Indian J. Pl. Genet. Resources 9(1): 167-170, 1996

Short Communication

GENETIC DIVERGENCE IN SESAME
(SESAMUM INDICUM L))

O.U.K. Reddy and N. Padmavathi

NRCS, Rajendranagar,
Hyderabad 500 030 (Andhra Pradesh)

Key Words : Sesame, genetic divergence

Genetic divergence among parents is essential for the expression of
heterosis and for enlarging the variability in the subsequent segregating
generatons. Generally, genotypes drawn from diverse geographical regions are
preferred in the hybridization programmes, on the presumption of genctic
diversity among such genotypes.

Fifty genotypes of sesame, both of indigeneous and exotic origin, were
grown at the School of Genetics, Tamil Nadu Agricultural University,
Coimbatore, during January 1987 in randomized block design with four
replications. Selfed seeds of each genotype were sown with a spacing of 45
cm between rows and 30 cm between plants. Five adjacent plants per replication
in the middle of the row were selected in each genotype and observations
were recorded on individual plant for fifteen morphological and developmental
characters.

The data were subjected to analysis of variance as well as multivariate
analysis suggested by Mahalanobis (1936). Clusters were formed as suggested
by Tocher (Rao, 1952) and canonical analysis was done as per the method
suggested by Rao (1952).

The available divergence between genotypes for the characters studied
was tested by Wilks lamda criterion (Wilks, 1932) and it was found to be
significant (X 735 = 2683.78). The generalised D values ranged from 29.17 to
1813.69.

The fifty genotypes were grouped into eight clusters by the application
of clustering techniques. Cluster I had as many as thirty two genotypes
representing different geographical regions of the world.. There were five
genotypes in Cluster III, of which, one was indigeneous and others exotic.
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Clusters I and IV had four genotypes each. Cluster II had three exotic
genotypes from Chile, Japan and Greece, and one indigenous genotypes from
Uttar Pradesh. Cluster IV had a single exotic genotype from Japan, while the
other three genotypes were from Tamil Nadu. Two genotypes, one each from
Greece and Palestine, constituted Cluster V. Clusters VI, VII and VIII had one
genotype each. The clustering pattern failed to indicate any relationship between
gencetic divergence and geographical distribution. This is in agreement with
the findings of earlier workers such as Trechan et al. (1975), Thangavelu and
Rajasckharan (1983) and Dhamu et al. (1984).

Table 1. Inter and intra (diagonal) cluster average of D values and the
extent of diversity among the clusters.
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H : Highly divergent = Above 30; M : Moderately divergent = Between 21 and 30;
C : Closely related = 22 and below

The clustering pattern indicates the existence of wide genetic diversity
among the genotypes chosen from the same geographic region. This is in
agrecement with carlier reports (Trehen et al., 1974 and Dhamu et al., 1974).
They supposed that extremely variable environment within the same origin
could have caused such diversity. Murty and Arunachalam (1966) explained
that such a wide adaptation could be possible due to heterogeneity, genetic

N



GENETIC DIVERGENCE IN SESAME 169

1996

uoyonpaud Jagew AiQ - dWQ
Xapu| eale jea - |V

€9  048C 110C €91 <89 &C9 €T 007 T L6'LC 08°L1 or'e yo'1L 00y 01%. 1A
969 820¢ L¥LT V1 SV SL801 99T L0LS T 86y SL91 0Ly 0cy 0es 019 1A
P191  e¥Le L€y 8S€  TELY 0016 TEE  LE€S  LLT S0°04 ¥6'61 ge's 8y gI9  oree  IA
IL€ 4S8 €€91 790 Tk €19 9¢ 81ty 197 s1°0¢T §SLL 00'€ 680 00C ¥99 A
€9L g€ee 199 Sl LUty €196 ¥EE dCl9 9TT (4414 6L'61 s0's (457 SLS . 60F%L Al
Tee P8 6€S1 L90  69TF  Sv¥8 ¥l'e 8199 €CTC Ieel 9¢'¢l we 20! 99C  vLiE 1
S0y ¥O1E  wLSl VOL T9TF 0888  8¥E  SYIIL 81T 8€01 98Tl ar'e 60 g86C¢ 19¢s 1
¢e9  9l'le  1LeC 191 STTy 98’8 Iyt L1799 6E°C 609t 14818 t6'¢ 19¢ Ity 1669 1

apou
(b ")) 3[ns saydu wals  Suueaq sauepu  saue  (UD)

) (%) dna 1Vl (%) Au wySm  -des (ud) -e1q urew ans -o09s -wud 8wy s
pPlRIA  xoput *JUaIUOd -Njew  pads od  y18ua| uo uo -des  jo'oN JO'ON el -snpD
padg  1soalely O oisAeq -po0l  peeg onsde) amsdey smsdey  jsing

WNWUPSIG Ul SIdPRIRYD U I0J SUBdW IASN[) T dqel



170 REDDY AND PADMAVATHY Vol. 9(1)

architecture of the population, past history of selection, developmental factors
and the degree of general combining ability. Such situation is desirable for
the breeder to select parents with similar adaptability.

Canonical analysis suggested that primary axis was differentiated mainly
by plant height, capsules on branches, leaf area index, number of secondaries
and days to maturity. First capsule bearing node, plant height, humber of
primaries and harvest index constituted the secondary axis of differentiation.

The intra and inter cluster distances among the eight clusters are presented
in Table 1. There did not exist much difference in the intra cluster distances.
The inter cluster distance ranged from 13.157 (between clusters IV and VIII)
to 37.314 (between clusters II and VI). It was found that Cluster II was highly
divergent from Clusters VI and VII. Similarly, Cluster V was highly divergent
from Clusters VI and VII. Between themselves, Clusters VI and VII appeared
to be closely related. This indicates that hybridization programme of genotypes
belonging to highly divergent clusters can be used for exploitation of hybrid
vigour and for getting good recombinants.

Among the eight clusters, Cluster VI recorded the maximum values of
cluster mean (Table 2) for most of the characters stucied except seed per
capsule, 1000-seed weight and oil content. Cluster II registered the maximum
values for seed number per capsule and oil content. The 1000-seed weight
was the highest and days to maturity was lowest indicating earliness in Cluster
V. This crossing programme involving genotypes from these clusters. could
help in obtaining wide spectrum of variability for the above mentioned yield
components in the subsequent segregating generations.
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