiller per clump, single 

cane weight, number of millable cane and cane yield indicating selection for 

these characters will be expected to achieve profitable gain. Whereas, low 
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variability was found for plant height (9.45%), brix percent (7.87 %) and juice 

purity percent (3.08 %). The coefficient of variation for some of the morphological 

characters such as internode length, mid-rib width, leaf width, plant height, and 

stalk height was studied by Govindaraj et al. (2014) and they reported coefficient 

of variation between 15 and 30 %, which indicates a very high variability within 

the collection of sugarcane.    

Plant height 

Analysis of variance revealed significant variation among the genotypes studied 

(Appendix Table 4.1). The mean plant height was 430.34 cm ranging from 323.20 

cm to 515.77 cm (Table 4.1). The genotype SC 10d was the tallest (515.77 cm) 

and the genotype I 111-03 was the shortest among 51 genotypes evaluated 

(Appendix Table 4.2). Plant height of sugarcane increases with advance in age of 

the crop up to maturity. Sabitha and Prasad Rao (2008) reported in their study on 

sugarcane that clones with higher plant height recorded higher yield.  

Number of Tiller per Clump 

Number of tiller plays a pivotal role in enhancing the final yield of sugarcane. 

Highly significant differences (P<0.01) were recorded for number of tillers per 

clump among the genotypes in this study. High variability (28.08 %) in tiller per 

clump was found among the studied germplasm. Mean number of tiller per clump 

was 4.53 and ranged from 2.69 to 9.29. The genotype     POJ 2878 exhibited the 

highest number of tiller per clump (9.29) followed by B 34-231 (7.13) while the 

genotype I 40-00 produced the lowest number of tiller (2.69) per clump. The best 

performing genotype POJ 2878 produced more number of tillers than the best 

standard check variety Isd 38 (5.30) (Appendix Table 4.2). Similar result was 

reported by Tiwari and Chatterjee (1998). Greater tillering potentiality is one of 

the most important quantitative morphological characters to be kept in mind while 

selecting a variety of sugarcane for commercial cultivation. Different clones of 

sugarcane differ in their trend in tillering and ultimate tillers at harvest (van 
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Dillewijn, 1952). It has been observed that tillering is influenced by internal and 

external environmental factors. Some genotypes have early rapid tillering 

capacity while others are slow in tillering at the initial stage of crop growth and 

tillering in these genotypes increases gradually (Akhtar et al., 2001).   

Stalk Characters 

The number of millable cane and single cane weight showed high variability while 

moderate variability (>10.0 to 20.0 %) was found in stalk length, internode length, 

internode diameter and number internode per stalk (Table 4.1). The height of a 

cane contributes significantly towards final cane yield. Average stalk length was 

311.00 cm and ranged from 230.56 cm to 371.90 cm. The stalk length was found 

maximum in the check variety Isd 38 (371.90 cm) followed by genotype I 91-79 

(363.39 cm) while minimum stalk length was recorded in the genotype I 111-03 

(230.56 cm).  None of the tested genotype superseded the standard check 

variety Isd 38. According to Jackson and MC Rae (2001) under good growing 

conditions, individual seedling clone may produce up to about 2.0 m of cane can 

be planted to the next selection stage. Muyco (2002) observed highest stalk 

length in the cultivar-H 65-2209 (285.10 cm) during investigating morphological 

diversity of 81 sugarcane cultivars of the Philippines during 1999-2001. The 

research work carried out by Panhwar et al. (2006) is in accordance with the 

present finding.  

Single cane weight is the product of its length and girth of cane, and contributes 

substantially to final cane yield. The analysis of variance showed highly 

significant differences among the genotypes for single cane weight (Appendix 

Table 4.1). Single cane weight showed high variability (26.62%). The average 

single cane weight was 0.90 kg. The single cane weight ranged from 0.42 to 1.47 

kg. The genotype I 174-93 produced the heaviest stalk (1.47 kg). This genotype 

is heavier than the check variety Isd 38 (1.24 kg). The genotype Bo 43 produced 

the lightest cane (0.42 kg).  Shanmuganathan et al. (2015) recorded that single 

cane weight ranged from 1.10 kg (CoN 09071) to 1.62 kg (Co 09006) with a 
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mean of 1.38 kg. The deviance of these results from the present investigation 

might be due to dissimilar genetic background of the genotypes used in different 

experiments.    

Table 4.1 Means ±SE, ranges, coefficient of variations (CV) % and least 
significant difference (LSD) values of 16 agro-morphological traits 
in sugarcane. 

Sl. 
No. 

Characters Mean ± SE Range CV (%) LSD0.05 

1. No. of tiller/clump 4.53 ± 0.179 2.69 -9.29 28.08 0.18 
2. Plant height (cm) 430.34 ± 5.69 323.20-515.77 9.45 11.43 
3. Stalk length (cm) 311.00 ± 4.98 230.56-371.90 11.43 10.00 
4. Leaf length (cm) 142.16 ± 2.07 104.25 -171.32 10.37 4.16 
5. Leaf width (cm) 4.04 ± 0.11 2.46 -6.95 19.47 0.22 
6. Bud length(mm) 6.78 ± 0.16 4.64- 9.19 16.91 0.32 
7. Bud width (mm) 5.80 ± 0.13 3.88- 8.02 15.74 0.26 
8. Internode length (cm) 10.91 ± 0.16  8.27 -13.35 10.46 0.32 
9. Internode diameter (cm) 1.83 ± 0.03 1.10-2.39 13.17 0.07 
10. No. of internode/stalk 25.95 ± 0.44 20.38 -32.38 12.16 0.89 
11. Single cane weight (kg) 0.90 ± 0.03 0.42-1.47 26.62 0.07 
12. No. of millable cane/ 10 m2*  91.71 ± 0.31 61.44-166.44 23.98 6.18 
13. Brix (%) 19.44 ± 0.21 13.60 - 22.38 7.87 0.43 
14. Pol (%) 13.55 ± 0.19 8.41- 15.94 10.19 0.39 
15. Juice purity (%) 88.10 ± 0.38 76.54-91.86 3.08 0.77 
16. Cane yield (t/ha) 81.82 ± 3.49 33.60-136.61 30.44 7.01 

*: (x103 ha-1) 

The data regarding number of internode per stalk (Table 4.1) reveals that the 

average number of internode per stalk was 25.95 and ranged from 20.38 to 

32.38. The genotype Saipan 17 exhibited the highest number of internode per 

stalk (32.38) followed by SC 10d (31.88) while the genotype I 112-01 displayed 

the lowest number of internode per stalk (20.38). The best performing check 

variety Isd 38 showed 29.73 internode per stalk. Out of 51 genotypes studied, 

only five genotypes namely CP 69-1052 (30.48), CP 75-361(29.98), SC 10 d 

(31.88), Saipan 17 (32.38) and Co 642 (31.18) exhibited higher number of 

internode than the check variety Isd 38. The results are in agreement with the 

findings of Soomro et al. (2007) who reported highest 33.32 internodes per stalk 

with a mean of 26.61 internode per stalk.   
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Highly significant differences were observed among the genotypes studied for 

internode length but the variability among the genotypes was moderate (10.46%). 

Internode length displayed a mean of 10.91 cm and varied from 8.27 cm to 13.35 

cm.  The genotype I 189-04 exhibited the longest internodes (13.35 cm) while the 

genotype I 134-70 had the shortest internode (8.27 cm). The genotype I 189-04 

produced longer internode than all the three check varieties (Appendix Table 

4.2). Similar results were reported by Muyco (2002) who recorded the highest 

value for internode length (13.93 cm) and average length of internode (11.55 cm) 

from the diversity studies of 81 cultivars of sugarcane of the Philippines.         

Stalk diameter is one of the important yield contributing traits of sugarcane and 

large stalk diameter would enhance the acceptability of varieties from economic 

point of view. Canes that grow tall and thin may be more susceptible to lodging; 

the tall clones with thick stalked canes that resist lodging. Regarding the 

internode diameter character, the mean internode diameter was 1.83 cm and 

ranged from 1.10 cm to 2.39 cm. The thickest internode diameter (2.39 cm) was 

found in the genotype I 174-93 where as the thinnest (1.10 cm) was recorded in 

the genotype I 134-70. The genotype I 174-93 produced thicker cane than the 

check varieties. The results of the present investigation are in agreement with the 

findings of Singh and Singh (2000), who concluded that sugarcane genotypes of 

different groups   respond differently even under similar climatic and edaphic 

conditions for cane girth. However, Kadam et al. (2007) reported that higher cane 

diameter showed positive influence on cane yield. 

The number of millable cane/ha is one of the important yield contributing traits of 

sugarcane and it directly influences cane yield (Munir et al., 2009; Khalid et al., 

2014). More number of millable canes having greater stalk height and girth 

contribute towards higher cane tonnage and higher per unit area production 

(Singh and Sharma, 1983).  The number of millable cane ranged from 61.44 to 

166.44 (x103 ha-1) with a mean of 91.71 (x103 ha-1). The genotype I 127-96 

produced the highest number of millable cane (166.44) (x103 ha-1) while the 

genotype Saipan 17 displayed the lowest number of millable cane (61.44) (x103 
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ha-1).   The best check variety Isd 38 produced 94.00 (x103 ha-1) millable canes. 

Shanmuganathan et al. (2015) recorded 95.75 millable canes in the clone CoN 

09072 to 116.91 in the clone Co 09004 with a mean of 107.71 (x103 ha-1).  Reddy 

et al. (2014) reported the highest number of millable cane (95,433 ha-1) produced 

by the clone 2006T36 and   it was at par with the standards Co 94008 (94,300 ha-

1) and CoC 671 (92,767 ha-1). Whereas, maximum (135) (x103 ha-1) millable cane 

were exhibited in variety Thatta-34 against check variety Thatta-10 (128.8) (x 103 

ha-1) (Arian et al., 2011). The differences in millable cane count observed by 

different authors might be due to the inherent potential of the genotypes and 

interaction between genotype and environment.    

Leaf Characters 

Leaf length was measured on leaf number 4. Leaf length varied from 104.25 cm 

to 171.32 cm with a mean of 142.16 cm. The genotype I 17-01 produced the 

longest (171.32 cm) leaves while the genotype I 156-97 displayed the shortest 

(104.25 cm) leaves. Mean leaf width was 4.04 cm and ranged from 2.46 cm to 

6.95 cm. The widest leaf was observed in the genotype I 14-96 (6.95 cm). The 

narrowest leaf was found in the genotype Bo 43 (2.46 cm).  

Bud Characters 

Bud length and width were recorded from 7-8 month old sugarcane plants. 

Sugarcane bud is one of the key identifying characters of sugarcane variety. Bud 

length was varied from 4.64 mm to 9.19 mm with a mean of 6.78 mm. The 

longest bud was found in the genotype I 33-97 (9.19 mm) whereas, the shortest 

bud was recorded in the genotype SC 2d (4.64 mm). 

Juice Quality Characters 

Juice quality characters viz. brix percent, pol percent and juice purity percent 

were recorded during harvesting period i.e. at the age of 11-12 months old 

sugarcane plant. These three biochemical properties of cane juice are important 
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for high sugar yield. A major objective of sugarcane variety improvement program 

is getting higher sugar yield. Brix percent of cane juice plays an important role in 

determining the sugar recovery per cent of the sugarcane. Improvement of sugar 

content in the harvested sugarcane is highly attractive from a commercial point of 

view since it increases revenue from increased sugar production without 

increased harvesting, cane transport and cane crushing costs that are associated 

with higher cane yield. 

The brix content in the cane juice ranged from 13.60 % to 22.38% with a mean of 

19.44%. The check variety Isd 38 exhibited the highest brix value (22.38%) while 

the genotype I 255-06 showed the lowest (13.69%) brix value. The results 

revealed that none of the genotype exceeded the check variety Isd 38 in respect 

of brix percentage (Appendix Table 4.2). Burio et al. (2003) recorded the highest 

brix content (27.27 %) in the variety ML-7 followed by Thatta-10 and Gulabi-95 

(25.45 % and 24.48%) respectively, while the lowest brix content (19.07%) was 

recorded in FAC-81/745. During the evaluation of more than 200 exotic 

sugarcane clones, Habib et al. (1992) had observed large variations in brix 

percentage in different genotypes. These results of this investigation are in 

agreement with those of Das et al. (1996) and Singh and Singh (2000) who 

studied a number of sugarcane varieties and found different levels of brix content. 

In regard to pol percent, moderate variability was found among the genotypes 

studied (Table 4.1).The pol percent in cane juice ranged from 8.41 % to 15.94 % 

with a mean of 13.55%. The check variety Isd 38 showed the highest (15.94%) 

polarity reading followed by another check variety Isd 39 (15.39%). The genotype 

I 255-06 had the lowest (8.41%) polarity reading. Out of 51 genotypes, 46 

genotypes had lower (<15.0 %) juice polarity reading. Juice purity is the major 

factor that is used in maturity and quality judgement.The analysis of variance 

displayed highly significant variation among the genotypes for juice purity 

percentage (Appendix Table 4.1). Mean pol reading was 16.57 % of 81 

sugarcane varieties of Philippines (Muyco, 2002). Juice purity values ranged from 

76.54 % to 91.86 % with a mean of 88.10%. More than 98 % of the genotypes 
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displayed mean juice purity values greater than 80%. The genotypes Isd 39, Isd 

40, I 112-01, CPI 96-80, I 562-85, Poj 2878, I 40-00,   CP 75-361, Saipan 17 and 

I 82-98 showed greater than 80% purity of juice (Appendix Table 4.2). Akhtar et 

al. (2001) reported maximum juice purity of 86.57% in variety CP 89-846 during 

evaluation of six exotic sugarcane germplasm.   Quality of the cane juice also 

depends on many factors like genotype (Hatam and Pazir, 1989), age of the crop 

(Yadav and Sharma, 1982) and other factors like management, balanced 

fertilization and the environment (Akhtar, 1999).  

Cane Yield 

Analysis of variance revealed highly significant variation observed in cane yield 

(t/ha) (Appendix Table 4.1).  The highest variability (30.44%) was found in cane 

yield among the genotypes studied. Cane yield ranged from 33.60 t/ha to 136.61 

t/ha with a mean of 81.82 t/ha. The highest cane yield was obtained from the 

genotype SC 10d (136.61 t/ha). Out of 51 genotypes evaluated, 29.41% were 

considered high yielding with more than 94.28 t/ha, 43.14% were medium 

yielders with 69.36 to 94.28 t/ha, and 27.45 %  were low yielding  produced less 

than 69.36 t/ha. The check variety Isd 38 was found to be the best among three 

checks used in respect of cane yield (116.63 t/ha). Among high yielding groups of 

sugarcane genotypes, I 174-93 (122.24 t/ha),   I 255-06 (127.49 t/ha), Poj 2878 

(117.37 t/ha),   SC 10d (136.61 t/ha) and   SC 5b (134.89 t/ha) out yielded the 

best check variety Isd 38 (116.63 t/ha) (Appendix Table 4.2).  Begum et al. 

(2013) recorded highest cane yield (114.6 t/ha) in the genotype I 189-04 under 

saline condition in the coastal areas of Bangladesh. Many factors namely good 

germination, good tillering capability and taller and thicker stalks are the most 

important traits responsible for improving cane yield (Singh and Sharma, 1983). 

Cane and sugar yield also differ considerably in different locations and varieties. 

Favourable climate and proper management factors ensure better cane and 

sugar yield in cane crop (van Dillewijn, 1952). 
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Plant characteristics such as number of tiller per clump, single cane weight and 

number of millable cane showed high variability, which could be considered 

during selection breeding program but few other important traits like plant height, 

brix percent and juice purity percent showed low variability (<10.00%) that 

restricts the scope of selection for considering these characters in the present 

germplasm collection. Therefore, large scale testing of broad base germplasm 

need to be build up by making extensive local collections and obtaining 

germplasm from abroad to develop a sound breeding program.                                   

4.1.3 Characterization of Qualitative Morphological Traits  

Data on qualitative morphological characters were collected from 51 genotypes of 

sugarcane according to the standardized sugarcane descriptor list developed 

jointly by Institute of plant Breeding (IPB), College of Agriculture, UP Los Baňos 

(UPLB) and Philippines Sugar Research Institute Foundation Inc. (PHILSURIN). 

Each trait was scored and grouped into different classes. The frequency 

distribution for each morphological character was estimated and presented in 

Table 4.2. 

Plant Habit 

Plant habit is one of the major identifying stem characters that also determine the 

suitability of the cane for commercial cultivation and use in the sugarcane 

industry. Three types of plant habit viz., erect, intermediate and reclining were 

found in the germplasm. Out of 51 genotypes, 35 genotypes (68.63%) showed 

erect type, 15 genotypes (29.41%) intermediate and only one genotype reclining 

type. In recent times, a straight stalk development is sought in new variety to 

facilitate machine harvest. 

Plant Tops  

Plant tops represent the weight of upper part of sugarcane plant due to the 

number of green leaves and their weight. Both heavy and light tops were 
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observed among the evaluated genotypes. As many as 36 genotypes (70.59 %) 

showed light tops while 15 genotypes (29.41 %) had heavy tops. 

Leaf Characters 

Sugarcane leaves possess a number of distinctive features being used for 

morphological characterization. As many as 13 characters of leaves were 

recorded. These are: leaf carriage, trashiness, leaf blade texture, leaf blade 

erectness, leaf margin pubescence, leaf sheath waxiness, presence of prickles 

on leaf sheath, trichome quality, persistence of prickles, outer auricle shape, 

inner auricle shape, dewlap waxiness, dewlap shape and legule shape etc.  

Two types of leaf carriage were recorded. The open leaf carriage was most 

frequent (62.75 %) followed by compact leaf carriage (37.25 %). Trashiness 

tendency of senescent (dry) leaves of sugarcane is preferred character for 

breeders and farmers as well. Three types of trashing viz. free, intermediate and 

clinging type were recorded in the studied genotypes. As many as 25 genotypes 

(49.02 %) were free (self-trashing) followed by 14 genotypes (27.45 %) clinging 

and 12 genotypes (23.53 %) were intermediate type. 

In respect of leaf blade texture, all the genotypes (100%) had smooth surface, 

which is the desirable texture of leaf. Presence of leaf margin pubescence was 

also recorded where most of the genotypes (88.24 %) had no pubescent while 

only six genotypes (11.76 %) had pubescence.  

Erect leaves are more efficient in photosysnthesis. From the observation from all 

mature leaves from the third-fourth leaf onward, four types of leaf blade erectness 

were recorded. The leaf curved near middle was most frequent (43.14 %) followed 

by leaf blade curved near tip and bent near tip were present in equal frequencies ( 

25.49 %)  while erect to tip type of leaf blade was the lowest (5.88 %). 
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Table 4.2 Frequency distribution of qualitative morphological traits of 51       
genotypes of sugarcane  

 

Sl. No. Character Descriptor Frequency Percentage 
1. Plant habit 1.  Erect 

2.  Intermediate 
3.  Reclining 
Total 

35 
15 
1 
51 

68.63 
29.41 
1.96 
100 
 

2. Tops 1.  Light 
2.  Heavy 
Total 

36 
15 
51 

70.59 
29.41 
100 
 

3.  Leaf carriage 1.  Open 
2.  Compact 
Total 

32 
19 
51 

62.75 
37.25 
100 
 

4. Trashiness 1.  Free 
2.  Intermediate 
3.  Clinging 
Total 

25 
12 
14 
51 

49.02 
23.53 
27.45 
100 
 

5. Leaf blade texture 1.  Smooth 
2.  Rough 
Total 

51 
- 
51 

100 
- 
100 
 

6. Leaf blade erectness 1.  Erect to tip 
2.  Curved near tip 
3.  Bent near tip 
4.  Curved near middle 
Total 

3 
13 
13 
22 
51 

5.88 
25.49 
25.49 
43.14 
100 
 

7. Leaf margin pubescence 1.  Absent 
2.  Present 
Total 

45 
6 
51 

88.24 
11.76 
100 
 

8. Leaf sheath waxiness 1.  Absent 
2.  Light 
3.  Medium 
4. Heavy 
Total 

1 
30 
17 
3 
51 

  1.96 
58.82 
33.33 
  5.89 
100 
 

9. Presence of 
prickles/trichomes 

1. Absent 
2. Few 
3. Many 
Total 

38 
8 
5 
51 

74.51 
15.69 
9.80 
100 
 

10. Trichome quality 1. Absent 
2. Soft 
3. Hard 
Total 

38 
4 
9 
51 

74.51 
7.84 
17.65 
100 
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Table 4.2 continued…  
 

Sl. No. Character Descriptor Frequency Percentage 
11. Persistence  of 

prickles/trichomes 
1. Absent 
2. Deciduous 
3. Non-deciduous 
Total 

38 
9 
4 
51 

74.51 
17.65 
  7.84 
100 
 

12. Outer auricle shape 1. Sloping transitional 
2. Straight transitional 
3. Ascending transitional 
4. Dentoid 
5. Deltoid 
6. Short Lanceolate 
7. Long lanceolate  
Total 

13 
18 
8 
2 
8 
1 
1 
51 

25.49 
35.29 
15.69 
3.92 
15.69 
1.96 
1.96 
100 
 

13. Inner auricle shape 1. Sloping transitional 
2. Straight transitional 
3. Ascending transitional 
4. Dentoid 
5. Deltoid 
6. Short Lanceolate 
7. Long lanceolate  
Total 

13 
8 
13 
3 
6 
1 
7 
51 

25.49 
15.69 
25.49 
5.88 
11.76 
1.96 
13.73 
100 
 

14. Dewlap waxiness 1. Light 
2. Medium 
3. Heavy 
Total 

35 
13 
3 
51 

68.63 
25.49 
5.88 
100 
 

15. Dewlap shape 1. Very sloping , more or less 
ligulate 
2. Tall, triangular, with convex 
upper and lower margins 
3. Squarish 
4. Deltoid 
5. Triangular 
6. Triangular with horizontal 
basal margin 
7. More or less triangular, 
sloping , with horizontal upper 
margin   
8. Typical ligulate, very narrow 
and practically horizontal  
Total 

2 
 
18 
 
5 
2 
1 
8 
 
14 
 
 
1 
 
51 

3.92 
 
35.29 
 
9.80 
3.92 
1.96 
15.69 
 
27.45 
 
 
1.96 
 
100 
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Table 4.2 continued… 

Sl. No. Character Descriptor Frequency Percentage 
16. Legule shape 1. Crescent with narrow 

lozenge 
2. Crescent with lozenge 
3. Broad crescent 
4. Linear crescent 
5. Broad subarcuate 
6. Inverted crescent 
7. Arcuate 
Total= 

1 
 
30 
6 
8 
4 
1 
1 
51 

1.96 
 
58.82 
11.77 
15.69 
7.84 
1.96 
1.96 
100 
 

17. Stalk waxiness 1. Restricted to the wax 
band below the leaf scar 
2. Light, restricted to the 
upper half of internode 
3. light-throughout 
internode 
4. Heavy-throughout 
internode 
Total 

1 
 
9 
 
23 
 
18 
 
51 

1.96 
 
17.65 
 
45.10 
 
35.29 
 
100 
 

18. Splits/growth cracks on 
cane 

1. Absent 
2. Present 
Total 

48 
3 
51 

74.12 
5.88 
100 
 

19. Corky cracks on cane 1. Absent 
2. Present 
Total 

30 
21 
51 

58.82 
41.18 
100 
 

20. Corky patch on cane 1. Absent 
2. Present 
Total 

36 
15 
51 

70.59 
29.41 
100 
 

21. Internode shape 1. Cylindrical shaped 
2. Barrel  shaped 
3. Bobbin  shaped  
4.Conoidal shaped 
Total 

25 
1 
1 
24 
51 

49.02 
1.96 
1.96 
47.06 
100 
 

22. Stalk alignment 1. Straight 
2.Zigzag 
Total 

48 
3 
51 

94.12 
  5.88 
100 
 

23. Node swelling 1. Depressed 
2. Not swollen 
3. Swollen 
Total 

1 
22 
28 
51 

 1.96 
43.14 
54.90 
100 
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Table 4.2 continued... 

Sl. No. Character Descriptor Frequency Percentage 
24. Growth ring width 1. Narrow 

2. Broad 
Total 

6 
45 
51 

11.76 
88.24 
100 
 

25. Number of rows of root  
primordia  

1. One row 
2. Two rows 
3. Three rows 
4. Five rows 
Total 

1 
43 
4 
3 
51 

1.96 
84.31 
7.84 
5.88 
100 
 

26. Leaf scar prominence 1. Prominent 
2. Not prominent 
Total 

51 
0 
51 

100 
0 
100 
 

27. Root band shape 1. Conoidal 
2. Straight 
3. Obconoidal 
Total 

1 
28 
22 
51 

1.96 
54.90 
43.14 
100 
 

28. Bud shape 1. Ovate with 
emarginated wings 
2. Ovate with secondary 
wings 
3. Simple ovate 
4. Ovate wing  
broadening 
5. Pentagonal 
6. Roundish with wing 
7. Round with central 
germ pore 
Total  

12 
 
1 
 
3 
5 
 
11 
10 
 
9 
51 

23.53 
 
1.96 
 
5.88 
9.80 
 
21.57 
19.61 
 
17.65 
100 
 

29. Bud prominence 1. Flat 
2. Bulging 
Total 

21 
30 
51 

41.18 
58.83 
100 
 

30. Bud germ pore position 1. Apical 
2. Sub-apical 
3. Median 
Total 

25 
22 
4 
51 

49.02 
43.14 
7.84 
100 
 

31. Bud groove/furrow 
expression 

1. Absent 
2.Low 
3. Medium 
Total 

43 
5 
3 
51 

84.31 
9.80 
5.88 
100 
 

32. Bud hair group 
(Hair group No. 9) 

1. Prominent 
2. Not prominent 
Total 

3 
48 
51 

5.88 
94.12 
100 
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Table 4.2 Continued…. 

Sl. No. Character Descriptor Frequency Percentage 
33.  Bud tip position 1. Below growth ring 

2. Above growth ring 
3. On growth ring 
4. Combination of 1 & 2 
Total 

37 
2 
9 
3 
51 

72.55 
3.92 
17.65 
5.88 
100 
 

34. Bud base position 1. At leaf scar 
2. Above leaf scar 
Total 

32 
19 
51 

62.75 
37.25 
100 
 

35. Solidness of stalk 1. Solid 
2. Hollow 
3. Pithy 
Total 

29 
13 
9 
51 

56.86 
25.49 
17.65 
100 
 

36. Internode cross section 
shape 

1. Round 
2. Oval 
Total 

51 
0 
51 

100 
0 
100 

Leaf sheath waxiness was also recorded. Out of 51 genotypes, 30 genotypes 

(58.82 %) had light wax followed by 17 genotypes had medium wax (33.33%), 

and three genotypes (5.89 %) had heavy wax on the leaf sheath.  Only one 

genotype had no wax on their leaf sheath.   

Most of the genotypes (74.51 %) had no prickles (trichome) whereas 8 genotypes 

(15.69 %) had few prickles (trichome) and 5 genotypes (9.80 %) had many 

prickles on their sheath.In respect of trichome quality, soft and hard trichomes 

were recorded. As many as 9 genotypes showed hard trichome (17.65%) while 4 

genotypes showed soft trichome (7.84%). The persistence of leaf sheath 

trichome was also verified. Out of 51 genotypes, 13 genotypes had trichome, 

where only nine genotypes possessed deciduous trichome (17.65%) and four 

genotypes had non-deciduous trichome (7.84%). 

The auricle is an earlike appendage on the upper age of sheath margin. The 

shape of auricle is one of the important morphological traits being considered in 

varietal identification. Of the 10 types of outer auricle, seven types were observed 

during characterization of sugarcane genotypes. The most predominant type was 

straight transitional (35.29 %) followed by sloping transitional (25.49 %). Both 
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ascending transitional and deltoid type were in equal frequencies (15.69 %) 

whereas, only one genotype with short lanceolate (1.96%) and one genotype with 

long lanceolate types (1.96%) were observed. It was reported that, of the 569 

sugarcane accessions of Southeast Asia, 217 accessions had straight transitional 

outer auricle while 194 accessions had sloping transitional type (Sugarcane 

Variety Improvement, 2007). 

In case of inner auricle shape, both sloping transitional and ascending transitional 

types were most frequent (25.49 %) followed by straight transitional (15.69 %) 

and long lanceolate (13.73 %). Dentoid  type was found in only three genotypes 

(5.88 %) whereas deltoid type was observed  in six genotypes (11.76 %). Only 

one genotype (1.96 %) had short lanceolate type of inner auricle. Out of 569 

sugarcane accessions, there were 146 accessions had sloping transitional inner 

auricle and 113 accessions had straight transitional inner auricle (Sugarcane 

Variety Improvement, 2007). 

Dewlap waxiness character was also recorded. According to the intensity of 

waxiness, 51 genotypes were categorized as light, medium and heavy. Out of 51 

genotypes, 35 genotypes had light wax (68.63%), 13 genotypes with medium 

(25.49 %) and only three genotypes had heavy wax (5.88%) on their dewlap.  

Dewlap shape is one of the important leaf characters being used for varietal 

identification. Out of nine type’s dewlap, eight types dewlap were found in 51 

genotypes. Of the eight types, tall, triangular with convex upper and lower 

margins shaped was most frequent (35.29%) followed by more or less triangular 

sloping, with horizontal upper margin type (27.45 %) and triangular with 

horizontal basal margin type (15.69%) were most predominant types. 

The ligule is a membranous appendage of sheath separating it from the blade. It 

is translucent and hyaline. The ligule is a diagnostic character for cultivars 

(Purseglove, 1988). Among 12 types of legule shape, seven types were observed 

in 51 genotypes with variable frequencies. The most common legule shape was 



114 

crescent with lozenge (58.82 %) followed by linear crescent (15.69 %) and broad 

crescent (11.77 %). In a  sugarcane variety improvement study of Southeast 

Asia, it was found that  approximately 50% (283 accessions) of 569 accessions 

had crescent shape with lozenge  legule, 147 accessions had crescent and broad 

lozenge, while 111 accessions had crescent shape legule ( Sugarcane Variety 

Improvement, 2007). 

Stalk Characters 

A number of stalk characters viz. stalk waxiness, splits/growth cracks, corky 

cracks, internode shape, stalk alignment, node swelling, number of rows of root 

primordia , solidness of stalk and internode cross section  were recorded. 

Different intensities of wax layer were found in the different portion of the 

sugarcane stalks. Most of the genotypes (45.10%) had light wax throughout the 

internode followed by heavy wax (35.29 %) throughout the internode and light 

wax, restricted to the upper half of the internode (17.65 %). 

Growth splits/growth cracks on cane are one of the identifying morphological 

characters of sugarcane variety. Growth cracks were absent in majority  (74.12 

%) of the genotypes while only 3 genotypes had growth cracks (5.88%). The 

corky cracks were also absent in most of the genotypes (58.82 %) and was 

present in 21 genotypes (41.18%). Most of the genotypes had no corky patch 

(70.59 %) on the cane while rest of the genotypes (29.41 %) had corky patch on 

the cane. 

Internode Characters  

Out of six different shapes of internode, four types were found in 51 genotypes. 

The cylindrical shaped internode was the most frequent (49.02 %) followed by 

Conoidal shape (47.06%) internode. The sugarcane stalk may be straight or 

zigzag shaped. Of the 51 genotypes, 48 genotypes had straight stalk (94.12 %) 

and rest 3 genotypes (5.88 %) had zigzag stalk. 



115 

Cross section of internode was done to observe the solidness and shape of cross 

section area. Solid internode was found in most of the genotypes (56.86 %) 

followed by hollow stalk (25.49%) i.e. round hole present at the centre of the 

stalk. Round shaped cross section was found in all the genotypes (100%). 

Node Characters 

Different characters of node viz. node swelling, growth ring width, number of rows 

of root primordia, leaf scar prominence and root band shape were also recorded 

for characterization of sugarcane. Three types of sugarcane node were found. 

Most of the genotypes had swollen node (54.90%) followed by not swollen node 

(43.14%) while only one genotype had depressed node (1.96%). 

Majority of the genotypes (88.24%) had broad growth ring while only (11.76 %) 

genotypes had narrow growth ring. Out of 51 genotypes, 43 genotypes (84.31%) 

had two rows root primordia, 4 genotypes had three rows root primordia (7.84%), 

3 genotypes with five rows root primordia (5.88%) while only one genotype 

(1.96%) had one row root primordia. 

Leaf scar at the nodal region may be prominent or not prominent. Prominent leaf 

scar was found in all the genotypes (100%).The root band shape was also 

recorded at the nodal region. Root band shape may be conoidal, straight or 

obconoidal. The most common root band shape was Straight (54.90%) followed by 

obconoidal (43.14%). Only one genotype had conoidal shaped root band (1.96 %). 

Bud Characters 

At the node, a single bud is located which may vary in shape, size, color and 

hairiness according to cultivar. Bud shape is one of the major identifying 

characters of a variety /clone. Of the 12 types of bud shape, seven types of bud 

shape were recorded in 51 genotypes. Among them, ovate with emarginated 

wing was most frequent (23.53%) followed by pentagonal (21.57%), roundish 

with wing (19.61%) and round with central germ pore   (17.65%) respectively. 

Only one genotype (1.96%) had ovate with secondary wings shaped bud. 
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Bud prominence was also recorded as flat or bulging. Of the 51 genotypes, 30 

genotypes (58.83%) had bulging type bud while 21 genotypes (41.18%) had flat 

type bud. Germ pore may be present at apical, sub-apical or median position of 

the bud. Germ pore was found at apical position of the bud in 25 genotypes 

(49.02%) followed by sub-apical position of the bud in 22 genotypes (43.14%). 

Bud germ pore at median position was found in only four genotypes (7.84%). 

Expression of bud groove/ furrow on the cane was observed. Most of the genotypes 

(84.31%) had no bud groove/furrow while low bud groove/furrow was found in five 

genotypes (9.80%). Medium bud groove/furrow was found in three genotypes 

(5.88%).Bud hair group number 9 was also recorded as prominent or not prominent. 

Most of the genotypes (94.12%) had no prominent hair group number 9. Only three 

genotypes (5.88%) had prominent hair group number 9 in the bud. 

Sugarcane bud is categorized in to four types according to relative position of the 

bud tip on the growth ring. Bud tip below the growth ring was found in most of the 

genotypes (72.55%) while bud tip on the growth ring was found in 9 genotypes 

(17.65%).Bud tip above growth ring was found in two genotypes ( 3.92%), while 

combination of type 1 & 2 was found in only three genotypes (5.88%).  Similar to 

bud tip, bud base may be present at leaf scar or above leaf scar position. Bud 

base at leaf scar position was found to be the highest (62.75%) while bud base 

position above leaf scar was found to be the lowest (37.25%).  

4.1.4 Shannon-Weaver Diversity Index 

Quantitative Traits 

Study of genetic diversity in the available germplasm is an essential first step for 

varietal development program of any crop. The Shannon-Weaver diversity index (H’) 

(Shannon and Weaver, 1949; Hutcheson, 1970) is one of the widely used methods of 

estimating genetic diversity of agromorphological traits of germplasm collections 

(Jaradat 1992; Bechere et al., 1996; Ayane and Bekele 1998; Muyco, 2002). Table 4.3 

presents the standardized Shannon-Weaver diversity indices of 16 agromorphological 

traits of 51 genotypes of sugarcane of BSRI, Ishurdi, Pabna, Bangladesh.   
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All the quantitative agromorphological traits measured showed high diversity 

indices based on Shannon-Weaver indices ranged from 0.80 to 0.99. Mean 

diversity index for all characters among 51 genotypes was 0.94.  The highest 

diversity index (0.99) was found for stalk length, bud length and width, internode 

length, number of internode/cane and single cane weight while the lowest value 

of diversity index (0.80) was observed for number of tiller/clump. The most 

diverse traits were plant height, stalk length, leaf length, bud length and width, 

number of internode/cane, single cane weight, juice purity percentage, number of 

millable cane and cane yield with diversity indices > 0.95. The average diversity 

index was slightly lower (H’=0.88), reported by Muyco (2002) who studied the 

diversity of 81 sugarcane cultivars of the Philippines. Mean Shannon-Weaver 

diversity index for quantitative traits was found 0.8967 from studying diversity of 

569 sugarcane accessions collected from several countries of Southeast Asia 

(Sugarcane Variety Improvement, 2007).  

Table 4.3 Standardized Shannon-Weaver diversity indices of quantitative 
agro-morphological traits in 51 sugarcane genotypes of BSRI 

Sl. No. Traits Diversity Index 
1.  Number of tiller/clump 0.80 
2. Plant height 0.96 
3.  Stalk length 0.99 
4.  Leaf length 0.98 
5.  Leaf width 0.92 
6.  Bud length 0.99 
7.  Bud width 0.99 
8.  Internode length 0.99 
9.  Internode diameter 0.95 
10.  Number of internode/cane 0.99 
11. Single cane weight 0.99 
12.  Brix % 0.86 
13.  Pol% 0.82 
14. Juice purity % 0.97 
15.  Number of millable cane/10 m2* 0.96 
16. Cane yield (t/ha) 0.98 
 Mean Diversity Index 0.94 
 Range 0.80 - 0.99 

* (x103 ha-1) 
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Qualitative Traits 

The Shannon-Weaver diversity indices for 40 qualitative traits are presented in 

Table 4.4. Wide range of diversity was found for qualitative characters of 51 

genotypes of sugarcane. The diversity index for qualitative traits ranged from 0 to 

0.98. The mean diversity index was 0.59 for all traits and 0.71 when the seven 

traits, which were monomorphic, were excluded. High Shannon-Weaver diversity 

(>0.80) indices were found for 14 qualitative characters namely, plant tops (0.87), 

leaf carriage (0.95),trashiness (0.95), leaf erectness (0.89), outer auricle shape 

(0.81), inner auricle shape (0.90), stalk waxiness (0.80), corky cracks on stalk 

(0.97), corky patch on stalk (0.87), bud shape (0.91), bud prominance (0.98) bud 

germ pore position (0.83), bud base position (0.95), and stalk solidness(0.88). 

Zero diversity  index was found for tillering habit, leaf blade texture,  presence of 

genetic freckles on stem and stripes on cane, leaf scar prominence, and 

internode cross section shape and leaf blade color.  

Moderate diversity indices (H’= > 0.50 to <0.80) were recorded for plant habit 

(0.63), leaf margin pubescence (0.52), leaf sheath waxiness (0.67), prickles on 

leaf sheath (0.67), trichome quality (0.67), persistence of trichome (0.57) dewlap 

waxiness (0.70), legule shape (0.66) and internode shape (0.62). Low diversity 

indices (H’= >0.0 to 0.50) were found for splits/growth cracks on stalk (0.32), stalk 

alignment (0.32), number of rows of root primordia (0.42), bud groove/furrow 

expression ( 0.49), and bud hair group (0.32). Mean diversity index for qualitative 

traits was found moderate (0.7509) from   the diversity study of 569 sugarcane 

accessions of several Southeast Asian countries (Sugarcane Variety 

Improvement, 2007). This result is in accordance with the present experiment.   

It was also observed that mean diversity index for quantitative traits (0.94) is higher 

than the qualitative traits (0.71), indicating that the quantitative traits in this 

sugarcane germplasm collection are still very diverse, although this magnitude of 

diversity could be due to genotype x environment interaction, since quantitative 

traits are greatly influenced by environmental factors.   
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Table 4.4 Standardized Shannon-Weaver diversity indices of qualitative     
morphological traits in 51 sugarcane genotypes of BSRI 

 
Sl. No. Traits Diversity Index 

1. Plant habit  0.63 
2.  Tillering habit 0.00 
3.  Plant tops 0.87 
4.  Leaf carriage 0.95 
5.  Trashiness 0.95 
6. Leaf blade texture 0.00 
7. Leaf blade color 0.00 
8.  Leaf erectness(3rd & 4th leaf) 0.89 
9.  Leaf margin pubescence 0.52 
10.  Presence of genetic freckles 0.00 
11.  Leaf sheath waxiness 0.67 
12.  Prickles on leaf sheath 0.67 
13.  Trichome quality 0.67 
14.  Persistence of trichome 0.57 
15.  Outer auricle shape 0.81 
16.  Inner auricle shape 0.90 
17.  Dewlap waxiness 0.70 
18.  Dewlap shape 0.79 
19.  Legule shape 0.66 
20.  Stalk waxiness 0.80 
21. Presence of stripes on cane 0.00 
22.  Splits/growth cracks on stalk 0.32 
23.  Corky cracks on stalk 0.97 
24.  Corky patch on stalk 0.87 
25.  Internode shape 0.62 
26. Internode cross section shape 0.00 
27.  Stalk alignment 0.32 
28. Stalk solidness 0.88 
29.  Node swelling 0.70 
30.  Growth ring width 0.52 
31.  No. of  rows of root primordia     0.42 
32. Leaf scar prominence 0.00 
33.  Root band shape 0.70 
34.  Bud shape 0.91 
35.  Bud prominence 0.98 
36.  Bud germ pore position 0.83 
37.  Bud groove/furrow expression 0.49 
38. Bud hair group 0.32 
39.  Bud  tip position 0.60 
40.  Bud base position 0.95 
Mean  (including all traits) 0.59 
Mean (excluding monomorphic traits, i.e. when  H’=0.00) 0.71 
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4.1.5 Correlation Analysis between Agromorphological Traits 

In living organism, most of the traits are associated with each other and such 

correlation may be product of some pleiotropic effects of a gene, existence of 

genes on the same chromosome, chromosomal segmental affiliation or due to 

environmental influences. Estimates of correlation between a pair of character 

indicate the inherent relationship that exists between the characters (Heinz, 

1987). If there is a high correlation between two characters, selection for one of 

the characters should result in selection for the other character. 

Sugarcane yield is a complex quantitative character which is the final expression 

and contributions of many components of sugarcane plants. Therefore, 

determining the most important influencing agromorphological traits to the total 

variability of sugarcane yield is a vital target to successfully achieve a breeding 

program. Great efforts have been made to develop proper models that can explain 

and predict the relationship between the sugarcane yield and its components. 

Indirect selection for a specific trait is restored to by plant breeders when a high 

association exists between two traits. Correlated traits should be highly heritable 

and relatively easier to measure.  At the early stages of selection where thousands 

of genotypes are handled, selection for yield highly relies on visual estimates and 

less frequently on actual or direct yield measurements. Indirect selection for 

correlated traits simplifies and hastens the selection process during the early 

selection stages. The knowledge of correlation coefficient can provide some guide 

to breeders for selecting best parents for hybridization program. 

Pearson’s correlation coefficients were computed and measured for all possible 

combinations of 16 agromorphological traits of 51 genotypes of sugarcane and 

presented in Table 4.5. 

Plant Height 

Plant height was highly and significantly correlated with stalk length (0.892) and 

moderately correlated with single cane weight (0.668), number of internode/cane 
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(0.519) and cane yield (0.523). Although the correlation coefficient values were < 

0.5, plant height was found to have positive and significant correlation with bud 

length (0.295), bud width (0.365) and leaf length (0.296). Negative but 

insignificant association was found between plant height and number of millable 

cane (-0.086), pol percent (-0.057) and juice purity percent (-0.067) while positive 

but insignificant correlation was observed between plant height and brix percent 

(0.005).  Deng et al. (1995) showed that plant height is positively correlated with 

cane weight. This result is in accordance with the findings of this experiment. 

Soomro et al. (2006) also reported that there was positive correlation between 

plant height and cane weight. Chen et al. (1991) showed that there was positive 

significant correlation between plant height and brix percentage. This finding is 

not in full agreement with the result of this experiment.  This may be due to 

different environmental conditions and genotypes used in the experiment.   

Stalk Length 

Positive and highly significant correlations were observed on the number of 

internode per cane (0.649), single cane weight (0.606) and cane yield (0.424). 

Positive and significant association was observed between stalk length and 

internode diameter (0.302). Positive but insignificant association was found 

between number of tiller per clump (0.061), leaf length (0.174) and leaf width 

(0.047), bud length (0.207) and width (0.311), internode length (0.051) and brix 

per cent (0.028) whereas negative but insignificant correlation was observed 

between stalk length and number of millable cane(-0.145), pol percent (-0.038) 

and juice purity percent  (-0.036). Madhavi et al. (1991) and Singh et al. (2005) 

concluded that there was positive association of cane length with single cane 

weight. Ahmed et al. (2010) observed positive correlation of stalk length with 

single cane weight, millable cane and cane yield. All these findings support the 

results of the present experiment.   
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Number of Tiller per Clump 

Number of tiller per clump was positively and highly correlated with the number of 

millable cane (0.750) and cane yield (0.440). This indicate that higher number of  

tiller per clump is responsible for increasing the number millable cane per unit 

area as well as high cane yield per hectare of land. Moderate value of correlation 

was found between the number of tiller per clump and cane yield. Positive but 

insignificant correlation was observed between the number of tiller per clump and 

leaf length (0.047), leaf width (0.197), bud length (0.272), bud width (0.190), 

internode length (0.268), brix percent (0.007), pol percent (0.064) and juice purity 

percent (0.088). On the contrary, negative but non-significant association was 

found between the number of tiller per clump and number of internode per cane (-

0.019), internode diameter (-0.038) and single cane weight (-0.082). Ahmed et al. 

(2010) showed the negative correlation between the number of tiller and stalk 

diameter, and single cane weight. Reddy and Reddi (1986) concluded that 

number of tillers were the major constituent of yield.  

Leaf Length 

Most of the agromorphological traits had no significant relationship with leaf 

length of sugarcane except internode length. Positive and highly significant 

correlation was observed on leaf length and internode length (0.406). 

Leaf   Width 

Leaf width was positively and highly correlated with bud length (0.390), internode 

diameter (0.553) and cane yield (0.370) and moderately correlated with bud width 

(0.301), internode length (0.338) and single cane weight (0.340). Negative but 

insignificant correlation was observed between leaf width with number of 

internode (-0.101), brix percent (-0.081), pol percent      (-0.051) and juice purity 

percent (-0.053). 

 



123 

Bud Length 

Positive and highly significant correlations were observed on bud length with bud 

width (0.860), internode diameter (0.423) and cane yield (0.408), although the 

value of correlations of internode diameter and cane yield with bud length were 

found moderate. Bud length was positively and significantly associated with 

single cane weight (0.373). 

Bud Width  

Bud width was positively and highly correlated with internode diameter (0.447), 

single cane weight (0.449) and cane yield (0.476). The correlation coefficient 

values were moderate and ranged from 0.447 to 0.476. Positive but insignificant 

association was found between bud width and number of internode (0.119), 

internode length (0.155), and number of millable cane (0.063), brix percent 

(0.083) and pol percent (0.020). Bud width had also negative but insignificant 

correlation with juice purity percent (-0.081). 

Number of Internode per Cane 

Highly significant positive association was observed between the number of 

internode per cane with plant height (0.519), stalk length (0.649) and single cane 

weight (0.534). Significantly positive association was also observed between the 

number of internode per cane with internode diameter (0.301) and cane yield 

(0.312). The number of internode per cane was negatively and highly correlated 

with internode length (-0.508). This suggests that increase in the number of 

internodes correspond to a decrease in internode length. This could indicate 

competition effects among stalks.  Association of number of internode per cane 

with bud length (0.053), bud width (0.119) and brix percent (0.055) was found 

positive but insignificant. The findings of this experiment are in agreement with 

the results of Muyco (2002) who reported significant positive correlation 

coefficient values of number of internode per cane with plant height, stalk length, 

stalk diameter and stalk weight. 
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Table 4.5   Correlation coefficients among quantitative agro-morphological traits in sugarcane 

* Significant at 5% level; ** Significant at 1% level; NS- Not significant 
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Plant height 
 

- 0.892** 0.0917NS 0.2962* 0.218 0.295* 0.365** 0.519** 0.238NS 0.383** 0.668** -0.086NS 0.005NS -0.057NS -0.067NS 0.523** 

Stalk length 
 

 - 0.061NS 0.174NS 0.047NS 0.207NS 0.311NS 0.649** 0.051NS 0.302* 0.606** -0.145NS 0.028NS -0.038NS -0.036NS 0.424** 

Tiller No./clump   - 0.047NS 0.197NS 0.272NS 0.190NS -0.019NS 0.268NS -0.038NS -0.082NS 0.750** 0.007NS 0.064NS 0.088NS 0.440** 

Leaf length 
 

   - 0.213NS 0.032NS 0.038NS -0.040NS 0.406** 0.204NS 0.042NS 0.202NS 0.036NS 0.048NS 0.167NS 0.161NS 

Leaf width 
 

    - 0.390** 0.301* -0.101NS 0.338* 0.553** 0.340* 0.102NS -0.081NS -0.051NS -0.053NS 0.372** 

Bud length 
 

     - 0.860** 0.053NS 0.121NS 0.423** 0.373* 0.085NS 0.081NS 0.024NS 0.089NS 0.408** 

Bud width 
 

      - 0.119NS 0.155NS 0.447** 0.449** 0.063NS 0.083NS 0.020NS -0.081NS 0.476** 

No. of 
internode/cane 

       - -0.508** 0.301* 0.534** -0.196NS 0.055NS -0.001NS -0.018NS 0.312* 

Internode length 
 

        - 0.050NS 0.067NS 0.238NS -0.162NS -0.144NS -0.037NS 0.231NS 

Internode 
diameter 

         - 0.680** -0.039NS 0.003NS -0.011NS -0.054NS 0.577** 

Single cane 
weight 

          - -0.206NS 0.021NS -0.078NS -0.153NS 0.735** 

No. of millable 
cane 

           - -0.101NS -0.055NS -0.017NS 0.496** 
 

Brix % 
 

            - 0.974** 0.889** -0.115 

Pol % 
 

             - 0.915** -0.127NS 

Juice Purity % 
 

              - -0.167NS 
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Internode Length 

Internode length was positively and highly correlated with leaf length (0.406). 

Internode length had negative correlation with the number of internode (-0.508). 

Internode length had positive significant association with leaf width (0.338). 

Internode length had positive but insignificant correlation with plant height 

(0.238), stalk length (0.051), number of tiller per clump (0.268), bud length 

(0.121), bud width (0.155), internode diameter (0.050), single cane weight 

(0.067), and number of millable cane (0.238) and cane yield (0.231). Negative but 

insignificant association was found between internode length and brix percent (-

0.162), pol percent (-0.144) and juice purity percent (-0.037). Muyco (2002) 

reported positive association of internode length with plant height, and stalk 

length. He also found negative relationship with the stalk diameter and number of 

internode per cane. Amalraj et al. (2011) reported that there was positive 

correlation between internode length and plant height. Khan et al. (2001) 

indicated positive association between internode length and plant height, and 

negative association between internode length and cane diameter at both 

genotypic and phenotypic levels. 

Internode Diameter  

Positive and highly significant correlation coefficient values were observed on 

internode diameter with plant height (0.383), leaf width (0.553), bud length 

(0.423), bud width (0.447), single cane weight (0.680), and cane yield (0.577). 

Positive and significant correlation values were also observed between internode 

diameter and stalk length (0.302) and number of internode per cane (0.301). 

Negative but insignificant association was observed between internode diameter 

and number of tiller per clump (-0.038), number of millable cane (-0.039), pol 

percent (-0.011) and juice purity percent (-0.054). Madhavi et al. (1991) and 

Verma et al. (1999) showed that positive association of cane diameter with cane 

weight. Positive correlation coefficient between cane girth and cane yield was 

observed by Khan et al. (2015).  On the contrary, negative association was 
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observed between cane girth and number of canes per stool both at genotypic 

and phenotypic level (Khan et al., 2015). Muyco (2002) reported positive 

association between cane diameter and each of stalk weight, internode number 

and cane yield. He also reported negative correlation between stalk diameter and 

internode length, and number of stalk per m2.  Mariotti (1972) obtained high 

negative genotypic correlation between stalk diameter and number of stalks per 

plot. A higher stalk population reduces stalk diameter and stalk weight, thereby 

producing slender stalks. The negative association between stalk population vs. 

stalk diameter and between stalk populations vs. stalk weight can be the result of 

competition for water, soil nutrients and photosynthates production. 

Single Cane Weight 

Single cane weight was positively and highly correlated with plant height (0.668), 

stalk length (0.606), bud width (0.449), number of internode/cane (0.534) and 

internode diameter (0.680) and cane yield (0.735). Significantly positive 

association was also observed between single cane weight and leaf width 

(0.340), and bud length (0.373). The association of single cane weight with leaf 

length (0.042), internode length (0.067) and brix percent (0.021) was positive but 

insignificant. Whereas association of single cane weight with pol percent (-0.078) 

and juice purity percent (-0.153) was found negative but insignificant. From these 

results, it can be concluded that single cane weight can be increased by selecting 

for thick and tall stalks having higher number of internode per cane. Ahmed et al. 

(2010) reported positive correlation of single cane weight with tiller per clump, 

stalk length and stalk diameter. Tyagi and Lal (2007) obtained positive correlation 

between weight of millable stalks and stalk height. Significant positive association 

of stalk weight with plant height, stalk length, stalk diameter, number of internode 

per cane, leaf width and cane yield (TC/Ha) was reported by Muyco (2002).  He 

also observed significant negative association between stalk weights with number 

of millable cane. All these findings support the results of this experiment.    
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Number of Millable Cane  

Correlation studies showed that (Table 4.5) number of millable cane was 

positively and significantly correlated with number of tiller per clump (0.750) and 

cane yield (0.496). These findings indicate that increasing millable cane 

population per unit area might increase the cane yield per hectare of land. The 

association of number of millable cane with leaf length (0.202), leaf width (0.102), 

bud length (0.085), bud width (0.063) and internode length (0.238) was positive 

but insignificant. Whereas, the relationship of number of millable cane with plant 

height (-0.086), stalk length (-0.145), number of internode per cane (-0.196), 

internode diameter (-0.039), single cane weight (-0.206), brix percent (0.101), pol 

percent (-0.055) and juice purity percent (-0.017) was negative but non-

significant. Ahmed et al. (2010) observed significantly positive correlation of 

number of millable cane with cane yield. Tyagi and Lal (2007) reported significant 

positive correlation of number of millable stalks with weight per stalk and stalk 

thickness. Highly significant positive correlation coefficient value was recorded of 

number of millable stalks with sugar yield (Al-Sayed et al. 2012). Muyco (2002) 

reported that number of millable stalks were positively correlated with cane yield 

but negatively correlated with stalk weight, stalk diameter, leaf width and juice 

purity percent. All these findings support the results of the present experiment.  

Juice Quality Characters 

High positive correlation values were observed on brix percent with pol percent 

(0.974) and juice purity percent (0.889). Negative but insignificant association of 

brix percent with leaf width (-0. 081), internode length (-0.162), number of millable 

cane (-0.101) and cane yield (-0.115) was observed. Positive but insignificant 

association of brix percent with each of plant height (0.005), stalk length (0.028), 

number of tiller per clump (0.007), leaf length (0.036), bud length (0.081), bud 

width (0.083), number of internode per cane (0.055), internode diameter (0.003) 

and single cane weight (0.021) was found. Although the strength of these 

association was very weak.  
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Highly positive and significant correlation was detected for pol percent with brix 

percent (0.974), and juice purity percent (0.915). Non-significant positive 

association of pol percent with the number of tiller per clump (0.064), leaf length 

(0.048) and bud length (0.024) was observed. Whereas, negative but insignificant 

association of pol percent with plant height (-0.057), stalk length (-0.038), number 

of internode per cane (-0.001), internode length (-0.144) and diameter (-0.011), 

single cane weight (-0.078), number of millable cane (-0.55) and cane yield (-

0.115) was found.  

Positive and high correlation values were recorded between juice purity percent 

and brix percent (0.889), and juice purity percentage and pol percent (0.915). 

Most of the traits viz. plant height (-0.067), stalk length (-0.036), leaf width (-

0.053), bud width (-0.081), number of internode per cane (-0.018), internode 

length (-0.037), internode diameter (-0.054), single cane weight (-0.153), number 

of millable cane (-0.017) and cane yield (-0.167) had non-significant negative 

correlation values.  

Significant positive and strong correlation between brix percent and pol percent 

was reported by Tyagi and Lal (2007) and Muyco (2002).  Tyagi and Singh 

(2000), and Nosheen and Ashraf (2003) found positive and significant correlation 

of brix with sucrose contents. Kumar and Kumar (2014) concluded that there was 

negative correlation between brix value and yield components of sugarcane. 

Ahmed et al. (2010) showed negative but insignificant association of pol percent 

and juice purity percentage with cane yield. Negative but non-significant 

association of number of millable cane with brix percent and pol percent was also 

reported by Ahmed et al. (2010).  

Cane Yield  

Improvement of cane yield is the final goal of sugarcane breeding. Higher cane 

yield is the function of greater genetic potential of a variety (Nazir et al., 1997). 

Cane yield was positively and highly correlated with each of plant height (0.523), 

stalk length (0.424), number of tiller per clump (0.440), leaf width (0.372), 
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internode diameter (0.577), number of millable cane (0.496) and single cane 

weight (0.735). Cane yield also showed highly positive and significant association 

with bud length (0.408) and bud width (0.476). Cane yield showed insignificant 

positive association with leaf width (0.161). Cane yield also showed insignificant 

but negative association with brix percent (-0.115), pol percent (-0.127) and juice 

purity percent (-0.167). Chaudhary and Joshi (2005) reported that cane yield 

showed highly significant positive association with stalk length and stalk 

diameter. Chaudhry (1982) concluded that the increase in cane yield was done to 

combined effect of stalks per stool, length of the stalk and weight per stool. It has 

been observed that number of stalks per stool was major yield contributing factor 

followed by height and cane girth (Raman et al., 1985). Ton canes per hectare 

(TC/Ha) showed low to moderate correlation values with plant height, leaf width, 

stalk diameter and stalk length (Muyco, 2002). These results are in agreement 

with the findings of the present investigation. 

4.1.6 Relationships between Sugarcane Genotypes based on 
Agromopological traits  

4.1.6.1 Euclidean Distance Estimates  

Mean Euclidean distance value was 87.33 between pairs for all possible 

combinations among 51 genotypes studied. It ranged from 6 for genotypes pair I 

14-96/I 326-86 to 251 for SC 10d/ I 156-97 based on 16 agromorphological traits 

(Appendix Table 4.4). Phenotypic distance estimates between genotypes that 

ranged from >0.0 to 60 comprised 29.73%, estimates > 60 to 100 made up 

36.16%, >100 to 160  accounted for 28.71 % and > 160 accounted for 5.41% of 

1275 pair wise combinations (Figure 4.1).    

Thirty seven pairs of closely related sugarcane genotypes with Euclidean distances 

≤30 are shown in Table 4.6. Twenty three pairs of local genotypes and 14 pairs 

that involved an exotic and a local genotype showed Euclidean distances ranging 

from 6 to 30. In contrast, 14 pairs of genotypes had Euclidian distances ≥ 200. The 

most distant genotype pairs were SC 10d/I 156-97 (251), SC 10d/ I 111-03 (244),  
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Isd 40/ I 156-97 (228), Isd 40/ I 111-03 (227), Isd 38/ I 156-97 (224),  SC 5b/ I 156-

97 (219), Isd 38/ I  111-03 (218), SC 10d/Bo 43 (210),  SC 5b/ I 111-03 (209), I 1-

05/I 156-97(208), I 1-05/I 111-03 (206), SC 10d/I 112-01 (201), Co 642/I 156-97 

(201), I 48-05/I 156-97 (201) (Appendix Table 4.4). 

 
 

Figure 4.1 Distribution of Euclidean distances between sugarcane genotypes 
estimated from agromorphological data 

 

Among the 51 genotypes, I 156-97 was the most distant genotypes with a mean 

Euclidean distance of 87.33 with other 50 genotypes. This genotype displayed 

Euclidean distances >100 in combination with other 43 genotypes ranged from 

63.14 to 153.46. In case of exotic genotypes, mean Euclidean distances were 

generally low to medium and ranged from 62.92 to 115.24 (Appendix Table 4.4).  

The almost equal proportion of low and moderate to high distance values 

observed among the 51 genotypes of sugarcane and among pair wise 

comparisons (Appendix Table 4.4) indicates a decreasing level of diversity in the 

0

50

100

150

200

250

300

7

114

258 264

197
187

115

64

34
21

9 5

Euclidean Distance

N
um

be
r o

f c
ou

nt
s 



131 

active collection of germplasm as a consequence of crossing genetically related 

parents.  In the segregating population, the level of genetic diversity present 

diminishes when   closely related parents are utilized in the breeding program 

(Muyco, 2002).  

To increase the level of diversity in the active core collection, sampling of 

parental clones should include genotypes with maximum contribution to the total 

diversity of the collection. Consequently, duplicates of closely related cultivars 

can be excluded in the core. In making cross combinations, selection of parents 

should be based on information of distance estimates among the parents as well 

as available germplasm. Cox et al. (1986) proposed that crosses between 

distantly related lines in an inbred improvement program would increase the 

number of segregating loci in the F2 and subsequent inbred generations.  

Diverse genotypes based on their mean Euclidean distance values can be 

utilized as parents in the hybridization program. Integrating available information 

on their good combining ability with other genotypes to the phenotypic distance 

data, as a criterion in parental selection, ensures a higher chance of generating 

better performing hybrids. Thus, cross combinations between genetically closely 

related genotypes should be avoided. Crosses between genetically distant 

sugarcane genotypes should produce higher variances for quantitatively inherited 

traits in segregating populations.  
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Table 4.6 Euclidean distances (≤30) between phenotypically closely related 
sugarcane genotypes 

 
 Sl. No. Genotype pair Euclidean distance 
1. I 39-04 I 134-70 15 
2. I 39-04 I 152-04 19 
3. I 6-04 I 326-86 28 
4. I 6-04 CP 69-105 30 
5. Co 635 I 562-85 26 
6. SC 2d CP 69-1052 30 
7. SC 2d Co  635 22 
8. SC 2d CP 75-105 30 
9. SC 2d I 137-96 28 
10. SC 2d I  33-97 25 
11. SC 2d I 26-04 27 
12. SC 2d I 181-03 21 
13. SC 2d SC 6d 17 
14. I  14-96 I  326-86 6 
15. I 181-03 CP 69-1052 14 
16. CP 75-361 I 98-98 30 
17. CP 75-361 I 181-03 27 
18. CP 75-361 I 48-05 28 
19. CP 75-361  Co 462 26 
20. CP 75-361 SC 6d 21 
21. I 98-98 I 64-98 24 
22. I 98-98 I 137-96 28 
23. I 98-98 SC 6d 28 
24. I 26-04 I 91-79 30 
25. I 26-04 I 33-97 29 
26. I 181-03 I 33-97 24 
27. I  108-01 Saipan 17 23 
28. I 26-04 I 181-03 30 
29. I 26-04 SC 6d 30 
30. I 26-04 I 108-01 30 
31. I 143-01 I 82-98 26 
32. I 181-03 SC 6d 28 
33. Co 642 I 1-05 30 
34. Co 642 I 48-05 18 
35. I 23-05 I 43-01 30 
36. Isd 38 I 48-05 27 
37. Isd 38 Isd 40 30 
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4.1.6.2 Cluster Analysis 

The Euclidean distances computed from morphological quantitative traits are 

presented in Appendix Table 4.4.The relationships (dendrogram) among 51 

sugarcane genotypes derived by UPGMA cluster analysis are presented in 

Figure 4.2. Sugarcane genotypes were clustered based on their mean Euclidean 

distance values. Truncating the line at an average linkage distance of 70 between 

clusters resulted to six   major clusters. Among the different clusters, the cluster 

size ranged from 2 to 26. Cluster 1 with two genotypes, cluster 2 with seven 

genotypes, cluster 3 with 26 genotypes, cluster 4 with five genotypes, cluster 5 

with only two genotypes and cluster 6 with nine genotypes. The cluster 3 is the 

largest cluster which is again sub-divided in to three sub-clusters viz. Sub-cluster 

1(SC1), sub-cluster 2 (SC2) and sub-cluster3 (SC3). 

Cluster 1 was composed of only two genotypes viz. one exotic genotype           

Co 630 and one BSRI developed Genotype I 21-00.This cluster was 

characterized by intermediate tillering habit and short internode length, medium 

tall cane and medium length and width of leaves. Other characteristics included 

moderate values for internode diameter, number of internode per stalk, single 

cane weight, brix percent, pol percent and juice purity percent, moderate number 

of millable cane and medium cane yield. Medium long and wide bud also 

observed in stalk of this cluster.  

Cluster 2 comprised of one exotic genotype- Co 642 and two BSRI developed 

released varieties viz. Isd 38 and Isd 40 and four BSRI developed advanced clones 

viz. SC 5b, SC 10d, I 1-05 and   I 48-05. These genotypes were tall in stature with 

longer stalk length, medium sized leaves and intermediate in width, and having 

moderate values for internode length, brix percent, pol percent, juice purity percent 

and number of millable cane. This cluster also exhibited high values for the number 

of internode per stalk, bud length, bud width, and the single cane were also heavy 

(robust). The cane yield was also high and the genotypes of this cluster showed the 

highest cane yield among six clusters. 
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The third cluster was found to be the largest cluster having 26 genotypes. This 

cluster was sub-divided into three sub-clusters viz. sub-cluster 1(SC1), sub-

cluster 2 (SC2) and sub-cluster 3(SC3). 

Sub-cluster 1 was composed of BSRI developed clones I 82-98 and I 143-01. 

This sub-cluster was composed of genotypes having light tillering habit with 

medium sized plant, short and narrow leaves, short with narrow bud, short 

internode, thin and light stalks, low brix percent, lowest number of millable cane 

and lowest cane yield. This sub-cluster also exhibited intermediate values for 

length and number of internodes, pol percent and juice purity percent.    

Genotypes that grouped together in sub-cluster 2 included one exotic genotype  

Saipan 17 and five BSRI bred genotypes viz. IC 7a, I 91-79, I 108-01, I 26-04 and 

I 23-05. The distinctive features of these genotypes were light tillering habit, tall 

plant with long stalks, low number of millable cane and low cane yield. The 

genotypes of this sub-cluster showed moderate values for leaf length and width, 

bud length and width, internode length and diameter, number of internode per 

stalks and single cane weight. This sub-cluster also exhibited intermediate values 

for brix percent, pol percent and juice purity percent. 

Third cluster was characterized by moderate values for most of the economically 

important traits related to yield. The genotypes under 4th cluster produced second 

highest yield having characteristic features of profuse tillering habit, long leaves 

and highest number of millable cane. The sub-cluster 3 comprised of 18 

genotypes of which three were exotic genotypes (CP 69-1052, CP 75-361 and 

Co 635), and 14 were BSRI generated advanced clones (I 6-04, I 326-86, I 

562-85, SC 2d, SC 6d,  I 181-03, I 33-97, I 137-96, I 98-98, I 64-98, I 17-01, I 

174-93, I 255-06,  I 14-96 and one BSRI developed released variety Isd 39.   
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Figure 4.2 Dendrogram derived by UPGMA from agromorphological data 
using Euclidian distances.   

Clusters-C1, C2, C3, C4, C5, C6; Sub-clusters-SC1, SC2, SC3 (1…..51 indicate 
serial number of genotypes mentioned in Appendix Table 4.2) 

These genotypes were of intermediate tillering habit with medium sized canes 

and stalks having broad leaves. These genotypes were also exhibited moderate 

values for bud length and width, internode length and diameter, number of 

internodes per stalk, single cane weight, number of millable cane and cane yield. 

They also showed intermediate values for brix percent, pol percent and juice 

purity percent. 
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Cluster 4 included five genotypes of sugarcane of which two of them were exotic 

(CPI 96-80 and POJ 2878) and rest three were BSRI bred advanced clones (SC 

5d, I 127-96 and I 189-04). The genotypes of this cluster attributed to profuse 

tillering habit, and having long leaves with moderate width, small bud, highest 

number of millable cane and high cane yield. The stalks of these genotypes were 

light in weight having short and medium thick internode but the number of 

internode per stalk was also low.  These genotypes had intermediate values for 

bud width, brix percent, pol percent, and juice purity percent. 

The 5th cluster composed of only two genotypes (I 156-97 and I 111-03).This 

cluster was characterized by poor tillering habit, short stature, short stalk with 

small leaves but medium width and medium sized narrow bud. Genotypes of this 

cluster had light cane with short but medium thick internode and having moderate 

values for brix percent and pol percent but high values for the purity of juice 

percentage, low number of millable cane and low cane yield.  

The cluster 6 included four exotic genotypes (B 34-231, Bo 43, CL 41-229 and 

CP 36-105), and five BSRI bred advanced clones (I 112-01, I 39-04, I 134-70, I 

152-04 and I 40-00). Genotypes of this cluster characterized by poor tillering 

habit, short stature and short stalk having thin and short internode. These 

genotypes had low cane yield, and having low values for leaf length and width, 

moderate values for bud length and width, number of internode per stalk,            

single stalk weight, brix percent, pol percent, juice purity percent and number of 

millable cane.  
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Table 4.7 Cluster means derived by UPGMA using Euclidean distances for agromorphological traits of 51 sugarcane genotypes 
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C1 Co 630 6.15 430.84 310.66 130.22 4.41 7.07 5.80 10.44 1.75 25.48 0.88 18.99 13.27 87.55 93.44 82.34 
 I 21-00 4.79 412.24 290.39 143.62 3.39 6.19 5.30 9.45 1.91 26.28 0.76 19.73 13.89 89.19 108.44 83.95 
 Mean 5.47 421.54 300.53 136.92 3.90 6.63 5.55 9.945 1.83 25.88 0.82 19.36 13.58 88.37 100.94 83.15 
 

                 C2  SC 10d 4.86 515.77 357.16 146.42 4.07 6.92 5.86 11.71 2.14 31.88 1.44 15.53 10.17 82.81 93.44 136.61 
  I 1-05 4.16 495.44 336.69 137.29 3.57 8.35 7.09 11.14 1.82 26.28 1.10 18.79 12.17 83.95 85.44 93.51 
  I  48-05 3.36 469.54 353.29 136.49 3.95 7.46 7.33 9.07 1.89 29.18 1.15 19.49 12.59 83.69 89.44 102.31 
  Co 642 3.96 474.44 350.49 138.29 5.13 8.62 6.46 9.38 2.12 31.18 1.36 21.79 15.13 89.58 74.44 100.39 
  Isd-38 5.30 477.70 371.90 142.92 3.82 7.07 6.83 11.10 2.10 29.73 1.24 22.38 15.94 89.65 94.00 116.63 
 Isd-40 4.43 500.57 362.23 130.62 4.21 7.38 6.53 11.25 2.07 29.25 1.19 20.33 14.61 90.13 88.67 105.45 
  SC  5b 6.79 465.44 357.39 136.82 4.18 8.24 7.33 12.12 1.81 27.18 1.10 19.93 14.06 89.40 121.44 134.89 
 Mean 4.69 485.56 355.59 138.41 4.13 7.72 6.78 10.82 1.99 29.24 1.23 19.75 13.52 87.03 92.41 112.83 
 

                 C3 
                 SC1  I  82-98 3.79 422.74 320.99 113.42 3.23 5.57 4.73 10.01 1.68 26.68 0.74 19.33 14.02 91.86 64.44 48.37 

  I 143-01 2.96 436.34 312.79 132.29 2.96 6.24 5.45 11.29 1.69 24.28 0.78 18.59 12.40 86.42 63.44 49.47 
 Mean 4.57 439.49 319.14 145.62 4.46 6.97 5.94 11.29 1.91 26.11 0.98 19.30 13.44 88.04 92.49 89.28 
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Table 4.7 continued… 

C
lu

st
er

/ 
Su

b-
cl

us
te

r 

G
en

ot
yp

e 

N
o.

  o
f 

Ti
lle

r/c
lu

m
p 

Pl
an

t h
ei

gh
t 

St
al

k 
le

ng
th

 

Le
af

 le
ng

th
 

Le
af

 w
id

th
 

Bu
d 

le
ng

th
 

Bu
d 

w
id

th
 

In
te

rn
od

e 
 

le
ng

th
 

In
te

rn
od

e 
di

am
et

er
 

N
o.

 o
f i

nt
er

no
de

 

Si
ng

le
 c

an
e 

w
ei

gh
t 

Br
ix

%
 

Po
l%

 

Ju
ic

e 
Pu

rit
y%

 

N
o.

 o
f m

illa
bl

e 
ca

ne
/1

0m
2 *

 

 C
an

e 
yi

el
d(

t/h
a)

 

C3 
                 SC2 IC 7a 4.69 469.51 360.56 146.45 3.77 5.35 4.92 12.29 1.75 25.08 0.91 19.56 13.69 88.21 63.11 55.63 

 Saipan 17 3.39 465.44 353.39 143.72 3.61 5.77 5.24 9.59 2.08 32.38 0.88 20.83 14.96 91.02 61.44 54.49 
 I  108-01 3.56 469.54 343.59 159.29 4.06 7.82 6.44 11.90 1.76 24.98 1.00 18.79 12.82 88.33 63.44 63.10 
 I 23-05 3.36 453.84 321.79 152.09 3.48 6.81 5.56 10.98 1.62 24.98 0.73 19.89 13.69 89.00 72.44 52.94 
 I 91-79 4.19 458.34 363.39 159.62 3.62 6.40 5.28 11.86 1.84 23.88 0.87 19.23 13.28 87.51 89.44 78.81 
 I 26-04 5.59 464.94 334.69 158.02 3.74 7.13 6.05 10.07 1.72 29.48 0.88 19.63 13.73 88.63 87.44 77.89 
 Mean 3.94 455.09 338.90 145.61 3.56 6.39 5.46 11.00 1.77 26.47 0.85 19.48 13.57 88.87 70.65 60.09 
C3 

                 SC3  I 64-04 3.96 444.41 297.06 168.6 4.72 6.86 5.44 12.94 1.91 23.18 0.93 19.84 14.19 89.92 82.11 77.42 
  I 326-86 4.33 439.14 304.06 163.82 4.10 5.52 5.00 12.18 1.66 23.68 0.70 18.79 13.27 88.49 108.44 75.74 
  I  14-96 5.86 440.97 304.06 162.32 6.95 6.86 5.64 11.45 1.92 23.58 0.67 18.53 12.77 87.15 112.44 74.19 
  I 562-85 4.93 420.94 309.66 143.72 3.16 5.04 4.51 12.59 1.40 20.78 0.60 20.59 14.86 90.50 95.44 56.94 
  SC 2d 4.13 442.04 334.56 146.52 4.60 4.64 4.45 12.41 1.70 26.28 0.87 18.09 12.76 88.36 85.44 74.43 
  SC 6d 4.56 449.24 337.89 133.89 4.52 7.41 6.26 9.75 1.88 27.28 1.00 18.59 12.39 86.41 80.44 80.11 
 CP 75-361 4.06 452.17 337.36 139.02 4.10 7.20 5.85 9.73 2.14 29.98 1.26 21.53 15.46 90.83 77.44 99.35 
 CP 69-1052 2.89 442.61 317.66 159.35 4.03 5.27 4.65 10.59 2.21 30.48 1.11 21.06 14.28 89.83 87.11 94.19 
  I 181-03 4.96 442.84 321.69 151.09 3.92 8.71 6.79 11.07 1.86 22.68 1.04 20.49 14.01 88.36 86.44 89.51 
  Co 635 4.89 430.01 322.16 140.45 3.80 7.18 5.85 10.91 1.64 28.78 0.82 19.56 13.75 88.6 96.11 75.98 
  I 33-97 5.59 448.94 328.99 146.62 4.26 9.19 7.06 11.41 1.93 26.18 0.76 19.53 13.55 87.88 106.44 82.39 
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Table 4.7 continued ….  
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C3  
                SC3  I 137-96 5.06 419.87 335.66 155.42 4.37 8.96 7.60 10.31 2.10 29.28 1.00 18.93 13.23 88.39 86.44 87.81 

  I 98-98 4.66 424.57 332.76 129.62 4.25 6.31 6.09 10.27 1.95 27.28 1.09 18.83 13.13 88.21 84.44 93.55 
  I 64-98 4.06 419.07 312.66 122.42 4.25 6.84 5.22 9.31 1.81 29.48 1.03 20.73 14.70 89.69 83.44 87.36 
  I 17-01 5.26 462.67 329.76 171.32 3.82 6.42 5.95 11.71 1.76 26.48 0.98 20.13 14.27 89.66 108.44 106.89 
  I 174-93 3.56 430.01 305.06 143.60 4.67 6.28 6.36 11.64 2.39 27.28 1.47 17.09 11.65 85.55 82.11 122.24 
  I 255-06 4.73 440.04 303.46 126.02 6.05 7.97 6.10 13.31 2.27 22.18 1.25 13.69 8.41 76.54 101.44 127.49 
 Isd-39 4.85 461.35 310.03 117.33 4.63 8.76 8.02 11.57 1.77 25.07 1.02 21.47 15.39 90.26 100.67 101.47 
 Mean 4.57 439.49 319.14 145.62 4.46 6.97 5.94 11.29 1.91 26.11 0.98 19.3 13.44 88.04 92.49 89.28 
  

                C4 I 189-04 5.56 405.21 254.06 163.50 4.66 8.14 6.54 13.35 1.89 20.88 0.78 20.24 14.4 89.43 101.11 79.98 
 SC-5d 4.76 411.21 287.26 158.80 3.92 6.36 6.48 10.86 1.99 23.38 0.93 19.59 14.01 89.85 108.11 101.86 
 CPI 96-80 5.33 415.64 272.56 146.92 4.14 5.51 4.28 10.28 1.66 24.38 0.67 20.39 14.67 90.25 133.44 89.19 
 POJ 2878 9.29 427.01 295.06 147.55 4.35 7.64 5.90 11.74 1.83 22.88 0.76 19.86 14.30 90.80 159.11 117.37 
 I 127-96 5.79 398.64 303.89 153.42 3.05 5.31 4.47 10.64 1.72 27.58 0.60 18.03 12.28 86.24 166.44 102.79 
 Mean 6.15 411.54 282.57 154.04 4.02 5.59 5.53 11.37 1.82 23.82 0.75 19.62 13.93 89.31 133.64 98.24 
C5  

                  I 111-03 3.36 323.21 230.56 141.30 4.03 7.40 5.64 10.46 1.77 21.58 0.64 20.19 14.40 89.62 87.11 56.60 
  I 156-97 4.29 330.51 231.46 104.25 3.91 5.70 4.63 9.73 1.76 20.78 0.59 21.56 15.37 89.91 65.11 36.93 
 Mean 3.83 326.86 231.01 122.78 3.97 6.55 5.14 10.10 1.77 21.18 0.62 20.88 14.885 89.77 76.11 46.77 
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Table 4.7 continued… 
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C6  
                 I  112-01 4.36 359.61 244.36 141.5 4.58 7.53 6.55 11.61 2.02 20.38 0.77 19.59 14.05 90.16 112.11 87.54 

 B 34-231 7.13 362.84 263.76 117.02 3.24 6.43 5.5 11.04 1.39 21.28 0.53 19.09 13.31 87.35 120.44 63.4 
 I  39-04 3.76 404.21 280.66 132.4 3.93 7.67 5.32 9.82 2.06 27.68 0.94 19.29 13.65 86.33 76.11 72.55 
 I  134-70 3.49 394.81 289.06 126.45 2.74 4.73 3.88 8.27 1.10 28.08 1.02 19.06 13.20 87.32 76.11 76.95 
 I  152-04 3.56 417.21 281.56 143.00 5.47 5.92 5.39 11.26 1.83 24.68 0.83 20.29 14.51 89.93 78.11 65.76 
 Bo  43 3.53 365.74 254.16 129.82 2.46 5.26 4.85 10.76 1.39 22.68 0.42 16.89 10.99 81.87 81.44 33.60 
 CL 41-229 3.09 380.71 287.26 139.95 3.67 6.39 5.36 8.85 1.47 28.58 0.52 17.26 11.72 85.54 77.11 38.45 
 CP 36-105 3.26 370.87 282.96 121.42 2.63 6.11 6.08 9.99 1.60 28.18 0.59 18.73 12.78 86.30 93.44 56.05 
 I  40-00 2.69 386.41 256.46 154.35 3.98 6.12 5.65 10.9 1.84 22.48 0.82 20.86 15.01 90.72 63.11 50.05 
 Mean 3.87 332.49 271.14 133.99 3.63 6.24 5.40 10.28 1.63 24.89 0.72 19.00 13.25 87.28 86.44 60.48 
           Low  Medium     High          Low  Medium High 
No. of  tiller/clump: <4  4-6     >6   Internode length (cm):      <10.34  10.34-11.48 >11.48  
Plant height (cm):  <410     410.02 -450.66    > 450.66  Internode diameter(cm):   <1.71  1.71-1.95 >1.95 
Stalk length (cm):  <293.22  293.22-328.17    >328.17  Single cane weight(kg):    <0.78  0.78-1.02 >1.02 
Leaf length (cm):  <134.78  134.78-149.54    >149.54  Brix %:       <19  19-21  >21 
Leaf width (cm):  <3.65  3.65- 4.44    >4.44   Pol%:       <13  13-15  >15 
Bud length (mm):  <6.21  6.21- 7.36      > 7.36   Juice purity%     <86.74  86.74-89.46 >89.46 
Bud width (mm):  <5.33  5.33-6.25    >6.25   No. of millable cane/10m2*   <81  81-103  >103 
No. of internode:  <24  24-28     >28    Cane yield (t/ha)     <69.36  69.36-94.28      >94.28 
          * (x103/ha)  
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In the present study, an attempt has been made to determine the extent of 

diversity among 51 genotypes using agro-morphological traits. These easily 

observable morphological traits are useful tool for preliminary evaluation, 

because they offer a fast and useful approach for accessing the extent of 

diversity. Diversity studies based on agronomic characters using Euclidian 

distances have been done in many crops viz., sugarcane (Muyco, 2002, Zhou et 

al., 2015), soybean (Dayaman, 2007), and wheat (Mishra et al., 2015). 

Different clusters showed no distinct classification of the 51 genotypes. Exotic 

and locally bred genotypes were loosely distributed in the different clusters 

suggesting that they are distantly related. Only a few exotic or BSRI developed 

genotypes clustered together with other genotypes indicating they are 

phenotypically related or similar.  The first cluster was characterized by medium 

values for most of the economically important traits like juice quality and yield 

contributing characters except internode length. The 2nd cluster was the highest 

yielding among the six clusters with characteristic features of high values for most 

of the yield component characters viz. number of tiller per clump, plant height, 

stalk length, internode diameter, number of internode per stalk, single cane 

weight and moderate value for internode length and number of millable cane. 

All the sub-clusters showed low to moderate number of tillers per clump, medium 

to tall plant, medium to long stalk, small to medium leaf, thin to medium stalk 

diameter and low to moderate values for single cane weight and number of 

millable cane.  Among the three clusters, sub-cluster 3 was highest yielding while 

the sub-cluster 1 produced the lowest cane yield. 

The exotic and locally bred genotypes that clustered together are phenotypically 

related based on traits being assessed. Such case is not unexpected because 

these genotypes had undergone several years of selection for desirable traits 

required by plant breeders from different breeding programs. However, 

morphological similarities or differences in the population could be a result of 

different allele combinations producing similar phenotypes that were not 

proportional to the underlying genetic differences (Johns et al., 1997). 
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Tai et al. (1996) studied the diversity of four juice quality characters (sucrose, 

glucose, fructose and Brix) and five morphological characters (fiber content, stalk 

diameter, leaf length and leaf width and leaf module) of 125 S. spontaneum 

clones collected from World Collection of Sugarcane and Related Grasses. Their 

results indicated that a considerable high variation present in the collection for the 

characters studied. The clones from India were the most diverse and were 

scattered in nine clusters. The clones from Indonesia, the Philippines and Taiwan 

were also diverse and were scattered in more than five clusters. 

Genetic diversity studies based on agronomic characters (Kanwal et al., 1983, 

Shamsuddin, 1985; Sidhu and Menhdiratta, 1981) assumed that differences of 

measured characters approximate the genetic divergence of loci throughout the 

genome. Classification using multiple agronomic characters identifies a 

genotype’s relationship with other genotypes. Cluster analysis based on 

quantitative characters can be a useful tool for classifying numerous genotypes 

and in parental selection because it provides information on specific traits of 

genotypes from different clusters.   

4.1.6.3 Mahalanobis D2 statistic 

Genetic divergence arises due to geographical separation or due to genetic 

barriers to cross ability  or due to different patterns of evolution  could be  

measured following D2 statistic that measure cluster distance based on multiple 

traits (Mahalanobis, 1928) and it has become one of the important techniques to 

estimate  genetic diversity on the basis of multiple characters. With this 

technique, one can easily predict genotypes which have high index scores and 

fall into different clusters can be crossed to have maximum variability of good 

combinations of traits. Application of Mahalanobis D2 statistics for estimating 

genetic divergence had been emphasized by many workers (Vavilov, 1951; Murty 

and Aurunachalam, 1966; Singh and Bains, 1968; Singh and Gupta, 1968), 

because it permitted precise comparison among all possible pairs of population in 

any group before affecting actual crosses. In addition to helping in the selection 

of diverse parents for crossing, D2 statistics also measures the degree of 
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diversification and determines the relative contribution of each component 

character to the total divergence (Singh, 1990). Rao (1952) suggested the 

application of this technique for the assessment of genetic divergence in crop 

improvement program. Diversity analysis is being considered a powerful tool in 

quantifying the degree of divergence at genotypic level based on phenotypic data 

in different crops.      

Sixteen morphological characters were used to calculate Mahalanobis D2 statistic 

(Mahalanobis, 1936) to study the divergence among 51 genotypes of sugarcane 

on multivariate scale. Assuming the D2 values as χ2, it appears that there were 

significant variations among all the genotypes. Fifty one genotypes were grouped 

in to six clusters, which are presented in Table 4.8.   The cluster IV was the 

largest cluster containing 17 genotypes while cluster VI was the second largest 

cluster containing 10 genotypes. Each of the clusters III and V contained 7 

genotypes. Similarly, both the clusters I and II were the smallest and contained 5 

genotypes of each (Table 4.8). Appendix Table 4.5 shows entry name (genotype 

name) mentioned against each entry number used for estimation of D2 statistic 

followed by clustering.     

Average intra and inter-cluster distance of six clusters are presented in Table 4.9. 

The magnitude of intra-cluster distances indicated the extent of genetic diversity 

among genotypes within the same cluster. The distances between clusters were 

more than intra-clusters distances indicating that diversity in between clusters 

was more than within clusters. Singh and Singh (1980) used Mahalanobis’s 

statistical distance to group 48 sugarcane varieties collected from different 

geographical sources on the basis of eight agronomic characters which include 

millable cane population, stalk and internode characteristics. 
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Table 4.8 Distribution of 51 sugarcane genotypes in six clusters based on             
D2 statistic 

Cluster No. of 
genotypes 

Entry number Genotypes 

Cluster I 5 4,7,15,19,20 I 112-01, I 111-03, B  34-231, Bo 43,           
I 156-97 

Cluster II 5 11,14,21,36,41 SC 5d, CPI 96-80, Poj 2878, I 127-96,  
I 21-00 

Cluster III 7 5,6,9,22,26,27,28 I 39-04, I 152-04, I 189-04, I 174-70,                
CL 41-229, I 40-00, CP 36-105 

Cluster IV 17 2,8,10,12,13,16,18,23, 
25,29,30,32,33,34,35, 
38,  44 

Isd 39, I 64-04, I 174-93, I 255-06,    
Co 630, I 562-85, I 326-86, CP 69-
1052,   Co 630,  CP 75-361, I 14-96, I 
98-98, I 64-98, I 17-01, I 137-96, I 33-
97, I 181-03 

Cluster V 7 1,3,31,42,45,48,49 Isd 38, Isd 40, SC 10d, SC 5b, I 1-05,              
I 48-05, Co 642 

Cluster  VI 10 17,24,37,39,40,43,46, 
47,50,51 

SC 2d, IC 7a, I 91-79, Saipan 17,  
I 26-04, I 82-98, I 143-01, I 23-05,   
SC 6d, I 108-01 

Gill and Tripathi (1983) also used the same technique to investigate the nature of 

divergence among 30 foreign sugarcane varieties using twelve agronomic and 

juice quality characteristics. In both the studies, authors reported that the 

distribution of clones into the different clusters was not on the basis of their 

geographical origin. 

Table 4.9   Average intra and inter cluster distances based on D2 statistic in 51  
      sugarcane genotypes 
 
 Cluster I Cluster II Cluster III Cluster IV Cluster V Cluster VI 
Cluster I 0.8506 6.403 3.839 8.086 12.358 10.648 
Cluster II  0.6030 6.132 6.533 9.595 9.285 
Cluster III   0.7498 4.532 8.797 6.872 
Cluster IV    0.6433 4.287 2.868 
Cluster V     0.5373 2.628 
Cluster VI      0.5726 

The highest distance was obtained between the cluster I and cluster V (12.358) 

indicating the wider genetic divergence between these two clusters. It was 

followed by the distance between the clusters I and VI, and  II and V. Cluster I 

had the highest distance from the rest of the clusters indicating that the 

genotypes in this cluster I was distantly related from others. Thus, genotypes with 
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high index for specific character that fall into different clusters could be 

intercrossed to have maximum hybrid vigor and good number of useful 

segregants.  The distance between cluster V and cluster VI was minimum (2.628) 

followed by the distance between the clusters IV and VI (2.868) indicating that the 

genotypes belonging to these clusters were comparatively less diverse. Thus 

crossing of genotypes from these two clusters may not produce high level of 

heterotic expression in the F1’s and broad spectrum variability in segregating 

populations. Clusters with comparatively less magnitude of divergence showed 

instability, while widely divergent clusters remained distinct in different 

environments (Somayajulu et al., 1970; Raut et al., 1985 and Singh et al., 1980).  

Parents for hybridization could be selected on the basis of large inter-cluster 

distance for isolating useful recombinants in the segregating generations. 

Increasing parental distance implies a greater number of contrasting alleles at the 

desired loci, and then to the extent that these loci recombine in the F2 and F3 

generations, following a cross of distantly related parents, the greater will be the 

opportunities for successful selection for any character of yield of interest 

(Ghaderi et al., 1984). Principal component analysis was done on 16 

agromorphological traits.  

Principal Component Analysis (PCA) also helps in assessment of diversity in 

multivariate scales. In PCA, the first five components were found to contribute 

81.31% of the total variation. Therefore, scores obtained for the first two 

components were plotted against two main axes and then superimposed with 

clustering (Figure 4.3). This clustering pattern confirmed the results obtained by 

D2 analysis. (Number 1…..51 indicate entry number of genotypes, Appendix 

Table 4.5 shows entry name (Genotype). 
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Figure 4.3 Scatter distribution of 51 sugarcane genotypes based on their 

principal component scores super imposed with clustering 

4.1.6.4 Principal Component Analysis (PCA) 

The PCA methodology was used to reduce the dimension and attempt to find 

patterns in the data. Principal Component Analysis (PCA) also helps in 

assessment of diversity in multivariate scales. Principal component analysis 

(PCA) was done on 16 agromorphological traits of sugarcane. Applying PCA to 

data removes the colinearity between characters and residual variability (Hamon 

et al., 1995). New uncorrelated variables (Eigenvectors) and new coordinates of 

each individual were obtained. Residual variability is eliminated when an axis is 

with an eigenvalues greater than 1 is considered. Thus, the different original 
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variables were reduced in to new sets of uncorrelated variables that represent the 

variation of the collection. The matrix of correlation coefficients among the 16 

morphological traits served as the input data for this analysis. 

The proportion of variance criterion determines the number of principal 

components with cumulative variation of 80% to be retained. The first five 

components that accounted for 81.31% of total variation were retained (Table 

4.10). Initial eigenvalues presented in Table 11 were above 1 for components 1, 

components 2, components 3, components 4 and components 5.  

 

Table 4.10 Eigenvalues and cumulative variance of the five principal 
components retained following the proportion of variance criterion 

 

 

Principal components Eigenvalue Percent Cumulative 
PC1 4.61 28.82 28.82 
PC2 3.00 18.11 46.93 
PC3 2.59 16.18 63.11 
PC4 1.50 9.39 72.50 
PC5 1.41 8.81 81.31 

The PC1 showed the highest contribution of 28.82% to the total variability present 

in the 51 genotypes. The PC2 contributed 18.11% while PC3 and PC4 accounted 

for 16.18% and 9.39% contribution, respectively to total variation with a 

cumulative contribution of 72.50% for the first four principal components. The 

PC5 explained 8.81% of the total variation. The cumulative variance explained by 

the first five components was 81.31 %. In the contrary, Muyco (2002) found first 

four principal components giving rise to 76% variation in the data while Tahir et 

al., (2013) used only two components which account for 88% variation. Table 

4.11 shows the component loadings of the first five components. Characters with 

largest absolute value close to unity within the first principal components 

influences the clustering more than those with low values. 

Traits separating across the first five components (absolute loadings in 

parenthesis) were plant height (0.732) and stalk length (0.621). Plant height and 

stalk length are commercially important traits used as selection criteria to 

evaluate outstanding clones. The high correlation value of plant height and stalk 

length was supported by the principal component (PC) analysis. 
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Table 4.11 Component loadings of the five principal components retained 
following the proportion of   variance criterion 

 
Character PC1 PC2 PC3 PC4 PC5 
No. of tiller/clump -0.00283 -0.02877 0.00283 0.02909 0.02699 
Plant height                 0.73231 0.05621 0.22503 -0.34263 0.53910 
Stalk length                  -0.62148 0.19843 -0.17604 0.61862 -0.39195 
Leaf length                    -0.07322 -0.10412 0.83275 -0.13110 -0.52007 
Leaf width                      -0.00270 -0.00726 0.00333 -0.02363 -0.00232 
Bud length                     -0.00622 -0.00873 -0.00998 -0.01977 0.00024 
Bud width                       -0.00644 -0.00676 -0.01086 -0.01393 -0.00714 
Internode length           -0.00386 -0.01077 0.02772 -0.01756 0.01280 
Internode diameter      -0.00181 -0.00186 -0.00215 -0.00791 -0.00798 
No. of internode/stalk  -0.03411 0.01621 -0.05595 0.02792 -0.06665 
Single cane weight       -0.00311 -0.00088 -0.00598 -0.00878 -0.00708 
Brix %                             -0.00005 0.00723 0.000720 0.00479 -0.00446 
Pol %                              0.00154 0.00444 0.00863 0.00507 -0.00484 
Juice purity %                0.00342 0.00825 0.03989 0.02337 -0.02221 
No. of millable cane/10 m2 * 0.02027 -0.72515 0.21832 0.54410 0.35541 
Cane Yield  (t/ha)                     -0.26537 -0.64751 -0.41393 -0.42763 -0.39103 

* (x103 ha-1) 

Traits separating across the first five components (absolute loadings in 

parenthesis) were plant height (0.732) and stalk length (0.621). Plant height and 

stalk length are commercially important traits used as selection criteria to 

evaluate outstanding clones. The high correlation value of plant height and stalk 

length was supported by the principal component (PC) analysis. 

In the second principal component (PC2), traits causing the separation of 

genotypes were the number of millable cane (0.725) and yield (0.647) i.e. these 

two traits are the major contributors for the diversity. These two characters- 

number of millable cane and cane yield are highly correlated with each other. The 

combined sets of PC1 and PC2 characters explained 46.93% of the variation 

existing in 51 genotypes. These characters are plant height, stalk length and 

number of millable cane.   

In PC3, separation of genotypes was mainly due to leaf length (0.832) and cane 

yield (0.413). High component loadings for stalk length (0.618), number of 

millable cane (0.544) and cane yield (0.427) attributed to the variation in the 4th 

principal component (PC4). In the 5th principal component (PC5), plant height 
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(0.539), stalk length (0.391), leaf length (0.520), number of millable cane (0.355) 

and yield (0.391) contributed to the total variation. 

From the total of 16 principal component axes, the first 7 axes accounted for 

91.38% of the multivariate variation among genotypes (data not shown) indicating 

a high degree of correlation among characters for these genotypes. Muyco 

(2002) found 93% variation from first 7 axes of PCA of 16 agromorphological 

traits of sugarcane. Findings of Muyco (2002) are in accordance with this 

investigation. Contribution of characters towards divergence was estimated 

through canonical variate analysis. In this method, vectors of canonical roots 

were calculated to represent the genotypes in the graphical form (Rao, 1952). 

The coefficients pertaining to the different characters in the first two Canonical 

roots are presented in Table 4.12.  

Table 4.12 Contribution of characters towards divergence in sugarcane genotypes  

Traits  Vector I Vector II 
No. of tiller/clump -0.1757    0.1651 
Plant height 0.3089 0.2327 
Stalk length 0.1493 -1.8046 
Leaf length -0.1244 -0.1905 
Leaf width 0.2550 -0.5343 
Bud length 0.0182 -0.5459 
Bud width 0.4621 -0.3639 
Internode length 0.0715 0.6954 
Internode diameter 0.4876 0.1412 
No. of internode/stalk 0.1211 0.7617 
Single cane weight 0.0348 1.0829 
Brix % -1.5090 -2.1828 
Pol % 1.0949 0.3091 
Juice purity  % -0.8139 0.6176 
No. of millable cane/10m2* -1.3068 -0.0893 
Cane yield (t/ha)  1.3912 -0.6594 
 *:( x103 ha-1) 

The positive absolute values of the two vectors revealed that plant height, 

internode length, internode diameter, number of internode/cane, single cane 

weight and pol percent had the greatest contribution to genetic divergence (Table 

4.12). The negative absolute values for two vectors for leaf length, brix percent 

and number of millable cane (x103 ha-1) indicated the least responsibility of both 
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the primary and secondary differentiations. However, the positive absolute values 

of vector-1 and negative absolute value for vector-2 for the characters like stalk 

length, leaf width, bud length, bud width and cane yield indicated the 

responsibility of primary differentiation. 
 

Table 4.13 Cluster (based on D2 statistic) means of 16 agromorphological  
traits of sugarcane genotypes 

 
Sl. 
No. 

Traits Cluster 
I 

Cluster 
II 

Cluster 
III 

Cluster 
IV 

Cluster 
V 

Cluster 
V I 

1. No. of tiller/clump 4.53 5.99 3.63 4.69 4.69 4.02 
2. Plant height (cm) 348.38 412.95 394.20 438.26 485.56 453.20 
3. Stalk length (cm) 244.86 289.83 276.00 316.63 355.59 338.36 
4. Leaf length (cm) 126.78 150.06 140.15 145.35 138.41 144.53 
5. Leaf width(cm) 3.64 3.77 3.87 4.44 4.13 3.76 
6. Bud length (mm) 6.46 6.20 6.44 7.08 7.72 6.31 
7. Bud width (mm) 5.43 5.29 5.46 6.00 6.78 5.44 
8. Internode length (cm) 10.72 10.59 10.35 11.26 10.82 11.02 
9. Internode diameter (cm) 1.67 1.82 1.68 1.91 1.99 1.77 
10. No.of internode/cane 21.34 24.90 25.79 25.99 29.24 26.53 
11. Single cane weight (kg) 0.59 0.74 0.79 0.98 1.23 0.87 
12. Brix % 19.46 19.52 19.39 19.40 19.75 19.25 
13. Pol % 13.62 13.83 13.61 13.54 13.52 13.37 
14. Juice purity % 87.78 89.27 87.94 88.08 87.03 88.57 
15. No. of millable cane/10m 2* 93.24 135.11 80.73 93.67 92.41 73.11 
16. Cane yield (t/ha) 55.61 99.03 62.83 90.29 112.83 63.52 
*: (x103 ha -1) 

Mean values of cluster (based on D2 statistic) for 16 agromorphological traits of 

sugarcane genotypes are presented in the Table 4.13. It appears that genotypes 

with high tillering capacity were included in the cluster II followed by cluster IV 

and cluster V. The tall genotypes having highest stalk length grouped in the 

cluster V followed by cluster VI and dwarf genotypes included in the cluster I. The 

genotypes under cluster I had also smallest stalk length. The genotypes possess 

largest leaf were included in cluster II while shortest leaves were found in the 

genotypes under cluster I. It was revealed that broad leaved genotypes formed 

cluster in the cluster IV followed by cluster V whereas   genotypes having narrow 

leaves were found in the cluster I. The genotypes having largest internode were 

found in the cluster IV and smallest in the cluster III. The thickest internodes were 

also observed in the cluster V followed by cluster IV and the thinnest internodes 
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were found in the cluster I. The genotypes with highest number of internode per 

cane were included in the cluster V while cluster I contains genotypes with lowest 

number of internode. The genotypes with heaviest cane were formed cluster in 

the cluster V while genotypes with lightest cane were grouped in the cluster I. 

The genotypes with high brix percent were included in the cluster V and lowest 

brix percent were found in the cluster VI.   The genotypes having high percentage 

of pol were included in the cluster II and low pol percent were grouped in cluster 

VI. Similarly, cluster II contains sugarcane genotypes having highest percentage 

of juice purity while cluster V constellate with lowest percentage juice purity.  The 

genotypes with the highest number of millable cane (x103ha-1) were included in 

the cluster II whereas the cluster VI contains genotypes having lowest number of 

millable cane. The highest yielding genotypes were grouped in the cluster V. On 

the contrary, lowest yielding genotypes were included in the cluster I followed by 

cluster III. Considering all the traits, it appears that the genotypes in the cluster V 

had good performance. The genotypes in this cluster had moderate tillering 

capacity, tallest plant, largest stalk and thickest stalk, highest number of 

internode per cane, highest single cane weight, highest percentage of brix, 

moderate pol percentage, moderate number of millable cane and the highest 

cane yield. On the other hand, genotypes of the cluster I showed poor 

performance in respect of almost all important yield contributing characters.    

4.2 Genetic Diversity Analysis Based on Microsatellite Markers 

Twenty three microsatellite markers i.e, SSR markers were used to investigate 

genetic diversity of 51 sugarcane genotypes available at “Field Gene Bank” of 

Bangladesh Sugarcrop Research Institute, Ishurdi, Pabna, Bangladesh. 

Polymorphism of Microsatellite Markers 

Molecular diversity was analyzed in 51 sugarcane genotypes using 23 

microsatellite markers. Out of 23 SSR primers, 13 SSR primers were chosen 

from gSSR series developed by International Consortium of Sugarcane 

Microsatellite (ICSM) and 10 microsatellite markers were selected from unigene-
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derived microsatellite markers (UGMS) series. PCR products were 

electrophoresed in 2% agarose gel and DNA bands were documented by using 

gel documentation system (FluorChem FC2, Cell Biosciences, USA) and band 

size was measured with the help of Alpha view3.1 software.  

Number of Allele 

All the 23 SSR primer pairs used amplified a total of 619 alleles from 51 

genotypes of sugarcane. Representative electrophoregrams are shown in Figure 

4.4 (a,b,c) and Figure 4.5 (a,b,c). For each primer pair, the number of alleles 

varied from 7 to 66 (Table 4.14).  The primer pair SMC 226CG identified the 

highest number of alleles (66) followed by SMC 278CS (64) and SMC 336BS 

(54). The lowest number of alleles was amplified by both the primer pairs UGMS 

316 (7) and SMC 703 BS (7). The average number of allele per locus was 26.91.  

A total 402 alleles were amplified by 13 gSSR series of primer pairs. In this 

Series, the highest number of allele was amplified by SMC 226 CG (66) while 

lowest number of allele was produced by primer pair SMC 703BS (7). The 

average number of allele was 30.92 amplified by 13 gSSR series of primers. In 

the UGMS series, 217 alleles were produced by 10 microsatellite markers. The 

number of alleles ranged from 7 to 39 with a mean of 21.7. The primer pair 

UGMS 504 amplified the highest number of alleles (39), while the lowest number 

of allele was produced by the primer pair UGMS 316 (7). The number effective 

allele ranged from 4.80 to 48.36 with a mean of 21.23.  The primer pair SMC 226 

CG produced the highest number of effective allele (48.36), while primer pair 

SMC 703 BS generated lowest number of effective alleles    (4.80). Muyco (2002) 

reported 5 to 19 bands per SSR locus in 81 sugarcane cultivars of the 

Philippines. At SASEX, Natal, South Africa, worked on the application of 36 

sugarcane microsatellites and identified from 1 to 18 alleles per marker across 

four varieties (Bester, 2000).  
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Figure 4.4a  SSR banding pattern of 51 sugarcane genotypes with SMC 226 CG  

 

 

 

 

 
 

Figure 4.4b  SSR banding pattern of 51 sugarcane genotypes with SMC 226 CG 
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Figure 4.4c  SSR banding pattern of 51 sugarcane genotypes with  SMC 226 CG 
 
 
 
 
 
 
 

 

 
 

Figure 4.5a SSR banding pattern of 51 sugarcane genotypes with UGMS 302 
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Figure4.5b SSR banding pattern of 51 sugarcane genotypes with UGMS 302 
 

 
 
 
 
 
 
 
 

 
 
Figure 4.5c SSR banding pattern of 51 sugarcane genotypes with UGMS 302    
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Table 4.14 Number and size of alleles, polymorphic allele, % polymorphism  
polymorphism information content (PIC) and number of effective 
allele of 23 microsatellite markers used in the analysis of 51 
sugarcane genotypes 

 

 Sl. 
No. 

Primer Allele size 
range(bp) 

Total 
allele 

Polymorphic 
allele 

% 
Polymo-
rphism 

PIC No. of 
effective 
allele 

 a) gSSR (ISMC)       
1.  SMC 334  132-248 29 9 31.03 0.947 19.11  
2.  SMC 36 BUQ  100-256 18 9 50.00 0.937 16.13  
3.  SMC 238 MS  120-262 24 7 29.17 0.957 23.15 
4. SMC 687  164-205 11 5 45.45 0.896   9.62  
5.  SMC 336 BS  151-624 54 21 38.89 0.974 38.09  
6. SMC278 CS  157-652 64 29 45.31 0.977 43.60 
7.  mSSCIR74  195-657 21 5 23.81 0.939 16.51  
8. SMC 703 BS  109-238 7 5 71.43 0.920   4.80 
9. SMC 569 CS  137-321 43 17 39.53 0.972 36.38  
10. SMC 597CS 154-1000 29 9 31.03 0.964 27.68  
11. SMC 477CG  128-383 18 5 27.78 0.936 15.78 
12. mSSCIR 43 142-1110 18 7 38.89 0.925 13.39 
13. SMC 226 CG 100-1389 66 28 42.42 0.979 48.36 
 Sub-Total = - 402  156 - -- - 
 Average - 30.92 12.0 39.60 0.948 24.06 
        
 b) UGMS type SSR       
14. UGMS 60 394-565 18 10 55.56 0.939 16.62 
15. UGMS 302  201-1036 22 9 40.91 0.945 18.45 
16.  UGMS 312 209-385 18 6 33.33 0.942 17.36 
17. UGMS 316  658-718 7 2 28.57 0.850   6.76  
18. UGMS 504  308-2219 39 28 71.79 0.968 31.36  
19. UGMS 567 258-981 18 12 66.67 0.934 15.24 
20. UGMS 575 315-2207 19 9 47.37 0.943 17.63 
21. UGMS 585 330-1751 29 18 62.07 0.942 17.52 
22. UGMS 671 223-273 14 3 21.43 0.928 13.89  
23. UGMS 681  133-425 33 15 45.45 0.952 20.94  
 Sub-Total= - 217 112 - - - 
 Average - 21.7 11.2 47.32 0.934 17.58 
 Total (a+b)= - 619 268 - - - 
 Overall average - 26.91 11.65 42.95 0.942 21.23 

In MISRI, Mauritius, the number of alleles generated per primer pair ranged from 

9 to 20 using 5 primer pairs on 96 sugarcane cultivars (Jannoo et al., 2000). At 

CPCG, SCU, in NSW, Australia 3 to 12 alleles per primer pair were recorded 

across the sugarcane genotypes using 91 primer pairs (Cordeiro et al. 2000).   

You et al. (2013) recorded 11 to 26 alleles per locus amplified by five gSSR 
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across 115 Chinese sugarcane germplasm.  In other crop species, the number of 

alleles amplified per primer pair ranged from 3 to 25 for rice (Yang et al., 1994), 

11 to 26 for soybean (Rongwen et al. 1995), 3 to 16 for wheat (Plaschke et al., 

1995), 2 to 19 for potatoes (Provan et al. 1996), 2 to 23 for maize (Senior et al., 

1998) and 2 to 9 for spelt (Bertin et al., 2001).   

Allele Size 

The overall sizes of amplified alleles in the 51 genotypes ranged from 100 bp to 

2219 bp (Table 4.14).  SSR primer pairs, both SMC 36BUQ and SMC 226 CG 

amplified smallest allele (100bp), while largest allele was amplified by the primer 

UGMS 504 (2219 bp).  The SSR primer pair UGMS 504 revealed allele sizes that 

ranged from 308 bp to 2219 bp,  from 315 bp to 2207 bp for locus UGMS 575 

and allele sizes ranging from 100 bp to 1389 bp for SMC 226 CG. The smallest 

allele size difference (41bp) was found in the primer pair SMC 687, while the 

largest allele size difference (1911bp) was found in UGMS 504. In the gSSR 

series of marker, the largest allele size difference was recorded for the primer 

pair SMC 226 CG (1289bp), whereas smallest allele size difference was found for 

the primer pair SMC 287 (41bp). In the UGMS series of microsatellite markers, 

the largest allele size difference was noticed for the primer pair UGMS 504 

(1911bp) followed by primer pair UGMS 575 (1892 bp), while the smallest allele 

size difference (50 bp) was revealed by the primer pair UGMS 671.  Yang et al. 

(1994) pointed out that range in allele sizes can be influenced by the large 

number of samples screened. 

Number of Polymorphic Allele 

Out of 619 alleles amplified by 23 SSR primers in 51 genotypes of sugarcane, 

268 alleles were found polymorphic. All markers were found to be polymorphic in 

nature. The number of polymorphic alleles ranged from 2 to 29 with a mean of 

11.65. The highest number of polymorphic allele was amplified by the primer pair 

SMC 278 CS (29), whereas lowest number of polymorphic allele generated by 

the primer pair UGMS 316 (2).  In the gSSR series of microsatellite markers, the 
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primer pairs SMC 278 CS amplified the highest number of polymorphic allele 

(29), while lowest number of polymorphic allele (5) was found for each of the 

primer pairs SMC 687, mSSCIR74 , SMC 703 BS  and SMC 477CG. The 

average number of polymorphic allele per locus for gSSR series was 12.  In the 

UGMS series of microsatellite markers, the highest number of polymorphic allele 

was amplified by the primer pair UGMS 504 (28), while the lowest number of 

polymorphic allele was generated by the primer pair UGMS 671(3). The mean 

number of polymorphic allele per locus of this series was 11.2. 

Percentage of Polymorphism 

The percentage of polymorphism showed by 23 microsatellite markers varied 

from 21.43 to 71.79 with a mean of 42.95. The primer pair UGMS 504 depicted 

maximum (71.79%) polymorphism followed by primer SMC 703BS with 71.43% 

polymorphism. The primer UGMS 671 was the least polymorphic with 21.43% 

polymorphism. Among the 13 gSSR primers, SMC 703 BS showed highest 

(71.43%) polymorphism, while the lowest (23.81%) polymorphism exhibited by 

the primer mSSCIR 74. The average polymorphism of gSSR markers was 

39.60%.  The range of UGMS series of markers was 21.43% (UGMS 671) to 

71.79 % (UGMS 504) with a mean of 47.32%. 

Polymorphism Information Content (PIC) 

Polymorphism Information Content (PIC) is directly correlated with the allelic 

diversity at a given locus that can be detected per marker in a set of individuals. 

The PIC value is the discriminatory power of the primer used and it describes the 

capacity of the primer to exploit polymorphism. All the 23 SSR primer pairs 

amplified multiple fragments among 51 sugarcane genotypes. The genetic 

diversity or polymorphism information content (PIC) per primer pair or locus 

ranged from 0.850 to 0.979 with a mean value of 0.942 for all loci across the 51 

genotypes evaluated (Table 4.14). The primer pair SMC 226 CG showed the 

highest PIC value of 0.979 followed by SMC 569 CS (0.972). The SSR primer 

pair UGMS 316 had the lowest PIC value of 0.850.  
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The PIC value for International Sugarcane Microsatellite Consortium (ISMC) 

developed gSSR markers ranged from 0.896 to 0.979 with a mean value of 

0.948.The PIC value of SMC 226 CG locus was the highest (0.979)   while the 

lowest PIC value (0.896) was recorded from SMC 687 locus. On the contrary, in 

unigene-derived microsatellite marker series, PIC value of 10 UGMS primers pair 

ranged from 0.850 to 0.968 with a mean value of 0.934. The locus UGMS 504 

showed the highest PIC value of (0.968), while the lowest PIC value (0.850) was 

recorded for UGMS 316 locus.      

4.2.1 Unique Alleles for Fingerprinting Sugarcane Genotypes 

SSR genotypic data from a number of loci have the potential to provide unique allelic 

profiles, or DNA fingerprints for specific alleles, present in only one genotype for a 

given primer combinations. For varietal identification, each individual or genotype/line 

assessed must generate its own unique banding pattern or fingerprint. In the SSR 

approach, these banding patterns are composed of microsatellite-based PCR 

amplicons or markers. In general, the more unique patterns a microsatellite primer 

pair generates for a set of genotypes, the greater its efficacy for fingerprinting. To 

examine the suitability of the SSR approach for fingerprinting or varietal (genotype) 

identification, a set of 51 genotypes (Table 3.1) were fingerprinted using 23 primer 

pairs (Appendix Table 3.3). A total of 76 (12.28%) unique alleles, specific to only one 

genotype were observed with an average of 3.30 unique alleles per primer 

combinations (Table 4.15) The highest number of unique alleles (17) were detected 

by the primer pairs SMC 226 CG in I 326-86, I 156-97, IC 7a, Co 635, SC 10d, I 98-

98, I 17-01, Saipan 17, I 23-05, I 48-05, SC 6d and Isd 39 genotypes followed by 14 

unique alleles in CL 41-229, CP 36-105, SC 10d, I 137-96, I 21-00, I 1-05, I 143-01, I 

23-05, I 48-05 and I 108-01 genotypes by the primer pairs  SMC 278 CS. Out of 23 

primer pairs, two primer pairs namely SMC 334 and UGMS 575 failed to amplify any 

unique allele in 51  sugarcane genotypes.  

It was revealed that most of the unique allele producer markers in this study had 

high PIC value. Twenty one SSR markers generated unique allele in 45 sugarcane 

genotypes. Therefore, it could be said that, 88.24% sugarcane genotypes were 
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distinguished.  On the contrary, only two primer pairs viz.    SMC 226 CG and SMC 

278 CS produced unique allele in 19 genotypes i.e. 37.25% of genotypes were 

identified. The number of SSR markers required to characterize germplasm 

collections or provide cultivar identification is based on the combined discrimination 

power provided by several markers. This ability to discriminate genotypes depends 

on the assumption that alleles of one marker are not linked to alleles of other 

markers. The discrimination power of the marker increases exponentially with each 

additional marker provided there is no linkage disequilibrium (Brown et al., 1996).   

Jannoo et al., (2000) reported that one primer pair discriminated 88 out of 66 

sugarcane cultivars evaluated and a minimum of two primers produced the same 

results as the five primers.  In other crops, cultivar identification was successful 

using 7 microsatellites in soybean (Rongwen et al., 1995), 11 in barley (Russell et 

al., 1997b), 5 in maize (Senior et al., 1998) and 10 in rice (Garland et al., 1999). 

Table 4.15  Number of unique allele generated by  SSR markers 
 

Sl. No. Marker No. of unique allele 
1. SMC 334 - 
2. SMC 36BUQ 2 
3. SMC 238 MS 2 
4. SMC 687 1 
5. SMC 336 BS 4 
6. SMC 278 CS 14 
7. mSSCIR74 2 
8. SMC 703BS 2 
9. SMC 569 CS 4 
10. SMC 597CS 1 
11. SMC 477CG 2 
12. mSSCIR 43 1 
13. SMC 226 CG 17 
14. UGMS 60 4 
15. UGMS 302 3 
16. UGMS 312 1 
17. UGMS 316 1 
18. UGMS 567 6 
19. UGMS 671 2 
20. UGMS 504 4 
21. UGMS 575 - 
22. UGMS 585 1 
23. UGMS 681 2 

 Range 1-17 
 Mean 3.30 



161 

4.2.2 Relationships between Sugarcane Genotypes based on Microsatellite 
Markers  

4.4.2.1 Genetic Distance 

Euclidean distance between pair of genotypes using SSR profile data were 

calculated to estimate genetic distance between genotypes at genotypic level. 

4.2.2.2 Euclidean Distance Estimates from SSR Profile Data 

Euclidean distances of 1275 pairs of combinations among 51 genotypes were 

estimated. Mean Euclidean distance value was 7.61 between pairs for all 

possible combinations among 51 genotypes studied. It varied from 5.66 for pair 

POJ2878/ I 156-97 to 8.77 for I 33-97/I 6-04, I 33-97/ I 174-93 estimated from 

microsatellite data arranged in binary matrix form.  Genotypic distance estimates 

between genotypes that ranged from > 0.0 to <6.5 comprised of 1.57%, 

estimates, 6.5 to <7.0 made up 7.06 %, 7.0 to <7.5 consisted of 31.29 %, 7.5 to 

<8.0 comprised of 36.71%, 8.0 to <8.5 accounted for 22.27 % and >8.5 

accounted for 1.10 % of 1275 pair wise combinations (Appendix Table 4.6 & 

Figure 4.6). 

 

Figure 4.6 Distribution of Euclidean distances (based on SSR profile data)  
between genotypes  
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Figure 4.7 Dendrogram derived by UPGMA method from Euclidean distance 

valuesgenerated through SSR-PCR analysis  
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Table 4.16 Euclidean distances (≥8.30) between genotypically distant sugarcane 
genotypes based on SSR marker data 

 

Sl. 
No. 

Genotype pair Euclidean 
distance 

Sl. 
No. 

Genotype pair Euclidean 
distance 

1. I 39-04 I 33-97 8.31 41. I 255-06 I 33-97 8.72 
2. I 152-04 I 14-96 8.31 42. I 255-06 I 26-04 8.54 
3. I 152-04 I 33-97 8.54 43. CPI 96-80 I 33-97 8.31 
4. I 152-04 I 26-04 8.49 44. Bo 43 I 127-96 8.37 
5. I 152-04  I 108-01 8.37 45. Bo 43 I 91-79 8.31 
6. I 111-03 I 108-01 8.31 46. Bo43 I 33-97 8.31 
7. I 111-03 I 33-97 8.49 47. B0 43 I 26-04 8.49 
8. I 111-03 I 127-96 8.43 48. I 134-70 I 14-96 8.31 
9. I 111-03 I 17-01 8.49 49. I 134-70 I 17-01 8.31 
10. I 111-03 I 134-70 8.31 50. I 134-70 I 33-97 8.54 
11. I 6-04 I 255-06 8.43 51. CPI 69-1052 I 17-01 8.37 
12. I 6-04 I 562-85 8.31 52. CPI 69-1052 I 33-97 8.37 
13. I 6-04 I 326-86 8.31 53. IC 7a I 17-01 8.43 
14. I 6-04 Bo 43 8.37 54. IC 7a I  33-97 8.31 
15. I 6-04 Co 635 8.31 55. CP 75-361 I 33-97 8.37 
16. I 6-04 CP 75-361 8.43 56. I 14-96 I 17-01 8.37 
17. I 6-04 I 14-96 8.54 57. I 14-96 I 33-97 8.37 
18. I 6-04 I 98-98 8.43 58. I 14-96 I 26-04 8.31 
19. I 6-04 I 91-79 8.54 59. I 14-96 I 108-01 8.31 
20. I 6-04 I 33-97 8.77 60. I 14-96 Isd 40 8.31 
21. I 6-04 Saipan 17 8.43 61. I 98-98 I 33-97 8.37 
22. I 6-04 Co 642 8.37 62. I 17-01 I 127-96 8.43 
23. I 6-04 I 108-01 8.37 63. I 17-01 I 33-97 8.37 
24. I 6-04 Isd 40 8.37 64. I 17-01 Co 642 8.43 
25. I 174-93 I 326-86 8.43 65. I 17-01 Isd 40 8.43 
26. I 174-93 Bo 43 8.49 66. I 127-96 Co 642 8.49 
27. I 174-93 IC 7a 8.49 67. I 127-96 Isd 40 8.37 
28. I 174-93 Co 635 8.43 68. I 91-79 Co 642 8.31 
29. I 174-93 I 14-96 8.43 69. I 33-97 I 26-04 8.54 
30. I 174-93 I 17-01 8.66 70. I 33-97 Co 642 8.54 
31. I 174-93 I 91-79 8.54 71. I 33-97 I 108-01 8.66 
32. I 174-93 I 33-97 8.77 72. I 33-97 Isd 40 8.31 
33. I 174-93 I 26-04 8.49 73. I 26-04 I 108-01 8.37 
34. I 174-93 Co 642 8.49 74. I 326-86 I 33-97 8.37 
35. I 174-93 I 108-01 8.37 75. I 127-96 I 174-93 8.60 
36. I 174-93 Isd 38 8.31 76. I 26-04 I 6-04 8.60 
37. SC 5d I 17-01 8.31 77. I 255-06 I 152-04 8.31 
38. I 255-06 I 17-01 8.49 78. SC 10 d I 189-04 8.35 
39. I 255-06 I 127-96 8.43     
40. I 255-06 I 91-79 8.37     
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Seventy eight pairs of distantly related genotypes with Euclidean distances     ≥

8.30 are shown in Table 4.16. Fifty eight pairs of local (BSRI developed) 

genotypes and 20 pairs that involved exotic and local (BSRI developed) 

genotypes showed Euclidean distances ranging from 8.31 to 8.77. In contrast, 

110 pairs of genotypes had Euclidean distances <7.0. The most distant genotype 

pairs were I 33-97/ I 6-04 (8.77), I 33-97/I 174-93 (8.77) followed by I 33-97/I 255-

06 (8.72). Among the 51 genotypes, I 33-97 was the most distant genotype with a 

mean Euclidean distance of 8.01 with other 50 genotypes. 

Information on the genetic relationships among accessions in the germplasm 

collection based on molecular markers can help germplasm managers to take 

decision which accessions that highly contribute to the total variability present in 

the germplasm pool should be retained. Thus, duplicates and closely related 

genotypes can be discarded. This will mean savings on labour and maintenance 

cost. Similarly, for plant breeders, the goal in the breeding program can be 

directed towards the selection of diverse parents to produce heterotic hybrids.   

Reduced values of distance estimates between genotypes seemed to suggest a 

downward trend on the level of genetic diversity present in the genotypes 

evaluated. This can be further enhanced by the use of related or limited number 

of parents in the hybridization program. Low level of   genetic diversity in the 

germplasm collection is not beneficial to breeding because the use of genetically 

related parents can boost the effects of inbreeding depression like susceptibility 

to biotic and abiotic stresses, narrow adaption and decreased productivity. When 

the level of genetic diversity available in the germplasm materials is low, progress 

in selection must be low (Muyco, 2002).   

4.2.2.3 Cluster Analysis Based on Euclidean Distance 

In this study, a UPGMA dendrogram was constructed based on Euclidean 

distance (Figure 4.7) showing the genetic relationships among 51 sugarcane 

genotypes. Fifty one genotypes were grouped into two major clusters viz. cluster 

1 (C1) and cluster 2 (C2). The cluster 1 was the largest cluster consisted of 37 
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genotypes while cluster 2 comprised of only 14 genotypes. Genotypes were 

clustered based on their mean genetic distances. Cluster 1 can be sub-divided 

into two sub-clusters e.g., sub-cluster1 (SC1) and sub-cluster-2 (SC2). Between 

two sub-clusters, SC1 was the smallest, which contained only three genotypes 

namely- I 112-01, SC 5d and I 255-06. The second sub-cluster (SC2) consisted 

of 34 genotypes viz. I 189-04, I 562-85, CPI 96-80, B 34-231, I 156-97, POJ 

2878, I 48-05, SC 10d, I 64-98, SC 6d, Co 630, I 23-05, SC 5b, I 181-03, I 1-05, I 

143-01, Isd 39, Sc 2d, I 326-86, I 21-00,I 182-98, CP 36-105, CP 75-361, I 98-98, 

CP 69-1052, Co 635, CL 41-229, I 40-00, IC 7a, I 14-96, I 137-96, I 91-79, Isd 38, 

and  Isd 40 . The second major cluster (C2) comprised of 14 genotypes namely, 

Co 642,  I 108-01, Bo 43, I 134-70, I 39-04, I 152-04, I 111-03,I 17-01, Saipan 17,         

I 26-04, I 127-96, I 33-97, I 174-93 and I 6-04.  

In choosing parental clones for crossing program, selection criteria should be 

based on genetic distances between genotypes and information on their 

relationships in cluster analysis. Crossing cultivars based only on their genetic 

distances limits the number of parents and reduces the level of genetic variability 

in the population derived from them. Cross combinations involving parents that 

are distantly related and coming from different clusters are expected to produce 

heterotic offsprings.  

4.2.2.4 Cluster Analysis based on Jaccard’s Similarity Coefficients 

The binary data from polymorphic 23 SSR primers were used for computing 

Jaccard’s similarity indices. The similarity values obtained for each pair-wise 

comparison of 23 SSR markers among 51 sugarcane genotypes were used to 

construct dendrogram based on Jaccard’s coefficient and the results are 

presented in Figure 4.8 The cluster analysis grouped 51 sugarcane genotypes 

into five major clusters. Among different clusters, the cluster size ranged from 9 

to 11 genotypes. Cluster1, cluster 2 and cluster 4 are the largest clusters, each 

consisted of 11 genotypes. Cluster 1 composed of two exotic genotypes (CPI 96-

80 and B 34-231) and 9 BSRI developed advanced clones viz. I 112-01,  I 39-04, 

I 152-04, I 111-03, I 6-04, I 189-04, I 174-93, SC 5d and I 255-06. 
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Cluster 2 consisted of  8 BSRI developed advanced clones namely I 562-85, SC 

2d, I 326-86, I 156-97, I 134-70 , I 23-05, I 48-05 and 4 exotic genotypes viz. Bo 

43, POJ 2878, Co 630 and Co 642. These four genotypes were developed from 

Barbados, Indonesia and Coimbatore, India. In cluster 3, five BSRI generated 

genotypes and four exotic genotypes grouped together. In cluster 4,  one  exotic 

genotype-Saipan 17 and 10 BSRI developed genotypes viz. SC 10d, I 64-98, I 

17-01, I 137-96,  I 127-96, I 91-79, I 33-97, I 26-04, SC 6d and I 108-01 grouped 

together.  Three released varieties e.g. Isd 38, Isd 39 and Isd 40, and BSRI 

generated six advanced clones viz. I 21-00, Sc 5b, I 82-98, I 181-03, I 1-05 and I 

143-01   has formed cluster 5. Clustering pattern could not be explained due to 

incomplete pedigree information about parentages of all genotypes (Table 3.1).   

The low level of correlation between genetic similarity based on pedigree and 

DNA profiles has been reported by several workers (Graner et al. 1995; Barrett et 

al. 1998) in different crop species. This could be due to the fact that the pedigree 

records do not take into account during selection and genetic drift which play 

pivotal role in variety development (Selvi et al. 2003). It is also possible that DNA 

markers employed in these investigations are insufficient to assay a significant 

proportion of the genome. The genome of sugarcane is complex and very large 

(2500-4000 Mb) (Selvi et al. 2003; Lima et al. 2002) and would therefore require 

a large number of markers to substantially cover unlinked genomic regions, 

enabling establishment of meaningful association between pedigree and 

molecular diversity, since the consistency of genetic similarity estimates depends 

upon number and location of markers in the genome   (Lima et al. 2002). In this 

situation, the sugarcane breeders should select the parents with high genetic 

distance (GD) so as to create more variability for effective selection.    
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Figure 4.8 Dendrogram generated from Jaccard’s Coefficients values of SSR        
markers data following UPGMA method showing clustering of 51       
sugarcane genotypes 

 

C1 

C1 C2 

C3 

C4 

C5 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

 

Chapter V 
 

SUMMARY AND CONCLUSION 
 



168 

SUMMARY AND CONCLUSION 

Genetic diversity is essential for the continued progress in breeding of any crop 

as well as adaptation to cope up with upcoming climate change challenges. 

Assessment of genetic diversity and identification of superior genotypes are 

important prerequisites for a successful crop improvement program. Genetic 

diversity in crop plants can be measured using various tools such as 

morphological, biochemical and DNA based markers.  

The present study was conducted with the aims of assessing genetic diversity 

among 51 genotypes of sugarcane at phenotypic and genotypic levels using 

morphological and microsatellite markers, finding association of quantitative 

morphological characters with cane yield, determining relationship among the 

genotypes studied and classifying them into different clusters, fingerprinting of 

sugarcane genotypes, and also to evaluate the utility and efficiency of 23 

microsatellite markers. 

To assess the variability for morphological traits, observations were recorded on 

16 quantitative agromorphological traits and 36 qualitative morphological 

characters were studied. Analysis of variance of quantitative traits revealed highly 

significant differences among the genotypes studied indicating the existence of 

sufficient genetic variation among the genotypes for all the traits studied. 

Coefficient of variability ranged from 3.08 to 30.44, which indicated the 

consistency of the experimental conditions.   

Estimation of descriptive statistics revealed wide range of variability and variance 

for number of tillers per clump, single cane weight, and number of millable cane 

and cane yield indicated the existence of considerable morphological diversity in 

the selected germplasm accessions. 

High Shannon-Weaver diversity indices were exhibited by 16 quantitative 

agromorphological traits of sugarcane and it were ranged from 0.80 to 0.99 with a 

mean of 0.94. The diversity index for 36 qualitative characters ranged from 0.0 to 
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0.98 with a mean diversity index of 0.59 for all traits and 0.71 when seven 

monomorphic traits were excluded. Some desirable traits like erect tillering habit, 

straight stalks, bud groove/furrow expression, absence of stripes on cane, 

smooth and green leaves, absence of splits/growth cracks on cane were 

predominant and had zero to very low diversity indices. This suggests the 

success of plant breeders in incorporating these traits in the population.   

Correlation studies showed that plant height, stalk length, number of tiller per 

clump, leaf width, internode diameter, number of millable cane and single cane 

weight had significant and strong positive association with cane yield. Qualitative 

traits like juice purity percentage showed significant positive association with brix 

percent and pol percent. On the other hand, very strong positive relationship 

existed between brix percent and pol percent i.e. sugarcane juice containing 

higher percentage of brix must produce higher amount of sucrose from that juice. 

This study indicated that higher length of stalk, number of tiller per clump, 

internode diameter, single cane weight and number of millable cane were the 

most important characters which should be considered while selection to be 

made for higher cane yield in sugarcane genotypes.  

Mean Euclidean distances between genotypes generally were from low to high 

with a few genotype combinations that were phenotypically distant. It ranged from 

6.0 to 251 based on 16 agromorphological traits. Among the BSRI bred 

genotypes, mean Euclidean distances were generally low to high and ranged 

from 63.14 to 153.46. In case of exotic genotypes, mean Euclidean distances 

were generally low to medium and ranged from 62.92 to 115.24.  An almost equal 

proportion of low and moderate to high distance values among all possible pairs 

were observed. The overall mean phenotypic distance among the genotypes was 

moderate. 

Cluster analysis based on Euclidean distances measured from quantitative 

agromorphological data grouped 51 genotypes in to six major clusters. Cluster 3 

was the largest one and was sub-divided into three sub-clusters viz. sub-cluster1, 

sub-cluster2 and sub-cluster3. The exotic and locally bred genotypes were 
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loosely distributed in the different clusters. The exotic and locally bred genotypes 

that clustered together are phenotypically similar based on traits being assessed. 

Diverse genotypes based on their mean Euclidean distance values can be 

utilized as parents in the hybridization program. Integrating available information 

on their good combining ability with other genotypes to the phenotypic distance 

data, as a criterion in parental selection, ensures a higher chance of generating 

better performing hybrids. Thus, cross combinations between genetically closely 

related genotypes should be avoided. Crosses between genetically distant 

sugarcane genotypes should produce higher variances for quantitatively inherited 

traits in segregating populations. 

Mahalanobis D2 statistic was also used to study the divergence among 51 

genotypes of sugarcane on multivariate scale. Fifty one genotypes were grouped 

into six clusters. The cluster VI was the largest containing 17 genotypes while 

both cluster I and II were the smallest and contained five genotypes each. The 

distances between clusters were more than intra-cluster distances indicating that 

divergence among the clusters were more than within clusters. The highest inter-

cluster distance (12.358) was found between clusters I and cluster V. The 

distance between cluster V and cluster VI was minimum (2.628)   followed by the 

distance between the clusters IV and VI (2.868). The crosses between genotypes 

in cluster I with genotypes in cluster V might produce a good hybrid which would 

exhibit highest heterosis. On the contrary, sugarcane breeders should not select 

sugarcane parents from cluster V and cluster VI because lowest inter-cluster 

distance was found between these two clusters. Similarly, crossing between the 

genotypes from cluster IV and cluster VI may not produce satisfactory hybrid. 

Considering cluster mean of different agromorphological traits, genotypes of 

cluster V were found to be superior. The genotypes in this cluster had moderate 

tillering capacity, tallest plant, largest stalk and thickest stalk, highest number of 

internode per cane, highest single cane weight, highest percentage of brix, 

moderate pol percentage, moderate number of millable cane and the highest 



171 

cane yield. On the contrary, genotypes of cluster I showed poor performance in 

respect of almost all important yield contributing characters. 

Principal component analysis showed first five components that accounted for 

81.31 % of total variation. It was also revealed that plant height, stalk length, 

number of millable cane and cane yield contributed to the variation accounted by 

the first and second principal components. Canonical variate analysis indicated 

the contribution of characters towards divergence. The positive absolute values 

of the two vectors revealed that plant height, internode length and diameter, 

number of internode per cane, single cane weight and pol percent had the 

greatest contribution to genetic divergence.   

The 23 SSR markers were used to fingerprint 51 sugarcane genotypes. It was 

revealed that high PIC values in the genotypes surveyed and was able to 

distinguish 88.24 % of the genotypes as unique genotypes. The polymorphic 

information content (PIC) per primer pair or locus ranged from 0.850 to 0.979 with 

a mean value of 0.942 for all loci across 51 genotypes evaluated. The primer pair 

SMC 226 CG showed the highest PIC value (0.979) while the primer pair UGMS 

316 exhibited the lowest PIC value (0.850). The level of polymorphism indicates 

that distinction between any two genotypes is possible with appropriate SSR 

primer pair. This supports to the use of SSR markers, as an excellent tool, for 

diversity analysis and loci mapping in sugarcane. As many as 619 alleles were 

amplified by 23 SSR primer pairs in 51 genotypes of sugarcane. For each primer 

pair, the number of alleles ranged from 7 to 66 with a mean value of 26.91. All 

markers were found to be polymorphic in nature. About 43.30% alleles were 

recorded as polymorphic. The number of polymorphic alleles ranged from 2 to 29 

with a mean of 11.65. The highest number of polymorphic alleles was amplified 

by the primer pair SMC 278 CS (29) while the lowest number of polymorphic 

allele (2) was amplified by the primer pair UGMS 316.    

A total of 76 unique alleles (specific to only one genotype) were observed with an 

average of 3.30 unique alleles per primer combinations. The highest number of 

unique allele (17) was detected for the primer pair SMC 226 CG. Out of 23 primer 
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pairs, two primer pairs namely SMC 334 and UGMS 575 failed to amplify any 

unique allele in 51 genotypes of sugarcane studied. It was revealed from this 

study that most of the unique allele producer marker had high PIC value. These 

21 markers distinguished 88.24% sugarcane genotypes. Only two primer pairs 

viz. SMC 226 CG and SMC 278 CS produced unique allele in 19 genotypes i.e. 

37.25% genotypes were distinguished.    

Genetic diversity at genotypic (genetic) level was also estimated by Euclidean 

distance using SSR marker data. Euclidean distance varied from 5.66 for 

genotype pair POJ 2878/I 156-97 to 8.77 for genotype pairs I 6-04/ I 33-97 and I 

174-93/ I 33-97. Fifty eight pairs locally bred genotypes and 20 pairs that involved 

local and exotic genotypes showed Euclidean distances ranging from 8.31 to 

8.77. The most distant genotype pairs were I 6-04/ I 33-97 (8.77) and I 174-93 I 

33-97 (8.77) followed by I 255-06/I 33-97 (8.72). Among 51 genotypes, I 33-97 

was the most distantly related genotype with a mean Euclidean distance of 8.01 

with other 50 genotypes. The difference between the lowest and the highest 

Euclidean distances indicated the presence of low to moderate level of genetic 

diversity among the studied sugarcane genotypes at genotypic level. 

Dendrogram based on UPGMA using Euclidean distances computed from SSR 

data revealed two major clusters viz. cluster 1 and cluster 2. The cluster 1 was 

the largest cluster consisting of 37 genotypes while cluster 2 comprised of 14 

genotypes.  Dendrogram also constructed from molecular data using Jaccard’s 

similarity coefficient. Fifty one genotypes were grouped into five clusters based 

on SSR markers profile data. In choosing parental clones for crossing program, 

selection criteria should be based on genetic distances between genotypes and 

information on their relationships in cluster analysis. Crossing cultivars based 

only on their genetic distances limits the number of parents and reduces the level 

of genetic variability in the population derived from them. Cross combinations 

involving parents that are distantly related and coming from different clusters are 

expected to produce heterotic offspring.  
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Sugarcane is a polyploid and aneoploid with a ploidy level ranges from 5x to 16x. 

Its genome is highly complex in nature and it has very large (2500-4000 Mb) 

genome, for that reason it requires a large number of markers to substantially 

cover unlinked genomic regions, enabling establishment of meaningful 

association between pedigree and molecular diversity, since the consistency of 

genetic similarity estimates depends upon number and location of markers in the 

genome. In this situation, the sugarcane breeders should select the parents with 

high genetic distance (GD) so as to create more variability in the segregating 

generations for effective selection.  

It was noticed from pedigree information of clones/ genotypes used in this 

experiment that several female parents from Saccharum officinarum L. had been 

used repeatedly from a long time. Therefore, to increase diversity of active 

collection for some characters like red rot resistance, drought resistance, salt 

tolerance and ratoonability, incorporation of S. spontaneum, S. barberi, S. 

robustum and Erianthus spp.  in to the population should be initiated. Saccharum 

species other than officinarum can be utilized as female parents to widen the 

cytoplasmic base.   

 The information obtained from this investigation should be considered in 

designing future breeding program. Further extensive investigation should be 

done to assess genetic diversity of whole germplasm collection using agro-

morphological traits coupled with more number of SSR markers having high 

discriminating power. Selection of genotypes to be retained in the active 

collection or as parents for hybridization program should integrate phenotypic and 

SSR data as selection criteria. 

 

 

 

 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

 

Chapter VI 
 

REFERENCES 
 



174 
 

REFERENCES 

Adam-Blondon AF, Sevignac M, Bannerot H and Dron M (1994) SCAR, RAPD and 
RFLP markers linked to a dominant gene (Are) conferring resistance to 
anthracnose in common bean. Theor. Appl. Genet. 88:865-870. 

Agarwal M, Shrivastava N and Padh H (2008) Advances in molecular marker 
techniques and their applications in plant sciences. Plant Cell Rep. 27:617-
631. 

Ahmed AO, Obeid A and Dafallah B (2010) The influence of characters association 
on behavior of sugarcane genotypes (Saccharum spp.) for cane yield and 
juice quality. World J. Agric. Sci. 6(2):207-210.  

Ainsworth CC and Sharp PJ (1989) The potential role of DNA in plant variety 
identification. Plant Var. Seeds, 2:27-34.  

Aitken KS, Li JC, Jackson P, Piperidis G, McIntyre CL (2006) AFLP analysis genetic 
diversity within Saccharum officinarum and comparison with sugarcane 
varieties. Aust J. Agric. Res. 57:1167–1184. 

Akhtar M (1999) Sugarcane reasrch and development in Pakistan. Sci. Tech. Dev. 
18:15-21. 

Akhtar M, Elahi NN and Ashraf M (2001) Evaluation of exotic sugarcane germplasm 
for agronomic characters and productivity. Pak. J. Boil. Sci. 4(1):37-40. 

Akkaya MS, Bhagwat AA and Cregan PB (1992) Length polymorphisms of simple 
sequence repeat DNA in soybean. Genetics, 132: 1131-1139. 

Al-janabi SM, Forget L and Dookun A (1999) An improved rapid protocol for the 
isolation of polysaccharide and poly-phenol free sugarcane DNA. Plant Mol. 
Biol. Rep. 17:1-8. 

Almeida M and  Crócomo OJ (1994) Caracterização bioquímica de cultivares de 
cana-de-açúcar (Saccharum sp): isoenzimas, proteína solúvel e valor brix. 
Scientia Agricola, 51:422-429. 

Al-Sayed HM, Fateh HS, Fares WM and Attaya AS (2012) Multivariate analysis of  
sugar yield factors in sugar cane. Am.-Eurasian J. Sustain. Agric. 6:44–50. 

Althoff DM, Gitzendanner MA and Segraves KA (2007) The utility of amplified 
fragment length polymorphisms in phylogenetics: a comparison of homology 
within and between genomes. Syst. Biol. 56:477-484. 



175 
 

Amalraj VA and Balasundarum N (2006) On the taxonomy of the members of 
'Saccharum complex'. Genet. Resour.Crop Evol.53:35-41. 

Amalraj VA, Rakkiyappan P and Devi AKR (2011) Evaluation of wild sugarcane 
Erianthus arundinaceus germplasm. J. Sugarcane Res. 1(2):23-27.   

Anderson TW (1957) Maximum likelihood estimates for a multivariate normal 
distribution when some observations are missing. J. Am. Stat. Assoc. 
52:200-203. 

Anderson JA, Churchill G A, Antrique EJ, Tanksley SD and Sorrels ME (1993) 
Optimizing parental selection for genetic linkage maps. Genome, 36: 181-
186. 

Anderson TJ, Su XZ, Roddam A and Day KP (2000) Complex mutations in a high 
proportion of microsatellite loci from the protozoan parasite Plasmodium 
falciparum. Mol. Ecol. 9(10):1599-1608. 

Anderson MJ and Willis TJ (2003). Canonical analysis of principal coordinate: a 
useful method of constrained ordination for ecology. Ecol. 84:511-525. 

Anonymous (2001) International Human Genome Sequencing Consortium. Initial 
sequencing and analysis of the human genome. Nature, 409:860–921. 

Anonymous (2010) Vision 2021 Bangladesh Environment and Climate Resilient 
Sustainable Development. Ministry of Environment and Forests. The 
People’s Republic of Bangladesh.  

Aremu CO (2005) Diversity selection and genotypes-environment interaction in 
cowpea. Unpublished PhD Thesis. University of Agriculture, Abeokuta, 
Nigeria. P. 210. 

Aremu CO, Adebayo MA, Oyegunle M and Ariyo JO (2007) The relative 
discriminatory abilities measuring genotype by environment interaction in 
soybean (Glycine max). Agril. J. 2(2): 210-215.  

Arian MY, Panhwar RN, Gujar N, Chohan M, Rajput MA, Soomro AF and Junejo S. 
(2011) Evaluation of new candidate sugarcane varieties for some qualitative 
traits under Thatta agro-climatic conditions. J. Anim. Plant Sci. 21(2):226-
230.   

Ariyo  OJ and Odulaja A (1991) Numerical analysis of variation among accessions of 
okra (A. esculentus [L.]Moench). Malvacea. Ann. Bot. 67:527-531. 

Arro JA (2005) Genetic diversity among sugarcane clones using target region 
amplification polymorphism (TRAP) markers and pedigree relationships. 
Ph.D. Thesis, from Graduate Faculty of the Louisiana State University and 
Agricultural and Mechanical College, USA. 



176 
 

Ayana A and Bekele E (1998) Geographical patterns of morphological variation in 
sorghum (Sorghum bicolor (L.) Moench) germplasm from Ethiopia and 
Eritrea: qualitative characters. Hereditas 129: 195-205. 

Babu C, Koodalingam K, Nataranjan US, Santhi RM and Govindaraj P (2009) 
Genetic  enhancement of sugarcane (Saccharum sp. hybrids) for resistance 
to red rot disease and economic traits. J. Agril.  Sci. 4(3): 97-107.   

Bagshaw AT, M., Pitt, JPW and Gemmell NJ (2008) High frequency of microsatellites 
in S. cerevisiae meiotic recombination hotspots. BMC Genomics, 9:49. 

Baird V, Abbott A, Ballard R, Sosinski B and Rajapakse S (1997) Diagnostics in 
Horticulture. In: P. Gresshoff (Ed.) Curr. Topics Plant Mol. Biol.: Technology 
Transfer of Plant Biotechnology. CRC Press, Boca Raton. pp. 111-130. 

Balakrishnan R, Nair NV, and Sreenivasan TV (2000) A method for establishing a 
core collection of Saccharum officinarum L. germplasm based on 
quantitative-morphological data. Genet. Resour. Crop Evol. 47: 1-9.  

Bao S, Corke H and Sun M (2002) Microsatellites in starchsynthesizing genes in 
relation to starch physicochemical properties in waxy rice (Oryza sativa L.). 
Theor. Appl. Genet. 105:898-905. 

Barber CA (1922) The classification of Indian canes. The Intl. Sugar J. 24:18-20. 

Barrett BA and Kidwell KK (1998) AFLP-based genetic diversity assessment among 
wheat cultivars from the Pacific Northwest. Crop Sci. 38:1261-1271. 

BBS (2011) Statistical Yearbook of Bangladesh,Bangladesh Bureau of Statistics, 
Statistics and Informatics Division, Ministry of planning, People’s  Republic of 
Bangladesh, p. 124  

Beale EML (1969) Euclidean cluster analysis. Contributed paper to the 37th session 
of the International Statistical Institute Bulletin, UK  

Bechere E, Belay G, Mitiku D and Merker A (1996) Phenotypic diversity of tetraploid 
wheat landraces from northern and north central regions of Ethiopia. 
Hereditas, 124: 165-172. 

Becker J and Heun M (1995) Mapping of digested and undigested random amplified
 microsatellite polymorphisms in barley. Genome, 38: 991–998. 

Becker J, Vos P, Kuiper M, Salamani F and Heun M(1995) Combined mapping of 
AFLP and RFLP markers in barley. Mol. Gen. Genet. 249:65-73. 

Beckmann JS and Soller M (1986) Restriction fragment length polymorphisms and 
genetic improvement of agricultural species. Euphytica, 35(1):111-124. 



177 
 

Beer, SC, Souza E and Sorrells ME (1995) Prediction of genotype performance from 
ancestors relationship in oat. Crop Sci.35: 69-73.   

Begum MK, Alam MR, Islam MS and Arefin MS (2013) Performance of different 
sugarcane genotypes under salinity stress. Bangladesh J. Sugarcane. 33 & 
34: 124-129. 

Bell CJ and Ecker JR (1994) Assignment of 30 microsatellite loci to the linkage map 
of Arabidopsis. Genomics, 19:137-144.  

Berding N and Koike H (1980) Germplasm conservation of the Saccharum 
complex:A collection from the Indonesian archipelago. Hawaiian Plant. Reco. 
59:87-176. 

Bertin P, Gregoire D, Massart S and de Froidmont D (2001) Genetic diversity among 
European cultivated spelt revealed by microsatellites. Theor. Appl. Genet. 
102: 148-156. 

Besse P, McIntyre CL and Berding N (1997) Characterisation of Erianthus sect. 
Ripidium and Saccharum germplasm (Andropognease-Saccharinae) using 
RFLP markers. Euphytica, 93:283-292.  

Besse P, Taylor G, Carroll B, Berding N,  Burner D, and  McIntyre CL (1998) 
Assessing genetic diversity in a sugarcane germplasm collection using an 
automated AFLP analysis. Genetica, 104: 143-153.  

Bester A (2000) Application of sugarcane microsatellites at SASEX. The Satellite 
3(1):3 

Bhat SR and Gill SR (1985) The implications of 2n egg gametes in nobilization and 
breeding of sugarcane. Euphytica, 34:377-384. 

Bisht IS, Mahajan RK and Rana RS (1995) Genetic diversity in South Asian Okra 
(Abelmoschus esculentus) germplasm collection. Ann. Appl. Biol. 126:539-550. 

Bisht IS, Mahajan RK, Loknathan TR, Gautam PL, Mathur PN and Hodgkin T (1999) 
Assessment of genetic diversity, stratification of germplasm accessions in 
diversity groups and sampling strategies for establishing a core collection on 
Indian sesame (Sesamum indicum L.). Plant Resour. Newslett.119:35-46. 

Blair MW, Torres MM, Pedraza F, Giraldo MC, Buendía HF and Hurtado N (2009) 
Development of microsatellite markers for common bean (Phaseolus vulgaris 
L.) based on screening of non-enriched, small-insert genomic libraries. 
Genome, 52:772-782.  

Botstein D, White RL, Skolnick WM and Davis RW (1980) Construction of a genetic 
linkage map in man using restriction fragment length polymorphisms. Am. J. 
Human Genet. 32:314-331.    



178 
 

Bradshaw JE, Hackett CA, Meyer RC, Milbourne D, McNicol JW, Philips MS and 
Waugh R (1998) Identification of AFLP and SSR markers associated with 
quantitative resistance to Globodera pallid (Stone) in tetraploid potato 
(Solanum tuberosum subsp. tuberosum) with a view to marker-assisted 
selection. Theor. Appl. Genet. 97: 202-210. 

Brandes EW (1956) Origin, dispersal and use in breeding of the Melanesian garden 
sugarcanes and their derivatives, Saccharum officinarum L. Proc. Intl. Soc. 
Sugar and Sugarcane Technol. 9:709-750. 

Bredemeijer G, Arens P, Wouters D, Visser D and Vosman B (1998) The use of 
semi-automated fluorescent microsatellite analysis for tomato cultivar 
identification, Theor. Appl. Genet. 97: 584–590. 

Bremer G (1930) The cytology of Saccharum. Proc. Intl. Soc. Sugarcane Technol. 
3:408-415. 

Bremer G (1961). Problems in breeding and cytology of sugarcane. Euphytica, 
10:59–78.  

Bremer G (1966) The origin of North Indian sugarcanes. Genetica, 37(1):345-363. 

Bretting PK and Widrlechner MP (1995) Genetic markers and plant genetic resource 
management. Plant Breed. Rev.13:11–86.  

Brohede J, Møller AP, and Ellegren H (2004) Individual variation in microsatellite 
mutation rate in barn swallows. Mutat. Res. 545(1-2):73-80.  

Broun P and Tanksley SD (1996) Characterization and genetic mapping of simple 
repeat sequences in the tomato genome. Mol. Gen. Genet. 250: 39-49.  

Brown J, Hardwick LJ and Wright AF (1995) A simple method for rapid isolation of 
microsatellites from yeast artificial chromosomes. Mol. Cell Probe. 9:53-57. 

Brown SM, Hopkins MS, Mitchell SE, Senior ML, Wang TY, Duncan RR, Gonzalez-
Candelas F and Kresovich S (1996) Multiple methods for the identification of 
polymorphic simple sequence repeats (SSRs) in sorghum (Sorghum bicolor 
(L.) Moench). Theor. Appl. Genet. 93:190-198.  

Brown WL (1983) Genetic diversity and genetic vulnerability-an appraisal. Econ. Bot. 
37(1-2):4-12. 

Brown-Guedira GL, Thompson JA, Nelson RL and Warburton ML (2000) Evaluation 
of genetic diversity of soybean introductions and North American ancestors 
using RAPD and SSR markers. Crop Sci. 40: 815-823.  

 



179 
 

Bruland O, Almqvist EW, Goldberg YP, Boman H, Hayden MR and Knappskog PM 
(1999) Accurate determination of the number of CAG repeats in the 
Huntington disease gene using a sequence specific internal DNA standard. 
Clin. Genet.55:198-202.  

BSFIC (2008) MIS Report, Bangladesh Sugar and Food Industries Corporation, 
Motijheel Commercial Area, Dhaka, Bangladesh.  

BSRI (2014) Annual Research Program 2013-2014, Bangladesh Sugarcrop 
Research Institute, Ishurdi, Pabna, Bangladesh 

Burio UA, Oad FC and Ali SA (2003) Qualitative and quantitative parameters of 
sugarcane varieties of other province with the locally evolved commercial 
variety Gulabi-95. Pak. J. Appl. Sci. 3(3): 178-181. 

Burkhamer RL, Lanning SP, Martens RJ,  Martin JM and Talbert LE (1998) 
Predicting progeny variance from parental divergence in hard red spring 
wheat. Crop Sci. 38: 243-248.  

Burnquist WL, Sorrells ME and Tanksley SD (1992) Characterization of genetic 
variability in Saccharum germplasm by means of restriction fragment length 
polymorphism (RFLP) analysis. Proc. Int. Soc. Sugar Cane Technol. 21:355-
365. 

Buteler MI, LaBonte DR, Jarret RL and Macchiavelli RE (2002) Microsatellite-based 
paternity analysis in polyploid sweetpotato. J. Ame. Soc. Hort. Sci. 127: 392-
396. 

Butterfield MK, D’Hont A and Berding N (2001) The sugarcane genome: a synthesis 
of crrent understanding, lessons for breeding and biotechnology. Proc. South 
Afr.  Sugar Technol. Assoc. (SASTA’01), Durban, South Africa, pp.1-5.  

Caldo RA (1996) Diversity analyses of improved rice (Oryza sativa L.) varieties and  
their progenitors using morphological characters and molecular markers. MS 
Thesis. University of the Philippines at Los Banos.   

Caldo RA, Sebastian LS and Hernandez JE (1996) Multivariate analysis of 
phenotypic diversity of Philippine improved rice varieties. Philipp. J. Crop Sci. 
21(3):79-85. 

Carpena AL, Espino RRC, Rosario TL and Laude RP (1993) Genetics at the 
population level. SEAMEO SEARCA. UPLB. pp.23-24. 

Carter, TE, Gizlice JR and Burton JW (1993) Coefficient of parentage and genetic 
similarity estimates for 258 North American soybean cultivars released by 
public agencies during 1945-88. U.S.D.A. Tech. Bull.1814. U.S. Gov. Print. 
Office, Washington, DC.  



180 
 

Cesnik R and Miocque J (2004) Melhoramento da cana-de-açúcar. Brasília. 
Embrapa. p 307. 

Chakraborty R, Kimmel M, Stivers DN, Davison LJ and Deka R (1997) Relative 
mutation rates at di-, tri-, and tetranucleotide microsatellite loci. Proc. Natl. 
Acad. Sci. USA, 94(3):1041-1046.  

Chandra S (1977) Comparison of Mahalanobis’s method and metroglyph technique 
in the study of genetic divergence in Linum usitatissimum L. germplasm 
collection. Euphytica, 26:141-148. 

Charlesworth B, Morgan MT and Charlesworth D (1993) The effect of deleterious 
mutations on neutral molecular variation. Genetics, 134:1289-1303.  

Chaudhary RR and Joshi BK (2005) Correlation and path coefficient analyses in 
sugarcane. Nepal Agric. Res. J. 6: 24-27.    

Chaudhary BS, Punia MS and Verma SS (1982) Variability and heritability of some 
morphological characters in sugarcane. Indian Sugar, 32:313-316 

Chaudhry BA (1982) Fertilizer and dolomite lime requirements of some sugarcane 
soil in Negros occidental, Philippines. Ph D dissertation, Univ. of Philippines , 
Los Banos, the Philippines.   

Chen PH, Pan YB, Chen RK, Xu LP and Chen YQ (2009) SSR marker-based 
analysis of genetic relatedness among sugarcane cultivars (Sachharum spp. 
hybrids) from breeding program in China and other countries. Sugar Tech. 
11(4): 347-354. 

Chen ZJ, Lin YQ, Chen RK and Zhang XL (1991) Selection for brix in sugarcane 
hybrid progenies.J. Fujian Agric. College, 20(2):129-133. 

Cho YG, McCouch SR, Kuiper M, Kang MR, Pot J, Groenen JTM and Eun MY 
(1998) Integrated map of AFLP, SSLP and RFLP markers using a 
recombinant inbred population of rice (Oryza sativa L.). Theor. Appl. Genet. 
97: 370-380. 

Cliff N and Krus DJ (1976) Interpretation of canonical variate analysis: Rotated vs. 
unrotated solutions. Psychometrika, 41:35-42. 

Collard BCY, Jahufer MZZ, Brouwer JB and Pang ECK (2005) An introduction to 
markers, quantitative trait loci (QTL) mapping and marker assisted selection 
for crop improvement: The basic concepts. Euphytica, 142:169-196.  

Connell JP, Pammi S, Iqbal MJ, Huizinga T and Reddy AS (1998) A high throughput 
procedure for capturing microsatellites from complex plant genomes. Plant 
Mol. Biol. Rep. 16:341-349.  



181 
 

Cooke RJ (1984) The characterization and identification of crop cultivars by 
electrophoresis. Electrophoresis, 5(2):59-72. 

Cordeiro GM (2001) Molecular marker systems for sugarcane germplasm analysis. 
In: Henry, RJ. (ed.), Plant genotyping: the DNA fingerprinting of plants. CABI 
International, Wallingford, UK, pp.129-146.  

Cordeiro GM, Pan YB and Henry RJ (2003) Sugarcane microsatellites for the 
assessment of genetic diversity in sugarcane germplasm. Plant Sci. 
165:181–189. 

Cordeiro GM, Taylor GO and Henry RJ (2000) Characterisation of microsatellite 
markers from sugarcane (Saccharum sp.), a highly polyploid species. Plant 
Sci.155:161-168. 

Coto O, Cornide MT, Calvo D, Canales E, D'Hont A and de Prada F (2002) Genetic 
diversity among wild sugarcane germplasm from Laos revealed with 
markers. Euphytica, 123:121-130.  

Cox TS, Murphy JP and Rodgers DM (1986) Changes in genetic diversity in the red 
winter wheat regions of the United States. Proc. Natl. Acad. Sci. (USA). 83: 
5583-5586.  

Cregan PB, Jarvik T, Bush AL, Shoemaker RC, Lark KG, Kabler AI, Kaya N, VanToai 
TT, Lohnes DG, Chung J and Specht J (1999) An integrated genetic linkage 
map of the soybean genome. Crop Sci. 39: 1464-1490.  

Crossa J, Delacy JH and Taba S (1995) The use of multivariate methods in 
developing a core collection. In: Hodgkin , T. Brown, A. H. D., Hintum van 
Th.J. L. , Morales, E. A.V. (Eds.)Core collections of plant genetic resources. 
John Wiley Sons, Chichester, UK, pp.77-92. 

Cuadrado A, Acevedo R, Moreno S,  de la Espina D, Jouve N and de la Torre C 
(2004) Genome remodeling in three modern S. officinarum x S. spontaneum 
sugarcane cultivars. J. Exp. Bot. 55: 847–854. 

Cuevas-Perez FE, Guimaraes EP, Berrio LE and Gonzalez DI (1992) Genetic base 
of irrigated rice in Latin America and the Caribbean, 1971 to 1989. Crop 
Sci.32:1054-1059. 

D’Hont A (2005) Unraveling the genome structure of polyploids using FISH and 
GISH: examples of sugarcane and banana. Cytogenet. Genome Res. 109: 
27–33.  

 

 



182 
 

D’Hont A, Grivet L, Feldman P, Rao PS, Berding N and Glaszmann JC (1996) 
Characterisation of the double genome structure of modern sugarcane 
cultivars (Saccharum spp.) by molecular cytogenetics. Mol. Gen. Genet. 
250:405-413.  

D’Hont A, Lu YH, Deleon DG, Grivet L, Feldmann P, Lannaud C, Glazsmann JC 
(1994) A molecular approach to unraveling the genetics of sugarcane, a 
complex polyploidy of the Adropogoneae tribe. Genome, 37:222–230.  

D'Hont A, Rao PS, Feldmann P, Grivet L, Faridi NI, Taylor P and Glaszmann JC  
(1995) Identification and characterization of sugarcane intergeneric hybrids, 
Saccharum officinarum x Erianthus arundinaceus, with molecular markers 
and DNA in siu hybridization. Theor. Appl. Genet. 91:320-326.  

D’Hont A and Glaszman JC (2001) Sugarcane genome analysis with molecular 
markers, a first decade of research. Proc. Intl. Soc. Sugarcane 
Technol.24:556-559.  

Dib C, Faure S, Fizames C, Samson D, Drouot N, Vignal A, Millasseau P, Marc S, 
Hazan J, Seboun E, Lathro PM, Gyapay G, Morissette J and Weissenbach J 
(1996) A comprehensive genetic map of the human genome based on 5,264 
microsatellites. Nature, 380: 152-154.  

Da Silva J (2001) Preliminary analysis of microsatellite markers derived from 
sugarcane expressed sequence tags (ESTs). Genet. Mol. Biol. 24: 155-159.  

Da Silva J, Burnquist WL and Tanksley SD (1993) RFLP linkage map and genome 
analysis of Saccharum spontaneum. Genome, 36:782-791.  

Daniels J and Roach BT (1987) Taxonomy and evolution. In: Sugarcane 
improvement through breeding (ed.) D.J. Heinz, Elsevier Press, Amsterdam, 
pp. 7-84. 

Daniels J, Smith P, Paton N and Willium C (1975) The origin of the genus 
Saccharum. Sugarcane Breed. Newslett. 36: 24-39. 

Das PK, Jena BC, Nayak N and Parida AK (1996) Correlation and path analysis of 
cane yield in sugarcane. Coop. Sug. 27:509-512. 

Dawson K, Chalmers KJ, Waugh R and Powell W (1993) Detection and analysis of 
genetic variation in Hordeum spontanuem populations from Israel using 
RAPD markers. Mol. Ecol. 2:151-159. 

Dayaman V (2007) Diversity analysis in soybean (Glycine max (L.) Merrill] using 
morphological and simple sequence repeat (SSR).M.S. Thesis, Centre for 
Plant Molecular Biology, TANU, Coimbatore-641003, India. 



183 
 

Debener T, Salamini F and Gebhardt C (1990) Phylogeny of wild and cultivated 
Solanum species based on nuclear restriction fragment length 
polymorphisms (RFLPs). Theor. Appl. Genet. 79: 360-368. 

Delannay X, Rogers D and Palmer RG (1983) Relative genetic contribution among 
ancestral lines of North American soybean cultivars. Crop Sci. 23: 944-949. 

Delmotte F, Leterme N and Simon JC (2001) Microsatellite allele sizing: difference 
 between automated capillary electrophoresis and manual technique. 
 Biotechniques, 31:810–818. 

Deng Z, Chen Y, Chen S and Chen R (1995) Correlation, heritability and its path 
analysis for yield quality characters in sugarcane. J Fujian Agric Univ. 
24(3):251-256. 

Devarumath RM, Doule RB, Kawar PG, Naikebawane SB and Nerker YS (2007) 
Field performance and RAPD analysis to evaluate genetic fidelity of tissue 
culture raised plants vis—vis conventional setts derived plants of sugarcane. 
Sugar Tech. 9(1):17-22. 

D'Hont A, Ison D, Alix K, Roux C and Glaszmann JC (1998) Determination of basic 
chromosome numbers in the genus Saccharum by physical mapping of 
ribosomal RNA genes. Genome, 41:221-225. 

Dice LR (1945) As cited by Ne M and Li W (1979) Mathematical model for studying 
genetic variation in terms of restriction endonucleases. Proc. Natl. Acad. Sci. 
USA 76:5269-5273. 

Dietrich WF, Miller J, Steen R, Mechant MA, Damron-Boles D and Husain Z (1996) A 
comprehensive genetic map of the mouse genome. Nature 380: 152-154. 

Dilday RH (1990) Contribution of ancestral lines in the development of new cultivar of 
rice. Crop Sci. 30: 905-911. 

Diwan N and Cregan PB (1997) Automated sizing of fluorescent-labeled simple 
sequence repeat (SSR) markers to assay genetic variation in soybean. 
Theor. Appl. Genet. 95:723-733.  

Dixit A, Jin MH, Chung JW, Yu JW, Chung HK, Ma KH, Park YJ and  Cho EG (2005) 
Development of polymorphic microsatellite markers in sesame (Sesamum 
indicum L.). Mol. Ecol. Notes, 5:736-738. 

Dje Y, Heuretz M, Lefebvre C and Vekemans X (2000) Assessment of genetic 
diversity within and among germplasm accessions in cultivated sorghum 
using microsatellite markers. Theor. Appl. Genet. 100: 918-925. 



184 
 

Donini P, Stephenson P, Bryan GJ and Koebner RMD (1998) The potential of 
 microsatellites for high throughput genetic diversity assessment in wheat and 
 barley. Genet. Resour. Crop  Evol. 45: 415-421. 

Dos Santos JB, Nienhuis J, Skroch P, Twang J and Slocum MK ( 1994) Comparison 
of RAPD and RFLP genetic markers in determining genetic similarity among 
Brassica oleracea  L. genotypes. Theor. Appl. Genet. 909-915.    

Dresselhaus T, Cordts S, Heuer S, Sauter M, Lörz H and Kranz E (1999) Novel 
ribosomal genes from maize are differentially expressed in the zygotic and 
somatic cell cycles. Mol. Gen. Genet. 261:416-427.  

 Eagles H, Bariana H, Ogbonnaya F, Rebetzke G, Hollamby G, Henry R, Henschke 
P and Carter M (2001) Implementation of markers in Australian wheat 
breeding. Aust. J. Agric. Res. 52:1349-1356.  

Edwards A, Civitello A, Hammond HA and Caskey CT (1991) DNA typing and 
genetic mapping with trimeric and tetrameric tandem repeats. Am. J. Hum. 
Genet. 49:746-756. 

Edwards KJ, Barker JH, Daly A, Jones C and Karp A (1996) Microsatellite libraries 
enriched for several microsatellite sequences in plants. Biotechniques 
20:758.  

Edye LA, Williams WT and Pritchard AJ (1970) A numerical analysis of variation 
patterns in Australian introductions of Glycine wightii (G. javanica). Aust. J. 
Agric. Res. 21: 57-69. 

Eagles HA, Bariana HS, Ogbonnaya FC, Rebetzke GJ, Hollamby GJ, Henry RJ,
 Henschke P H, and Carter M (2001) Implementation of markers in Australian 
 wheat breeding. Aus J Agric Res.52:1349–1356. 

Eksomtramage T, Paulet F, Noyer JL, Feldman P and Glaszmann JC (1992) Utility of 
isozymes in sugarcane breeding. Sugarcane, 3:14-21. 

 Ellegren H (2004) Microsatellites: simple sequences with complex evolution. Nature 
Rev.5:435-445. 

Erlich HA (1989) Basic methodology, In: Erlich, H.a. (ed.), PCR technology: 
principles and applications for DNA amplification. Stockton Press, New York, 
pp.1-6.   

Esposito MA, Milanesi L, Martin E, Cravero V, Lopez Anido FS and Cointry E (2007) 
Augmenting the genetic base of pea (Pisum sativum L.). Biotechnol. 
6(4):573-577.  



185 
 

Fahima T, Roder MS, Grama A and Nevo E (1998) Microsatellite DNA  
polymorphism divergence in Triticum dicoccoides accessions highly resistant 
to yellow rust. Theor. Appl. Genet. 96: 187-195. 

Falconer DS (1989) Introduction to quantitative genetics. 3rd ed. John Wiley and 
Sons Inc. NY, pp.85-90. 

FAOSTAT (2011) FAO Statistical Yearbook, Food and Agriculture Organization of 
the United Nations, Rome, Italy 

Fauconnier R (1993). Sugarcane. Macmillan Press Ltd London, UK. pp. 1-140.  

Federer WT (1956) Augmented designs. Hawaiian Plant. Reco. 55:191-208.  

Federer WT (1961) Augmented designs with one way elimination of 
heterogeneity.Biometrics, 17:447-473. 

Ferreira F M, Barbosa M HP, Castro RD, Paternelli LA, and Cruz CD (2005) Effects 
  of inbreeding on the selection of sugar cane clones. Crop Breed. Appl. 
 Biotech. 5: 174-182. 

Field D and Wills C (1998) Long polymorphic microsatellites in simple organisms. 
Proceeding of the Royal Society of London, Series B: Biol. Sci. 263:209-215.  

Frankham R, Ballou JD and Briscoe DA (2002) Introduction to conservation genetics. 
Cambridge University Press, UK.  

Gallacher DJ, Lee DJ and Berding N (1995) Use of isozyme phenotypes for rapid 
 discrimination among sugarcane clones. Aust. J. Agric. Res. 46:601-609. 

Garland SH, Lewin L, Abedinia M, Henry R and Blakeney RA (1999) The use of 
 microsatellite polymorphisms for the identification of Australian breeding 
 lines of rice (Oryza sativa L.). Euphytica, 108: 53-63. 

Geng J, Li K, Zhang Y and Hu S (2010) A modified enrichment method to construct 
microsatellite library from plateau pika genome (Ochotona curzoniae). 
Genomics Proteomics Bioinform. 8:72-76.  

Gerber HP, Seipel K, Georgiev O, Hofferer M, Hug M, Rusconi S and Schaffner W 
(1994) Transcriptional activation modulated by homopolymeric glutamine 
and proline stretches. Science, 263:808-811.  

Ghaderi A, Adams MW and Nassib AM (1984) Relationship between genetic 
distance and heterosis for yield and morphological traits in dry edible bean 
and faba bean. Crop Sci. 24: 37- 42. 

 



186 
 

Ghosh S, Karanjawala ZE, Hauser ER, Ally D, Knapp JI, Rayman JB, Musick A, 
 Tannenbaum J, Te C, Shapiro S, Elrridge W, Musick T, Martin C, Smith JR, 
 Carpten, Brownstein MJ, Powell JI, Whiten R, Chines P, Nylund SJ, 
 Magnuson VL, Boehnke M & Collins FS (1997) Methods for precise sizing, 
 automated binning of alleles, and reduction of error rates in large-scale 
 genotyping using fluorescently labeled dinucleotide markers.Genome Res.  

Gianfranceschi L, Seglias N, Tarchini R, Komjanc M and Gessler C (1998) Simple 
sequence repeats for the genetic analysis of apple. Theor. Appl. Genet. 
96:1069-1076. 

Gill SS and Triphathi BK (1983) Nature of divergence among foreign varieties 
sugarcane. Proc. ISSCT.18:27-38. 

Gillet EM (1999) Purposes: classification and desired marker characteristics. In: 
 Gillet EM (ed.), Which DNA Marker for which purpose? Institut fOr 
 Forstgenetik und ForstpflanzenzOchtung, Universitat Gottingen, pp. 1-5. 

Glaszmann JC, Fauret A, Noyer JL, Feldman P and Lanaud C (1989) Biochemical 
genetic markers in sugarcane. Theor. Appl. Genet. 78: 537-543. 

Glaszmann JC, Lu YH and Lanaud C (1990) Variation of nuclear ribosomal DNA in 
sugarcane. J. Genet. Breed. 44: 191-198. 

Glenn TC and Schable NA (2005) Isolating microsatellite DNA loci. Method Enzymol. 
395:202-222.  

Gomes FP, Lima U et al. (1964) A cana-de-açúcar no mundo. In: Malavolta, et al., 
editors. Cultura e adubação da cana-de-açúcar. São Paulo: Instituto 
Brasileiro de Potassa, pp. 11–26. 

Goodall DW(1967) The distribution of the matching coefficient. Biometrics, 23:647-
656. 

Govindaraj P, Amalraj VA, Mohanraj K and Nair NV (2014) Collection, 
characterization and phenotypic diversity of  Saccharum spontaneum L. from 
arid and semi arid zones of northwestern India. Sugar Tech. 16:36–43.    
doi:10. 1007/s12355-013-0255-4  

Gower JC (1971) A general coefficient of similarity and some of its properties. 
Biometrics, 27: 857-874. 

Gower JC (1972) Measures of taxonomic distance and their analysis . P.1-24. In J.S. 
Weiner and J. Huizinga (Ed.) The assessment of population affinities in man. 
Clarendon Press, Oxford, UK. 



187 
 

Graner A, Jahoor A, Schondelmaier J, Siedler H, Pillen K, Fischbeck G, Wenzel G 
and  Herrmann RG (1991) Construction of an RFLP map of barley. Theor. 
Appl. Genet. 83:250-256.  

Graner A, Siedler H, Jahoor A, Herrmann RG and Wanzel G (1990) Assessment of 
the degree and type of restriction fragment length polymorphism in barley 
(Hordeum vulgare). Theor. Appl. Genet. 80:826-832.  

Grivet L and Arruda P (2001) Sugarcane genomics: depicting the complex genome of 
an important tropical crop. Curr. Opi. Plant Boil. 5(2):122-127.   

Grivet L, D'Hont A, Dufour P, Hamon P, Roquest D and Glaszmann JC (1994) 
Comparative genome mapping of sugarcane with other species within the 
Andropogoneae tribe.  Heredity, 73:500-508.  

Grivet L, Daniels C, Glaszmann JC and D'Hont A (2004) A review of recent 
molecular genetics evidence for sugarcane evolution and domestication. 
Ethnobot. Res. Appl.2:9-17.  

Grivet L, D'Hont A, Roques D, Feldmann P, Lanaud C and Glaszmann JC (1996) 
RFLP mapping in cultivated sugarcane (Saccharum spp.): genome 
organization in a highly polyploid and aneuploid interspecific hybrid. Genet. 
142: 987-1000. 

Gupta M, Chyi YS, Romero-Severson J and Owen L (1994) Amplification of DNA 
markers from evolutionarily diverse genomes using single primers of simple-
sequence repeats. Theor. Appl. Genet. 89: 998-1006.  

Gupta PK, Balyan HS, Sharma PC and Ramesh B (1996) Microsatellites in plants: a 
new class of molecular markers. Curr. Sci. 70:45-54. 

Gupta PK, Varshney RK, Sharma PC and Ramash B (1999) Molecular markers and 
their application in wheat breeding. Plant Breed.118:369-390.  

Gupta PK and Varshney RK (2000) The development and use of microsatellite 
 markers for genetic analysis and plant breeding with emphasis on bread 
 wheat. Euphytica 113: 163-185. 

Gupta PK, Varshney RK and Prasad M (2002) Molecular Markers: principles and 
methodology. In: Jain SM, Brar DS and Ahloowalia S (eds.), Molecular 
techniques for crop improvement. Kluwer Academic Publishers, Boston, pp. 
9-54.  

Harr B, Todorova J and Schlötterer C (2002) Mismatch repair-driven mutational bias 
in D. melanogaster. Mol. Cell. 10(1):199-205.   

 



188 
 

Ha S, Moore PH, Heinz D, Kato S, Ohmido N and Fukui K (1999) Qualitative 
chromosome map of the polyploid Saccharum spontaneum by multicolor 
flouresence in situ hybridization and imaging methods. Plant Mol. Biol. 
39:1165-1173. 

Habib G, Malik KB and Chatha MQ (1992) Preliminary evaluation of exotic sugarcane 
varieties for qualitative characters. Pak. J. Agric. Res. 13: 320-326.  

Hadačová V and Ondřej M (1972) Isoenzymy. Biol. Listy, 37: 1–25.  

Hair JR, Anderson RE,Tatham RL and Black WC (1995)Multivariate data analysis 
with readings. 4th edition, Prentice-Hall, Englewood Cliffs, NJ.   

Hallauer AR and Miranda JB (1988) Quantitative genetics in maize breeding. 2nd ed. 
Iowa State Univ. Press Ames.  

Hamon SM, Noirot and Anthony F (1995) Developing a coffee core collection using 
the principal components score strategy with qualitative data. In: Hodgkin T,  
Brown AHD, van Hintum  Th. JL and Morales EAV (eds)Core Collections of 
Plant Genetic Resources. International Plant Genetic Resources Institute, A 
Wiley-Sayce Publication.pp.117-126. 

Hancock JM (1996) Simple sequences in a ‘minimal’ genome. Nature Genet. 14:14–
15.  

Hancock JM (1999) Microsatellite and simple sequences: genomic context and 
mutational mechanisms. In: Goldstein, 0.8., Schlotterer, C.(eds.), 
Microsatellites: evolution and pplications. Oxford University Press, Oxford, 
pp. 1-10.  

Harding RM, Boyce AI and Clegg JB (1992) The evolution of tandemly repetitive 
DNA: recombination rules. Genetics, 132:847-859.  

Hartl L, Mohler V, Zeller FJ, Hsam SLK and Schweizer G (1999) Identification of 
AFLP markers closely linked to the powdery mildew resistance genes Pm1c 
and Pm4a in common wheat (Triticum aestivum L.). Genome, 42: 322-329. 

Hasan MM (2003) Problems of sugar mills and remedial measures. The Daily 
Bangladesh Observer, October 24,  

Hatam M and Pazir M (1989) Yield potential and quality characteristics of three 
selected sugarcane cultivars in Peshawar valley. Sahad J. agric. 5:21-23.   

Hawk JD, Stefanovic L, Boyer JC, Petes TD and Farber RA (2005) Variation in 
efficiency of DNA mismatch repair at different sites in the yeast genome. 
Proc. Natl. Acad. Sci. USA, 102(24):8639-8643.  



189 
 

Hawker JS and Hatch MD (1965) Mechanism of sugar storage by mature stem tissue
 of   sugarcane. Physiol. Plant 18: 444-453. 

Heinz DJ (1987) Sugarcane improvement through breeding. Developments in Crop 
Science II. Elsevier Science Publishing Company Inc. New York. 

Helentjaris T, Slocum M, Wright S, Schaefer A and Nienhuis J (1986) Construction of 
genetic linkage maps in maize and tomato using restriction fragment length 
polymorphisms. Theor.  Appl. Genet. 72:761–769. 

Henderson ST and Petes TO (1992) Instability of simple sequence DNA in 
Saccharomyces cerevisiae. Mol. Cell. Biol. 12: 2749-2757.  

Henry R (1997) Molecular markers in plant improvement. In: Practical Applications of 
Plant Molecular Biology, Chapman and Hall, London. pp.99-132. 

Herselman L (2003) Genetic variation among Southern African cultivated peanut 
(Arachis hypogaea L.) genotypes as revealed by AFLP analysis. Euphytica, 
133(3):319-327. 

Hintum TJL (1995) Core collections of plant genetic resources. John Wiley and Sons, 
UK, pp: 3-19. 

Hoarau JY, Grivet L, Offmann B, Raboin L M, Diorflar J P, Payet J, Hellmann M, 
D’Hont A, Glazsmann JC (2002) Genetic dissection of a modern sugarcane 
cultivar (Saccharum spp). II. Detection of QTLs for yield components. Theor. 
Appl. Genet. 105:1027–1037.  

Hoarau JY, Offmann B, D'Hont A, Risterucci AM, Roques D, Glaszmann JC and 
Grivet L (2001) Genetic dissection of modern sugarcane cultivar (Saccharum 
spp.). Part 1.Genome mapping with AFLP markers. Theor. Appl. 
Genet.103:84-97.  

Hokanson SC, Szewc-McFadden AK, Lamboy WF and McFerson JR (1998) 
Microsatellite (SSR) markers reveal genetic identities, genetic diversity and 
relationships in a Malus X domestica borkh. core subset collection. Theor. 
Appl. Genet. 97: 671-683.  

Holton TA (2001) Plant genotyping by analysis of microsatellites. In: Henry, RJ. (ed.), 
Plant genotyping: the DNA fingerprinting of plants. CABI Publishing, 
Wallingford, UK. pp. 15-28. 

Hongtrakul V, Huestis GM and Knapp SJ (1997) Amplified fragment length 
polymorphism as a tool for DNA fingerprinting of sunflower germplasm: 
genetic diversity among oilseed inbred lines. Theor. Appl. Enet. 95:400-407.  

Hooda  MS, Singh S and Chaudhary BS (1989) Interrelationships between cane 
 yield and quality attributes in sugarcane. Bharatiya Sugar, 14(3):67-68. 



190 
 

Hulzink RJ, de Groot PF, Croes AF, Quaedvlieg W, Twell D, Wullems GJ and  Van 
Herpen MM (2002) The 5'- untranslated region of the ntp303 gene strongly 
enhances translation during pollen tube growth, but not during pollen 
maturation. Plant Physiol. 129:342-353. 

Hutcheson K (1970) A test for comparing diversities based on the Shannon formula. 
J. Theor. Biol.29: 151-154.  

Iezzoni AF and Pritts MP (1991) Applications of principal component analysis to 
horticultural research. Hort. Sci. 26(4):334-338. 

Irvine JE (1999) Saccharum species as horticultural classes. Theor. Appl. Genet. 
98:186-194. 

Jaccard P (1908) as cited by Gower, JC (1972) Measures of taxonomic distance and 
their analysis. P.1-24. In J. S.  Weiner and J. Huizinga (ed.). The 
assessment of population affinities in man. Clarendon Press, Oxford, UK. 

Jackson C and MC Rae TA (2001) Selection of sugarcane clones in small plot-
 Effects of plot  size and selection criteria. Crop Sci. 41: 315-322. 

 Jackson PA (2005) Breeding for improved sugar content in sugarcane. Field Crop 
Res. 92: 277-290.  

Jacob HJ, Lindpaintner K, Lincoln SE, Kusumi K, Bunker RK, Mao YP, Ganten D, 
Dzau  VJ and Lander ES (1991) Genetic mapping of a gene causing 
hypertensive rat. Cell 67:213-224. 

Jahufer M, Barret B, Griffiths A and Woodfield D (2003) DNA fingerprinting and 
genetic relationships among white clover cultivars. In: J. Morton (ED.) 
Proceedings of the New Zealand Grassland Association, Taieri Print Ltd. 
Dunedin,Vol. 65, pp. 163-169. 

Jain SK, Qualset CO, Bhat GM and Wu KK (1975) Geographical patterns of 
phenotypic diversity in a world collection of durum wheat. Crop 
Sci.15:700704.  

Jannoo N, Forget L and Dookun A (2001) Contribution of microsatellites to the sugar 
 cane breeding program in Mauritius. Proc. Int. Soc. Sug. Technol. 24:637-
 639. 

Jannoo N, Forget L, Al-Janabi S and Dookun A (2000) Application of sugarcane 
microsatellites at MISRI. The Satellite, 3(1):7-8. 

Jannoo N, Grivet L, Seguin M, Paulet F, Domaingue R, Rao PS, Dookun A, D’Hont  
A and Glaszmann JC (1999) Molecular investigation of the genetic base of 
sugarcane cultivars. Theor. Appl. Genet. 99: 171-184.  



191 
 

Janssen P, Coopman R, Huys G, Swings J, Bleeker M, Vos P, Zabeau M and 
Kersters K (1996) Evaluation of the DNA fingerprinting method AFLP as a 
new tool in bacterial taxonomy. Microbiol. 142:1881-1893.  

Jaradat AA (1992) Breeding potential of durum wheat landraces from Jordan. 
Hereditas, 116: 301-304.   

Jarne P and Lagoda PJL (1996) Microsatellites, from molecules to populations and 
back. Trends  Ecol. Evol. 11(10):424-429. 

Jeffreys AJ and Pena SDJ (1993) Brief Introduction to human DNA fingerprinting. 
 In: Pena, S.D.J., Chakraborty, R, Epplen, J.T. and  Jeffreys, AJ. (eds.), 
 DNA  fingerprinting: state of the science. Birkhauser Verlag, Switzerland, pp. 
 1-20. 

Jeffreys AJ, Tamaki K, MacLeod A, Monckton DG, Neil DL and Armour JAL (1994) 
Complex gene conversion events in germline mutation at human 
minisatellites. Nat. Genet. 6: 136-145.  

Jiang GL (2013) Molecular markers and marker-assisted breeding in plants. In: S.B. 
Anderson (ed.), Plant Breeding from Laboratories to Fields, InTech, 
Croatia,pp. 45-83. 

Johns MA, Skrotch PW, Neinhuis J, Hinrichsen P, Bascur G and Munoz-Schick C 
(1997) Gene pool classification of common bean landraces from Chile based 
on RAPD and morphological data. Crop Sci. 37:605-613.   

Johnson AR and Wichern DW (1992) Applied multivariate statistical analysis. 3rd 
edition, Prentice-Hall, Englewood Cliffs, NJ.    

Jolliffe IT (1986) Principal component analysis, Springer-Verlag, Berlin. 

Jones CJ, Edwards KJ, Castaglione S, Winfield MO, Sala F, Wiel C, van de 
Bredemeijer G, Vosman B, Matthes M, Daly A, Brettscheirder R, Bettini P, 
Buiatti M, Maestri E, Malcevschi A, Marmiroli N, Aert R, Volckaert G, Rudea 
J, Linacero R,Vazquez A and Karp A (1997) Reproducibility testing of RAPD, 
AFLP and SSR markers in plants by a network of European laboratories. 
Mol. Breed. 3:381-390. 

Jones N, Ougham H and Thomas H (1997) Markers and mapping: We are all 
geneticists now. New Phytol. 137:165-177.  

Joshi SP, Ranjekar PK and Gupta VS (1999) Molecular markers in plant genome  
 analysis. Curr.  Sci. 77: 230-240. 

Kadam UA, More SM, Kadam BS and Nale VN (2007) Growth, yield and quality 
performance of promising sugarcane genotypes under preseasonal condition 
in Maharastra. Indian Sugar, 23-28. 



192 
 

Kalia RK, Rai MK, Kalia S, Singh R and  Dhawan AK (2011) Microsatellite markers: 
an overview of the recent progress in plants. Euphytica, 177:309-334. 

Kandpal RP, Kandpal G and Weissman SM (1994) Construction of libraries enriched 
for sequence repeats and jumping clones, and hybridization selection for 
region-specific markers. Proc. Natl. Acad. Sci. USA 91:88-92.    

Kantety RV,  Zeng X,  Jeffrey LB, and  Zher BE (1995) Assessment of genetic 
diversity in dent popcorn (Zea mays L.) inbred lines using inter simple 
sequence repeat (ISSR) amplification. Mol. Breed. 1: 365-373. 

Kantety RV, La Rota M, Matthews DE and Sorrells ME (2002) Data mining for simple 
sequence repeats in expressed sequence tags from barley, maize, rice, 
sorghum and wheat. Plant Mol. Biol. 48:501–510.  

Kanwal KS, Singh RM, Singh J and Singh RB (1983) Divergent gene pools in rice 
improvement. Theor.  Appl. Genet. 65: 263-267.  

Karagyozov L, Kalcheva ID and Chapman VM (1993) Construction of random small-
insert genomic libraries highly enriched for simple sequence repeats. Nucleic 
Acids Res. 21:3911-3912. 

Karp A, Kresovich S, Bhat KV,  Ayad WG and Hodgkin T (1997) Molecular tool in 
plant genetic resources conservation: a guide to the technologies. IPGRI 
Tech. Bull. no.2 

Kashi Y and Soller M (1999) Functional roles of microsatellites and minisatellites. 
In:Goldstein and Schlotterer (Eds.) Microsatellites: Evolution and 
Applications. Oxford University Press, UK. 

Katti MV, Ranjekar PK and Gupta VS (2001) Differential distribution of simple 
sequence repeats in eukaryotic genome sequences. Mol. Biol. Evol. 
18:1161–1167.  

Kaye C, Gay C, Rodies-Goud M and D'Hont A (1999) The development  of SSRs in 
sugarcane at CIRAD, France. The Satellite 2: 2-3. 

 Kempthrone O (1969) An introduction to genetic statistics. Iowa State University 
Press, Ames, USA. 

Kennedy AJ and Rao PS (2000) Handbook 2000. West Indies Central Sugarcane 
 Breeding Stn. Groves, St. George, Barbados, pp1-10.  

Khalid M, Rahman H, Rabbani MA, Farhatullah  and Khan A (2014) Qualitative and 
quantitative assessment of newly selected sugarcane varieties. Sarhad J. 
Agric. 30(2): 187-191. 



193 
 

Khalil RMA (2013) Molecular and biochemical markers associated with salt tolerance 
in some  sorghum genotypes. World Appl. Sci. J. 22 (4): 459-469. 

Khan FA, Mujahid M and Sadaqat HA (2001) Factor wise contribution of yield and 
quality influencing characters of Saccharum officinarum L. Int. J. Agri. Biol. 
3(2): 217-220. 

Khan FA, Zafar F, Malook S, Riaz A, Sher A, Ahmad S and Zeeshan M (2015) Factor 
wise contribution of some morphological traits to sugar contents in 
Saccharum officinarum. Life Sci. J. 12(5s):32-48. 

Khan IA, Bibi S, Yasmeen  S, Seema N, Khatri A, Siddiqui MA, Nizamani GS and  
Afgan S (2011) Identification of elite sugarcane clones through TRAP, Pak. 
J. Bot., 43(1): 261-269. 

Khodadadi M, Fotokian MH and Miransari M (2011) Genetic diversity of wheat 
genotype based on cluster and principal component analyses for breeding 
strategies. Aust. J. Crop Sci. 5(1): 17-24. 

 Kim HS and Ward RW (1997) Genetic diversity in Eastern U. S. Soft Winter wheat 
(Triticum aestivum L. em. Thell.) based on RFLP’s and coefficient of 
parentage. Theor. Appl. Genet. 98:434-447. 

King B (1967) Step-wise clustering procedures. J. Am. Stat. Assoc. 69: 86-101. 

Klug WS and Cummings MR (2000) Concepts of genetics, 6th Edition, Prentice Hall 
International, New Jersey, USA. Pp. 713-733.  

Knauft DA and Gorbet DW (1989) Genetic diversity among peanut cultivars. Crop 
Sci. 29:1417-1422.  

Kooiker M, Airoldi CA, Losa A, Manzotti PS, Finzi L, Kater MM and Colombo L 
(2005) Basic  Pentacysteine1, a GA binding protein that induces 
conformational changes in the regulatory region of the homeotic Arabidopsis 
gene SEEDSTICK. Plant Cell 17:722-729.  

Korzun V, Roder MS, Ganal MW, Worland AJ and Law CN (1998) Genetic 
 analysis of the dwarfing gene RhtB in wheat. Part 1. Molecular 
mapping of RhtB on the short arm of chromosome 20 of bread wheat 
(Triticum aestivum L.). Theor. Appl. Genet. 96: 1104-1109. 

Kubik C, Honing J, Meyer WA and Bonos SA (2009) Genetic diversity of creeping 
bentgrass  cultivars using SSR markers. Int. Turfgrass Soc. Res. J. 11:533-
547.  

Kumar LS (1999) DNA markers in plant improvement: An overview. Biotechnol. Adv. 
17: 143-182.  



194 
 

Kumar P, Gupta VK, Misra AK, Modi DR and Pandey BK (2009) Potential of 
molecular markers in plant biotechnology. Plant Omics J. 2(4):141-162.  

Kumar S and Kumar D (2014) Correlation and path coefficient analysis in sugarcane 
germplasm under subtropics. Afr. J. Agric. Res. 9(1):148-153. 

Kumpatla SP, Manley MK, Horne EC, Gupta M and Thompson SA (2004) An 
improved enrichment procedure to develop multiple repeat classes of cotton 
microsatellite markers. Plant Mol. Biol. Rep. 22:85a-85i. 

Lagercrantz U, Ellegren H and Andersson L (1993) The abundance of various 
polymorphic microsatellite motifs differs between plants and vertebrates. 
Nucleic Acids Res.21: 1111–1115. 

Lawson MJ and Zhang L (2006) Distinct patterns of SSR distribution in the 
Arabidopsis thaliana and rice genomes. Genome Biol. 7:R14.  

Lee J and Kaltsikes PJ (1973) Multivariate statistical analysis of grain yield and 
agronomic characters in durum wheat.  Theor. Appl. Genet. 43: 226-/231.  

Lee LS and Henry JR (2001) Commercial applications of plant genotyping. In: Henry, 
R.J. (Ed.), Plant Genotyping: the DNA fingerprinting of plants. CABI 
International, Wallingford, UK, pp.265-273.   

Leguizamon JE and Badenes ML (2003) Multivariate analysis as a tool for 
 Germplasm studies, example of analysis of germplasm loquat data. Acta 
 Hort.  606:29-34. 

Levinson G and Gutman GA (1987a) High frequency of short frameshifts in poly-
 AlGT  tandem repeats borne by bacteriophage M13 in Escherichia coli K-12.
 Nucleic Acids  Res. 15: 5323-5338. 

Levinson G and Gutman GA (1987b) Slipped-strand mispairing: a major mechanism 
for DNA sequence evolution. Mol. Biol. Evol. 4: 203-221. 

Levitt RC, Kiser MB, Dragwa C, Jedlicka AE, Xu J, Meyers DA, Hudson JR (1994) 
Fluorescence-based resource for semiautomated genomic analyses using 
microsatellite markers. Genomics, 24(2):361–365. 

Li HW and Price S (1967) Chromosome numbers of noble sugarcane clones. Proc. 
Intl. Soc. Sugar Cane Technol. 12:884-886. 

Li YC, Korol AB, Fahima T, Beiles A and Nevo E (2002) Microsatellites: genomic 
distribution, putative functions and mutational mechanisms: a review. Mol 
Ecol. 11(12):2453-2465. 

 



195 
 

Lima MLA, Garcia  AAF, Oliveira KM,  Matsuoka S,  Arizono H, de Souza Jr CL and 
de Souza AP (2002) Analysis of genetic similarity detected by AFLP and 
coefficient of parentage among genotypes of sugarcane (Saccharum spp). 
Theor. Appl. Genet. 104: 30-38.  

Litt M and Luty JA (1989) A hypervariable microsatellite revealed by in vitro 
amplification of a dinucleotide repeat within the cardiac muscle actin gene. 
Am. J. Hum. Genet. 44:397-401. 

Liu S, Cantrell RG, Mccarty JC and Stewart MD (2000) Simple sequence repeat 
based assessment of genetic diversity in cotton race accessions. Crop Sci. 
40:1459-1469. 

Liu ZW, Biyashev RM and Saghai-Maroof MA (1996) Development of simple 
sequence repeat DNA markers and their integration into a barley linkage 
map. Theor. Appl. Genet. 93: 869-876. 

Liu ZW, Jarret RL, Kresovich S and Duncan RR (1995) Characterization and analysis 
of simple sequence repeat (SSR) loci in seashore paspalum (Paspalum 
vaginatum Swartz.). Theor. Appl. Genet. 91: 47-52. 

Loomis RS and Williums WA (1963) Maximum crop productivity: An estimate. Crop 
Sci. 3:67-72.  

Lu YH, D'Hont A, Paulet F, Grivet L, Arnaud M and Glaszmann JC (1994a) Molecular 
diversity and genome structure in modern sugarcane varieties. Euphytica, 
78:217-226. 

Lu YH, D'Hont, Walker DIT, Rao PS, Feldmann P and Glaszmann JC (1994b) 
Relationship among ancestral species of sugarcane revealed with RFLP 
using single copy maize nuclear probes. Euphytica, 78:7-18. 

Lübberstedt T, Melchinger AE, Dußle C, Vuylsteke M and Kuiper M (2000) 
Relationships among early European maize inbreds: IV Genetic diversity 
revealed with AFLP markers and comparison with RFLP, RAPD, and 
pedigree Data. Crop Sci. 40:783–791.  

Madhavi D, Reddy CR, Reddy PM, Reddy CLK, Reddy RK, Reddy CLK and Reddy 
KHP (1991) Correlation studies in sugarcane. Coop. Sugar. 22(6):379-381.   

Maguire TL (2001) Producing and exploiting enriched microsatellite libraries. In: 
Henry, R.J. (ed.), Plant genotyping: the DNA fingerprinting of plants. CABI 
Publishing, Wallington, UK. pp. 193-210.  

Mahalanobis PC (1928) A statistical study at Chinese head measurement. J. Asiatic 
Soc. Bengal 25: 301-377. 



196 
 

Mahalanobis PC (1936) On the generalized distance is statistics. Nat. Inst. Sci. Ind. 
B. Z.: 49-55. 

Malecot G (1969) The mathematics of heredity [trans. by Yermanos, D.M.]Freeman, 
San Francisco, CA, p.88. 

Marioti JA (1972) Associations among yield and quality components in sugarcane 
hybrid progenies.Proc.ISSCT 14:297-302. 

Martin JM, Blake TK and Hockett EA (1991a) Diversity among North American 
Spring Barley cultivars based on coefficient of parentage, Crop Sci. 31: 
1131-1137.  

Martin GB, Williams JGK and Tanksley SD (1991b) Rapid identification of markers 
linked to a Pseudomonas resistance gene in tomato by using random 
primers and near-isogenic lines. Proc. Natl. Acad. Sci. 88:2336-2340. 

Martin P, Makepeace K, Hill SA, Hood DW and Moxon ER (2004) Microsatellite 
instability regulates transcription factor binding and gene expression. Proc. 
Natl. Acad. Sci.102:3800-3804.  

Matsuoka S, Garcia AAF and Arizono H (2005) Melhoramento da canade- açúcar. In: 
Borém A (ed) Melhoramento de espécies cultivadas. Editora UFV, Viçosa, 
pp 205–251. 

Maughan PJ, Saghai-Maroof MA, Buss GR and Huestis GM (1996) Amplified 
fragment length polymorphism (AFLP) in soybean: species diversity, 
inheritance, and near-isogenic line analysis. Theor. Appl. Genet. 93:392-401.  

MCclean PE, Meyers JR and Hammond JJ (1993) Coefficient of parentage and 
cluster analysis of North American dry bean cultivars. Crop Sci. 33:190-197. 

McCouch SR, Chen X, Panaud O, Temnykh S, Xu Y, Gu Cho Y, Huang N, Ishii T 
and Blair M (1997) Microsatellite marker development, mapping and 
applications in rice genetics and breeding. Plant Mol. Biol. 35: 89-99.  

McGregor CE, Greyling MM and Warnich L (2000) The use of simple sequence 
repeats (SSRs) to identify commercially important potato (Solanum 
tuberosum L.) cultivars in South Africa. Suid Afrikaanse Tydskrifvan Plant 
Grond. 17: 177-179.  

Meister RJ, Williams LA, Monfared MM, Gallagher TL, Kraft  EA, Nelson CG and 
Gasser CS (2004) Definition and interactions of a positive regulatory element 
of the Arabidopsis INNER NO OUTER promoter. Plant J. 37:426-438.  

 



197 
 

Melchinger AE (1993) Use of RFLP markers for analyses of genetic relationships 
among breeding materials and prediction of hybrid performance.p.621-628. 
In D.R. Buxton (ed.) Proceedings of the International Crop Science 
Congress, 1st, Ames, IA. July 1992, CSSA, Madison, WI. 

Ming R, Moore PH, Wu KK, D'Hont A, Glaszmann  JC and Tew TL (2006) Sugarcane 
improvement through breeding and biotechnology. Plant  Breed. Rev. 27: 15-
118.    

Ming R, Moore PH, Wu KK, D'hont A, Glaszmann JC, Tew TL, Mirkov TE, da Silva J, 
Jifon J, Rai M, Schnell RJ, Brumbley SM, Lakshmanan P, Comstock JC and 
Paterson AH (2010) Sugarcane Improvement through Breeding and 
Biotechnology, in Plant Breeding Reviews, Volume 27 (ed J. Janick), John 
Wiley & Sons, Inc., Oxford, UK. doi: 10.1002/9780470650349.ch2 

Mishra CN, Tiwari V,  Satish K, Gupta V, Kumar A  and  Sharma I (2015) Genetic 
diversity and genotype by trait analysis for agromorphological and 
physiological traits of wheat (Triticum aestivum L.), SABRAO J. Breed. 
Genet.47 (1): 40-48. 

Mital N and Dubey AK (2009) Microsatellite markers-A new practice of DNA based 
markers in molecular genetics. Phcog. Rev. 3:235-246. 

Mitchell SE, Kresovich S, Jester CA, Hernandez  CJ and Sze- wc McFadden AK 
(1997) Application of multiplex-PCR and fluorescence-based, semi-
automated allele sizing technology for genotyping plant genetic resources. 
Crop. Sci. 37: 617–624. 

Modrich P and Lahue R (1996) Mismatch repair in replication fidelity, genetic 
recombination, and cancer biology. Annu. Rev. Biochem. 65:101-133.  

Mohammadi SA and Prasanna BM (2003) Analysis of genetic diversity in crop plants-
salient statistical tools and considerations. Crop Sci. 43(4):1235-1248. 

Morell MK, Peakall R, Appels R, Preston LR and LIoyd HL (1995) DNA profiling 
techniques for plant variety identification. Aust. J. Expt. Agric. 35:807-819.   

Morgante M, Hanafey M and Powell W (2002) Microsatellites are preferentially 
associated with nonrepetitive DNA in plant genomes. Nat. Genet. 30:194–
200.  

Morgante M and Olivieri AM (1993) PCR-amplified microsatellites as markers in plant 
genetics. Plant J. 3: 175-182.  

Morin PA, Wallis J, Moore JJ and Woodruff DS (1994) Paternity exclusion in a 
 community of wild chimpanzees using hypervariable simple sequence 
 repeats.  Mol. Ecol. 5: 469-478. 



198 
 

Mostafa K, Mohammad H and Mohammad M (2011) Genetic diversity of wheat 
genotype based on cluster and principal component analyses for breeding 
strategies. Aust. J. Crop Sci. 5(1): 17-24. 

Mozambani AE, Pinto AS, Vanzolini S, and Mattiuz CFM (2006) História e morfologia 
da cana-de-açúcar. In: Segato SV, Pinto AS, Jendiroba E, Nóbrega J.C.M. 
(eds) Atualização em produção de cana-de-açúcar. Piracicaba 1: 11–18. 

Mueller UG and Wolfenberger LL (1999) AFLP genotyping and fingerprinting. Trends  
Eco. Evol.14: 389-394.  

Mukherjee SK (1957) Origin and distribution of Saccharum. Bot. Gazette, 19:55-61. 

Mumtaz AS, Dur-e-Nayab MJ, Iqbal and Shinwari ZK (2011) Probing genetic 
diversity to characterize  red rot  resistance in sugarcane. Pak. J. Bot., 
43(5):2513-2517.  

Munir MA, Sarwar MA, Hussain F and Chattha AA (2009) Yield and quality 
comparison of promising varieties of autumn sowed sugarcane. Pak. Sugar J. 
XXIV (2):5-8.  

Murty and Arunachalam V (1966) The nature of genetic divergence in relation to 
breeding system in crop plants, Indian J. Genet. Plant Breed.26: 188-198. 

Muyco RR (2002) Genetic diversity in sugarcane (Saccharum spp. L.) from the active 
germplasm collection of PHILSURIN based on coefficient of parentage, 
agromorphological traits and microsatellite markers. PhD thesis, University of 
the Philippines, Los Banos, Manila, The Philippines.    

Nagai C, Ahloowalia BS and Tew TL (1991) Somaclonal variants from an 
 intergeneric hybrid: Saccharum spp. hybryd X Erianthus arundinaceum.  

 Euphytica, 53:193-199. 

Nair NV, Somarajan KG and Balasundaram N (1980) Genetic variability, heritability  

Narayan RKJ and Macefield AJ (1976) Adaptive response and genetic divergence in 
a world germplasm collection of chickpea (Cicer arietinum L.).Theor. Appl. 
Genet. 47:179-187.  

Nazir MS, Saeed AH, Ghafar M and Tariq M (1997) Juice quality of different 
sugarcane genotypes as affected by pure and blend plantation.paj. Sugar 
J.12:12-14.  

Nei M (1987) Estimation of average heterozygosity and genetic distance from a small 
number of individuals. Genetics, 89:583-590.  



199 
 

Nei M and Li W (1979) Mathematical model for studying genetic variation in terms of 
restriction endonucleases. Proc. Natl. Acad. Sci. USA. 76: 5269-5273. 

Nienhuis J, Tivang J, Skroch P and dos Santos JB  (1995) Genetic relationships 
among cultivars and landraces of lima bean (Phaseolus lunatus L.)as 
measured by RAPD markers. J. Amer. Soc. Hort. Sci.120(2):300-306. 

 Nobrega JCM and de Dornelas MC (2006) Biotecnologia e Melhoramento da Cana-
de-Açúcar. In: Segato SV, pinto AS, Jendiroba E, Nóbrega JCM (eds) 
Atualização em produção de cana-de-açúcar. Piracicaba 1: 39–56. 

Nosheen NE and Ashraf M (2003) Statistical analysis of certain traits that influence 
sugar recovery of selected sugarcane varieties. Pak. J. Biol. Sci. 6(2):99-104. 

 Odong T, van Heerwaarden J, Jansen J, van Hintum T and van Eeuwijk F (2011) 
“Determination of genetic structure of germplasm collections: are traditional 
hierarchical clustering methods appropriate for molecular marker data?,”  
Theor. Appl. Genet., 123, 195–205.  

Oropeza M and de Garcia E (1997) Use of molecular markers for identification of 
sugar cane varieties (Saccharum sp). Phyton-Internat. J. Experim. Bot.  61: 
81-85.  

Ostrander EA, Jong PM, Rine J and Duyk G (1992) Construction of small-insert 
genomic DNA libraries highly enriched for microsatellite repeat sequences. 
Proc. Natl. Acad. Sci. USA. 89:3419-3423. 

Paetkau D (1999) Microsatellites obtained using strand extension: An enrichment 
protocol. Biotech. 26:690- 697.  

Palaniappan J and S. Murugaiah S (2012) Genetic diversity as assessed by 
morphological and microsatellite markers in green gram (Vigna radiate L.). 
Afr. J. Biotech. 11(84): 15091-15097. 

Pan YB (2010) Databasing molecular identities of sugarcane (Saccharum spp.) 
clones constructed with microsatellite (SSR) DNA markers. Am. J. Plant Sci. 
1:87-94. 

Pan YB, Cordeiro GM, Richard EP, and Henry RJ (2003) Molecular genotyping of 
sugarcane clones with microsatellite DNA marker. Maydica, 48:319–329. 

Panaud O, Chen X and McCouch SR (1996) Development of microsatellites markers 
and characterisation of simple sequence length polymorphism (SSLP) in rice 
(Oryza sativa L). Mol. Gen. Genet. 252: 597-607.  

Panchen AL (1992) Classification, evolution and the nature of biology. Cambridge 
Univ. Press, Cambridge, England.  



200 
 

Panhwar RN, Panhwar DB, Memon MA, Unar GS, Chohan M, Kaloi GM and Mari AH 
(2006) Comparative growth and quality assessment of diverse sugarcane 
clones in 3rd cycle under Thatta agro-ecological condition. Pak. Sugar J. 
21(6): 2-6. 

Panje RR and Babu CN (1960) Studies in Saccharum spontaneum: distribution and 
geographical association of chromosome numbers. Cytologia, 25: 152-172. 

Paran I, Kesseli R and Michelmore R (1991) Identification of restriction fragment 
length polymorphism and random amplified polymorphic DNA markers linked 
to downy mildew resistance genes in lettuce using near isogenic lines. 
Genome, 34(6):1021-1027. 

Parida SK, Kalia SK, Sunita K, Dalal V, Hemaprabha G, Selvi A, Pandit A, Singh A, 
Gaikwad K, Sharma  TR, Srivastava PS, Singh NK and Mohapatra T (2009) 
Informative genomic microsatellite markers for efficient genotyping 
applications in sugarcane. Theor. Appl. Genet.118:327-338. 

Parker PG, Snow AA, Schug MD, Booton GC and  Fuerst PA (1998) What molecules 
can tell us about populations: choosing and using a molecular marker?  Eco. 
79:361-382. 

Paterson AH (1996a) Making genetic maps. In: A.H. Paterson (Ed.), Genome 
Mapping in  Plants, Landes Company, San Diego, California, USA. Pp. 23-
29.   

Patil SB (2005) Genetic enhancement of sugarcane productivity under wooly aphid, 
water and salt stress environments. PhD Thesis, Dept. of Genetics and 
Plant Breeding, College of Agriculture, Dharwad, University of Agricultural 
Sciences, Dharwad, 580005, India.  

Peakall R (1997) PCR based genetic markers and their application in turfgrass 
breeding. Intl. Turfgrass Soc. Res. J. 8: 243-257.  

Pearson  K (1901) "On Lines and Planes of Closest Fit to Systems of Points in 
Space" . Philosop. Mag. 2 (11): 559–572. 

Peeters JP and Martinelli JA (1989) Hierarchical cluster analysis as a tool to manage 
variation in germplasm collections. Theor. Appl. Genet. 78:42-48. 

Perutz MF, Johnson T, Suzuki M and Finch JT (1994) Glutamine repeats as a polar 
zippers: their possible role in inherited neurodegenerative diseases. Proc.  
Natl. Acad. Sci. USA 91:5355-5358. 

Petersen RG (1985) Augmented designs for preliminary yield trials (revised). Rachis, 
4(1): 27-32. 



201 
 

Pinto LR, Oliveira KM, Marconi T, Garcia AAF, Ulian EC and Souza AP (2006) 
Characterization of novel sugarcane expressed sequence tag microsatellites 
and their comparison with genomic SSRs. Plant Breed. 125:378–384. 

Piperidis G and D’Hont A (2001) Chromosome composition analysis of various 
Saccharum interspecific hybrids by genomic in situ hybridization GISH. Proc. 
Int. Soc. Technol. 24: 565–566. 

Piperidis G, Christopher MJ, Carroll BJ, Berding N, D’Hont A (2000) Molecular 
contribution to selection of intergeneric hybrids between sugarcane and wild 
species Erianthus arundinaceus. Genome, 43:1033–1037. 

Piperidis G, Taylor GO and Smith GR (2001) A Microsatellite marker database for 
fingerprinting sugarcane clones. In: XXIV Proc. Intl. Soc. Sugarcane 
Technol. 24: 632-633.   

Plaschke J, Ganal MW, and Roder MS (1995) Detection of genetic diversity in closely 
related bread wheat using microsatellite markers. Theor. Appl. Genet. 
91:1001-1007.  

Pokhriyal B, Thorat K, Limaye DA, Joshi YM, Kadam VJ and Dubey R (2012) 
Microsatellite markers-A novel tool in molecular genetics. Int. J. Res. Pharm. 
Chem. 2(2):397-412.  

Powell W, Mahray GC and Provan J (1996a) Polymorphism revealed by simple 
sequence repeats. Trends Plant Sci.1: 215-222.  

Powell W, Morgante M, Andre C, Hanafey M, Vogel J, Tingey S and Rafalski A 
(1996b). The comparison of RFLP, RAPD, AFLP and SSR (microsatellite) 
markers for germplasm analysis. Mol. Breed. 2: 225-238. 

Powell W, Morgante M, Andre C, McNicol JW, Machray GC, Doyle JJ, Tingey SV 
and  Rafalski  JA (1995) Hypervariable microsatellites provide a general 
source of polymorphic DNA markers for the chloroplast genome. Curr. Biol. 
5(9):1023-1029.  

Prabhu RR, Webb D, Jessen H, Luk S, Smith S and Gresshoff PM (1997) Genetic 
relatedness among soybean genotypes using DNA amplification 
fingerprinting (DAF), RFLP and pedigree. Crop Sci. 37:1590-1595.  

Price S (1961) Cytological Studies in Saccharum and Allied Genera VII. Maternal 
Chromosome Transmission by S. officinarum in Intra- and Interspecific 
Crosses. Botanical Gazette, 122(4):298-305. Retrieved from 
http://www.jstor.org/stable/2473162 



202 
 

Price S (1965) Cytology of Saccharum robustum and related sympatric species and 
natural hybrids. Tech. Bull. No. 1337, p.47, Agricultural Research Service, 
USDA. 

Price S (1967) Interspecific hybridization in sugarcane breeding. Proc. Int. Soc.  
 Sugarcane Technol. 12: 1021–1026. 

Provan  J, Powell  W and Waugh R (1996) Microsatellite analysis of relationships within 
cultivated potato (Solanum tuberosum). Theor. Appl. Genet. 92:1078- 1084. 

Punia MS (1982) Studies on variability, heritability and genetic advance of some 
quality attributes in sugarcane. Indian Sugar, 31: 911-914.  

Purseglove JW  (1972) Tropical Crops: Monocotyledons. 1, Longman ,London, UK. 

Purseglove JW (1988) Tropical Crops: Monocotyledons. Longman House, Burnt Mill, 
Harlow, Essex, New York, pp.261-268. 

Raman K, Bhat SR and Tripathi BK (1985) Ratooning ability of sugarcane genotypes 
under late harvest conditions. Indian sugar, 35:445-448.  

Rao CR (1952) Advanced Statistical Method in Biometric Research. Ednl. John Wiley 
and Sons, New York. pp. 36-38. 

Raut VM, Rao VSP, Patel VP and Deodikar GB (1985) Genetic divergence in 
Triticum  durum. Indian J. Genet. 45:141-151. 

Reddy CR and Reddi MV (1986) Degree of genetic determination, correlation and 
genotypic and phenotypic path analysis of cane and sugar yield in sugarcane. 
Indian J. Genet. Plant Breed. 46(3):550-557.  

Reddy YSK, Madhuri KVN, Rajeswari VR and Sudhakar P (2014) Evaluation of 
different morpho-physiological traits of pre-release early sugarcane clones. 
Int. J. Appl. Biol. Pharma. Tech. 5(3):233-237.  

Refseth UH, Fangan BM and Jakobsen KS (1997) Hybridization capture of 
microsatellites directly from genomic DNA. Electrophoresis, 18:1519-1523. 

Ribaut JM and Hoisington D (1998) Marker assisted selection: new tools and 
strategies. Trends Plant Sci. 3:236-239. 

Roach B (1972) Nobilisation of sugarcane. Proc. Int. Soc. Sugar Cane 
Technol.14:206-216. 

Roder MS, Korzan BS, Gill BS and Ganal MW (1998a) The physical mapping of 
microsatellite markers in wheat. Genome, 41: 278-283. 



203 
 

Roder MS, Korzan K, Wendehake J and Plaschke J (1998b) A microsatellite map of 
wheat. Genetics, 149: 2007-2023.  

Roder MS, Plaschke J, Konig SU, Borner A, Sorrells ME, Tankley SD and Ganal MW       
(1995) Abundance, variability and chromosomal location of microsatellites in 
wheat. Mol. and Gen. Genet. 246: 327-333. 

Rongwen J, Akkaya MS, Bhagwat AA, Lavi U and Cregan PB (1995) The use of 
microsatellite DNA markers for soybean genotype identification. Theor. Appl. 
Genet. 90: 43-48.  

Roughan PG et al.  (1997)Starch inheritance in Saccharum enzyme polymorphism 
for β-amylase in interspecific and intergeneric hybrids. New Orleans: 
International Society of Sugarcane Congress. 

Russel JR, Fuller DJ, Macaulay M, Hatz BG, Jahoor A, Powell W and Waugh R 
(1997a) Direct comparison of levels of genetic variation among barley 
accessions detected by RFLPs, AFLPs, SSRs, and RAPDs. Theor. Appl. 
Genet. 95:714-722. 

 Russell J, Fuller JD, Young G, Thomas B, Taramino G, Macaulay M, Waugh and 
 Rand Powell W (1997b) Discriminating between barley genotypes using 
 microsatellite markers. Genome, 40: 442-450. 

Segalla AL (1964) Botânica, melhoramento e variedades. In: Malavolta et al (eds) 
Cultura e adubação da cana-de-açúcar. Instituto Brasileiro de Potassa, São 
Paulo, pp 61–98. 

Sabitha N and Prasad Rao K (2008) Promising high yielding and sucrose rich early 
maturity sugarcane clones for Andhra Pradesh. Sugar J. 39th Annual Conven.  
SISSTA, 11-14.  

Saghai-Maroof MA, Biyashev RM, Yang GP, Zhang Q and Allard RW (1994) Extra-
ordinarily polymorphic microsatellite DNA in barley: species diversity, 
chromosomal locations and population dynamics. Proc. Natl. Acad. Sci. 
USA, 91: 5466-5470.  

Saiki RK, Scharf S, Faloona F, Mullis KB, Horn GT, Erlich HA and Arnheim N (1985) 
Enzymatic amplification  of β-globin genomic  sequences and restriction site 
analysis for diagnosis of sickle cell anaemia. Science, 230: 1350-1354. 

Saini N, Saini ML and Jain RK (2004) Large scale production, field performance and 
RAPD analysis of micropropagated sugarcane plants. Indian J. Genet. 
64:102-107.   



204 
 

Saliba-Colombani V, Causse M, Gervais l and  Philouza J (2000) Efficiency of RFLP, 
RAPD and AFLP markers for the construction of an intraspecific map of the 
tomato genome. Genome, 43:29-40. 

Sano R and Morishima H (1992) Indica-japonica differentiation of rice cultivars 
viewed from variations in key characters and isozymes with special 
reference to landraces from the Himalayan hilly areas. Theor. Appl. Genet. 
84: 266-274. 

Santesteban LG, Miranda C and Royo JB (2009) Assessment of the genetic and 
phenotypic diversity maintained in apple core collections constructed by 
using either agro-morphologic or molecular marker data. Spanish J. Agril. 
Res. 7(3):572-584.  

Schenck S, Crepeau MW, Wu KK, Moore PH, Yu Q, Ming R (2004) Genetic diversity 
and relationships in native Hawaiian Sugarcane Saccharum officinarum. J. 
Heredity, 95:327–331. 

Schierwater B and Ender A (1993) Different thermostable DNA polymerase may 
apply to different RAPD products. Nucleic Acids Res. 21:4647-4648. 

Schlötterer C, Ritter R, Harr B and Brem G (1998) High mutation rate of a long 
microsatellite allele in Drosophila melanogaster provides evidence for allele-
specific mutation rates. Mol. Biol. Evol. 15(10):1269-1274.  

Schmidt T and Heslop-Harrison JS (1996) High resolution mapping of repetitive DNA 
by in situ hybridization: molecular and chromosomal features of prominent 
dispersed and discretely localized DNA families from the wild beet species 
Beta procumbens. Plant Mol. Biol. 30: 1099-1114.  

Schwengel DA, Jedlicka AE, Nanthakumar EJ, Weber JL et al. (1994) Comparison of 
fluorescence-based semi-automated genotyping of multiple microsatellite loci 
with autoradiographic techniques. Genomics, 22: 46-54.  

Scortecci KC, Creste S, Calsa T, Jr Xavier MA, Landell MGA, Figueira A and 
Benedito VA (2012) Challenges, opportunities and recent advances in 
sugarcane breeding, In Plant Breeding, ed. Abdurakhmonov IY, (ed.) 
(London, UK, CBS Publisher, UK.DOI:10.5772/28606. 
http://www.intechopen.com/books/plant-breeding 

Scrimshaw  BJ (1992) A  simple   non-radioactive   procedure  for   visualization   of 
 (dC-dA)n   dinucleotide repeat length polymorphisms. BioTechniques, 13:189. 

Selvi A, Nair NV, Balasundaram N and Mohapatra T (2003) Evaluation of maize 
microsatellite markers for genetic diversity analysis and fingerprinting in 
sugarcane. Genome, 46:394-403. 



205 
 

Selvi A, Nair NV, Noyer JL, Singh NK, Balasundaram N, Bansal KC, Koundal KR, 
Mohapatra T (2006) AFLP analysis of the phenetic organization and genetic 
diversity in the sugarcane complex, Saccharum and Erianthus. Genet. 
Resour. Crop Evol. 53:831–842. 

Senan S, Kizhakayil D, Sasikumar B and Sheeja TE (2014) Methods for the 
development of microsatellite markers: An overview. Nat. Sci. Biol. 6(1):1-13.  

Senior ML and Heun M (1993) Mapping maize microsatellites and Cr conformation of 
target repeats using a CT primer. Genome, 36: 584589.  

Senior ML, Chin ECL, Lee M and Smith JSC (1996) Simple sequence repeat 
markers developed from maize sequences found in the Genebank database: 
map construction. Crop Sci.36:1676-1683.  

 Senior ML, Murphy JP, Goodman MM and Stuber CW (1998) Utility of SSRs for 
determining Genetic similarities and relationships in maize using an agarose 
gel system. Crop Sci. 38: 1088-1098.    

Shahid MTH, Khan FA, Saeed A, Aslam M and Rasul F (2012) Development of 
somaclones in sugarcane genotype BF-162 and assessment of variability by 
random amplified polymorphic DNA (RAPD) and simple sequence repeats 
(SSR) markers in selected red rot resistant somaclones. Afr. J. Biotech. 
11(15):3502-3513.   

Shamsuddin AKM (1985) Genetic diversity in relation to heterosis and combining 
ability in spring wheat. Theor. Appl. Genet. 70: 306-308. 

Shanmuganathan M, Annadurai K, Nageswarii R and Asokhan M (2015) Evaluation 
of sugarcane clones for quantitative yield and quality characters in aicrp trials 
for early season. Electro. J. Plant Breed. 6(1):292-297. 

Shannon CE and Weaver W (1949) The Mathematical Theory of Communication, 
Univ. Illinois Press, Urbana, USA. 

Sharma MD, Dobhal U, Singh P, KumarS, Gaur AK, Singh SP, Jeena AS, Koshy EP 
and Kumar S (2014) Assessment of genetic diversity among sugarcane 
cultivars using novel microsatellite markers. Afr. J. Biotech. 13(13):1444-
1451.  

Sidhu BS and Menhdiratta PD (1981) Multivariate analysis in oat (Avena sativa L.), J. 
Res. Punjab Agric. Univ. 18:300-306.  

Silva CM, Gonçalves-Vidigal MC, Filho PSV, Scapim CA, Daros E, and Silvério L 
 (2005) Genetic diversity among sugarcane clones (Saccharum spp.). Acta 
 Scientiarum  Agron. 27: 315-319. 



206 
 

Singh BD (1990) Principles and Methods of Plant Breeding, 4th Edition, Kalyani 
Publishers, New Delhi, India. 

Singh RB and Bains SS (1968) Genetic divergence for giving out turn and its 
components in upland cotton (Gossypium hirsutum L.), Indian J. Genet. Plant 
Breed.28:262-268. 

Singh RK and Chaudhary BD (1985) Biometrical methods in quantitative  genetic 
 analysis. Kalyani Publ. New Delhi. pp. 102-157. 

Singh SP, Gutierrez JA, Molina A, Urrea C and Gepts P (1991) Genetic diversity in 
cultivated common bean: II. Marker-based analysis of morphological and 
agronomic traits. Crop Sci.31:23-29.  

Singh RN and Gupta MP (1968) Multivariate analysis of divergence in upland cotton, 
Indian J. Genet. Plant Breed. 47: 11-14. 

Singh AK, Mishra A and Shukla A (2010) Genetic evaluation and identification of 
genetic donors in blackgram (Vigna mungo) revealed by Agro-morphological 
traits and seed storage protein analysis. World Appl. Sci. J. 10(4):477-488. 

Singh  HN and Singh  SB (1980) Genetic Divergence in Sugar Cane. Proc, of the
 XVII Congress of the ISSCT. Philippines, pp. 1198-1203.  

Singh H and Sharma HL (1983) Path coefficient analysis in cane yield in sugarcane. 
Indian sugar Crops J. 9: 79.   

Singh RK and Singh DN (2000) Evaluation of early sugarcane varieties for sustaining 
high sugar recovery in Uttar Pradesh. Coop. Sugar. 31:797-804. 

Singh RK, Singh SP and Singh SB (2005) Correlation and path analysis in 
sugarcane ratoon. Sugar Tech. 7(4):176-178.    

Siopongco LB, Altoveros NC, Cruz VMV and Villavicencio MLH (1999) Morphological 
diversity in NPGRL’s local corn collection. Philipp. J. Crop Sci. 24(2 &3):103-
113.  

Sinha  AK and Mishra Pk (2015) Identification of important agro-morphic  characters
 of traditional rice (Oryza sativa L.) of West Bengal for crop  Improvement 
 through principal component analysis. The Ecoscan 9(1 &2): 541-546.  

Smith  JSC and  Smith OS (1992) Fingerprinting crop varieties. Adv. Agron. 47:85-
140. 

Smith GP (1976) Evolution of repeated DNA sequences by unequal crossover. 
Science, 191: 528-535.  



207 
 

Sneath PHA and Sokal R (1973) Numerical Taxonomy. W.H. Freeman, San 
Francisco, p. 573. 

Snedecor GW and Cochran (1967) Statistical methods. Oxford and IBH Pub. Co. 
New Delhi, pp.1-338.  

Soiler M and Beckmann JS (1983) Genetic polymorphism in varietal identification 
and genetic improvement. Theor. Appl.  Genet. 67:25–33.  

Sokal RR and Sneath PHA (1963) Principles of numerical taxonomy, Freeman, San 
Francisco, California, USA.  

Soltis DE and Soltis PS 1989. Isozymes in plant biology. Dioscorides Press, 
Portland, Oregon, USA. 

Somayajulu PLN, Joshi AB and Murty BR (1970) Genetic divergence in wheat. Indian 
J. Genet. 30(1):47-58.  

Soomro AF, Junejo S, Ahmad A and Aslam A (2006) Evaluation of different romising 
sugarcane varieties for some quantitative and qualitative attributes under 
Thatta (Pakistan) Int. J. Agri. Biol.8(2): 195-197. 

Soomro AF, Panhwar DB, Kaloi GM, Junejo S and Mari AH (2007) Cane and quality 
potential of newly developed sugarcane genotypes under agroclimatic 
conditions of Thatta, Sindh. Pakistan S. J. XXII(5):2-7. 

Soranzo N, Provan J and Powell W (1999) An example of microsatellite length 
variation in the mitochondrial genome of conifers. Genome, 42(1):158–161.   

Sourour A, Chahine K, Youssef T, Olfa S A and Hajer SA (2010) Phenotypic diversity 
of Tunisian  durum wheat landraces. Afr. Crop Sci. J. 18(1):35-42.    

Souza E and Sorrells ME (1991) Prediction of progeny variation in oats from parental 
genetic relationships. Theor. Appl. Genet. 82:233-241. 

Souza E, Fox PN and Skovmand B (1998) Parentage analysis of international spring 
wheat yield nurseries 17 to 27. Crop Sci.38:337-341.  

Sreenivasan TV, Ahloowalia BS and Heinz DJ (1987) Cytogenetics. Chapter 5. In: 
DJ Heinz, ed. Sugarcane improvement through breeding. Elsevier 
Amsterdam. pp. 211-253.  

Staub JE and Serquen FC (1996) Genetic markers, map construction, and their 
application in plant breeding. Hort. Sci. 31:729-741.    

Steel RGD and Torrie JH (1980) Principles and procedures of statistics. McGraw Hill 
Book Company, New York, USA. 



208 
 

Stevenson GC (1965) Genetics and breeding of sugar cane. Longman, London, UK. 

Strand M, Prolla TA, Liskay RM and Petes TD (1993) Destabilization of tracts of 
simple repetitive DNA in yeast by mutations affecting DNA mismatch repair. 
Nature 365: 274-276. 

Sucden, World Sugar Production, (n.d.) Retrived on June 01, 2016, from 
http://www.sucden.com/statistics/1-world-sugar-production 

Sugarcane Benefits (2016) Retrived June 04, 2016, from 
http://www.sugarcane.org/Sugarcane-benefits  

Sugarcane Introduction - sugarcanecrops.com. (n.d.) Retrieved  June 03, 2016, from 
http://sugarcanecrops.com/introduction/ 

Sugarcane Variety Improvement (2007) Sugarcane variety improvement in Southeast 
Asia and the Pacific for enhanced and sustainable productivity-germplasm 
and disease indexing components. Retrieved May 19, 2016, from  
https://giongmia.files.wordpress.com/2007/01/sugarcane-variety-
improvement-in-southeast-asia-and-the-pacific.pdf 

Sun CQ, Wang SK, Li ZC, Yoshimura A and Iwata N (2001) Comparison of the 
genetic diversity of common wild rice (Oryza rufipogon  Griff.) and cultivated 
rice (O. sativa L.) using RFLP markers. Theor. Appl. Genet. 102:157-162.  

Tabachnick BG and Fidell LS (2007) Experimental designs using Anova, 1st Ed. 
Cangage Publ. Belmont, CA. pp.1-688. 

Tachida H and Iizuka M (1992) Persistence of repeated sequences that evolve by 
replication slippage. Genetics, 131:471-478.  

Tahir M, Rahman H, Gul R, Ali A and Khalid M (2013) Genetic divergence in 
sugarcane genotypes. Am. J. Expt. Agric. 3(1):102-109. 

Tai PYP and Miller JD (2002) Germplasm diversity among four sugarcane species for 
sugar composition. Crop Sci. 42: 958-964.  

Tai PYP, Miller JD and Legendre BL (1996) Evaluation of the world collection of 
Saccharum spontaneum L. Proc. Intl. Soc. Sugarcane Tech. XXII Congress. 
Cartagena, Colombia, pp. 250-260. 

Tang Y, Sorrells ME, Kochian LV and Garvin DF (2000) Identification of RFLP 
markers linked to the barley aluminum tolerance gene Alp. Crop Sci. 40:778-
782.  

Tanksley SD, Young ND, Paterson AH and Bonierbale MW (1989) RFLP mapping in 
plant breeding: new tools for an old science. Nat. Biotech. 7:257-264. 



209 
 

Tantrum J, Murua A and Stuetzle W (2004) Hierarchical model based clustering of 
large datasets through fractionation and refractionation. Information Syst. 
29:315-326. 

Tautz D (1989) Hypervariability of simple sequences as a general source for 
polymorphic DNA markers. Nucleic  Acids Res. 17:6463-6471. 

Taylor PWJ, Geijskes JR, Ko HL, Frase TA, Henry RJ and Birch RJ (1995) 
Sensitivity of random amplified polymorphic DNA analysis to detect genetic 
variation in sugarcane during tissue culture. Theor. Appl. Genet. 90:1169-
1173. 

Temnykh S, DeClerck G, Lukashova A, Lipovich L, Cartinhour S and  McCouch S              
(2001) Computational and experimental analysis of microsatellites in rice 
(Oryza sativa L.): Frequency, length variation, transposon associations, and 
genetic marker potential. Genome Res. 11:1441-1452. 

Tew TL, Purdy LH, Lamadji S and Irawan (1991) Indonesian sugarcane germplasm  
collecting expedition:1984. Hawaii. Plant. Rec. 61:25-43.   

Thiel T, Michalek W, Varshney RK and Graner A (2003) Exploiting EST databases 
for the development and characterization of gene-derived SSR-markers in 
barley (Hordeum vulgare L.). Theor. Appl. Genet. 106:411-422.  

Thom M and Maretzki A (1970) Peroxidase and esterase isozymes in Hawaiian 
sugarcane. Hawaii. Plant. Rec. Alle, 58: 81-94. 

Thomas MR and Scott NS (1993) Microsatellite repeats in grapevine reveal DNA 
 polymorphisms when analysed as sequence-tagged sites (STSs).Theor.
 Appl. Genet. 86: 985-990. 

Thompson JA, Nelson RL and Vodkin LO (1998) Identification of diverse soybean 
germplasm using RAPD markers. Crop Sci. 38:1348-1355. 

Tinker NA, Fortin MG and Mather DE (1993) Random amplified polymorphic DNA 
and pedigree relationships in spring barley. Theor. Appl. Genet. 85:976-984. 

Tiwari RJ and Chatterjee A (1998) Evaluation of early and mid-late sugarcane 
(Saccharum officinarum) varieties for yield of millable cane and quality of 
jiggery. Indian  J. Agric.  Sci. 68(5):255-257. 

Tomiuk  J, Bachmann L, Bauer C, Rolfs  A, Schols L, Roos C, Zischler  H, Schuler 
MM, Bruntner S, Riess O and Bauer P (2006) Repeat expansion in 
spinocerebellar ataxia type 17 alleles of the TATA-box binding protein gene: 
an evolutionary approach. Eur. J. Hum. Genet. 15(1):81-87.  

Tóth G, Gáspari Z and Jurka J (2000) Microsatellites in different eukaryotic genomes: 
survey and analysis. Genome Res.10:967-981.  



210 
 

Tryon RC (1939) Cluster analysis: Correlation profile and orthometric (factor) 
analysis for the isolation of unities in mind and personality. Ann Arbor, Mich: 
Edwards Brother, Inc., lithoprinters and Publishers.  

Tyagi  AP and Lal P (2007) Correlation and path coefficient analysis in sugarcane. 
The  South Paci. J. Nat. Sci.1:110. 

Tyagi VK and Singh DN (2000) Correlation and heritability studies in sugarcane. 
Indian Sugar. 50(5): 303-308.   

Ude G, Kenworthy N, William J Costa JM, Cregan PB and Alvernaz J (2003) Genetic 
diversity of soybean cultivars from China, Japan, North America, and North 
American ancestral lines determined by amplified fragment length 
polymorphism. Crop Sci. 43(5):1858-1867.    

 Upadhyaya HD,  Ortiz R,  Bramel PJ and  Singh S (2002) Phenotypic diversity for 
morphological and agronomic characteristics in chickpea core collection, 
Euphytica, 123(3): 333-342. 

Upadhyaya HD, Gowda CLL and Sastry DVSSR (2008) Plant genetic resources: 
collection, characterization, conservation and utilization. J. SAT Agril. Res. 6:1-1 

Upadhyaya HD, Ortiz R, Bramel PJ and Singh S (2003) Development of a groundnut 
core collection using taxonomical, geographical and morphological 
descriptors. Genet. Resour. Crop Evol. 50: 139-148. 

UPOV (1991) International convention for the protection of new varieties of plant. 
http://www.upov.int/en/publications/conventions/1991/act 1001.html 
(accessed on January 31, 2014). 

Vallejos CE (1983) Enzyme activity staining. In: Tanksley D.S., Orton T.J. (eds.): 
Isozymes in plant genetics and breeding. Part A. Elsevier, Amsterdam, 
Oxford, New York, Pp: 469–516.  

Van Dillewijn C (1952) Botany of sugar cane. The Chronica Botanica Co. 
Department. Waltham, Mass, USA. S, p. 371  

Vavilov NI (1951) The Origin, Variation, Immunity and Breeding of Cultivated Plants, 
Vol. 13 of Translated by K. Stars Chester, Chronica Britanica, Washington, 
DC, USA.  

Verma PS, Pal S, Karma NK and Pal S (1999) Genetic variability and correlation 
studies in sugarcane. Indian Sugar. 49(2): 125-128. 

Vos P, Hogers R, Bleeker M, Reijans M, Van de Lee T, Hornes M, Freijters  A, Pot 
J,Peleman J, Kuiper M, et al. (1995) AFLP: a new technique for DNA 
fingerprinting, Nucleic Acids Res.  11;23(21):4407-4414. 



211 
 

Wang  D, Naidu SL, Portis Jr AR, Moose  SP and Long SP (2008) Can the cold  
tolerance of C4 photosynthesis in Miscanthus x giganteus relative to Zea 
mays be  explained by differences in activities and thermal properties of 
Rubisco? J. Exp.  Bot., 59: 1779-1787. 

Wang Z, Weber JL, Zhong G and Tanksley SD (1994) Survey of plant short tandem  
DNA repeats. Theor. Appl. Genet. 88:1-6.   

Warburton M and Crossa J (2000) Data analysis in the CIMMYT Applied 
Biotechnology Center for Fingerprinting and Genetic Diversity Studies. 
CIMMYT, Mexico. 

Warburton M and Hoisington D (2001) Applications of molecular marker techniques 
to the use of international germplasm collections. In: Henry, RJ. (ed.), Plant  
genotyping: the DNA fingerprinting of plants. CABI Publishing, Wallington, 
UK, pp. 83-93. 

Ward JH (1963) Hierarchical groupings to optimize an objective function. J. Am. Stat. 
Assoc. 58:236–244. 

Waycott W and Fort SB (1994) Differentiation of nearly identical germplasm 
accessions by a combination of molecular and morphologic analyses. 
Genome, 37:577-583.  

Weber JL (1990) Informativeness of Human (dC-dA)n - (dG-dT)n polymorphisms. 
Genomics, 7: 524-530.  

Weber JL and Wong C (1993) Mutation of human short tandem repeats. Hum. Mol. 
Genet.2: 1123-1128. 

Weir BS (1990) Genetic data analysis: Methods for DISCRETE Population Genetic  
Data. Sinnauer Associates Inc. Publishers, Sunderlands, MA. pp.377.  

Weir BS (1996) Intraspecific differentiation P. 385-403. In D.M. Hills et al. (ed.). 
Molecular systematics, 2nd edition, Sunderlands, MA. 

Weising K, Nybom H, Wolff K and Meyer W (1995) DNA fingerprinting in plants and 
fungi, CRC Press, USA. 

Welsh J and McClelland M (1990) Fingerprinting genomes using PCR with arbitrary 
primers. Nucleic Acids Res. 18(24):7213-7218. 

White G and Powell W (1997) Isolation and characterization of microsatellite loci in 
Swietenia humilis (Meliaceae): an endangered tropical hardwood species. 
Mol.  Ecol.  6:851- 860.  



212 
 

Whittaker JC, Harbord R M, Boxall N, Mackay I, Dawson G and Sibly R M (2003) 
Likelihood- based estimation of microsatellite mutation rates. Genetics, 
164(2):781-787. 

Wiley EO (1981) Phylogenetics: The Theory and practice of phylogenetics and  
systemic. John Wiley, New York. 

Williams  JGK, Kubelik  AR, Livak  KJ, Rafalsky  J A  and Tingey SV ( 1990) DNA 
polymorphisms  amplified by arbitrary primers are useful as genetic markers. 
Nucleic Acids Res.18:6531-6535.  

Winter P and Khal G (1995) Molecular marker technologies for plant improvement. 
World J. Microbiol. Biotechnol. 11:438-448. 

Wright S (1951) As cited by Carpena, A.L., R. R. C. Espino, T.L. Rosario and Laude, 
R.P. 1993. Genetics at the population level. SEAMEO SEARCA, UPLB. 
Pp.23-24. 

Wu KS and Tanksley S (1993) Abundance, polymorphism and genetic mapping of 
microsatellites in rice. Mol. Gen. Genet.241: 225-235.  

Xu H, Wilson DJ, Arulsekar S and Balkalinsky AT (1995) Sequence-specific 
polymerase chain reaction markers derived from randomly amplified 
polymorphic DNA markers for fingerprinting grape (Vitis ) rootstocks. J. Am. 
Soc. Hort. Sci.120:714-720. 

Xu ML, Melchinger AE, Xia XC and Lubberstedt T (1999) High-resolution mapping of 
loci conferring resistance to sugarcane mosaic virus in maize using RFLP, 
SSR and AFLP markers. Mol. Gen. Genet. 261:574-581. 

Xu XF, Mei HW, Luo LJ, Cheng XN and Li ZK (2002) RFLP- facilated investigation of 
the quantitative resistance of rice to brown plant hopper (Nilaparvata lugens). 
Theor. Appl. Genet. 104:248-253.  

Xu Y (2010) Molecular Plant Breeding, CAB International, UK. 

Yadav RL and Sharma RK (1982) Yield and pattern of sugar accumulation in 
sugarcane planted in autumn and spring. Indian J. Agric. Sci. 52:452-458. 

Yang GP, Saghai-Maroof MA, Qifa X, Shang CG and Biyashev RM (1994) 
Comparative analysis of microsatellite DNA polymorphism in landraces and 
cultivars of rice. Mol. Genet. 245: 187-194. 

Yang X and Quiros C (1993) Identification and classification of celery cultivars with 
RAPD markers. Theor. Appl. Genet.86:205-212.  



213 
 

You Q, Xu L, Zheng Y and Que Y (2013) Genetic diversity analysis of sugarcane 
parents in Chinese breeding programmes using gSSR markers. The Sci. 
World J. :1-11. doi:10.1155/2013/613062  

Yu Li, Shuzhi WK, Cao Y and Zhang X (1996) A phenotypic diversity analysis of 
foxtail millet (Setaria italica L., P. BEAUV.) landraces of Chinese origin. 
Genet. Resour. Crop Evol.43: 377-384. 

Zabeau, M and Vos, P (1993) Selective restriction fragment amplification: a general 
method for DNA fingerprinting. European Patent Office, publication 0 534 
858 A1, bulletin 93/13. 

 Zane L, Bargelloni L and  Patarnello T ( 2002) Strategies for microsatellite isolation: 
a review. Mol. Ecol. 11:1-16.  

Zhang J, Nagai C, Yu Q, Pan YB, Ayala-Silva T, Schnell RJ, Comstock RC, 
Arumuganathan AK and Ming R (2012) Genome size variation in three 
Saccharum species. Euphytica, 185:511-519.  

Zhang LD, Yuan DJ, Yu SW, Li ZG, Cao YF, Miao ZQ, Qian HM and Tang  KX 
(2004) Preference of simple sequence repeats in coding and non-coding 
regions of Arabidopsis thaliana. Bioinformatics, 20:1081-1086. 

Zhou  MM, Kimbeng CA, Edme SJ and Hale AL (2013) Characterization of 
Saccharum species germplasm for starch content. J. Plant Stu. 2(1):54-71. 
RL:http://dx.doi.org/10.5539/jps.v2n1p54 

Zhou H, Yang RZ and Li YR (2015) Principal component analysis for quantitative 
traits in GT sugarcane germplasm (Saccharum spp. Hybrids). Int. J. Agric. 
Innov. Res. 3(6):   

Ziegle JS, Ying S, Corcoran KP, Nie L, Mayrand PE, Hoff LB, McBride LJ, Kronick 
MN and Diehl SR (1992) Application of automated DNA sizing technology for 
genotyping microsatellite loci. Genomics, 14:1026-1031. 

 

 

 

 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

 
 
 

APPENDIX  
 



214 

APPENDIX  
 

Appendix Table 3.1 List of equipments used during the experiment  

Sl. No. Name of equipment 

1.  Digital Electronic Balance (Capacity: 210 g 

Readability: 0.1mg) 

2. pH Meter (Thermo Fisher Scientific, UK)  

3. Water Bath  (Pharmacia Biotech, UK) 

4.  Digital Micropipettes of different sizes/capacities (Eppendorf Co.) 

5. Centrifuge machine ( RPM: 14,000; Sigma Co. UK)  

6. Refrigerator 

7. Freezer ( - 20 o C) (Siemens Co., Germany) 

8. Digital Vortex Machine (IKA Vortex)( Genius 3, UK) 

9. Ice Maker (Ziegra EIS, Germany) 

10. Magnetic Stirrer (with hotplate)  

11. Oven  

12. Microwave oven 

13. Nanodrop 2000 (Spectrophotometer), (Thermo Fisher, UK) 

14. Thermal Cycler ( Genius Techne, Cambridge Ltd. UK) 

15. My Cycler ( PCR Machine, Bio-Rad, USA) 

16. Horizontal Electrophoresis Apparatus with power supply 

(CBS Scientific, USA) 

17. Gel Documentation System (FluorChem FC2, Cell Biosciences, USA) 

18. Polariscope 

19. Autoclave 

20. Digital Brix Meter 

21. Digital  slide Calipers 

22. Digital Top load Balance (Capacity: 30 kg) 
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Appendix Table 3.2 List of chemicals used in the experiment  

Sl. No. Chemicals Sl. No. Chemicals 
1 Absolute Ethanol  

Purity > 99.0%,  Sigma, 
Germany 

13. Bromophenol Blue 
Mol. Biol. Grade, Sigma, 
Germany 

2. Isopropanol  
Purity>99.0%, Sigma, Germany 

14. RNase A  (DNase free) 
High purity, pancreatic, 
lyophilized powder ; 
Purity>99.0%;Genei, India 

3. Isoamylalcohol 
Purity>99.0% ;ACS Grade, 
Sigma, Germany 

15. Xylene Cyanol FF 
Moisture<10.0%; Mol. Biol. 
Grade; Sigma, Germany 

4. Chloroform 
Mol. Biol. grade, Sigma, 
Germany 

16. Diethyl pyrocarbonate (DEPC)  
Purity: >98.5%, Refractive 
Index (20 o C): 1.3973 

5. Phenol (Saturated) 
Mol. Biology Grade (Mini. 90%); 
(DNase, RNase, Protease free), 
Sigma Co. Germany 

17. Taq DNA Polymerase 
5 x1000 U (5U/µl);B.Genei, 
India 

6. Sodium Chloride (NaCl) 
Mol. Biol. grade, DNase, RNase 
& Protease free 

18.  PCR buffer 
B.Genei, India 

7. CTAB (N,N,N,N-Cetyl 
trimethylammonium bromide) 
Mol. Biol. Grade, Mini. Assay: 
98.0%;Sigma, Germany 

19. dNTPs 
B.Genei, India 

8. EDTA 
Mol. Biol. grade, DNase, RNase 
& Protease free 

20. 23 SSR primers (Forward and 
Reverse), Sigma Co. Germany 

9. Trisma Base 
Mol. Biol. Grade; Sigma, 
Germany 

21. Agarose  B; Low EEO;Sigma 
Co., Germany 

10. PVP 
Mol. Biol. Grade; Sigma, 
Germany 

22. 6x  Loading Buffer (Blue/Green 
color), Sigma, Germany 

11. SDS 
Mol. Biol. Grade; Sigma, 
Germany 

23. 100 bp DNA ladder 
Size: 50 mg/vial; Fermentas 

12. Tris HCl 
Mol. Biol. Grade; Sigma, 
Germany 

24.  50 bp DNA ladder 
Size: 50 mg/vial; Invitrogen 
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Appendix Table 3.3 SSR primer sequences (Forward and Reverse) and their annealing temperatures used in sugarcane  
genotyping /fingerprinting 

Sl. 
No. 

Primer Primer sequence Annealing 
Temp.(oC) Forward Reverse 

1.  SMC 334 5´- CAA TTC TGA CCG TGC AAA GAT-3´  5´- CGA TGA GCT TGA TTG CGA ATG-3’ 50 
2.  SMC 36BUQ   5 ´-GGGTTTCATCTCTAGCCTACC-3´   5-´TCAGTAGCAGAGTCAGACGCTT-3 ´  50 
3.  SMC 238 MS  5´-TTGGATTGGATTATAGTGCCAA-3´   5-´AGGAAATGGATTGCTCAGGTGT-3’ 55 
4.  SMC 687  5 ´-AGCCATGCAGGCAGGCAT -3´  5-´CGCACAATCTGCAAGTGCATCA-3 ´  55 
5.  SMC 336 BS  5ˈ- ATT CTA GTG CCA ATC CAT CTC A -3’ 5ˈ-CAT GCC AAC TTC CAA ACA GAC-3ˈ 50 
6. SMC 278CS  5´-TTC TAG TGC CAA TCC ATC TCA GA-3’ 5´CAT GCC AAC TTC CAA ACA GAC T-3´ 50 
7. mSSCIR 74  5´- GCG CAA GCC ACA CTG AGA -3´ 5´- ACG CAA CGC AAA ACA ACG -3´  54 
8.  SMC 703 BS  5´-GCC TTT CTC CAA  ACC AAT TAG T -3´   5´- GTT GTT TAT GGA ATG GTG AGG A -3´  50 
9.  SMC 569 CS 5´- GCG ATG GTT CCT ATG CAA CTT-3´   5´-TTC GTG GCT GAG ATT CAC ACT A-3´ 50 
10.  SMC 597 CS  5´-GCA CAC CAC TCG AAT AAC GGA T-3´   5´- AGT ATA TCG TCC CTG GCA TTC A-3´  50 
11.  SMC 477 CG  5´- CCA ACA ACG AAT TGT GCA TGT -3´   5´-CCT GGT TGG CTA CCT GTC TTC A -3´  55 
12.  mSSCIR 43  5´-ATT CAA CGA TTT TCA CGA G-3´  5´- ACC CTA GCA ATT TAC AAG AG-3´  55 
13. SMC 226 CG  5´-GAG GCT CAG AAG CTG GCA T-3´  5´-ACC CTC TAT TTC CGA GTT GGT -3´  50 
14. UGMS 302   5´- GAAGAAGAAGAAGAAGAAGAAGAA -3’  5´- ACTCGTCCTACAACCACGACTAC -3´  50 
15. UGMS 312   5´- AACGTATCTTTATTTCCATTCTTC-3´  5´- CTTTCAGTTCAACTTTGGATAAAT-3´ 58 
16. UGMS 316  5´- AGTTGAAATTAAGAGAACCATACC-3’  5´- TAAAGCCACTATCATATGCTGAC-3’ 53 
17. UGMS60   5´- CGACTCCACACTCCACTC-3´   5´- CCGAACACCACCTTCTTG -3´   55 
18. UGMS 567  5´- CTTCATACGCCACCTTCTC-3´ 5´- CAAATGTTCACTCGCATCA-3’  54 
19. UGMS 671 5´-TCCCTACTTCTATGAATATCCTTC-3’ 5´-TTGACAAATTGCTTGATGTAGT-3’ 53 
20. UGMS 504  5´- TAG AGG AAA TAG CAG AAC AGG-3´    5´- AGA CTG ACA CCT  TTG AGA TGA-3´   56 
21  UGMS 575 5´-CTG TTT CCT TCC TTC TCG T -3´   5´- CAA TCA TAG CCC AGA CAC C -3´   53 
22. UGMS 585  5´-GAA GAG GAG GAG AGG AGA AG-3´   5´-TGG GAT GGT TGT TGA CTG  -3´  53 
23. UGMS 681   5´- ACA CAT CGC TTT CCC ACA -3´   5´- GCA TAC CTG TCG TCG TCT-3´   55 
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Appendix Table  4.1 ANOVA of 16 agromorphological traits of sugarcane genotypes 
 
Source of 
variation 

D F No. of tiller/clump     Plant height (cm) Stalk length(cm) 

  MS F MS F MS F 
Block (adj.) 5 0.0206 0.837 299.29 1.92 455.75 1.87 
Treatment (adj.) 50 1.5385 62.65** 1969.78 12.63** 1436.98 5.90** 
Error 10 0.0245  155.97  243.64  
  
 
Source of 
variation 

D F Leaf length (cm) Leaf width (cm) Bud length (mm) 

MS F MS F MS F 
Block (adj.) 5 8.49 1.12 0.008 1.48 0.0176 3.10 
Treatment (adj.) 50 274.27 36.24** 0.599 115.86** 1.44 253.23** 
Error 10 7.57  0.005  0.0057  
 
 
Source of 
variation 

D F Bud width (mm) Internode length 
(cm) 

Internode diameter 
(cm) 

MS F MS F MS F 
Block (adj.) 5 0.0075 0.887 0.0904 1.822 0.0016 0.502 
Treatment (adj.) 50 1.196 141.58** 1.186 23.92** 0.0512 16.12** 
Error 10 0.0085  0.0496  0.0032  
 
 
Source of 
variation 

D F No. of 
internode /stalk 

Single cane 
weight (kg)  

Brix % Pol % 

MS F MS F MS F MS F 
Block (adj.) 5 0.353 1.13 0.0004 0.032 0.010 0.787 0.077 1.144 
Treatment 
(adj.) 

50 9.953 31.94** 0.067 5.88** 3.269 260.40** 2.585 38.40** 

Error 10 0.311  0.114  0.013  0.067  
 
 
Source of 
variation 

D F Juice purity %  No. of millable 
Cane/10m2 
(x103/ha) 

Cane yield 
(t/ha) 

MS F MS F MS F 
Block (adj.) 5 0.050 0.776 6.62 0.149 6.78 0.120 
Treatment (adj.) 50 7.555 117.21** 440.14 9.88** 752.04 13.18** 
Error 10 0.064  44.56  57.06  
** Significant at 1% level; DF: Degree of freedom; MS: Means square  
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Appendix Table 4.2 Means (adjusted) of 16 agromorphological traits of 51 sugarcane genotypes  
 

Genotype 
NTCP PHT STL L L LW B L B W 

INT. 
L 

INT. 
D 

N. 
INT./ST SCW 

Brix 
% 

Pol   
%  

Juice 
P.  %  

NMC/ 
10m2* 

Cane   
yield 

1. I  112-01 4.36 359.61 244.36 141.50 4.58 7.53 6.55 11.61 2.02 20.38 0.77 19.59 14.05 90.16 112.11 87.54 
2. I 39-04 3.76 404.21 280.66 132.40 3.93 7.67 5.32 9.82 2.06 27.68 0.94 19.29 13.65 86.33 76.11 72.55 
3. I 152-04 3.56 417.21 281.56 143.00 5.47 5.92 5.39 11.26 1.83 24.68 0.83 20.29 14.51 89.93 78.11 65.76 
4. I 111-03 3.36 323.21 230.56 141.30 4.03 7.40 5.64 10.46 1.77 21.58 0.64 20.19 14.40 89.62 87.11 56.60 
5. I 6-04 3.96 444.41 297.06 168.60 4.72 6.86 5.44 12.94 1.91 23.18 0.93 19.84 14.19 89.92 82.11 77.42 
6. I 189-04 5.56 405.21 254.06 163.50 4.66 8.14 6.54 13.35 1.89 20.88 0.78 20.24 14.40 89.43 101.11 79.98 
7.  I 174-93 3.56 430.01 305.06 143.60 4.67 6.28 6.36 11.64 2.39 27.28 1.47 17.09 11.65 85.55 82.11 122.24 
8. SC-5d 4.76 411.21 287.26 158.80 3.92 6.36 6.48 10.86 1.99 23.38 0.93 19.59 14.01 89.85 108.11 101.86 
9. I 255-06 4.73 440.04 303.46 126.02 6.05 7.97 6.10 13.31 2.27 22.18 1.25 13.69 8.41 76.54 101.44 127.49 
10. Co 630 6.15 430.84 310.66 130.22 4.41 7.07 5.80 10.44 1.75 25.48 0.88 18.99 13.27 87.55 93.44 82.34 
11. CPI 96-80 5.33 415.64 272.56 146.92 4.14 5.51 4.28 10.28 1.66 24.38 0.67 20.39 14.67 90.25 133.44 89.19 
12. B 34-231 7.13 362.84 263.76 117.02 3.24 6.43 5.50 11.04 1.39 21.28 0.53 19.09 13.31 87.35 120.44 63.40 
13. I 562-85 4.93 420.94 309.66 143.72 3.16 5.04 4.51 12.59 1.40 20.78 0.60 20.59 14.86 90.50 95.44 56.94 
14. SC 2d 4.13 442.04 334.56 146.52 4.60 4.64 4.45 12.41 1.70 26.28 0.87 18.09 12.76 88.36 85.44 74.43 
15. I 326-86 4.33 439.14 304.06 163.82 4.10 5.52 5.00 12.18 1.66 23.68 0.70 18.79 13.27 88.49 108.44 75.74 
16. Bo  43 3.53 365.74 254.16 129.82 2.46 5.26 4.85 10.76 1.39 22.68 0.42 16.89 10.99 81.87 81.44 33.60 
17. I 156-97 4.29 330.51 231.46 104.25 3.91 5.70 4.63 9.73 1.76 20.78 0.59 21.56 15.37 89.91 65.11 36.93 
18. POJ 2878 9.29 427.01 295.06 147.55 4.35 7.64 5.90 11.74 1.83 22.88 0.76 19.86 14.30 90.80 159.11 117.37 
19. I 134-70 3.49 394.81 289.06 126.45 2.74 4.73 3.88 8.27 1.10 28.08 1.02 19.06 13.20 87.32 76.11 76.95 
20.CP 69-1052 2.89 442.61 317.66 159.35 4.03 5.27 4.65 10.59 2.21 30.48 1.11 21.06 14.28 89.83 87.11 94.19 
21. IC 7a 4.69 469.51 360.56 146.45 3.77 5.35 4.92 12.29 1.75 25.08 0.91 19.56 13.69 88.21 63.11 55.63 
22. Co 635 4.89 430.01 322.16 140.45 3.80 7.18 5.85 10.91 1.64 28.78 0.82 19.56 13.75 88.60 96.11 75.98 
23. CL 41-229 3.09 380.71 287.26 139.95 3.67 6.39 5.36 8.85 1.47 28.58 0.52 17.26 11.72 85.54 77.11 38.45 
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Appendix Table 4.2 continued…. 
 
Genotype 

NTCP PHT STL L L LW B L B W INT. L INT. D 
N. 
INT./ST SCW 

Brix 
% 

Pol   
%  

Juice 
P.  %  

NMC/ 
10m2* 

C. 
Yield 

24.  I 40-00 2.69 386.41 256.46 154.35 3.98 6.12 5.65 10.9 1.84 22.48 0.82 20.86 15.01 90.72 63.11 50.05 
25. CP 36-105 3.26 370.87 282.96 121.42 2.63 6.11 6.08 9.99 1.60 28.18 0.59 18.73 12.78 86.30 93.44 56.05 
26. CP 75-361 4.06 452.17 337.36 139.02 4.10 7.20 5.85 9.73 2.14 29.98 1.26 21.53 15.46 90.83 77.44 99.35 
27. I  14-96 5.86 440.97 304.06 162.32 6.95 6.86 5.64 11.45 1.92 23.58 0.67 18.53 12.77 87.15 112.44 74.19 
28. SC 10d 4.86 515.77 357.16 146.42 4.07 6.92 5.86 11.71 2.14 31.88 1.44 15.53 10.17 82.81 93.44 136.61 
29. I 98-98 4.66 424.57 332.76 129.62 4.25 6.31 6.09 10.27 1.95 27.28 1.09 18.83 13.13 88.21 84.44 93.55 
30. I 64-98 4.06 419.07 312.66 122.42 4.25 6.84 5.22 9.31 1.81 29.48 1.03 20.73 14.70 89.69 83.44 87.36 
31. I 17-01 5.26 462.67 329.76 171.32 3.82 6.42 5.95 11.71 1.76 26.48 0.98 20.13 14.27 89.66 108.44 106.89 
32. I 137-96 5.06 419.87 335.66 155.42 4.37 8.96 7.60 10.31 2.10 29.28 1.00 18.93 13.23 88.39 86.44 87.81 
33.I 127-96 5.79 398.64 303.89 153.42 3.05 5.31 4.47 10.64 1.72 27.58 0.60 18.03 12.28 86.24 166.44 102.79 
34. I 91-79 4.19 458.34 363.39 159.62 3.62 6.40 5.28 11.86 1.84 23.88 0.87 19.23 13.28 87.51 89.44 78.81 
35. I 33-97 5.59 448.94 328.99 146.62 4.26 9.19 7.06 11.41 1.93 26.18 0.76 19.53 13.55 87.88 106.44 82.39 
36.  Saipan 17 3.39 465.44 353.39 143.72 3.61 5.77 5.24 9.59 2.08 32.38 0.88 20.83 14.96 91.02 61.44 54.49 
37. I 26-04 5.59 464.94 334.69 158.02 3.74 7.13 6.05 10.07 1.72 29.48 0.88 19.63 13.73 88.63 87.44 77.89 
38. I 21-00 4.79 412.24 290.39 143.62 3.39 6.19 5.30 9.45 1.91 26.28 0.76 19.73 13.89 89.19 108.44 83.95 
39. SC  5b 6.79 465.44 357.39 136.82 4.18 8.24 7.33 12.12 1.81 27.18 1.10 19.93 14.06 89.40 121.44 134.89 
40. I  82-98 3.79 422.74 320.99 113.42 3.23 5.57 4.73 10.01 1.68 26.68 0.74 19.33 14.02 91.86 64.44 48.37 
41. I 181-03 4.96 442.84 321.69 151.09 3.92 8.71 6.79 11.07 1.86 22.68 1.04 20.49 14.01 88.36 86.44 89.51 
42. I 1-05 4.16 495.44 336.69 137.29 3.57 8.35 7.09 11.14 1.82 26.28 1.10 18.79 12.17 83.95 85.44 93.51 
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Appendix Table 4.2 continued…. 
 
Genotype 

NTCP PHT STL L L LW B L B W INT. L INT. D 
N. 
INT./ST SCW 

Brix 
% 

Pol   
%  

Juice 
P.  %  

NMC/ 
10m2* 

C. 
Yield 

43. I 143-01 2.96 436.34 312.79 132.29 2.96 6.24 5.45 11.29 1.69 24.28 0.78 18.59 12.40 86.42 63.44 49.47 
44. I 23-05 3.36 453.84 321.79 152.09 3.48 6.81 5.56 10.98 1.62 24.98 0.73 19.89 13.69 89.00 72.44 52.94 
45. I  48-05 3.36 469.54 353.29 136.49 3.95 7.46 7.33 9.07 1.89 29.18 1.15 19.49 12.59 83.69 89.44 102.31 
46. Co 642 3.96 474.44 350.49 138.29 5.13 8.62 6.46 9.38 2.12 31.18 1.36 21.79 15.13 89.58 74.44 100.39 
47. SC 6d 4.56 449.24 337.89 133.89 4.52 7.41 6.26 9.75 1.88 27.28 1.00 18.59 12.39 86.41 80.44 80.11 
48. I  108-01 3.56 469.54 343.59 159.29 4.06 7.82 6.44 11.90 1.76 24.98 1.00 18.79 12.82 88.33 63.44 63.10 
49. Isd 38 5.30 477.70 371.90 142.92 3.82 7.07 6.83 11.10 2.10 29.73 1.24 22.38 15.94 89.65 94.00 116.63 
50. Isd 40 4.43 500.57 362.23 130.62 4.21 7.38 6.53 11.25 2.07 29.25 1.19 20.33 14.61 90.13 88.67 105.45 
51. Isd 39 4.85 461.35 310.03 117.33 4.63 8.76 8.02 11.57 1.77 25.07 1.02 21.47 15.39 90.26 100.67 101.47 
 

                 
                Mean 4.53 430.34 311.00 142.16 4.04 6.78 5.80 10.91 1.83 25.95 0.90 19.44 13.55 88.10 91.71 81.82 

C D* 0.26 20.39 25.49 4.49 0.12 0.12 0.15 0.36 0.09 0.91 0.17 0.18 0.42 0.41 10.90 12.33 
 NTCP: No. of tiller/clump; BL: Bud length (mm); SCW: Single cane weight (kg) 
 PHT: Plant height (cm); BW: Bud width (mm);  Juice P.%: Juice purity % 
 STL: Stalk length (cm); INT. L: Internode length (cm); NMC/10 m2*: No. of millable cane/10 m2(x’000/ha) 
 LL: Leaf length (cm); INT.D: Internode diameter (cm) C. Yield: Cane Yield (t/ha) 
 LW: Leaf width (cm); N. INT./ST: No. of internode/stalk;   
   

   CD*: Critical difference between two  treatments (among   different blocks)  
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Appendix Table 4.3 Descriptors and descriptors states used in the characterization 
of sugarcane germplasm  

 

Sl. 
No. 

Descriptor Descriptor states  

1. Plant habit 1- Erect 
2-Intermediate 

3-Reclining  
 

2. Tillering habit 1- Compact 
2-Intermediate 

3-Spreading  
 

3. Tillering density 1-Poor (1-2 tillers/ stool)     
 5- Intermediate 
 (5-8 tillers/stool) 

3-Light ( 3-5 tillers / stool)     
7- Profuse ( >8 tillers/ 
stool)  

4. Tops 1- Light                                         2- Heavy  
6. Leaf carriage 1-Open 2- Compact 
7. Trashiness 1- Free 

2- Intermediate 
3- Clinging 

8. Leaf blade  colour   
9. Leaf blade texture 1-Smooth 2- Rough 
10. Leaf blade erectness 1-Erect to tip 

2-Curved near tip 
3- Bent near tip 
4- Curved near middle 

11. Leaf length   
12. Leaf width   
13. Leaf margin pubescence 0- Absent 1- Present 
14. Mid rib color   
15. Presence of genetic freckles 0-Absent 1-Present 
16. Leaf sheath waxiness 0-Absent 

3- Light 
5- Medium 
7- Heavy 

17. Leaf sheath primary colour   
18. Leaf sheath secondary color   
19. Presence of 

prickles/trichomes 
0- Absent 
3- Few 

7- Many 

20. Prickle/trichome quality 0- Absent 
1-Soft 

2- Hard 

21. Persistence of prickles/ 
trichomes 

0-Absent 
1- Deciduous 

2- Non- deciduous 

22. Outer auricle shape 0- Absent 
1- Sloping transitional 
2- Straight transitional 
 3- Ascending 
transitional 
 4- Dentoid 
 

5- Deltoid  
6- Short Lanceolate 
7-Unciform 
8-Calcarate 
9- Falcate 
10- Long lanceolate 

23. Inner auricle shape 0- Absent 
1- Sloping transitional 
2- Straight transitional 
 3- Ascending 
transitional 
 4- Dentoid  

5- Deltoid  
6- Short Lanceolate 
7-Unciform 
8-Calcarate 
9- Falcate 
10- Long Lanceolate  
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 Appendix Table 4.3 continued…. 
Sl. No. Descriptor Descriptor states  
24. Dewlap waxiness 0- Absent 

3- Light 
5-Medium 
7-Heavy 

25. Dewlap primary  color   
26. Dewlap secondary  colour   
27. Dewlap shape 1- Very sloping narrow, 

triangular-ligulate 
2- Very sloping, more or less 
ligulate 
3-Tall, triangular, with convex 
upper and lower margins 
4-Squarish  
5- Deltoid 
  

6-Triangular ( S. 
spontaneum types) 
7- Triangular with 
horizontal  basal 
margin 
8- More or less 
triangular, sloping, with 
horizontal upper margin 
9- Typical ligulate, very 
narrow and practically 
horizontal 

28. Dewlap margin undulation 0-Absent 
1- Present 

 

29. Legule shape 1-Orbicular crescent 
2-Flat crescent 
3-Crescent  with broad lozenge 
4- Crescent  with narrow 
lozenge  
5- Crescent  with lozenge  
6- Broad  crescent 

7- Deltoid 
8-Linear crescent 
9-Broad subarcuate 
10- Inverted crescent 
11-Narrow crescent 
12- Arcuate 

30. Stalk waxiness 1- Restricted to the wax band  below the leaf scar 
2- Light, restricted to the upper half of internode 
3- Light, throughout internode 
4- Heavy, throughout internode 

31. Color of the exposed internode  
32. Color of unexposed internode  
33. Stripes on cane 0- absent 1-Present 
34. Splits/growth cracks on 

cane 
0- absent 1-Present 

35. Corky cracks on cane 0- absent 1-Present 
36.  Corky patch on cane 0- absent 1-Present 
37. Internode shape 1-Cylindrical 

2-Barrel-shaped 
3-Bobbin-shaped 

4-Conoidal 
5-Obconoidal 
6-Curved 

38. Stalk alignment 1-  Straight 2-Zigzag 
39. Node swelling 1-Depressed 

2-Not swollen 
3-Swollen 

40. Growth ring width 1-Narrow 2-Broad 
41. Number of rows of root 

primordia 
1-One row 
2-Two rows 
3-Three rows 

4-Four rows 
5- Irregular 

42. Leaf scar prominence 1-Prominent 2- Not prominent 
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Appendix Table 4.3 continued… 
 
Sl. 
No. 

Descriptor Descriptor states  

43. Root band shape 1-Conoidal 
2-Straight 

3-Obconoidal 

44. Bud shape 1-Ovate with emarginated 
wings 
2-Ovate  with secondary 
wings 
3- Simple ovate 
4-Narrow ovate 
5-Ovate with wing 
broadening toward apex 
6- Squat rhomboid 

7-Pentagonal 
8- Tall deltoid 
9-Short deltoid 
10- Squarish pentagonal 
with wing set high 
11- Roundish with wings 
12-Round with central 
germ pore 

45. Bud prominence 1-Flat 2-Bulging 
46. Bud length   
47. Bud width   
48. Bud germ pore position 1-Apical 

2-Sub-apical 
3-Median 

49. Bud groove/furrow 
expression 

0- Absent 
3- Low 

5-Medium 
7-High 

50. Bud hair group 
 (Hair group 9) 

1-Prominent 2-Not prominent 

51. Bud tip position 1-Below growth ring 
2- Above growth ring 

3-On growth ring 
4- Combination of 1 and 2 

52. Bud base position 1=At leaf scar 2-Above leaf scar  
53. Lodging tendency 1-Lodging 2-Non-lodging 
54. Plant height   
55. Stalk length   
56. Number of internode   
57. Internode length   
58. Internode diameter   
59. Solidness of stalk 1-Solid 

2- Hollow 
3-Pithy 

60. Internode cross section 
shape 

1-Round 2-Oval 

61. Internode cross section 
color 

  

62. Brix %   
63. % Pol   
63. Juice purity %   
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Appendix Table 4.5 List of entry (Genotype) against each entry number used 
in D2 statistic estimation  

 
Entry 
No. 

Entry (Genotype) Entry No. Entry (Genotype) 

1. Isd 38 27. I 40-00 
2. Isd 39 28. CP 36-105 
3. Isd 40 29. CP 75-361 
4. I 112-01 30. I 14-96 
5. I 39-04 31. SC 10d 
6. I 152-04 32. I  98-98 
7. I 111-03 33. I 64-98 
8. I 6-04 34. I 17-01 
9. I 189-04 35. I 137-96 
10. I 174-93 36. I 127-96 
11. SC 5d 37. I 91-79 
12. I 255-06 38. I  33-97 
13. Co 630 39. Saipan 17 
14. CPI 96-80 40. I 26-04 
15. B 34-231 41. I 21-00 
16. I 562-85 42. SC 5b 
17. SC 2d 43. I 82-98 
18. I 326-86 44. I 181-03 
19. Bo 43 45. I 1-05 
20. I 156-97 46. I 143-01 
21. POJ 2878 47. I 23-05 
22. I 134-70 48. I 48-05 
23. CP 69-1052 49. Co 642 
24. IC 7a 50. SC 6d 
25. Co 635 51. I 108-01 
26. CL 41-229   
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